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ABSTRACT 

Plant development progresses through distinct phases including embryonic, vegetative, and 

reproductive, eventually followed by seed set and senescence. These developmental stages are 

characterized by specific spatiotemporal patterns of gene expression so that selective activation or 

silencing of genes enables differentiation of characteristic cell types for each developmental stage. 

The developmental switch from vegetative to reproductive growth is one of the most dramatic 

changes in plant’s life, as successful reproduction requires not only the formation of the flowers, but 

also the change of plant architecture traits like internode elongation and branching to ensure the 

balance between optimal number of flowers and production of resources through photosynthesis. For 

that reason, the different phases of plant reproductive development are tightly regulated. 

Chromatin organization is a key element in the regulation of gene expression and is 

responsible for on/off transcriptional states of genes in eukaryotic organisms. The Arabidopsis locus 

EARLY BOLTING IN SHORT DAYS (EBS) encodes a transcriptional regulator that is required for 

repression of the floral integrator gene FT. In addition, EBS specifically recognizes H3K4me2/3 

marks through the PHD domain, and mutations in the EBS gene cause an increase in the levels of 

histone H3 acetylation in the regulatory sequences of FT. Furthermore, EBS binds regulatory regions 

of this master gene of flowering and interacts with histone deacetylases such as HDA6. Altogether 

these observations indicate that EBS is crucial to maintain a transcriptionally inactive state in the 

chromatin of its target genes. 

In this work we have explored the role of EBS in the control of additional aspects of 

reproductive development in Arabidopsis. Following a detailed phenotypic analysis of the ebs 

mutant, we have unveiled the involvement of EBS in plant architecture control after bolting, floral 

meristem maintenance and function, as well as flower development and floral organ patterning. 

We have also characterized the impact of environmental conditions (temperature, photoperiod) on 

the expressivity of these traits. In addition, we have determined changes in Arabidopsis 

transcriptome that occur in the absence of a functional EBS protein, and propose FT, FLC, AGL24, 

LFY, TFL1 and SEP3 as candidate genes to mediate the phenotypic alterations observed in ebs. We 

have also analyzed the impact of EBS on chromatin features of these loci and concluded that the 

mechanism of FT repression mediated by EBS could also operate at least in some of these genes. 

However, additional mechanisms mediated by EBS regulating chromatin compaction and 

accessibility may occur. Finally, we have carried out genetic analyses to understand possible 

interactions between those candidates and EBS, making possible to elaborate working hypotheses 

to explain how these genes could mediate the effect of EBS on the control of inflorescence and 

flower production in Arabidopsis. 

Altogether, the data presented in this work reveal that EBS represents a central hub in the 

control of reproductive growth, orchestrating the expression of different genes that need to be 

coordinately expressed to enable successful completion of the Arabidopsis developmental plan and 

ensure adequate production of fruits and seeds to safeguard efficient transmission of genetic 

information to the following generation. 

 



 

 

 
 

RESUMEN 

El desarrollo vegetal atraviesa por diversas fases incluidas la embrionaria, la vegetativa y la 

reproductiva, seguidas de la maduración de las semillas y senescencia. Estos estadios de desarrollo 

presentan patrones espacio-temporales de expresión génica característicos, de manera que la 

activación o el silenciamiento selectivo de genes permite la diferenciación de tipos celulares 

específicos para cada fase. El cambio de crecimiento vegetativo a reproductivo es una de las 

transiciones más dramáticas que tienen lugar en el ciclo de vida de las plantas, ya que requiere no 

solo la formación de flores sino también de cambios en caracteres relacionados con la arquitectura 

de la planta tales como la elongación de entrenudos y el patrón de ramificación para asegurar un 

balance óptimo entre el número de flores y la producción de recursos a través de la fotosíntesis. Por 

ello, las diferentes fases del desarrollo reproductivo vegetal están finamente reguladas. 

La organización de la cromatina es clave en la regulación de la expresión génica y es 

responsable de los estados transcripcionales activos o inactivos de los genes en organismos 

eucarióticos. El locus EARLY BOLTING IN SHORT DAYS (EBS) de Arabidopsis codifica un 

regulador transcripcional necesario para la represión del integrador floral FT. Además, EBS reconoce 

específicamente marcas histónicas H3K4me3 a través de un dominio PHD, y mutaciones en el gen 

EBS causan un aumento en los niveles de acetilación de la histona H3 en regiones reguladoras de FT. 

Asimismo, EBS se une a secuencias reguladoras de este gen maestro de la floración e interacciona 

con histonas deacetilasas como HDA6. Todas estas observaciones indican que EBS es crucial para 

mantener un estado transcripcionalmente inactivo en la cromatina de sus genes diana. 

En este trabajo hemos investigado el papel de EBS en el control de aspectos adicionales del 

desarrollo reproductivo de Arabidopsis. A través de un análisis fenotípico detallado hemos desvelado 

la implicación de EBS en el control de la arquitectura de la inflorescencia, así como en el 

mantenimiento y función de meristemos florales y el desarrollo de flores y órganos florales. Hemos 

caracterizado también el impacto que tienen diferentes condiciones ambientales (de temperatura y 

fotoperiodo) en la expresividad de estos caracteres. Además, hemos analizado los cambios 

transcripcionales globales que ocurren en Arabidopsis en ausencia de una proteína EBS funcional, y 

proponemos a los genes FT, FLC, AGL24, LFY, TFL1 y SEP3 como candidatos a mediar las 

alteraciones fenotípicas observadas en el mutante ebs. Hemos estudiado también el impacto de EBS 

en las características de la cromatina en estos loci. Esto nos ha permitido concluir que el mecanismo 

de represión de FT mediado por EBS podría funcionar también al menos en algunos de estos genes. 

Sin embargo, podrían existir mecanismos adicionales por los que EBS también modula la 

compactación y la accesibilidad de la cromatina. Finalmente, hemos llevado a cabo análisis genéticos 

para comprender las posibles interacciones entre esos genes candidatos y EBS, posibilitando la 

generación de hipótesis de trabajo que nos permitan explicar cómo estos genes podrían mediar el 

efecto de EBS en el control del desarrollo de la inflorescencia y las flores en Arabidopsis. 

Estos datos revelan que EBS representa un nodo central en el control del desarrollo 

reproductivo, orquestando la expresión coordinada de genes necesarios para completar el desarrollo 

en Arabidopsis con el fin de asegurar una producción adecuada de frutos y semillas que garantice la 

transmisión de la información genética entre generaciones. 
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INTRODUCTION 

Plant development and architecture is driven by meristems that initiate lateral organs on 

their flanks. Plant meristems are formed by groups of undifferentiated cells that divide and 

subsequently acquire cell identity to generate organs. While the shoot apical meristem (SAM) 

gives rise to all aerial organs throughout the life cycle of the plant, the root apical meristem is 

responsible for the generation of the whole root system. 

The lifespan of plants is divided into several growth phases including vegetative and 

reproductive stages. The development of floral organs is crucial for the reproductive success of 

plant species, as it results in seed production and a new generation of plant individuals. Annual 

plants progress through a period of vegetative growth at early developmental stages and then 

transit to the reproductive stage and senescence in the same year. In contrast, perennial plants 

bear shoot meristems that once have reached sexual maturity, begin repeated transitions 

between vegetative and reproductive growth through consecutive years. In any case, this 

transition from vegetative to reproductive growth is strictly controlled and responds to both 

endogenous and environmental stimuli, particularly those that depend on seasonal change. The 

tight regulation of flowering time ensures that reproductive organs are formed at the appropriate 

season and is essential for reproductive success.  

The main environmental factors influencing flowering initiation are temperature and 

day length, also referred to as photoperiod. In a temperate climate zone, a range of flowering 

times is found, although the majority of species flower between spring and autumn seasons as 

warm temperature is usually a prerequisite for flowering to occur. Global warming contributes 

to increased ambient temperature and has severe consequences for flowering. Diverse data 

suggest that the increase in ambient temperature will advance flowering in late-flowering plants 

and delay flowering in early-flowering plants (Fitter et al., 1995). Regarding photoperiodic 

cues, plants can be divided into short day (SD) plants that flower in the autumn when day length 

is getting shorter; long day (LD) plants that flower in the spring when days are getting longer; 

and day neutral plants (DN) that are insensitive to day length. Flowering is also sensitive to 

stress conditions such as drought, heat, cold, nutrient deficiency, pathogen attack, and also cues 

perceived as changed light quality like shading or overcrowding. Endogenous signals such as 

plant age and hormones are also very important to ensure that plants flower at maturity, when 

sufficient resources are accumulated to sustain floral development and seed set (Levy and Dean, 

1998; Cerdan and Chory, 2003). 

1. Genetic control of reproductive development in Arabidopsis 

The model species Arabidopsis thaliana has been used in many studies to characterize 

a number of plant developmental processes, including reproductive development. Recent 

studies have shed light in the regulation of these processes in other plant species, but since this 

work was done in Arabidopsis, in this introduction we will mainly focus on the gene regulatory 

networks that control the transition of a vegetative shoot apical meristem into an inflorescence 

meristem, together with those necessary to specify floral meristem identity in this model 

species. 
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After germination, the seedling goes through a juvenile vegetative phase, where it is not 

competent to flower. This is followed by the transition to the adult vegetative phase, responsive 

to floral inductive signals. With the transition to flowering, the plant enters the reproductive 

phase. During the vegetative phase, the aerial parts of Arabidopsis consist mostly of leaves 

produced on the flanks of the SAM. The generation of leaves at this stage takes place without 

internode elongation, giving rise to a rosette. Upon induction of flowering, the formation of 

reproductive organs and internode elongation (bolting) are triggered, giving rise to the 

formation of an inflorescence.  The shape of an inflorescence varies strongly among different 

species and has strong implications in reproductive success as it has an effect on pollination, 

fruit set and seed dispersal (Wyatt, 1982). Arabidopsis inflorescence is an indeterminate (does 

not produce a terminal flower) raceme. The apical meristem is able to grow (at least 

theoretically) indefinitely, because the undifferentiated character is kept in the stem cells 

located in its center and floral meristems continuously develop on its flanks. Each floral 

meristem gives rise to a separate flower, and flowers undergo self-pollination to create seed-

bearing siliques (fruits). The entire life cycle of Arabidopsis is completed within few weeks or 

months depending on the accession and growing conditions. 

The reproductive phase change not only leads to flower production but usually involves 

multiple other morphogenetic changes, including modifications of leaf shape (heteroblasty) and 

of plant architecture (Bernier, 1988). The architecture of the inflorescence depends on its 

branching pattern and on the relative position where flowers are formed. In Arabidopsis the 

inflorescence architecture is determinated by apical dominance, by which the main apical bud 

partially inhibits growth of lateral buds. The main, central stem of the plant serves as a pivotal 

axis for the creation of lateral organs. In the basal part of the inflorescence, cauline leaves and 

axillary meristems are originated. The apical zone, or shoot apex, bears the potential for 

indefinite growth, and generates individual flowers. Floral primordia are initiated at the rate of 

one every time interval, called a plastochron, and at a certain spatial position with constant 

angle around the stem and relative to the previous primordium. This array provides a clearly 

established pattern, called phyllotaxy, that determines the arrangement of the lateral organs in 

the stem. Axillary meristems lead to the formation of secondary branches (lateral stems) while 

axillary meristems formed on secondary branches lead to the formation of higher order 

branches. The formation of tertiary branches is very rare in wild type (WT) Arabidopsis plants 

grown in standard conditions. Beside the main stem, extra rosette stems, also called rosette 

inflorescences or rosette branches, can emerge. Apical dominance impells hierarchical 

development: flowers on the main stem mature first, then the maturation of the flowers on 

secondary branches and rosette stems occur (Alvarez et al., 1992). 

1.1 Regulation of flowering time 

Different regulatory circuits allow Arabidopsis plants to finely tune the time of 

flowering in response to environmental signals and endogenous cues. The use of genetic 

strategies has identified numerous genes involved in these pathways that modulate flowering 

time. In turn, the activity of these pathways converges at the level of a few so called floral 

integrators that include FLOWERING LOCUS T (FT), SUPPRESSOR OF OVEREXPRESSION 

OF CO 1 (SOC1) and AGAMOUS LIKE 24 (AGL24). 
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Fig.1. Environmental and endogenous factors controlling the phase transition from vegetative to 

reproductive state in the model species Arabidopsis thaliana. Some of the main players involved are 

indicated. 

1.1.1 Environmental signals 

1.1.1.1 Photoperiod  

Plants coordinate flowering initiation with the most favorable time of the year by using 

a reliable indicator of seasonal change such as day length (Andres and Coupland, 2012). 

Although the flowering of Arabidopsis is stimulated by LD, this plant can also eventually 

flower in SD, making it a ‘facultative LD plant’. For a proper photoperiodic flowering response, 

plant needs both a mechanism that allows sensing the light and an internal time-keeper that 

makes possible to measure the duration of the light period. The interaction of light sensed by 

different photoreceptors with the circadian clock, an internal pace-maker that generates an 

oscillation with a period of nearly 24 hours, allows plants to perceive day length. The gene 

CONSTANS (CO) plays a central role in photoperiod perception in Arabidopsis and CO 

expression is regulated by the circadian clock. As a result, CO mRNA cycles during the day 

and displays a different pattern under LD and SD. In inductive photoperiodic conditions, the 

peak of CO expression overlaps with the light period, whereas under non-inductive SD CO 

transcript is only present in the dark. Besides the circadian clock, additional factors participate 

in the transcriptional regulation of CO.  In addition to this transcriptional regulation, CO protein 

stability is controlled by different factors that modulate its selective degradation. CO protein 

stability is highest in the late afternoon in LD and appears to be regulated by light signals 

perceived by phyA, phyB, cry1 and cry2 photoreceptors. To regulate CO protein stability, phyA 

and cry signaling pathways function antagonistically to phyB: phyA and cry signals protect CO 

protein from degradation whereas phyB signals promote degradation (Imaizumi and Kay, 2006; 

Shim and Imaizumi, 2015). CO degradation relies on the activity of the proteasome. The 

complex formed by the RING finger CONSTITUTIVE PHOTOMORPHOGENIC 1 (COP1) 

and SUPPRESSOR OF PHYTOCHROME A-105 (SPA) proteins degrades CO in the darkness, 

but this degradation is prevented in the evening by blue light (Jang et al., 2008). The E3 
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ubiquitin ligase HIGH EXPRESSION OF OSMOTICALLY RESPONSIVE GENES 1 (HOS1) 

is responsible for the morning degradation of CO (Lazaro et al., 2012).  

CO is responsible for the regulation of the expression of the floral integrator genes FT 

and its homologue TWIN SISTER OF FT (TSF) in the vasculature of the leaves (Jarillo and 

Piñeiro, 2011). The tight transcriptional and posttranslational regulation causes that in winter, 

when days are short, the peak of CO mRNA occurs in the darkness when CO protein is being 

degraded. In this situation, there is no CO-dependent FT expression and flowering is delayed. 

In contrast, during spring day length increases sufficiently to make CO expression coincide 

with the light period, then active CO protein is produced, which induces FT gene expression 

and flowering initiation (Imaizumi and Kay, 2006). 

1.1.1.2 Ambient temperature 

Ambient growth temperatures also shape the timing of flowering. In general, most 

Arabidopsis accessions flower earlier when grown at higher temperatures, such as 23°C, than 

at lower temperatures, such as 16°C, while the flowering is further accelerated in temperatures 

around 27-28 °C (Balasubramanian et al., 2006). The MADS box transcription factor SHORT 

VEGETATIVE PHASE (SVP) appears to play a crucial role in this pathway because svp 

mutants are insensitive to changes in ambient temperature and flower early at both temperatures 

(16 °C and 23 °C) (Lee et al., 2007). Another MADS box protein, FLOWERING LOCUS M 

(FLM) is a key player in the flowering response to ambient temperature and functions as a 

partner of SVP. FLM is alternatively spliced in a temperature-dependent manner. While the 

FLM-ß variant is preferentially accumulated at low temperatures, the variant FLM-δ is 

expressed at high temperatures. The DNA-binding heterodimer of FLM-ß with SVP represses 

flowering by negatively regulating FT and SOC1 expression. Conversely, FLM-δ is proposed 

to transfer SVP into an inactive complex and thereby indirectly promotes FT and SOC1 

expression and, consequently, flowering (Lutz et al., 2015). 

Temperature-dependent interactions between nucleosomes and DNA have also been 

reported. It was shown that nucleosomes containing the histone variant H2A.Z are essential to 

perceive ambient temperature properly. Arabidopsis genotypes deficient in incorporating 

H2A.Z into nucleosomes phenocopy warm grown plants and show a constitutive warm 

temperature transcriptome (Kumar and Wigge, 2010). H2A.Z present in the FT promoter is also 

thermo-responsive. Eviction of H2A.Z-containing nucleosomes from FT chromatin at high 

temperatures promotes FT expression by increasing the accessibility of PHYTOCHROME 

INTERACTING FACTOR 4 (PIF4) to the promoter region facilitating flowering induction 

(Kumar et al., 2012).  

 

1.1.1.3 Vernalization 

Vernalization represents the acquisition of the ability of a plant to flower by exposure 

to the prolonged winter cold. This reproductive strategy has been developed by many plant 

species to ensure vegetative growth over winter and reproductive development in favorable 

spring conditions (Whittaker and Dean, 2017; Hepworth et al., 2018). In Arabidopsis huge 

variation in response to vernalization exists throughout ecotypes, depending on their origin and 

the activity of dominant alleles of FRIGIDA (FRI) (Sanchez-Bermejo and Balasubramanian, 

2016). FRI causes upregulation of the floral repressor gene FLOWERING LOCUS C (FLC) that 
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encodes another MADS box protein. Vernalization-responsive Arabidopsis accessions have 

increased FLC RNA and protein levels during initial stages of development (Michaels and 

Amasino, 1999). During winter (or vernalization) VERNALIZATION INSENSITIVE 3 

(VIN3) and other PHD-containing proteins together with Polycomb Group (PcG) complexes 

repress FLC expression. This repressed state of FLC is maintained during warm periods by 

epigenetic silencing and is only reset in the following generation after meiosis (Crevillen and 

Dean, 2011).  

In Arabidopsis, there are five close homologs of FLC named MADS AFFECTING 

FLOWERING (MAF) 1-5 (MAF1 corresponds to the abovementioned FLM). The genes 

encoding these transcription factors are arranged in tandem with FLC as a 22 kb cluster in 

chromosome 5, except for FLM, that is located in chromosome 1. FLC and its homologs seem 

to interact with each other forming nuclear complexes that act together in the inhibition of 

flowering (Gu et al. 2013). Interestingly, an FLC-independent vernalization response must exist 

since flc null mutants still have a vernalization-sensitive phenotype (Alexandre and Hennig, 

2008). The MADS box transcription factor AGL19 is involved in that process (Schönrock et al 

2006), although the downstream targets, except for FT, remain unidentified. Recent evidence 

shows that Arabidopsis histone deacetylase HDA9 regulates flowering time through direct 

repression of AGL19 (Kim et al., 2013). 

 

1.1.2 Plant endogenous signals 

A number of endogenous pathways function independently of environmental signals to 

control flowering, and are related to the developmental state of the plant. These endogenous 

factors ensure that flowering does not occur prematurely, when plants are too young and not 

enough resources for flowering have been accumulated. These pathways are briefly discussed 

below. 

1.1.2.1 The autonomous pathway  

One of the best-known pathways of flowering regulation through endogenous signals is 

a pathway that reduces FLC mRNA in a vernalization-independent way. A number of 

representative mutants of this pathway such as fca, fld, fpa, fve, fy, ld, and flk, flower later than 

WT plants in all photoperiods due to increased levels of FLC expression. Rather than a 

hierarchical set of activities, the autonomous promotion pathway comprises genes with 

different biochemical functions that all share FLC as a target (Boss et al., 2004). Two sub-

pathways have been studied in depth. One of them involves FCA, FPA, FLK and FY proteins, 

which interact to regulate the processing of FLC RNA. The second is responsible for chromatin-

mediated regulation of FLC expression and involves the putative histone demethylase FLD, 

which interacts with the histone deacetylase-associated protein FVE and with 

LUMINIDEPENDS (LD), regulating FLC expression through H3 deacetylation and H3K4 

demethylation processes (Cheng et al., 2017). 

1.1.2.2 Plant hormones 

Each of the currently known phytohormones (auxin, cytokinins, gibberellins (GAs), 

brassinosteroids, ethylene and abscisic acid) has been associated with flowering time control 

(Davies, 2010). However, a broader description is available only for some of them, like GAs.  

Flowering is promoted by the application of GA3, and also in case of mutations causing 



INTRODUCTION 

22 

constitutive GA signaling (Jacobsen and Olszewski, 1993). This floral promotion is triggered 

by the activation of genes encoding the floral integrator genes SOC1, FT and LEAFY (LFY) 

(Mutasa-Göttgens and Hedden, 2009). On the other hand, mutations blocking GA signaling 

(gai) or GA biosynthesis (ga1-3) delay flowering, particularly under SD (Wilson et al., 1992), 

consistent with the central role ascribed to this plant hormone in flowering promotion under 

non-inductive photoperiods. Recent reports have also revealed additional roles for GAs in the 

activation of flowering in LDs. This hormone promotes the induction of FT and TSF in leaves 

and the expression of SQUAMOSA PROMOTER BINDING PROTEIN LIKE (SPLs) genes both 

in leaves and in the SAM. Interestingly, even though gibberellins promote termination of 

vegetative growth and floral transition, they inhibit flower formation. GAs action has to be 

suppressed in later developmental stages through a negative feedback loop with LFY 

(Yamaguchi et al., 2014). The LFY gene is primarily activated by gibberellins, but later, the 

LFY protein activates a gibberellin catabolism gene what results in reduced GAs level. Then, 

gibberellin-sensitive DELLA proteins can be accumulated and together with SPLs promote the 

expression of the floral meristem identity gene APETALA1 (AP1) (Yamaguchi et al., 2014). 

Cytokinins also participate in the regulation of flowering. They overlap with GA in the 

induction of flowering, as exogenous application of cytokinins promotes the floral transition 

(Besnard-Wibaut, 1981). Moreover, they have been proposed to transmit root-to-shoot signals 

during the initiation of flowering, since application of cytokinins in the roots of plants growing 

in flowering delaying SD conditions strongly promotes the floral transition in the absence of 

any extra flowering stimulators, acting mainly at the level of FD and the FT paralogue TSF 

(D'Aloia et al., 2011).  

1.1.2.3 Age pathway 

Plants, similarly to animals, have a period of juvenility and the reproduction phase can 

only occur once the plant has reached an appropriate developmental stage. Two miRNAs: 

miR156 and miR172, as well as various transcription factors are involved in defining the timing 

of phase transitions in plants. MiR156 is highly abundant at the juvenile stage, and its expression 

decreases progressively with age. This miRNA targets and cleaves the transcripts of particular 

SPL genes inhibiting their expression to prevent the juvenile-to-adult as well as the adult-to-

reproductive transition. In contrast to miRNA156, miRNA172 expression increases with age to 

promote phase transition and flowering initiation by repressing the expression of AP2-like 

genes that function to inhibit flowering initiation through FT repression. SPLs (at least SPL9) 

are involved in the activation of miRNA172. This opposite, but complementary function, 

suggests a strong regulatory relationship between both miRNAs (Wang, 2014). 

1.1.2.4 Sugar signaling 

Flowering and seed production are very energy-demanding processes. During recent 

years, carbon assimilation and sugar status in plants have emerged as very important regulatory 

elements during flowering (Moghaddam and Ende, 2013; Wingler, 2018). Arabidopsis plants 

deficient in the trehalose-6-phosphate-synthesizing enzyme TREHALOSE-6-PHOSPHATE 

SYNTHASE 1 (TPS1) flower extremely late. This enzyme is required for the expression of FT 

in leaves. Moreover, TPS1 reduces miR156 expression, and consequently promotes the 

induction of flowering through SPL proteins (Wahl et al., 2013). Additional studies are still 
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required to further clarify the role of sugar signaling in the regulation of reproductive 

development. 

 

1.2 Floral integrators 

The broad input information about internal factors and environmental cues that 

influence flowering time is integrated at the level of the expression of flowering master genes. 

Three of them especially worth mentioning in Arabidopsis are FT and SOC1 that promote 

flowering, and FLC that inhibits the floral transition. 

Based on a spatio-temporal working model, it has been proposed that flowering inducing 

signals mainly converge at the level of the expression of FT (Zeevaart, 2006). Interestingly FT 

mRNA is only expressed in leaves, but acts in the shoot apex. FT proteins seem to be part of the 

florigen, a mobile factor that responds to environmental stimuli perceived in the leaves and 

translate them into the flowering inducing information in the shoot apex. FT protein does not 

activate downstream genes in leaves, but is translocated to the SAM where it binds to the bZIP 

transcription factor FD (Abe et al., 2005). FD is present in the meristem even before FT 

expression, but is unable to trigger expression of flowering genes without FT. The FT-FD 

complex activates floral meristem identity genes at different levels: directly, by activation 

of AP1 expression (Wigge et al., 2005), and indirectly, by the activation of SOC1 expression. 

SOC1 integrates signals from the photoperiod, vernalization and autonomous floral 

induction pathways (Lee et al., 2000). It binds to the promoter of AGL24, activating its 

transcription. AGL24, in turn, promotes upregulation of SOC1. AGL24 and SOC1 proteins 

together activate the floral meristem identity gene LFY (Liu et al., 2008).  

 In contrast to the two floral integrators described above, FT and SOC1, which promote 

flowering, FLC is considered the main flowering repressor in Arabidopsis. As mentioned 

earlier, FLC ensures that flowering occurs in spring, after winter and when plants reach an 

appropriate developmental stage. FLC inhibits the initiation of flowering by binding to the 

genomic region of central flowering genes such as FT, FD and SOC1, and repressing their 

expression (Deng et al., 2011).  

 

1.3 Arabidopsis inflorescence architecture  

Most flowering plants produce multiple flowers in sequence from a reproductive shoot 

apex to form a flower spike (inforescence). As mentioned above, Arabidopsis develops an 

indeterminate, raceme type inflorescence (Prusinkiewicz et al. 2007), comprising individual 

lateral flowers arising immediately and sequentially from an apical inflorescence meristem. 

This indeterminate characteristic is gained through a complex network of positive and negative 

feedback loops (Toe et al., 2014). Flower meristem formation is initiated by increased 

expression of AP1 and LFY. These genes, however, are not expressed equally throughout the 

SAM, but only at the flanks of the meristem. This strictly controlled expression pattern is 

regulated by the repressive action of TERMINAL FLOWER 1 (TFL1), expressed in the center 

of the inflorescence. TFL1 is a small protein homologous to phosphatidylethanolamine-binding 

proteins (PEBPs) belonging to the same protein family as FT. In fact, TFL1 and FT show a 

highly similar structure, and the change of only few amino acids nearby their binding pocket 

can make one of these proteins to acquire the function of the other (Hanzawa et al., 2005; Wang 

et al., 2017). This suggests that the mechanism of FT and TFL1 action is very similar and the 
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differences in their activity lay in their binding specificity. Due to TFL1 activity, LFY and AP1 

expression is repressed in the center of inflorescence apex, ensuring their presence on the outer 

zones and thus safeguarding the indeterminate identity of the core of the inflorescence (Fig 2). 

Consistent with this description, in tfl1 mutants where the repressing role of TFL1 is absent, 

LFY and AP1 expression occur in the central part of the inflorescence meristem, changing the 

identity of the apex into a terminal flower. In 35S::TFL1 plants reproductive development is 

impaired and an enlarged vegetative rosette with a long inflorescence stem and many lateral 

branches is formed (Liljegren et al., 1999; Goslin et al., 2017), further supporting an 

antagonistic function for TFL1, and LFY and AP1 proteins in the regulation of inflorescence 

architecture. 

Floral meristem identity genes LFY and AP1 promote establishment and maintenance 

of floral identity in newly formed floral primordia and without their activity, the floral 

primordia develop with inflorescence characteristics (Shannon and Meeks-Wagner, 1993). 

Both genes act to mutually activate each other´s expression, enhancing the maintenance of the 

floral meristem identity (Kaufmann et al., 2010; Benlloch et al., 2011), but they are also 

responsible for the repression of shoot meristem genes. In fact, repression of AGL24 by LFY 

and AP1 is a crucial step in promoting flower development. Without such repression, continued 

AGL24 expression in floral meristems is sufficient to cause floral reversion (return to previous 

developmental stages) regardless of the activation of floral organ identity genes (Yu et al., 

2004). In addition, LFY and AP1 repress TFL1 by direct binding to its promoter (Kaufmann et 

al., 2010; Winter et al., 2011), generating a negative regulatory feed-back loop that is essential 

for proper inflorescence development.  

 
Fig.2. A working feedback loop model for inflorescence identity involving AP1, TFL1 and LFY. A) A 

schematic representation of AP1, LFY and TFL1 expression domains in the SAM. B) Relationship 

between the proteins. TFL1 represses the expression of AP1 and LFY, ensuring indeterminate growth of 

the inflorescence by preventing the conversion of the shoot apex into a floral meristem. LFY and AP1 

mutually induce their expression and repress TFL1 expression. LFY alone has an additional function 

promoting TFL1 expression (Liljegren et al., 1999; Goslin et al., 2017).  

Additional proteins have been implicated in floral meristem development. One example 

is XAANTAL2 (XAL2/AGL14), a factor necessary and sufficient to induce flowering. The 

regulation of this gene is important in floral meristem maintenance and determinacy (Perez -

Ruiz et al., 2015). On this manner, xal2 mutants are late flowering, particularly under SD 

conditions, while XAL2 overexpressing plants display an early flowering phenotype, but their 

flowers have vegetative traits. Interestingly, inflorescences of 35S::XAL2 plants display higher 

expression levels of LFY, AP1 and TFL1 than WT plants (Perez -Ruiz et al., 2015). Other 

proteins involved in floral meristem development are PENNYWISE (PNY) and POUND-

FOOLISH (PNF) (Smith et al., 2004). In pny pnf double mutants, meristem maintenance and 

flowering are impaired due to misregulation of lateral organ boundary genes and 

downregulation of floral meristem identity genes LFY and AP1 (Smith et al., 2004; Khan et al., 

A B 
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2015). Additionally, pny mutants show defects in internode elongation. As a consequence of 

this alteration, patterning of inflorescence and phyllotaxy are disturbed in these mutants (Smith 

and Hake, 2003). In Arabidopsis WT plants, flowers are produced at equal distances along the 

inflorescence stem forming a raceme with a 137.5° angle between flowers (Mirabet et al., 2012). 

One of the major signals associated with phyllotaxis is auxin. This plant hormone has been 

proposed as one of the main determinant of lateral organ initiation, with auxin response maxima 

correlating with incipient organ primordium initiation. In fact, pin-formed 1 (pin1) mutants, 

which are unable to redistribute auxin polarly, have naked pin-like inflorescences devoid of any 

floral meristem (Gälweiler et al., 1998). 

Branching pattern is another factor affecting inflorescence architecture. While flowers 

are generated in the apical part of Arabidopsis inflorescence, branches are formed in its basal 

part, and branch- and flower-producing regions are separated (Hempel and Feldman, 1994). 

Branches develop from axillary meristems localized in the axils (the junction between leaf and 

stem) of cauline leaves, or rosette leaves in case of rosette branches (Long and Barton, 1999). 

Branching patterns depend on a very important developmental decision: whether axillary buds 

grow out to give a branch or they remain small and dormant in the axils of the leaves. This 

decision relies on many environmental stimuli perceived in different regions of the plant and 

transduced into the axillary buds (Horvath et al., 2003). Key players regulating branching 

patterns are MORE AXILLARY GROWTH (MAX) genes, acting outside the axillary bud 

(Booker et al., 2005) and BRANCHED1 (BRC1), a key branching integrator gene, working 

inside the axillary bud (Aguilar-Martínez et al., 2007). 

In sum, inflorescence architecture depends on the initiation of the bolting stem (bolting 

transition) and development of the lateral organs around its main axis: leaves, branches or 

flowers (flower transition). It is often considered that these two transitions are fully dependent 

on each other and occur in a successive manner (Suh et al., 2003, Teo et al., 2014). However, 

the phenotypes of different mutants like pin1, that bolts normally, but generate a naked, flower-

lacking stem (Gälweiler et al., 1998), lfy, that produces numerous additional cauline leaves after 

bolting, and shows a delayed flower formation (Schultz and Haughn, 1991), and acaulis 

(stemless) mutants, suggest that in fact these bolting and flower transitions are partially separate 

processes. It seems that flowering and bolting transitions are indeed synchronized under 

flowering inducing conditions (warm, LD), but not in non-optimal conditions where flower and 

bolting nodes are temporally and spatially separated. This was depicted by applying 

photoperiodic perturbations to WT plants at different developmental stages. On this manner, it 

has been proposed that the bolting transition occurs after the determination of the floral nodes. 

Moreover, manipulation of the time when plants are exposed to photosynthetically active light 

also affected bolting and suggested that bolting time is not only determined by the initiation of 

the phase change, but also by other factors such as the production of sufficient biomass for 

optimal seed production (Pouteau and Albertini, 2009). From the conclusions drawn in this 

study a method to identify the optimal conditions for flowering has been proposed, which is 

when both transitions are maximally synchronized. 



INTRODUCTION 

26 

1.4 Emergence of the flowers. The ABC model of flower development and its 

modifications 

Flowers are generated from determinate floral meristems that give rise to a fixed number 

of floral organs: sepals, petals, stamens and carpels. Arabidopsis flowers are composed of four 

sepals, four petals, six stamens and two fused carpels. These organs are arranged in concentric 

circles (whorls) from the outside to the center. Floral organs are determined by a group of 

regulatory genes, dubbed as floral organ identity genes. They were identified based on mutants 

showing homeotic transformations of the flower organs, that is a replacement of one floral 

organ by another (Bowman et al., 1989). The analysis of these homeotic mutants led to the 

conclusion that floral organ identity genes act in combinatorial manner (Smyth et al., 1990; 

Bowman et al., 1991; Bowman et al., 1993). Those studies gave birth to the best-known model 

in plant sciences, the ABC model of flower development. According to this model, the identity 

of different types of floral organs is provided by different sets of genes. Sepals are created by 

the action of the group A of genes –AP1 AP2; petals are created by the combined activity of A 

and B group genes – AP3 and PISTILLATA (PI); stamens by the function of B group genes and 

the C group gene – AGAMOUS (AG); and carpels by the group C gene alone. Moreover, group 

A and group C genes act antagonistically, preventing each other’s expression and restricting 

the expression domain of each class of genes. In the ideal group A mutants, sepals are replaced 

by carpels and petals are replaced by stamens. In the ideal group B mutants, sepals are created 

in the first two whorls and carpel in the two inner ones. In the group C mutants, stamens are 

replaced by petals and carpels are substituted by sepals (Smyth et al., 1990; Bowman et al., 

1991; Bowman et al., 1993). Also, in C gene mutants the floral meristem becomes indeterminate 

giving rise to the phenotype of flower within a flower. In addition, the activity of a number of 

genes is required to set the boundaries between the domains of expression of the different organ 

identity genes. This class of floral development genes is usually referred to as cadastral genes.  

The ABC model, despite being quite simple and attractive, was shown to present some 

shortcomings. All ABC genes, except for AP2, encode MIKC-type MADS-domain 

transcription factors (Irish, 2010). Soon, other members of same family of transcriptional 

regulators started to be analyzed based on their role in flower development. A group of genes 

closely related to AG has been proposed to contribute to function D. This group consists of 

SEEDSTICK (STK) and SHATERPROOF (SHP) 1 and 2 genes, and is involved in ovule 

formation (Pinyopich et al., 2003; Favaro et al., 2003). Another class of MIKC-type MADS-

box protein comprise the SEPALLATA (SEP) 1-4 genes. sep single and double mutants exhibit 

no or only weak phenotypes. However, sep1 sep2 sep3 triple mutant bears flowers in which all 

floral organs are substituted by sepals, and the flower itself becomes indeterminate. Quadruple 

mutant sep1 sep2 sep3 sep4 displays even stronger phenotypic alterations, with all organs being 

replaced by leaves. The function of the SEP genes has been classified as a separate group of 

floral organ identity genes, the group E (Pelaz et al., 2000; Ditta et al., 2004, Zahn et al., 2005).  

The ABCDE model harmonizes well genetic and molecular data. Nevertheless, the A 

function has often been thrown into question since the function for specifying perianth organ 

(sepals and petals) identity and antagonism of C function is difficult to separate from a more 

fundamental function performed by AP1, setting floral meristem identity. Even an early 

alternative to ABC model assumed the existence of A and B group complemented with a so-

called ‘floral ground’, where AP1 would correspond to floral ground state and B and C group 
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genes would correspond to A and B of the alternative model. In this alternative model, the 

development of sepals, being so close to leaves, would represent a ‘default state’ of floral organs 

(Schwarz-Sommer et al., 1990). Another model (A)B(C) was suggested where (A) comprises 

the function of A and E class genes of ABCDE model. Having a closer look, A and E class 

genes are closely related in tested flowering plants, creating a phylogenetic superclade 

(Gramzow and Theissen, 2010). Also, some evidence provided by AG-like genes in extant 

gymnosperms and stem group seed plants (Gramzow et al., 2014) supports the combined 

function of C and D genes from the ABCDE model, giving a (C) class genes that specify 

reproductive organ identity and distinguishes reproductive (C) from non-reproductive organs 

(A)B.  

The initial models for genetic control of flower development relied mostly on genetic 

analysis, but later studies started to reveal what is the exact molecular mechanism of action of 

the products of floral homeotic genes. First trace of evidence was provided by the study of 

Egea-Cortines et al., 1999, where they reported that orthologues of AP3, PI and AP1 from 

Antirrhinum majus form ternary complexes via their C-termini. These multimeric complexes 

show increased DNA binding in gel-shift assays compared with individual hetero- or 

homodimers. Later on, class B proteins of Arabidopsis, PI and AP3, were reported to interact 

with AP1 or AG through SEP3 (Honma and Goto, 2001). The Floral Quartet Model states that 

there is at least one unique quaternary complex for the determination of the identity for each of 

the floral organs (Theissen and Saedler, 2001; Smaczniak et al., 2012) (Fig 3). 

 
Fig.3. ABC model for the control of flower development. Quadruple complexes are needed for each 

organ to be created. A-class genes (AP1 in Arabidopsis) are needed for sepal formation. B-class genes 

(PI and AP3 in Arabidopsis) together with A-class genes are needed for the generation of petals and 

together with C-class genes are needed for stamens formation. C-class genes alone (AG in Arabidopsis) 

are needed for carpel identity. The ABC model has been expanded to E-class genes (SEP1-4 in 

Arabidopsis) that are needed for the floral whorls definition and D-class genes (STK and SHP in 

Arabidopsis) that are needed for ovule formation (adapted from Theissen et al., 2016). 
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1.4.1 Reproductive reversion 

In Arabidopsis, once triggered, the transition from vegetative to reproductive growth is 

irreversible. Plants flower even if inductive conditions no longer exist. This feature is called 

floral commitment and exists within many plant families (Tooke et al., 2005). Nevertheless, the 

return from floral to vegetative development has been observed in different plant species, as 

well as in some Arabidopsis mutants (Muller-Xing et al., 2014; McCullough et al., 2010; Melzer 

et al., 2008).  

Reproductive reversion was classified as inflorescence and floral (Adrian et al., 2009). 

Inflorescence reversion occurs during or after inflorescence development and results in 

meristem reverting to vegetative growth. On the other hand, floral reversion happens later in 

development. As a result, incomplete flowers can be created, some floral organs can be 

substituted by leaves or, in more dramatic cases, floral meristem reverts to either inflorescence 

or vegetative meristem. Floral reversion was strongly connected with flowering in suboptimal 

conditions (as reviewed in Battey and Lyndon, 1990; Tooke at al., 2005), but the molecular 

mechanisms underlying this developmental abnormality remain unknown. For instance, 

Arabidopsis suecica, a close relative of Arabidopsis thaliana, displays photoperiod-dependent 

floral reversion in a subset of its flowers and occurs more frequently when flowering takes place 

under non-optimal conditions, suggesting environmental conditions as a cause of reversion 

(Asbe et al., 2015, McCullough et al., 2010). Also, some of the Arabidopsis mutants defective 

in homeotic genes, like ag or lfy, exhibit floral reversion (Mizukami and Ma, 1997; Okamuro 

et al., 1996). The computational modulation of data coming from 35S::XAL2 plants, together 

with other publicly available data suggested that meristems at various developmental stages 

represent different steady states (an unvarying condition of a process): the vegetative meristem 

represents one steady state, while inflorescence and floral meristem the others. With optimal 

expression of flowering genes, the transition flow vegetative meristem – inflorescence 

meristem – floral meristem is the most energetically-optimal scenario. If the balance in the 

expression of meristematic genes is disrupted by mutations or overexpression of some of the 

components, the flow can preferentially follow the direction from inflorescence meristem to the 

creation of inflorescence/floral meristem double identity cells (Pérez-Ruiz et al., 2015). 

On the other hand, recent observations strongly suggest that the expression of FT in 

organs formed after the floral transition is needed to prevent reproductive reversion (Liu et al., 

2014 and Satake et al., 2016). On this way, the FT defective mutant allele ft-10 displayed a 

developmental reversion phenotype when grown under SD conditions. This reversion was 

observed in flowering shoots early after the formation of the first true flowers. The 

inflorescence meristem reverted to form vegetative side branches with rosette-like cauline 

leaves. All these phenotypic defects were suppressed by the introduction of a functional FT 

transgene in the ft-10 mutant background (Liu et al., 2014). In addition, strong activation of 

FLC either in A. thaliana ecotype Sy-0 or in PcG mutants also causes floral reversion by the 

repression of FT expression in the inflorescence (Müller-Xing et al., 2014). In addition, a 

computational model for the impact of FT (flowering signal) and sucrose (inflorescence signal) 

on floral reversion was established. The model predicted the diverse inflorescence structures, 

depending on the number of flowers and the value of the florigen threshold, and showed that: 

1) the florigen threshold needs to be increased if the total floral stimuli are decreased by the 

knockout of genes involved in the determination of floral meristem identity; 2) the commitment 



INTRODUCTION 

29 

of the lateral organ to flower formation depends on the time when it was created; and 3) floral 

reversion enhances floral commitment of newly formed floral meristem, even if reverted 

meristems developing leaf-like organs do not produce the florigen (Satake et al., 2016). 

Thus, floral reversion seems to be provoked by the imbalance of a finely tuned network 

of floral transition, floral meristem identity and floral organ identity genes, and can be produced 

either by non-inductive flowering conditions or gene misregulation caused by the 

mutation/overexpression of some important regulators of reproductive development.  

2. Chromatin-mediated regulation of reproductive development in 

Arabidopsis 

Cells of a multicellular organism are in general genetically identical, but structurally 

and functionally distinct owing to the differential expression of genes. Many of these 

differences in gene expression arise during development and cell proliferation (Holliday and 

Pugh, 1975; Jaenisch and Bird, 2003). In nuclei of all eukaryotic cells, DNA is highly folded 

and compacted by histone and non-histone proteins into a dynamic polymer called chromatin. 

Chromatin remodeling processes play a central role in the establishment of gene expression 

patterns that drive plant development (Jarillo et al., 2009). Additionally, chromatin structure 

provides a mechanism that ensures the stability of gene expression patterns throughout the 

mitotic cell divisions that take place in a specific cell line (Jaenisch and Bird, 2003). Distinct 

levels of chromatin organization are dependent on the structuring of nucleosomes, chromatin’s 

basic subunits. Each nucleosome is formed by a central octamer of four core histone proteins: 

an H3-H4 tetramer and two H2A-H2B dimers, wrapped by almost two turns of superhelical 

DNA (Kornberg and Lorch, 1999). Nucleosomes are separated by the ‘linker’ histone H1. 

Histones are small proteins consisting of a globular domain and a more flexible and charged 

NH2 terminus (so called ‘histone tail’). Numerous studies have highlighted how chromatin 

dynamics is essential for the correct regulation of different components of the flowering 

pathways and the inflorescence and flower development processes (He, 2012; Wagner, 2017).  

 

2.1 Chromatin-based mechanisms for the regulation of gene expression 

Different mechanisms act on chromatin-based gene expression control, including 

chromatin conformation and nucleosome remodeling, subnuclear localization, chemical 

modification of histones, replacement of histones by variants and DNA methylation. 
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Fig.4. Chromatin-mediated regulation of gene expression occurs on different levels: 1) nuclear 

architecture, where position relative to the nucleolus and nuclear lamina affect spatial availability of 

transcription machinery, 2) chromatin density and position of nucleosomes that may block the binding 

of transcription factors, 3) chemical modification of histones (acetylation, methylation and others) and 

exchange of histone variants that change the properties of interaction between the nucleosomes and the 

DNA, 4) chemical modification (methylation) of DNA that affects protein binding abilities 

 

2.1.1 Chromatin conformation  

The macromolecular structure chromatin can be divided in two conformations: 

heterochromatin and euchromatin. Heterochromatin is rich in repetitive DNA sequences and 

transposable elements, contains few genes, and exhibits little or no transcriptional activity. 

Furthermore, it displays distinct molecular and biochemical variations according to localization 

and function. Cytologically, it can be identified as regions exhibiting intense DNA labelling, 

named chromocenters (del Prete et al., 2014). In contrast, euchromatin occupies uniformly the 

nucleus and consists of both transcriptionally active and silenced genes. However, even the 

silenced genes within the euchromatin possess the potential to be easily activated. In interphase 

nuclei, euchromatic regions emerge as 0.2- to 2-Mbp loops around chromocenters and are 

enriched in activating histone markers (Fransz et al., 2002). 

The more decondensed the chromatin structure, the more active its transcriptional state, 

and vice versa (Kadauke and Blobel, 2009). Thus, chromatin looping and clustering is a 

frequent mechanism of gene silencing. The first example in plants of active repositioning of a 

locus in response to its transcriptional activity was showed in the study of the nuclear 

organization of transgenic FLC alleles tagged with the lacO repeat array (FLC-lacO) in 

response to vernalization. In non-vernalized plants where FLC is expressed in the 

endoreduplicated cells of the root differentiation zone, 6 foci of FLC-lacO can be seen. After 

FLC silencing by a cold treatment, physical repositioning and clustering of FLC in only one or 

two enlarged FLC-lacO foci are present (Rosa et al., 2013; Zhu et al., 2015). 

 

2.1.2 Nucleosome remodeling 

 Nucleosome-remodeling is achieved by key facilitators of chromatin dynamics that 

allow the switch between more condensed (and consequently transcriptionally repressed), and 

less condensed (active) states. At the level of single nucleosomes, these factors are involved in 

nucleosome-repositioning, altering histone–DNA interactions, disassembly of nucleosomes, 
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and the exchange of histones with variants of different properties (Becker and Workman, 2013). 

DNA does not detach from histones on its own, and energy is needed to catalyze this process. 

ATP-dependent nucleosome remodeling factors are the best described ones. These enzymes 

weaken the tight wrapping of DNA around the histone octamers, thereby facilitating the sliding 

of histone octamers to neighboring DNA segments, their displacement to unlinked DNA, and 

the accumulation of patches of accessible DNA on the surface of nucleosomes (Varga-Weisz 

and Becker, 2006).  

 

2.1.3 Subnuclear localization and transcriptional status 

In yeast, the artificial tethering of a reporter gene to the nuclear envelope via membrane-

spanning anchor (Sir proteins) revealed that the nuclear periphery is associated with gene 

silencing (Andrulis et al. 1998; Gartenberg et al. 2004), while active genes tend to be located 

within the nuclear matrix. Comparable approaches have been used to study animal nuclei 

(Finlan et al., 2008). In Arabidopsis, the high compaction of nuclei makes this kind of analysis 

extremely difficult, but it is believed that the relation between subnuclear localization and gene 

transcriptional activity in plants is similar to that in other non-plant organisms.  

The yeast Sir complex interacts with the membrane-associated protein Esc1 that is 

excluded from nuclear pores (Andrulis et al. 2002). These pores, on the other hand, were 

suggested to associate with actively transcribed genes. Indeed, several studies revealed that in 

yeast, genes associated with nuclear pores are involved in nuclear – cytoplasmic trafficking of 

tRNA and mRNA (Ishii et al., 2002). Thus, nuclear periphery is a transcription silencing 

location; nuclear matrix is the location for transcriptionally active genes, and nuclear pores 

enable the transport of some gene products from nuclear matrix to cytoplasm. 
 

2.1.4 Covalent modification of histones 

The covalent modification of histones changes their physico-chemical properties, 

namely the strength of the interactions between histones and DNA, and histones and other 

proteins, as well as nucleosome mobility and turnover. This affects chromatin structure, leading 

to differences in transcriptional ‘on-off’ states, and propagation of higher order chromatin 

structures. Histone modifications are highly complex due to the large number of residues that 

can be modified, as well as the large variety of modifications (acetylation, methylation, 

phosphorylation, ubiquitination and others) that are deposited. Next to the information encoded 

in DNA sequence, another type of combinatorial information is encoded in histone 

modifications, being responsible for the creation of different epigenetic states that correlate with 

transcription. For that reason, the combination of histone modifications is often referred to as 

‘histone code’ (Jenuwein and Allis, 2001).  

Discovered in 1963, histone acetylation was the first described histone modification 

(Phillips, 1963). It was associated with highly transcribed genes, so it was suggested that 

acetylation facilitates transcription (Pogo et al., 1966). Indeed, acetylation neutralizes the 

positive charge of lysine (K) residues, making the charge of modified histones more negative 

and weakening the charge-dependent interaction with negatively charged DNA, creating a loose 

and more accessible chromatin region for TFs (Hong et al., 1993). Histone residues are 

acetylated by histone acetyltransferases and deacetylated by histone deacetylases (Campos and 

Reinberg, 2009). Acetylation and deacetylation are highly dynamic, and the high speed of those 
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reactions is needed to facilitate mobilization and restoration of nucleosomes during polymerase 

transit (Waterborg, 2002). Histone acetylation is usually associated with histone H3 (in K 

residues 9 and 14) and histone H4 (in K residues 5, 8, 12, and 16). 

K and arginine (R) residues on histone tails can be mono-, di- and (in case of the K) 

trimethylated. In contrast to acetylation, methylation does not change the physical properties of 

chromatin per se. Methylated histones can be found in both actively transcribed and repressed 

regions, suggesting that methylation has no direct effect on the transcriptional state of genes. 

Instead, methylation mediates the regulatory function through the interaction and recruitment 

of catalytic proteins. For example, H3K27me3 (trimethylated K27 on histone H3) has been 

proposed to attract Polycomb Repressive Complex (PRC) 1 that ubiquitinates K residues of 

histone H2A, recruits complementary repressing factors and ensures inhibition of gene 

expression (reviewed in del Prete et al., 2015). On the other hand, H3K4me3 at the transcription 

start site recruits PHD finger proteins of the NUCLEOSOME REMODELING FACTOR 

(NURF) that changes nucleosome occupancy of H3K4me3 regions (Wysocka et al., 2006). The 

same methylation type also attracts PHD-containing ING proteins that recruit histone 

deacetylases (Shi et al., 2006) or histone acetyltransferases (Doyon et al., 2006), causing gene 

expression inhibition or activation, respectively. Histone acetyltransferases can be also 

recruited by the H3K36me3 mark. This mark is associated with active genes (Li et al., 2015: 

Yang et al., 2014). MORF RELATED GENE (MRG) proteins bind H3K36me3 and recruits 

H4-specific acetyltransferases to achieve high expression levels through active histone 

acetylation at the promoter and 5′ regions of target loci (Xu et al., 2014). On the contrary, the 

H3K9me2 mark is connected with heterochromatin and recruits CHROMOMETHYLASE 3 

(CMT3), an enzyme that methylates DNA, an epigenetic modification associated with gene 

silencing (Du et al., 2012).  

Another covalent modification of histones is ubiquitination. While the abovementioned 

modifications involve small chemical moieties, ubiquitination adds a 76 amino-acids peptide to 

a single K residue. Histone ubiquitination occurs mostly in the context of histones H2A and 

H2B. However, ubiquitination of those histone proteins seems to have opposite effects. While 

monoubiquitination of H2A (H2Aub1) is associated with transcriptional repression mediated 

by the PRC1, H2Bub1 is involved in transcription activation (Feng and Shen, 2014). 

More detailed information regarding the main localization and function of different 

histone modifications can be found in Table 1. 

Table 1: List of major covalent histone modification in Arabidopsis and their function 

Modification Localization Function Source 
H3K9/14ac  Transcription start site (TSS) 

of genes, restricted to 

euchromatin 

Promotes transcription Zhou et al., 2010 

H4K5/8/12/16ac Cell cycle dependent 

localization in different 

nuclear compartments,   

Promotes transcription, involved 

in DNA replication 

Jasencakova, 2000 

Tian et al., 2005 

H3K36ac Peaks at the 5´ end of genes, 

mainly on the two 

nucleosomes close to the 

TSS 

Associated with gene activity, a 

binary indicator of transcription 

Mahrez et al. 2016 
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H3K4me1 Within transcribed regions, 

correlated with CG 

methylation 

 Zhang et al., 2009 

H3K4me2 Promoters and 5’ genic 

regions co-localize with 

H3K27me3 

 Zhang et al., 2009 

H3K4me3 Promoters and 5' genic 

regions of highly expressed 

genes 

Involved in transcriptional 

activation 

Zhang et al., 2009 

H3K9me2 Mostly in heterochromatin, 

but also present in 

euchromatin, TE 

Associated with TE silencing, 

facilitate DNA methylation, gene 

silencing at constitutive 

heterochromatin 

Roudier et al., 2011, 

Du et al., 2012 

    

H3K27me1 Both in hetero- and 

euchromatin, TE 

Associated with TE silencing, 

gene silencing at constitutive 

heterochromatin 

Roudier et al., 2011 

Jacob et al., 2009 

H3K27me3 Transcribed regions of genes Promotes transcriptional silencing, 

independently of other 

mechanisms 

Zhang et al., 2007 

H3K36me3 Gene bodies with  

5’ preference 

Promotes gene expression, 

antagonistic role with H3K27me3 

Li et al., 2015 

Yang et al., 2014 

H2Aub1 Inactive genes Associated with transcriptional 

repression by PRC1 

Feng and Shen, 2014 

H2Bub1 Co-localized with H3K4me3 

and H3K36me3 

promotes transcriptional 

activation 

Roudier et al., 2011 

Feng and Shen, 2014 

 

2.1.5 Histone variants 

Histone variants are non-canonical (non-allelic) variants of histones – bearing one or a 

few amino acid differences that slightly affect histone properties and abilities to undergo 

chemical modifications. For example, there are two variants of histone H3, H3.1 and H3.3. H3.1 

acts as the canonical histone that is incorporated during DNA replication, whereas H3.3 

replaces H3.1 outside of S-phase, during chromatin-disrupting processes like transcription 

(Stroud et al., 2012). A variant of histone H2A, histone H2A.Z is enriched at the TSS of 

expressed genes, but also at the bodies of genes rapidly regulated during stress or development 

(Zilberman et al., 2008; Coleman-Derr and Zilberman, 2012). Another H2A variant, H2A.W is 

associated with inactive chromatin and enhances chromatin condensation by promoting fiber-

to-fiber interactions (Yelagandula et al., 2014). A variant of a linker histone H1, H1.3 is 

undetectable in the genome in standard conditions, except for a pool expressed in guard cells. 

However, under environmental stress conditions this histone variant rapidly replaces the 

canonical H1, and this exchange is needed for fast facilitation of chromatin accessibility 

(Rutowicz et al., 2015).  

 

2.1.6 DNA methylation 

DNA methylation (addition of a methyl group to a cytosine base) is associated with gene 

silencing and is the most evolutionary ancient epigenetic modification (Razin and Riggs, 1980). 

In plants, this modification occurs in all three possible sequence contexts: symmetric (where 

there is a mirror cytosine on the complementary strand of DNA) context that can take place in 

CG dinucleotides (the most abundant methylation type) and CHG context (where H 
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corresponds to A, T or C), and asymmetric CHH context. In Arabidopsis DNA methylation 

is especially abundant, with more than 14% of all cytosine bases being methylated. It occurs 

predominantly on transposon regions and other repetitive elements, but it is also present in 

genes. Depending on the deposition of this mark, two types of DNA methylation can be 

distinguished: 1) de novo methylation, resulting in the generation of new types of methylation 

marks and 2) maintenance DNA methylation that reproduces methylation patterns on daughter 

cell DNA strands after replication (Henderson and Jacobsen, 2007; Law and Jacobsen, 2010; 

Niederhuth and Schmitz, 2017).  

 Methylation of cytosine at the three contexts described above is carried out in different 

ways. CG is methylated by METHYLTRANSFERASE 1 (MET1). This enzyme is directed to 

the hemimethylated sites during replication by VARIANT IN METHYLATION (VIM) 1-5 

proteins (Woo et al., 2008). CHG methylation is performed by CMT3 that binds H3K9me2, a 

histone mark connected with heterochromatin, and methylates CHG around this histone mark. 

Interestingly, H3K9me2 is equally dependent on DNA methylation, as histone 

methyltransferases KRYPTONITE (KYP), SU(VAR)3-9 HOMOLOG 5 (SUVH5) and SUVH6 

bind methylated DNA and introduce K9me2 on histone H3 in surrounding nucleosomes (Du et 

al., 2012). CHH doesn’t have a mirror cytosine on the opposite strand of DNA and is not 

connected with maintenance of DNA methylation during replication but with de novo 

methylation. This type of methylation is also connected with H3K9me2 and is introduced by 

CMT2 (Stroud et al., 2014). However, the crosstalk between all three methylation pathways 

exists as cytosines at every position can be methylated by de novo methylation pathway 

triggered by 24 nt siRNA (Matzke and Mosher, 2014). 

 

2.1.7. Chromatin states 

Regions of the chromatin harboring different combinations of the abovementioned 

marks have been divided into 9 classes, further grouped into 5 categories with distinct functions: 

1) proximal promoters and 5’ UTRs (chromatin state 1 and 2) rich in activating marks as 

H3K4me2/3, H3.3, H2A.Z and H3K36me3 or H2Bub, and DNase I accessible sites; 2) genic 

regions (chromatin state 3, 6 and 7) with 5’ end rich in H3K4me1/2 and poor in H3K27me3; 3) 

distal regulatory intergenic regions (chromatin state 4) often have properties of bivalent 

chromatin rich in H3K4me3 and H3K27me3, AT-rich with moderate levels of H3K27me1; 4) 

Polycomb associated chromatin (chromatin state 5), where Polycomb proteins bind, rich in 

H3K27me3 and H3.1; and 5) heterochromatin (chromatin state 8 and 9) AT- or GC-rich, with 

high levels of H3K9me2, H3K27me1, H3.1 and DNA methylation. Chromatin boundaries exist 

between categories of different functions, for example in transposable elements that flank 

highly expressed genes and separate them from heterochromatin (Sequeira-Mendes et al., 2014; 

Vergara and Gutiérrez, 2017). 

2.2 Chromatin-mediated regulation of growth phase transitions and reproductive 

development. 

The switch from vegetative to reproductive phase and development of reproductive 

organs is connected with the suppression of flowering repressors and induction of flowering 

activators. This broad change in the transcriptional activity of many genes in the genome 
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demands the reprograming of existing nuclear topology, chromatin conformation, histone 

landscape and DNA methylation patterns.  

 

2.2.1 Rearrangement of nuclear organization during development 

Light and temperature are the main signals determining the developmental fate and 

growth pattern of plants and act by modulating gene expression. Global changes in nuclear 

organization in response to these environmental cues and developmental stimuli are relatively 

poorly characterized. It is broadly accepted that those changes occur, but the exact mechanism 

is so far unknown. One of the few examples described is the control of nuclear architecture in 

response to light signals during seedling establishment (Bourbousse et al., 2015; Kaiserli et al. 

2018). In the first 3 days after seed germination, nuclei are relatively small with unorganized 

chromatin structure. During the next 2 days, nuclei expand their size and chromatin 

differentiates into organized structures that end up with the formation of 8-10 chromocenters. 

This chromatin organization however, is absent in plants grown in the dark. This observation 

suggests that during early stages of seedling growth, the dynamic reorganization of nuclear size 

and heterochromatin condensation depends on photomorphogenesis. During this period, 

exposure to light causes an increase of RNA Pol II activity, and repositioning of several light-

responsive genes toward the nuclear periphery (Kaiserli et al. 2018) 

Temperature also triggers changes in chromatin structure and nuclear organization and 

regulates heterochromatin compaction within the plant nucleus (Pecinka et al., 2010). In 

particular, heat stress has been shown to lead to a reduction in nucleosome density, which is 

primarily regulated by the chromocenter-localized protein HEAT-INTOLERANT 4 (HIT4) 

(Pecinka et al., 2010; Wang et al., 2015).  

 It is believed that analogous changes in nuclear topology occur with every 

developmental switch. Recent studies analyzing the DNA sequences connected with nuclear 

lamina proteins appear to confirm this hypothesis. These results revealed that half of the 

sequences associated with nuclear envelope in seedlings were absent in flowers, suggesting that 

chromatin rearrangement occurs throughout development (Rodriguez-Granados et al., 2016). 

However, full information concerning the mechanisms mediating these processes remains 

unknown, and only fragmentary data are available, mostly regarding the changes in histone 

modifications and chromatin organization. Different examples of such information about the 

involvement of chromatin-mediated regulation are given below. 

 

2.2.2 Chromatin-mediated regulation of the floral transition 

Numerous studies have revealed the involvement of chromatin remodeling processes on 

the regulation of flowering initiation. In fact, many of the mutants affected in chromatin 

remodelers display defects in the regulation of the floral transition, suggesting the involvement 

of chromatin remodeling during this developmental process. For instance, mutations in a 

member of the SWI/SNF subfamily of ATPases, BRAHMA (BRM), delay flowering in SD due 

to FLC overexpression. In contrast, under LDs brm mutations cause early flowering, most likely 

due to the overexpression of CO, SOC1 and FT, and simultaneous reduction in SVP transcripts 

(Farrona et al., 2011). SVP expression was shown to be directly activated by BRM, and in brm 

mutants higher occupancy of Polycomb Repressive Complex 2 (PRC2) and H3K27me3 can be 

observed on the SVP locus (Li et al., 2015). Further examples are already available (see He, 
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2012 and Wagner 2017 for reviews), but by far, the best-known examples of chromatin-

mediated regulation of flowering time are related to the transcriptional control of the flowering 

integrators FLC and FT. Particularly enlightening are the lessons learnt from a variety of studies 

that have unveiled numerous epigenetic mechanisms involved in the fine regulation of the floral 

repressor FLC. Below we discuss some of these works related to the transcriptional regulation 

of these genes with special emphasis on FLC. 

2.2.2.1 FLC - the paradigm of epigenetic control of gene expression in plants 

As mentioned above, FLC is the main repressor of flowering in Arabidopsis, and 

different data indicate a close connection of this locus with flowering pathways mediated by 

temperature. In fact, vernalization (Michaels and Amasino, 1999) and elevated ambient 

temperature (Gan et al., 2014) repress FLC expression whereas short-term cold stress induces 

its expression (Jung et al. 2013). Interestingly, the same mean temperatures delivered as 

constant or alternating temperature profiles have different consequences on FLC expression 

(Burghardt et al. 2016). Cold and heat have been proposed to affect FLC expression by inducing 

changes in chromatin conformation (Kaiserli et al. 2018), Screens for mutants in which winter 

annuals are converted into rapid-flowering types due to attenuation of FLC expression 

identified homologs of yeast RNA Polymerase II Associated Factor 1 (PAF1) complex (He et 

al., 2004). PAF1-C associates with the RNA polymerase II complex during transcription and 

simultaneously recruits H3K4 methyltransferases to target genes. This complex links an 

increase in H3K4 trimethylation with transcription and changes in chromatin structure. This 

mechanism required for FLC activation may serve as a ‘transcriptional memory’ that establishes 

a positive feedback loop of gene activity and is involved in FLC expression memory (Squazzo 

et al., 2002; Ng et al., 2003; Krogan et al., 2003). 

Another chromatin remodeling mechanism previously described in yeast that is also 

important for FLC expression in Arabidopsis is mediated by PHOTOPERIOD 

INDEPENDENT EARLY FLOWERING 1 (PIE1), considered a homologue of the ATP 

hydrolyzing, chromatin-remodeling protein ISW1p. This protein is connected with the 

modulation of H3K4 methylation levels in the chromatin of certain actively transcribed genes. 

It is possible that PIE1 binds H3K4me3 on the FLC promoter, remodels the chromatin structure 

and increases FLC expression (He and Amasino, 2005). Other reports have proposed that PIE1 

might be the catalytic subunit of the Swi2/Snf2-Related 1 (SWR1) complex, mediating the 

deposition of H2A.Z in the chromatin of the target genes (Jarillo and Piñeiro, 2015). 

As described earlier in the 1.1.3 section, FRI acts as an FLC activator. The exact 

mechanism of its function is not fully understood, although it seems to directly activate FLC 

transcription by interacting with the nuclear cap–binding complex, increasing the proportion of 

FLC mRNA that carries a 5´ cap (Geraldo et al. 2009). Additionally, through interactions with 

some protein partners, FRI facilitates changes in FLC chromatin, such as delivery of H2A.Z 

(by SWR1-C), and deposition of H3K36me3 by the methyltransferase EARLY FLOWERING 

IN SHORT DAYS (EFS)/SET DOMAIN GROUP8 (SDG8) (Choi et al. 2011) as well as 

delivery of H3K4me3 by ARABIDOPSIS TRITHORAX-LIKE PROTEIN1 (ATX1) and 

SDG25 (Pien et al. 2008; Berr et al. 2009). The result is an increased level of ‘active’ chromatin 

modifications associated with high levels of transcription. In addition, also the physical 

structure of FLC gene region is changed as a chromatin loop is created between 5’ and 3’ 
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flanking regions (Crevillen et al., 2013). In addition, enzymes connected with histone 

ubiquitylation machinery can be also found among FLC activators. Mutants of E2 and E3 

ubiquitin-conjugating enzymes show reduced levels of monoubiquitinylated H2B that lead to 

downregulation of FLC expression and early flowering (Xu et al., 2009). 

Stable FLC expression shutdown is caused by long-term epigenetic silencing, a process 

involving a series of coordinated chromatin changes at the locus. As described above, prior to 

vernalization, FLC chromatin is enriched in a number of histone modifications associated with 

actively transcribed genes (Li et al. 2007). During long cold exposure these marks are 

dynamically removed from the FLC chromatin and replaced by the PcG-associated repressive 

mark H3K27me3 (Yang et al. 2014). Initially, H3K27me3 deposition is limited to the FLC gene 

nucleation region. This localized accumulation of H3K27me3 is mediated by PRC2 complex 

components, including the Su(z)12 homologue VRN2 and two plant homeodomain (PHD) 

finger proteins, VRN5 and VIN3 (De Lucia et al., 2008). VRN5 binds the nucleation region 

and this binding is dependent on the cold-induced PHD protein VIN3. Biochemical purification 

of the VRN5 complex showed that during prolonged cold, a PHD-PRC2 complex contains core 

PRC2 components (VRN2, SWINGER, FIE and MSI1), and three related PHD finger proteins, 

VRN5, VIN3, and VEL1. The PHD-PRC2 activity increases H3K27me3 throughout the FLC 

locus to levels sufficient for stable silencing (De Lucia et al., 2008). In addition, VRN1 and 

LHP1 proteins are required for stable maintenance of FLC repression (Bastow et al., 2004). 

Recruitment of PHD-PRC2 to the nucleation region has also been proposed to involve the long 

non-coding RNA (lncRNA) COLD-ASSISTED INTRONIC NONCODING RNA (COLDAIR). 

COLDAIR is transcribed in the sense direction from intron 1 of FLC gene, which harbors a 

cryptic promoter for this ncRNA. This promoter becomes active when FLC is being repressed 

(Heo and Sung, 2011). Thus, Polycomb-dependent silencing and H3K27me3 spread across the 

entire FLC locus, establishing stable, mitotically heritable silencing upon the return to warmth. 

Another factor required for the cold temperature-mediated repression of FLC is the protein 

VAL1, which associates with the nucleation zone of the FLC locus intron 1. This protein 

mediates the sequence-specific recruitment of PHD-PRC2 complexes to the genomic region of 

this floral repressor, triggering FLC silencing in response to vernalization. In addition, VAL1 

recruits the histone deacetylase HDA19, leading to deacetylation and contributing to reduced 

FLC transcription (Qüesta et al. 2016).  

Further evidence has demonstrated that the nucleation region of intron 1 is itself very 

important for FLC expression regulation. In fact, two Arabidopsis accessions, Landsberg erecta 

(Ler) and Da(1)-12, have a functional FRI protein, but they flower earlier due to the lower 

steady-state mRNA levels of FLC. Somehow FLC is not effectively activated by FRI in these 

genetic backgrounds. In Ler, there is a 1.2-kb insertion of a Mutator-like transposable element 

(TE) in the first intron of FLC. When this TE was transferred to plants otherwise strongly 

expressing FLC, they gained the Ler early flowering phenotype. This insertion triggers a 

silencing mechanism mediated through an siRNA pathway that leads to inactivation of the TE 

through the creation of islands of heterochromatin occupied by H3K9me2. As a secondary 

result of TE silencing FLC expression is also inhibited (Michaels et al., 2003; Liu et al., 2004). 

Stable transcriptional shutdown of FLC only occurs after prolonged exposure of plants 

to cold. However, early mechanisms of FLC repression already respond at the first stages of 

low temperature exposure and is initiated by antisense lncRNAs synthesized just downstream 
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of the FLC-coding sense transcript poly(A) site. A full collection of FLC antisense transcripts 

is collectively named as COOLAIR. They are alternatively spliced and polyadenylated, either 

at a proximal site to give 400 nt class I transcripts or at a distal site within the FLC promoter 

region to give 750 nt class II transcripts (Swiezewski et al., 2009). While sense and antisense 

transcripts can co-occur in the same cell, they are mutually exclusive at individual loci. Cold 

and the function of autonomous pathway proteins strongly upregulate COOLAIR transcription 

in an increasing number of cells and through mutually exclusive relationships the shutdown of 

sense FLC transcription in cis is facilitated. COOLAIR transcripts form dense clouds, acting to 

influence FLC transcription through changed H3K36me3 dynamics (Rosa et al., 2013). The 

activation of COOLAIR expression also causes FLD-dependent reduction in H3K4me2 levels, 

which suppresses FLC expression (Liu et al. 2010). 

 
Fig.5 Epigenetic regulation of FLC transcription. A) FLC transcription takes place through maintenance 

of an active chromatin state. Several complexes are required to maintain the expression of FLC, thus 

preventing inadequate flowering before spring. B) Silencing of FLC transcription is ensured by several 

protein complexes and lncRNAs that mediate the removal of activating histone modifications and 

deposition of repressing histone marks. 

Remarkable is the fact that reduction in FLC expression and deposition of H3K27me3 

does not happen gradually as a result of quantitative changes in every locus but is the result of 

digital switching (simple binary on/off mechanism) in an increasing proportion of cells. These 

observations suggest that chromatin states are bi-stable, and that there is dynamic switching 

between states (Angel et al., 2015; Berry et al., 2015).  
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2.2.2.2 Chromatin-mediated regulation of FT 

The epigenetic regulation of FT expression is not described to such a large extent as in 

the case of FLC, but progress has been achieved concerning the chromatin-mediated control of 

this floral integrator gene. Phylogenetic shadowing of the FT promoter regions between 

different Brassicaceae family members identified three conserved blocks. In the case of the 

Arabidopsis FT homologue these regions are localized at the TSS (block A), a middle region 

localized ~4kb upstream of the TSS (block B) and a distal region localized ~5.7 k upstream of 

TSS (block C) (Adrian et al., 2010). Soon it was revealed that each one of them have a different 

function in the transcription regulation of the gene. Before the reproductive transition, FT 

mRNA is expressed in the phloem companion cells of the minor leaf veins. After the floral 

transition, the expression level of FT dramatically increases in the cauline leaf veins, the 

vascular bundles of sepals, petals, the funiculi and the septum of developing siliques and in the 

vasculature of floral stems during silique maturation. Blocks A and C were shown to be very 

important for the spatiotemporal regulation of FT expression. Both regulatory regions are 

needed for the daylength dependent expression of FT in the veins of rosette leaves (Adrian et 

al., 2010). After the floral transition, block C is needed for FT expression in cauline leaves and 

vascular bundles of sepals and petals, but post-fertilization FT expression in the siliques is block 

C- and day length-independent (Liu et al., 2014).  

It was proposed that factors that bind block C and block A interact with each other in 

the regulation of daylength-dependent FT expression. Under inductive LD conditions, CO 

interacts with Nuclear Factor (NF) transcription factor family members and binds to proximal 

block A. A complex of other NF family members, named as NF-Y, binds to the distal block C. 

CO-NF and NF-Y interact with each other, and thus, a loop between block A and C is created. 

Block C acts as an enhancer, and in consequence the activation of FT occurs. The formation of 

the loop additionally stabilizes FT activation by preventing the binding of repressive factors in 

the promoter region localized inside the loop (Cao et al., 2014; Luo et al., 2018).  

Before acquiring the competence to flower, FT chromatin is kept in an inactive state. 

The best-known FT repressor is FLC (Searle et al., 2006) but many other factors have a role in 

FT repression, including Polycomb group proteins (PRC1 and 2) (Jiang et al., 2008). For 

example, PRC1-like complexes containing EMBRYONIC FLOWER 1 (EMF1) and LIKE-

HETEROCHROMATIN PROTEIN 1 (LHP1) control the circadian expression of FT in the 

vasculature, preventing FT upregulation before dusk and at night by maintaining H3K27me3 

levels on FT gene body (Wang et al., 2014). LHP1 was shown to be depleted in block A and C, 

and mediates FT transcriptional regulation through the 4.0-kb FT promoter region (Adrian et 

al., 2010). The binding of Polycomb group proteins to FT promoter is disturbed by the 

formation of the loop between block A and C. A different repressive mechanism is conferred 

by TEMPRANILLO (TEM) proteins 1 and 2. They bind proximal promoter block and competes 

with CO in FT regulation: with low CO level, FT expression is being silenced by TEM proteins, 

but once the level of CO increases, it outcompetes TEM protein and leads to FT activation 

(Castillejo and Pelaz, 2008).  

2.2.3 Chromatin-mediated regulation of inflorescence development 

For the initiation of the flower primordium at the flanks of the inflorescence meristem, 

an auxin maximum is required. Information coming from auxins is conveyed to patterns of gene 
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expression through histone acetylation (Wu et al., 2015). When auxin levels are low, auxin-

labile AUX/IAA proteins bind genomic regions of AUXIN RESPONSIVE FACTORS (ARF), in 

particular the ARF5/MONOPTEROS (MP) gene. AUX/IAA protein interacts with a protein 

complex containing HDA19 and the TOPLESS (TPL) corepressor. This complex prevents 

acetylation of the ARF5 locus and ensures a repressive chromatin environment. In response to 

hormone stimuli, when auxin levels are high, AUX/IAA proteins are degraded and the 

HDA19/TPL complex de-attach from the ARF5 locus (Szemenyei et al., 2008; Wu et al., 2015). 

This HDA19-containing complex also prevents ARF5 interaction with two members of 

SWI/SNF complex, BRM and SPLAYED (SYD). Increased auxin levels in the primordium 

founder cells lead to AUX/IAA protein degradation, loss of TPL/HDA19, and physical 

interaction of SWI/SNF complexes with transcription factor ARF5/MP, leading to opening up 

of the chromatin at ARF5/MP target loci such as LFY and FILAMENTOUS FLOWERS (FIL) 

required for floral development (Wu et al., 2015). Two AINTEGUMENTA-LIKE/PLETHORA 

(AIL/PLT) transcription factors are also induced by auxin-activated ARF5/MP and jointly with 

LFY regulate flower primordium initiation (Yamaguchi et al., 2013). 

The phyllotaxy of the inflorescence and the size of the internode and pedicels also 

depend strongly on chromatin remodelers. KNOTTED1-LIKE HOMEOBOX GENE 1 

(KNAT1, called also BREVIPEDICELLUS, BP) interacts with the chromatin remodeler BRM 

and shapes plant architecture through the repression of genes determining meristem 

maintenance via stabilization of H3K4me3 levels (Zhao et al., 2015). ERECTA (ER), a protein 

that regulates inflorescence architecture by promoting localized cell proliferation, interacts with 

the SWR1-C. This complex exchanges histone H2A-H2B dimers with H2A.Z-H2B dimers 

relaxing the interaction between DNA and histone and activating gene expression, including 

PACLOBUTRAZOL RESISTANCE1 (PRE1) family genes responsible for shaping 

inflorescence architecture via regulation of cell proliferation (Cai et al. 2017). 

2.2.4 Chromatin-mediated regulation of flower development 

Flower development genes are repressed during vegetative growth by Polycomb group 

(PcG) proteins as revealed by the study that compared the genome-wide distribution of 

H3K27me3 in PcG mutants and Arabidopsis WT plants (Wang et al., 2016). In this work, 

distinct sets of loci showed apparent reduction of H3K27me3 in mutant plants deficient in 

different PcG members, suggesting that PcG subunits have non-redundant roles in H3K27me3 

deposition in local regions. Clustering of genes and comparison of expression data led to the 

selection of two gene groups regulated by single PRC2 components - flower development and 

seed development. On this way, the expression of flower development genes is repressed in 

seedlings preferentially via a non-redundant role of CURLY LEAF (CLF), which specifically 

associates with LHP1 (Wang et al., 2016). EMF proteins also seem to be involved in that 

process, since the transcriptomic expression profile of seedlings of emf mutants is very similar 

to WT flowers, and the mutants ectopically express flower identity genes (Moon et al., 2003). 

Furthermore, genome-wide changes in H3K4me3 and H3K27me3 can be readily 

observed during flower development, particularly concerning newly expressed genes 

(Engelhorn et al., 2017). H3K4me3 is concentrated around the TSS and covers the proximal 

promoter and 5’ region of genes. On the other hand, H3K27me3 is spread all over the 

transcribed region of genes with a decrease towards the 3’ end. Expression changes during early 
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flower morphogenesis quantitatively correlate with H3K4me3 levels. A noticeable peak of 

H3K4me3 at the TSS of expressed genes can be observed. H3K27me3 mark decreases in 

expressed genes, but it reacts slowly after prolonged expression change, suggesting that the 

change in H3K27me3 is a response to the already on-going transcriptional transition. Among 

H3K4me3 marked genes, many targets of homeotic proteins SEP3 and AP1 can be found 

(Engelhorn et al., 2017). Interestingly, some of the proteins encoded by floral homeotic genes 

have been associated with the H3K27me3 demethylase RELATIVE OF EARLY 

FLOWERING 6 (REF6). This protein has a clear opposing function to PcG proteins, and REF6 

overexpression lines resemble clf and lhp1 mutants. It has been proposed that REF6 is part of 

AG and SEP3 protein complexes (Smaczniak et al., 2012). This observation reinforces the 

importance of H3K4me3 increase and H3K27me3 decrease in the regulation of expression 

changes during flower development. 

In Drosophila, homeotic genes are repressed by PcG proteins that decorate chromatin 

with H3K27me3, while they are activated by Trithorax group (trxG) proteins that mark 

chromatin with H3K4me3. A similar scheme seems to work also for Arabidopsis, as Polycomb 

and Trithorax proteins seem to have the same targets. AP3, PI and AG, among some other 

flowering genes, are repressed by H3K27me3 on their gene body. They are also activated by 

ATX1, a Trithorax group protein with H3K4 methyltransferase activity that is responsible for 

H3K4me3 acquisition on those genes (Alvarez-Venegas et al., 2003). More information is 

available regarding the regulation of the AG gene. For this gene, another trxG player, 

ULTRAPETALA1 (UTL1), is involved (Carles and Fletcher, 2009). This protein directly binds 

the AG locus through the SAND domain. Moreover, UTL1 interacts with ATX1 and together 

overcome the repressive action of the PcG protein CLF (Carles and Fletcher, 2009). Therefore, 

the H3K4me3 cascade starts with H3K4 methyltransferases affecting chromatin genome-wide. 

Among the target regions are MADS-box encoding genes that bind downstream flower 

development genes. The final effect of the binding is an opening of the chromatin structure 

around target genes leading to transcriptional activation (Engelhorn et al., 2017). Different 

chromatin remodelers are also involved in this process. BRM and SYD are recruited by LFY 

and SEP3 to the B and C class homeotic genes. Their function to overcome Polycomb 

repression is essential since without the changes mediated by BRM and SYD in chromatin, 

those genes cannot be properly expressed (Wu et al., 2012). Also, flower homeotic genes 

themselves can overcome the repressive action of PcG proteins. The genomic region of 

KNUCKLESS (KNU) harbors a Polycomb response element (PRE) that is bound by PcG 

proteins and repressive H3K27me3 is acquired. AG is an activating factor of KNU expression. 

It binds the CArG box-containing region that also harbors the PRE. AG appears to be a 

competitive inhibitor of Polycomb action, because AG binding prevents the interaction of PcG 

proteins. As a result, H3K27me3 deposition is blocked and the mark is being diluted through 

the cell cycle progression to facilitate transcriptional activation (Sun et al., 2014). 

Floral homeotic genes are regulated by many other factors. For example, in the hda19 

mutant homeotic transformations from sepal to petal can be observed, as well as defects in 

carpel development. This is caused by the abnormally high acetylation level at the promoters 

of B, C and E-class genes and their ectopic expression in broader domains than in WT (Krogan 

et al., 2012). The H3K36me3 mark, introduced by methyltransferases SDG7 and 8, also seems 

to be equally important. This mark is enriched in the 5’ region of transcribed genes (Roudier et 



INTRODUCTION 

42 

al., 2009). The homeotic transformation of floral organs displayed by the sdg8 mutants is 

potentially due to spreading of AG expression domain into whorls 1 and 2 due to 

downregulation of AG repressors (Grini et al., 2009). Also repressive marks such as H3K9me2 

have an impact on the expression of floral homeotic genes. First of all, AT-HOOK MOTIF 

NUCLEAR LOCALIZED PROTEIN 21/GIANT KILLER (GIK) was identified as an AG target. 

GIK overexpression and gik loss of function lines exhibit defects in patterning and 

differentiation of reproductive organs, supporting a role for GIK as mediator of AG action to 

fine tune expression of genes downstream of this floral homeotic gene. Interestingly, binding 

of GIK to its target genes is associated with changed levels of H3K9me2 in the promoter region 

of bound genes (Ng et al., 2009). Another example comes from studies with the rice Jumonji C 

(jmjC) domain-containing protein JMJ706 that reverses H3K9 di- and trimethylation. This 

protein is involved in flower development and is localized in heterochromatin. The lack of this 

protein causes increased H3K9me2/me3 and misregulation of flowering gene expression (Sun 

and Zhou, 2008). In fact, mutant jmj706 lines have disturbed flower morphology and organ 

number. The chromodomain (CHD) family member PICKLE (PKL) promotes flower 

patterning and upregulation of floral homeotic genes (Aichinger et al., 2011), while BAF60, a 

component of the SWI/SNF chromatin-remodeling complex, represses them, since in baf60 

mutants genomic regions containing floral homeotic genes displayed altered nucleosomal 

density and the genes themselves are overexpressed (Sacharowski et al., 2015).  

2.3 EARLY BOLTING IN SHORT DAYS, a plant specific histone reader with 

important roles in reproductive development control 

In the light of the recent work of the members of our laboratory, EBS emerged as a very 

important player in the chromatin-mediated regulation of different aspects of plant 

development. ebs mutants were first identified as early bolting via mutant screenings after 

chemical mutagenesis with ethyl methane-sulfonate (EMS) and transposon tagging strategies. 

The switch from vegetative to reproductive phase occurs earlier in ebs mutants than in WT 

seedlings as a result of the reduction in the adult vegetative phase of the plant. The early 

flowering phenotype is especially noticeable under SD conditions (Gómez-Mena et al., 2001). 

Detailed sequence  analysis of EBS revealed that this protein contains three important domains: 

a nuclear localization domain that directs the protein to the nucleus; a BROMOADJACENT 

HOMOLOGY DOMAIN (BAH) involved in protein-protein interactions and heterochromatin 

formation (Yang and Xu, 2013; Zhao et al., 2016); and a PHD finger motif found in many 

proteins recognizing H3K4me3 and interacting with proteins mediating chromatin remodeling 

(Wysocka et al., 2006; Matthews et al., 2007; Lee et al., 2009 among others). The induction of 

the floral transition in the ebs mutants is caused by the overexpression of FT (Piñeiro et al., 

2003), a direct target of EBS that binds regulatory regions close to TSS of this floral integrator. 

EBS, through the PHD domain, binds specifically di- and trimethylated lysine 4 on H3. EBS 

also interacts with histone deacetylases, namely HDA6 and HDA19, and modulates the 

acetylation level on the FT locus, preventing a premature activation of this floral promoter. In 

the ebs mutant, the absence of this stabilizing mechanism causes increased histone acetylation 

and premature expression of FT (Fig 6; López-González et al., 2014).  
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Fig.6. The model of EBS action for the control of FT expression. EBS, through the PHD domain binds 

di- / tri-methylated K 4 of histone H3 in the FT promoter, close to its TSS. EBS binding is proposed to 

recruit histone deacetylases (HDAC) to the locus to remove acetylation from K9/K14 in histone H3, 

preventing the premature expression of FT (adapted from López-González et al., 2014)  

Additionally, EBS was shown to be required for the normal expression of some floral 

organ identity genes during reproductive development, and to partially suppress the floral 

defects present in strong lfy mutants (Gómez-Mena et al., 2001). Moreover, recent results have 

revealed an additional role for EBS in the regulation of seed dormancy in Arabidopsis (Narro-

Diego et al., 2017), suggesting that EBS plays prominent roles in the control of a number of 

aspects of plant development.  

In this work, we pursue the study of EBS involvement in additional aspects of 

reproductive growth, such as the architecture and phyllotaxy of Arabidopsis inflorescence, 

flower development, and meristem identity. All these aspects of plant growth are disturbed in 

plants lacking a functional EBS protein. We present a detailed description of these 

developmental abnormalities observed in ebs mutant, trying to uncover the link between the 

altered phenotypes with deregulation of genetic pathways and contribute to shed light on the 

molecular mechanism that mediates the role of EBS in chromatin-dependent regulation of gene 

expression to modulate reproductive development in plants. 
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OBJECTIVES 

Chromatin remodeling represents a key factor in the establishment and maintenance of 

spatiotemporal gene expression patterns that govern development in eukaryotic organisms, and 

particularly in plants. However, and despite recent progress, detailed knowledge on how plants 

establish and sustain gene expression patterns that characterize specific developmental stages 

is still largely missing. Our group is interested in understanding how chromatin remodeling 

mechanisms regulate development, and particularly reproductive development, in the model 

plant Arabidopsis thaliana. The isolation and characterization of mutants for the EBS gene have 

shown that this protein is crucial for different processes connected with reproductive growth. 

EBS regulates flowering time by participating in chromatin-mediated repression of the floral 

activator FT and is involved in the proper development of the flowers. We decided to gain a 

deeper insight into the role of EBS during reproductive development of Arabidopsis. To 

accomplish our goal we proposed the following specific objectives: 

1) Characterize the effect of a loss-of-function mutation in EBS on reproductive 

development under different growth conditions. 

2) Characterize in detail the effect of the ebs mutation on flower development. 

3) Analyze the effect of EBS on the regulation of genes that control reproductive 

development in Arabidopsis through transcriptomic studies. 

4) Identify candidate genes mediating developmental alterations observed in ebs 

plants. 

5) Characterize the effect of EBS on the chromatin features of its target genes. 

6) Identify partner proteins mediating EBS function in the control of plant 

development. 

7) Analyze the possible genetic relationships between EBS and genes encoding key 

regulators of reproductive growth. 
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MATERIALS AND METHODS 

1. Plant material 

The list of plant material used in this study is given in Table 2. 

Table 2: List of plant material used in this study 

USE ACCESSION SOURCE 

tagged protein 

cmyc-EBS Ler already available in the lab (López-González et al., 

2014) 

INTACT 

SUC2 promoter Ler kindly provided by Franziska Turck 

SUC2 promoter in ebs background Ler this work 

SUC2 promoter in cmyc-EBS background 
 

this work 

mutants 

agl24 Col NASC ID: N854662 

agl24 ebs Col this work 

ft-1 Ler already available in the lab (Piñeiro et al., 2003) 

ft-1 ebs Ler already available in the lab (Piñeiro et al., 2003) 

flc-3 Col already available in the lab 

flc-3 ebs 
 

this work 

hda19 Ws-2 Cold Spring Harbor Laboratory 

hda19+/- ebs  
 

already available in the lab 

lfy-5 
 

already available in the lab 

lfy-5 ebs 
 

this work 

tfl1-2 Ler NASC ID: N3091 

tfl1-2 ebs Ler this work 

AP1::GUS Col kindly provided by Gerco Angenent 

FT::GUS Ler already available in the lab 

FT::GUS ebs Ler already available in the lab 

35S::FT Ler already available in the lab 

35S::FT ebs Ler this work 

 

2. Plant growing conditions 

2.1 In vitro 

Seeds were sterilized in hermetically closed container by the vapors released from the 

3% HCl solution in commercial bleach for 4 h at room temperature. After sterilization they 

were plated on GM Germination Medium (MS medium supplemented with 2% sucrose) and 

stratified at 4 °C for 2 - 4 days in darkness. 

2.2 Plant growth chamber 

Seeds were sterilized in -70 °C overnight. After incubation they were sowed on growing 

substrate containing a 3:1 mix of soil and vermiculate and stratified at 4 °C for 2-4 days in 

darkness. Short day (SD) conditions refer to 8 hours of light followed by 16 h of darkness in 22 

°C. Long day (LD) conditions consists in 16 h of light followed by 8 h of darkness in 22 °C. In 

both cases light intensity was ~120µE m-2 s-1 and relative humidity of 65%. 

3. Quantification of the frequencies of developmental defects 

The numbers of lateral stems and branches were represented as direct numbers. The 

frequency of phyllotaxy defects and floral reversion were represented as % of plants with 

defects on a scale 1 - 10 (where 100% = 10). The time of the opening of the first floral bud was 



MATERIALS AND METHODS 

48 

calculated as number of days between bolting and opening of the first flower, the longest time 

within the experiment was set to 10, and the time for the other background/conditions were 

normalized over the longest time as a relative fraction (if A is the longest and equals 20 days 

and B is another condition and equals 5, then after normalization A = 10 and B = 2.5) 

4. Scanning electron micrographs 

Micrographs of mild flower developmental defects were made in tabletop microscope 

Hitachi TM3030Plus without fixation. Micrographs of floral reversion were made in JEOL 

JSM6400 electron microscope. In the latter case samples were first fixed with 4% formaldehyde 

and 2.5% glutaraldehyde in Milloning buffer (0.1 M NaH2PO4, pH = 7.2 adjusted with NaOH) 

for 12h at 4 °C, washed 3 times x 10 min with distilled water and dehydrated in increasing 

acetone concentrations (30%, 50%, 70%, 80%, 90%, 100%, 15 min each incubation) and coated 

with gold. 

5. Histochemical GUS Assay 

GUS staining was performed as previously described (Lázaro et al., 2008) with the 

overnight incubation in room temperature instead of 37 °C. 

6. Analysis of gene expression 

6.1 RNA isolation 

Material was collected into 1.5 mL Eppendorf tubes containing 1 mm glass beads, 

frozen in liquid nitrogen and homogenized in a Ventura Mix 2 vibrating mill for 5 s once, in 

case of whole seedlings and leaf tissue, or 3 times with refreezing for 5 s in liquid nitrogen in 

between each shaking cycle, in case of meristematic tissue. RNA was isolated using EZNA 

Plant RNA Kit (Omega Bio-tek) following manufacturer’s instructions. Total RNA 

concentration was determined using NanoDrop ND-1000 spectrophotometer (Thermo 

Scientific). 

6.2 cDNA synthesis 

1 µg of RNA was treated with RQ1 RNase-free DNase (Promega) to remove 

contamination with genomic DNA. cDNA was synthesized using RevertAid RT reverse 

transcriptase (ThermoFisher) and random hexamers as primers.  

6.3 Quantification of RNA expression 

cDNA was diluted 5 times with sterile MilliQ water and 4 µL were taken for the qPCR 

reaction performed with the Light Cycler FastStart DNA Master Sybr Green I Kit (Roche) 

following manufacturer’s instructions. Relative expression levels were normalized to the 

expression of housekeeping gene PP2A and represented as a fold change of the difference 

between the expression of a gene and a control. PP2A (At1g13320) gene was chosen 

(Czechowski et al., 2005) as it showed the most stable expression in our conditions (Fig.7). The 

list of primers used for gene expression analysis can be found in Table 3. 
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Fig.7 Comparison of different control genes used in qPCR analysis. Seedlings were collected every 

second day starting 14 days after germination and RNA was prepared. 200 ng of synthesized cDNA 

were used for qPCR analysis and the Ct- values of chosen housekeeping genes described in Czechowski 

et al., 2005 and UBQ (UBC21, AT5G25760) previously used in the laboratory were compared between 

samples from different time points. PP2A (At1g13320) showed the most stable expression pattern and 

was chosen for normalization of relative expression in subsequent experiments. 

Table 3: List of qPCR primers used in this study 

GENE 
  

SEQUENCE 
 

AG F: 5'- GGGTCAATGTCCCAAAGA  -3'  
 

R: 5'- GCACGAAGAATCTGGTTATCG  -3'  

AGL24 F: 5'- GCGGCTGGAGAAACTACTTG  -3'  
 

R: 5'- GCCTCTTTAAGCGTCGTCAG  -3'  

AP1 F: 5'- GCAAGCAATGAGCCCTAAAG  -3'  
 

R: 5'- ACTGCTCCTGTTGAGCCCTA  -3'  

FT F: 5'- CTGGAACAACCTTTGGCAAT  -3'  
 

R: 5'- AGCCACTCTCCCTCTGACAA  -3'  

FLC F: 5'-  AGCCAAGAAGACCGAACTCA  -3'  
 

R: 5'- TTTGTCCAGCAGGTGACATC  -3'  

LFY F: 5'- ACGCCGTCATTTGCTACTCT  -3'  
 

R: 5'- CTGCGTCCCAGTAACCACTT  -3'  

PI F: 5'- GGGATGCTAAGCATGAGAACC  -3'  
 

R: 5'- ATCTCCATCTGGTGGTCTCG  -3'  

PP2A F: 5'- AACGTGGCCAAAATGATGC  -3'  
 

R: 5'- GTTCTCCACAACCGCTTGGT  -3'  

SEP3. F: 5'- CATGCTTCGGACACTGGAG  -3'  
 

R: 5'- GGGTTCTCTGTAAGGCGTCA  -3'  

SHP1 F: 5'- CGAAGTTGCCCTCGTCATCT  -3'  
 

R: 5'- GTGACGGAAGGAGGGTTGAC  -3'  

SOC1 F: 5'- CGTTATCTGAGGCATACTAAGGATCG  -3'  
 

R: 5'- CCTTAAACACTTGAGTCTTTCTTGC  -3'  

SUC2 F: 5'- AACAGGTCCACCTGGTAACG  -3'  
 

R: 5'- GAGGGACGACAATGGCTAGA  -3'  

SVP F: 5'- CGAAGTTGCCCTCGTCATCT  -3'  
 

R: 5'- GTGACGGAAGGAGGGTTGAC  -3'  

TFL1 F: 5'- CTTCACTTTGGTGATGATAGAC  -3'  
 

R: 5'- CTTGGCAATTCATAGCTCAC  -3'  
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7. Global transcriptomic analysis 

Plant material was collected into 1.5 mL Eppendorf tubes, frozen in liquid nitrogen and 

homogenized in the tube with a plastic pestle. mRNA isolation and cDNA synthesis were 

performed with Dynabeads® mRNA DIRECT™ Micro Kit (Thermo Fisher Scientific) 

following manufacturer’s instructions.  Libraries for RNA-seq analysis were performed with 

TruSeq RNA library Kit (Illumina). 

Bioinformatic analysis was performed with the Galaxy platform 

(https://usegalaxy.org/), following the standard Tuxedo suit pipeline (Trapnell et al., 2012). The 

quality of the reads was analyzed by FastQC software 

(https://www.bioinformatics.babraham.ac.uk/projects/fastqc/). GROOMER was used to 

convert the reads into Sanger reads format. 15 first nucleotides were trimmed with the FASTQ 

Quality Trimmer. RNA-seq reads were mapped into TAIR10 reference genome with Tophat, 

reads were then assembled into transcripts with Cufflinks and datasets were merged with 

Cuffmerge. Differentially expressed genes between WT and ebs samples were identified by 

Cuffdiff using transcript per kilobase of exon per million fragments mapped (FPKM) 

normalization. The results were validated by qPCR on separately collected tissues. List of 

primers used for analysis can be found in Table 4. 

Table 4: List of qPCR primers used for the validation RNA-seq results  

GENE 
  

SEQUENCE 
 

SOURCE 

AG F: 5'- GGGTCAATGTCCCAAAGA  -3'  
 

 
R: 5'- GCACGAAGAATCTGGTTATCG  -3'  

 

AGL17 F: 5'- GCAACTAACGGGAGTGGAAT  -3'  Han et al., 2008  
R: 5'- CTTATATGATCTTAGCTGTTTGAAG  -3'  

 

AGL24 F: 5'- GCGGCTGGAGAAACTACTTG  -3'  
 

 
R: 5'- GCCTCTTTAAGCGTCGTCAG  -3'  

 

AGO9 F: 5'- ATCAAGGCGTCCCAACCAAA  -3'  
 

 
R: 5'- AAGGACTGGCGAACAAGGAG  -3'  

 

BCA2 F: 5'- TAAACATGGTCCCCTTTTGG  -3'  
 

 
R: 5'- TGAGAGGGACGAAGAGAAGG  -3'  

 

FDM2 F: 5'- CCACCCTTTGCTCTACATGG  -3'  Xie et al., 2012  
R: 5'- AAGTCGGGTACCGACCACTT  -3'  

 

FLC F: 5'-  AGCCAAGAAGACCGAACTCA  -3'  
 

 
R: 5'- TTTGTCCAGCAGGTGACATC  -3'  

 

FLOR1 F: 5'- TCTACGGGAAGATACCACC  -3'  Torti et al., 2012  
R: 5'- AAGGGGAGTTCCACAAAGAC  -3'  

 

FTM F: 5'- CCCGATGCTATTCGAACATT  -3'  Torti et al., 2012  
R: 5'- TCTCTCGTCTGCACGCTCT  -3'  

 

H1.3 F: 5'- CGGATCAAGCCCTTATGCTA   -3'  Rutowicz et al., 2015  
R: 5'- CCTGCTGCCTCGTTATCATC  -3'  

 

HDA7 F: 5'- GCTGATTCTTTAGCTGGTGATCCGT  -3'  Cigliano et al., 2013  
R: 5'- CCAGCAACGAGCAACATTTGGAAG  -3'  

 

HDA18 F: 5'- TTTGGCGATGATGGAGACTTT  -3'  Liu et al., 2013  
R: 5'- CCTTGCTCCCATGGAACGT  -3'  

 

HEC1 F: 5'- ATGGATTCTGACATAATGAACATGA   -3'  Schuster et al., 2015  
R: 5'- GTAAGCTGTGTTGGGAGAGATAGAA  -3'  

 

LEA7 F: 5'- GAGGCAAGGCTCAGGAGAA  -3'  Goeres et al., 2007 
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R: 5'- GCAGCTTGAGACGTCTTGTCTT  -3'  

 

SEP3 F: 5'- CATGCTTCGGACACTGGAG  -3'  
 

 
R: 5'- GGGTTCTCTGTAAGGCGTCA  -3'  

 

TCP1 F: 5'- GGTACGGTGAAGAAGAAGTGG  -3'  Guo et al., 2010  
R: 5'- TCCTCTAGCTTTGGCTCCTAG  -3'  

 

TFL1 F: 5'- CTTCACTTTGGTGATGATAGAC  -3'  
 

 
R: 5'- CTTGGCAATTCATAGCTCAC  -3'  

 

 

8. Chromatin immunoprecipitation (ChIP) 

For ChIP experiments followed by enrichment analysis by quantitative PCR (ChIP-

qPCR) chromatin immunoprecipitation on c-myc tagged EBS expressing lines was performed 

using µMACS Anti-c-myc isolation kit (MACS Miltenyi Biotec). Chromatin extraction was 

performed as described in detail in Komar et al., 2014, with some modifications. Double 

fixation with 1% formaldehyde and 5mM dimethyl adipimidate in PBS (0.13M NaCl, 3mM 

Na2HPO4, 3mM NaH2PO4, pH = 7) was performed. For immunoprecipitation 50 µL of c-myc 

coated beads was added. Samples were incubated for 2h at 4ºC on a rotating wheel. Binding of 

the magnetic beads-protein-DNA complexes was performed on MACS µ Columns (MACS 

Miltenyi Biotec). 200 µL of each ChIP washing buffer (low salt, high salt, LiCl and TE) was 

used in every step of the wash. DNA was eluted with 3 portions of 50 µL of boiling TE buffer. 

Chromatin immunoprecipitation on histone marks was performed as described in detail in 

Komar et al., 2014. Primers used for quantitative ChIP analysis are given in Table 5. List of 

antibodies used for the immunoprecipitation is given in Table 6. 

Table 5: List of primers used in ChIP-qPCR experiment 

GENE PRIMER 
  

SEQUENCE 
 

SOURCE 

AGL24 prom 1 F: 5'- ACAAGTTCGAAATTTGGGCCA  -3'  Liu et al., 2008   
R: 5'- TTCACGTTTTACCATTTGCCGT  -3'  

 

 
prom 2 F: 5'- TGCTGTTCATCAGTTCATCTACC  -3'  Liu et al., 2008   

R: 5'- CTTATCAGGTGTCGCATCTAG  -3'  
 

 
TSS F: 5'- TGGTGTTATGGGTATAGGCAGA  -3'  

 

  
R: 5'- GAGAAAGTAACTTGTCTCGCTGT  -3'  

 

 
I intron F: 5'- ATCCCCAATCATACCAAGTGAC  -3'  Liu et al., 2008   

R: 5'- GTACTGGGAAATAAGAGAGCAG  -3'  
 

AP3 prom F: 5'- TATCACTTAGTTTTCATCAACTTCTG  -3'  Krogan et al., 

2012 
  

R: 5'- TATCACTTAGTTTTCATCAACTTCTG  -3'   
3'UTR F: 5'- TTTGCTGGTGCCATCATTGTCTATC  -3'  Krogan et al., 

2012 
  

R: 5'- GATCACACAATCCATATTTCTTTAGGC  -3'  

FT 1C F: 5'- TTCAATCGGAATCAGTTCGAC  -3'  
 

  
R: 5'- TGTTGGCCAAGATGTCTCAC  -3'  

 

 
64,65 F: 5'- TCTACATCACATCTTTTGTTTC   -3'  FT-10 from Yan 

et al., 2014 
  

R: 5'- TGCACTTTTTAACGACTAGC  -3'   
FT+ F: 5'- TGTATTAGTGTGGTGGGTTTGG  -3'  

 

  
R: 5'- AACTCTGCTTACTATAAGAGGGT  -3'  

 

 
FT 6 F: 5'- GTTCTTTCACTTGAACTCCCTTTTG  -3'  

 

  
R: 5'- GGGGTATACTGAAAATATTTCTTGGG  -3'  

 

 
FT - F: 5'- GGGATTTTTCTTTGTTCCTCC  -3'  

 

  
R: 5'- ATTCCACAACAGAGATTCATCA  -3'  

 

 
76,77 F: 5'- CAACTGGAACAACCTTTGGTGAG  -3'  
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R: 5'- CGTAACACACAATCTCATTGCCTG  -3'  FT-20 from Yan 

et al.., 2014 

FLC prom A F: 5'- ACTATGTAGGCACGACTTTGGTAAC  -3'  
 

  
R: 5'- TGCAGAAAGAACCTCCACTCTAC  -3'  

 

 
prom B F: 5'- GCCCGACGAAGAAAAAGTAG  -3'  

 

  
R: 5'- TCCTCAGGTTTGGGTTCAAG  -3'  

 

 
Exon I F: 5'- CGACAAGTCACCTTCTCCAAA  -3'  

 

  
R: 5'- AGGGGGAACAAATGAAAACC  -3'  

 

 
Intron I F: 5'- GGCGGATCTCTTGTTGTTTC  -3'  

 

  
R: 5'- CTTCTTCACGACATTGTTCTTCC  -3'  

 

 
Exones 

II-VI 

F: 5'- CTTTTTCATGGGCAGGATCA  -3'  
 

  
R: 5'- TGACATTTGATCCCACAAGC  -3'  

 

LFY prom 1 F: 5'- GCCAGTATTGCCAACTTTCC  -3'  Pastore et al., 

2011 
  

R: 5'- GGCCAACCTACGTCTTTTTC  -3'   
prom 2 F: 5'- TCACCACAGTGAAAACCCTAA  -3'  Pastore et al., 

2011 
  

R: 5'- TGTGTCTTGCTGGGAAATTG  -3'   
TSS F: 5'- GGAACCCAACGAGAGCATT  -3'  

 

  
R: 5'- TCTAAACCACCAAGTCGCATC  -3'  

 

 
4 F: 5'- CTTTCGTTGGGAGCTTCTTG  -3'  Pastore et al., 

2011 
  

R: 5'- AGCGTGATGAGTACCGGAAT  -3'   
5 F: 5'- ATGGGGTATGGTAGGGGAAC  -3'  Pastore et al., 

2011 
  

R: 5'- TGAAAACCCTGAGAAATCGTG  -3'  

TFL1 prom 2 F: 5'- GCTTCAGCAACATTGGCATA  -3'  
 

  
R: 5'- AGCTTTTTATTCGCCGAGGT  -3'  

 

 
TSS F: 5'- CGGTCGTCTCTTTGTCTCCC  -3'  

 

  
R: 5'- ACATCTCCTACCACTCTCCCC  -3'  

 

 
D F: 5'- TGAGAGATGCAAGTGGGAAA  -3'  

 

  
R: 5'- GTCGGCGTTGAGGATAATTG  -3'  

 

 
E F: 5'- TGCCTGTGTTGTGTTTAGCC  -3'  

 

  
R: 5'- ATCAGGGATGGAATGGAACA  -3'  

 

 
F F: 5'- CCCTTGGACCGAGTCTACTG  -3'  

 

  
R: 5'- GGACCTAGCACGACTCTTCG  -3'  

 

 
6 F: 5'- TGGATTTCAATCAATCCTCTTTT  -3'  Pérez-Ruiz et al., 

2015 
  

R: 5'- CCAATCCAAACCAAAAACTGA  -3'  

SEP3.  prom 1 F: 5'- CATGATTCCCTGAACTCGATTTTATAAG  -3'  Krogan et al., 

2012 
  

R: 5'- GGTAGGGTCTGATAAATCCACCTGATT  -3'   
prom 2 F: 5'- CAAAGCCGTCTGATTCTCATCTCAC  -3'  Krogan et al., 

2012 
  

R: 5'- CTACACGACAGCTAAGTTGCGGAG  -3'   
TSS F: 5'- TGCTTGCAAGGAAAGAGAGAG  -3'  

 

  
R: 5'- TTGCAAACGTCACTTGCCTA  -3'  

 

 
3' UTR F: 5'- GTTTTCTGTCTTGTGTGCATGTG  -3'  Krogan et al., 

2012 
  

R: 5'- TGGATCAGGAAGTGTAGGAGTAATGG  -3'  

ACT2  F: 5'- TGTCGCCATCCAAGCTGTTCTCT -3'  

  R: 5'- GTGAGACACCATCACCAGAAT -3'  
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Table 6: List of antibodies used in this work 

EXPERIMENT/ AB MANUFACTURER PRODUCT NO 

CHIP 

α c-myc MicroBeads MACS Miltenyi Biotec 130-091-123 

α H3 Abcam ab1791 

α H3 K9/K14ac Diagenode C15410200-10 

CoIP 

α HA-HRP Roche 12013819001 

α c-myc-HRP Millipore 16-213 

H2A.W.7 Kindly provided by F. Berger (Yelagandula et al., 2014) 

α Rabbit  Abcam ab6112 

α H3K27me3 Millipore 07-449 

 

For ChIP-seq experiments chromatin immunoprecipitation with Anti-c-myc isolation 

kit was performed as described above. Quantification of DNA abundance was performed with 

Ligh Cycler FastStart DNA Master Sybr Green I Kit (Roche) as described in the chapter 5.3 of 

this section. Libraries for ChIP-seq analysis were performed with MicroPlex Library 

Preparation Kit v2 x12 (Diagenode) following manufacturer’s instruction. Bioinformatic 

analysis was performed on Galaxy platform (https://usegalaxy.org/). The quality of the reads 

was analyzed by FastQC software 

(https://www.bioinformatics.babraham.ac.uk/projects/fastqc/). GROOMER tool was used to 

convert the reads into Sanger reads format. Adaptors were trimmed with the FASTQ Quality 

Trimmer tool. Reads were mapped to reference genome TAIR10 with Map with Bowtie tool. 

Peaks were generated by MACS2 tool. Genomic intervals generated by MACS2 were then 

annotated to the genome by PAVIS tool (https://manticore.niehs.nih.gov/pavis2/ , Huang et al., 

2013). Data of the histone marks occupancy across Arabidopsis genome were downloaded from 

publicly available data: GSM701923 - H3K4me2, GSM701924 - H3K4me3, GSM701925 - 

H3K9ac, GSM701928 - H3K27me1, GSM701929 - H3K27me3, GSM701931 - H3K36me3, as 

a raw bed file and analyzed in MACS2 tool in the same way as EBS data against input file 

GSM701933. This data set was chosen due to the similarity of the tissue type (aerial part) and 

developmental stage to our samples (see for more detail Luo et al., 2013). The fact that all 

histone marks occupancies comes from one analysis limits the bias that could be caused due to 

different analysis techniques. The overlap between histone mark occupancies and EBS binding 

site was performed by the intersection of the MACS2 outputs in Intersect tool. For the overlap 

with H2A.W.7, publicly available data that were used that can be found under GSM2516277 

GEO accession. 

ChIP-seq results were validated by separately collected tissue. Nucleotide sequences of 

the peaks were retrieved from genomic intervals with GetFastaBed tool. Primers used for the 

validation are given in Table 7. 

Table 7: List of primers used for ChIP-seq validation 

PRIMER 
  

SEQUENCE 
 

GENOMIC REGIONS 

BAF60_1 F: 5'- TGCTTCATCACAAGCCTCAA  -3'  
 

R: 5'- CCCGATCCAAAGAGATCTGA  -3'  

BAF60_2 F: 5'- GGGTTTTTAAGGGCTTCCTG  -3'  
 

R: 5'- GGAGTTTGAGTCTCGGGTTG  -3'  

https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://manticore.niehs.nih.gov/pavis2/
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EBS_1 F: 5'- TCAGAACTGCATTCAGCACA  -3'  
 

R: 5'- GCATGACGATTGAAGAAGCA  -3'  

EBS_2 F: 5'- AGCTCTTTGGCTCCATGAAA  -3'  
 

R: 5'- GCGAGGAACAATGTGAAGGT  -3'  

ING1 F: 5'- GTTTGGATCCACAGGCAGAT  -3'  
 

R: 5'- CTAGCAACAGCAGCGTCAAC  -3'  

SCZ F: 5'- GCAAGTAACGGCATTGAGTG  -3'  
 

R: 5'- CAGGCTTGACATGGTTTTGA  -3'  

SCZ_SEEDLINGS F: 5'- GCTTTTTGGAGTTTCGTTGC  -3'  
 

R: 5'- CGTTTTGCTTGTTTGGTCTG  -3'  

TEM2 F: 5'- AACTCGCTGATGCTTCTCGT  -3'  
 

R: 5'- ATAAAGGCGTTGTGCCTCAG  -3'  

HETEROCHROMATIC REGIONS 

CHR1_1 F: 5'- TGGTGTAGCCAAAGTCCGTA  -3'  
 

R: 5'- ACCGCAACCGGATCTTAAA  -3'  

CHR1_2 F: 5'- AACCGCAACCCGATGTTAT  -3'  
 

R: 5'- CATGGTGTAGCCAAAGTCCA  -3'  

CHR2_1 F: 5'- TCGGGTTGCGATTTAAGTTT  -3'  
 

R: 5'- ACGGACTTTGGCTACACCAT  -3'  

CHR2_2 F: 5'- TCGGGTTGCGATTTAAGTTT  -3'  
 

R: 5'- ACGGACTTTGGCTACACCAT  -3'  

CHR3_1 F: 5'- TGGTGTAGCCAAAATCCGTA  -3'  
 

R: 5'- TAAACCGCAACCGGATCTTA  -3'  

CHR3_2 F: 5'- GGACTTTGGCTACACCATGAA  -3'  
 

R: 5'- ATCGGGTTGCGGTTTAAGTT  -3'  

CHR4_1 F: 5'- CATGGTGTAGCCAAAGTCCA  -3'  
 

R: 5'- TAAACCGCAACCCGATCTTA  -3'  

CHR4_2 F: 5'- CATGGTGTAGCCAAAGTCCA  -3'  
 

R: 5'- TAAACCGCAACCGGATCTTA  -3'  

CHR5_1 F: 5'- TAAGATCGGGTTGCGGTTTA  -3'  
 

R: 5'- TCATACGGACTTGGCCTACA  -3'  

CHR5_2 F: 5'- AACAACTTAAACCGCAACTCG  -3'  
 

R: 5'- CATGGTGTAGCCAAAGTCCA  -3'  

 

9. FAIRE - formaldehyde‐assisted isolation of regulatory elements 

Chromatin openness was analyzed with the used of FAIRE method that enables the 

purification of open chromatin regions (nucleosome-depleted DNA) that preferentially 

segregate into the aqueous phase during phenol-chloroform extraction. In this method 

chromatin is crosslinked with formaldehyde, sheared by sonication, and phenol-chloroform 

extracted as described in Omidbakhshfard et al., 2014. The results were quantified relatively to 

ACT2 genomic region and normalized over transposon element region TA3. The list of primers 

used in FAIRE experiments is given in Table 8. 

  



MATERIALS AND METHODS 

55 

Table 8: List of primers used in FAIRE experiment 

PRIMER 
  

SEQUENCE 
 

SOURCE 

AGL24 TSS F: 5'- TGGTGTTATGGGTATAGGCAGA  -3'  
 

 
R: 5'- GAGAAAGTAACTTGTCTCGCTGT  -3'  

 

FT TSS F: 5'- TCAACACAGAGAAACCACCTG  -3'  
 

 
R: 5'- ACGGATCAAGAACGTCTCCA  -3'  

 

FLC TSS F: 5'- GCCCGACGAAGAAAAAGTAG  -3'  
 

 
R: 5'- TCCTCAGGTTTGGGTTCAAG  -3'  

 

LFY TSS F: 5'- GGAACCCAACGAGAGCATT  -3'  
 

 
R: 5'- TCTAAACCACCAAGTCGCATC  -3'  

 

LFY_CONTROL F: 5'- TCACCACAGTGAAAACCCTAA  -3'  
 

 
R: 5'- TGTGTCTTGCTGGGAAATTG  -3'  

 

TFL1 TSS F: 5'- CGGTCGTCTCTTTGTCTCCC  -3'  
 

 
R: 5'- ACATCTCCTACCACTCTCCCC  -3'  

 

D F: 5'- TGAGAGATGCAAGTGGGAAA  -3'  
 

 
R: 5'- GTCGGCGTTGAGGATAATTG  -3'  

 

E F: 5'- TGCCTGTGTTGTGTTTAGCC  -3'  
 

 
R: 5'- ATCAGGGATGGAATGGAACA  -3'  

 

F F: 5'- CCCTTGGACCGAGTCTACTG  -3'  
 

 
R: 5'- GGACCTAGCACGACTCTTCG  -3'  

 

6 F: 5'- TGGATTTCAATCAATCCTCTTTT  -3'  Perez-Ruiz 

et al., 2015 
 

R: 5'- CCAATCCAAACCAAAAACTGA  -3'  

SEP3 TSS F: 5'- TGCTTGCAAGGAAAGAGAGAG  -3'  
 

 
R: 5'- TTGCAAACGTCACTTGCCTA  -3'  

 

ACT2 F: 5'- TGTCGCCATCCAAGCTGTTCTCT -3' 
 

  R: 5'- GTGAGACACCATCACCAGAAT -3' 
 

TA3 F: 5'- TAGGGTTCTTAGTTGATCTTGTAT

TGAGCTC 

-3' 
 

 
R: 5'- TTTGCTCTCAAACTCTCAATTGAA

GTTT 

-3' 
 

 

10. INTACT - isolation of nuclei tagged in specific cell types 

INTACT is a method for purification of nuclei from individual cell types. The surface 

of the nuclei is labelled by nuclear targeting fusion protein (NTF) that consists of three parts: 

the WPP domain of Arabidopsis thaliana RAN GTPase activating protein 1 (RanGAP1, locus 

At3g63130; amino acids 1–111, inclusive), which is necessary and sufficient for nuclear 

envelope association in plants; green fluorescent protein (GFP) for visualization; and the biotin 

ligase recognition peptide, which serves as a substrate for the E. coli biotin ligase BirA19. 

Expression of NTF driven by cell type specific promoter results in biotin-labeled nuclei 

exclusively in those cells that can then be then isolated by affinity biotin – streptavidin 

interaction (Deal and Henikoff, 2011).  

Plant cross-linked tissue was grinded in liquid nitrogen and resuspended in 30 mL of 

Nuclear Purification Buffer (NPB, 20 mM MOPS pH = 7, 40 mM NaCl, 90 mM KCl, 2 mM 

EDTA, 0.5 mM EGTA, 0.5 mM spermidine, 0.2 mM spermine, 1X complete protease inhibitor 

ROCHE), filtered through miracloth and centrifuged at 1000 g at 4 °C for 10 min. The pellet 

was resuspended in 15 mL of NPB with 0.1% vol of Triton X-100 to remove photosynthetic 
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pigments and secondary metabolites, and centrifuged at 1000 g in 4 °C for 10 min. Later on, 

the pellet was resuspended in 1 mL of NPB. 100 µL of streptavidin coated magnetic beads 

(Invitrogen) was added and the solution was incubated for 1h. After this step, efficiency of the 

nuclei isolation was monitored under fluorescent microscope. Nuclei were isolated on a 

magnetic rack and supernatant (negative nuclei) was kept as a negative control. We then 

proceeded with the standard ChIP protocol.  

11. Co immunoprecipitation (Co-IP) of nuclear proteins from Arabidopsis 

5 g of plant tissue were grinded in liquid nitrogen and resuspended in 30 mL of Nuclear 

Extraction Buffer 1 (NEB1, 10 mM HEPES, pH = 7.4, 0.4 M sucrose, 2 mM EDTA, 2.5 mM 

DTT, 5 mM 2-mercaptoethanol, 1X complete proteinase inhibitors ROCHE), filtered through 

miracloth and centrifuged at 1000 g and 4ºC for 10 min. The pellet was resuspended in 5 mL 

of Nuclear Extraction Buffer 2 (NEB2, 10 mM HEPES pH = 7.4, 0.25 M sucrose, 10 mM 

MgCl2, 0.5% vol Triton X-100, 5 mM 2-mercaptoethanol, 1X complete proteinase inhibitors 

ROCHE) and centrifuged at 1000 g and 4ºC for 10 min. The cleaned pellets were resuspended 

in 300 µL Nuclear Extraction Buffer 3 (NEB3, 10 mM HEPES pH = 7.4, 1.7 M sucrose, 2 mM 

MgCl2, 5 mM 2-mercaptoethanol, 1X complete proteinase inhibitors ROCHE). In the 1.5 mL 

tube 500 µL of NEB3 were added, and resuspended material was gently pipetted on the top of 

NEB3 and centrifuged at 16 000 g and 4ºC for 45 min. Supernatant was removed and pellet 

stored at -80 ºC overnight. The pellet was then thawed on ice and resuspended in 

Immunoprecipitation Buffer (IP-B, 100 mM Tris-HCl pH = 7.4, 10% vol glycerol, 1 mM 

EDTA, 75 mM NaCl, 0.1% vol of Triton X-100, 0.05% SDS, 1X complete proteinase inhibitors 

ROCHE) and sonicated 20 X for 30 s with 30 s break between each sonification cycle in the 

Bioruptor (Diagenode) set to high power. The sample was sonicated at 12000 g and 4ºC for 30 

min. 10% of the supernatant was taken as an input and frozen in -20 ºC. The rest of supernatant 

was taken for further processing. 30 µL of magnetic beads coated with protein G were incubated 

for 4 hours at 4ºC with 5 µg of the appropriate antibody. Beads were added to the sample and 

incubated overnight at 4ºC. After the immunoprecipitation beads were washed 3x with IP-B on 

a magnetic rack and resuspended in 40 µL with 5X protein loading buffer, and then incubated 

for 10 min at 95 ºC. 5 µL of input and 20 µL of the Co-IPed sample were used in Western Blot. 

Antibodies used are given in Table 6. 

12. Western Blot 

Samples were loaded onto 10% SDS-PAGE gels and the electrophoresis was made in 

Tris-Glycine running buffer. The proteins were then transferred to PCV membrane by wet 

transfer method. Membrane was washed for 5 min in 1X PBS buffer and blocked with 3% BSA 

in 1X PBS overnight. Primary Ab was added at a 1:5000 dilution and the secondary Ab fused 

with horseradish peroxidase (HRP) with a 1:50000 dilution preceded by 2X 5 min washes in 

1X PBS with 0.01% of Tween-20 and 1x 5 min wash in 1X PBS. HRP reaction was activated 

by Clarity™ Western ECL Blotting Substrate (BIO-RAD). 

13. DAPI staining of the nuclei 

Young seedlings were harvested, fixed in Carnoy’s solution (ethanol/acetic acid 3:1), 

and stored at −20°C. Spread preparations were made as described by Schubert et al., 2001, with 
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a modified enzymatic cell wall-degrading mixture, as described by Tessadori et al., 2009. 

Nuclei slides were stained with 4′,6‐diamidino‐2‐phenylindole dihydrochloride (DAPI, 2 μg 

ml−1; Roche) in Vectashield (Vector Laboratories). 
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RESULTS 

1. The ebs mutant displays a wide array of phenotypic alterations during 

reproductive development 

As described in detail in the Introduction (section: 1.3 Arabidopsis inflorescence 

architecture), plant architecture is strictly controlled and depends on the timing of floral 

transition, fate of inflorescence meristem, number of branches and rosette stems and the time 

and the scheme of flower development. The ebs mutant exhibits multiple defects during the 

reproductive phase of development, resulting in an inflorescence architecture that differs 

significantly from the one described for Arabidopsis WT plants (Alvarez et al., 1992, Fig.8.A). 

The shoot apical meristem of the main stem of ebs is frequently arrested, causing growth 

inhibition of the main inflorescence and formation of an increased number of both rosette stems 

and secondary, or higher order branches. The inflorescence of the ebs mutant displays a more 

vegetative character since in early stages of its growth leaves are formed instead of flowers, and 

in later stages flowers develop abnormally: the phyllotaxy is disturbed (several floral nodes 

cluster together in a single point of the main stem) and floral reversion events occur (Fig.8.B). 

 
Fig.8 The comparison between WT and ebs inflorescence structure: A) Schematic inflorescence 

structure of a representative WT Landsberg erecta plant. Indeterminate inflorescence meristems enable 

potential indefinite growth. Axillary meristems developed at the axils of cauline leaves (leaves formed 

on the main flowering stem) produce branches. Additional rosette stems emerge from rosette leaves 

axillary meristems. Adapted from Alvarez et al., 1992; B) Schematic inflorescence structure of a 

representative ebs (Ler) plant. The shoot apical meristem on the main stem is arrested, and excessive 

number of rosette stems and secondary and higher order branches is formed. Altered flowers, phyllotaxy 

abnormalities and floral reversion can be observed.  

  

1.1 Effect of photoperiod on the developmental defects present in inflorescences and 

flowers of the ebs mutant 

 Environmental stimuli such as light, temperature and nutrient availability can influence 

the shape and identity of inflorescence structures. Plants grown under non-inductive flowering 

conditions that are able to create bigger rosettes with higher leaf number, often develop more 

secondary branches and rosette stems. In our conditions, Ler plants grown in LD tend not to 

A B 
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create any rosette stems and only 2-3 secondary branches. When grown in SD, these plants 

usually generate an extra rosette stem and 3-4 secondary branches on average. Interestingly, 

ebs plants grown in SD conditions showed increased frequency of the growth abnormalities 

compared with LD photoperiods. In order to understand the impact of growth conditions in the 

ebs phenotypic alterations, we measured the frequency of developmental abnormalities in ebs 

plants grown under different environmental conditions such as photoperiod and ambient 

temperature.  

Regarding photoperiod, and as shown in Figure 9 and Table 9, the defects described for 

the ebs mutant appear at a significantly lower frequency in plants grown in flowering promoting 

conditions of LD than in plants grown in non-inductive SD conditions. Under LD the apical 

meristem of the main stem is not arrested, and apical dominance is maintained throughout 

reproductive development in the mutant. ebs plants tend to create one rosette stem and 2 - 3 

secondary branches. Developmental abnormalities of the flowers also occur less frequently 

under LD. Under these conditions, floral reversion is observed in only 8% of the plants. The 

inflorescence of the ebs mutants retains some vegetative features and displays a delay in the 

development of flowers. This lag measured as the time between the formation of the flowering 

stem and the opening of the first flower is not long, as first flowers open on average only 2 days 

after the flowers of the WT. In contrast, phyllotaxy defects occur frequently, as more than 90% 

of the mutant plants exhibit some alteration in LD (Fig.9). Under SD, apical dominance is lost 

in ebs plants that create on average 2 rosette stems and 8 branches on a main stem. All analyzed 

plants exhibit signs of floral reversion and phyllotaxy defects. Moreover, the first floral bud 

opened around 18 days after the formation of a flowering stem, two weeks later than in WT. 

These observations confirm that the alterations observed in the ebs mutant during reproductive 

development are enhanced under SDs. 

Table 9: Detailed quantification of the developmental defects of ebs mutants grown under LD and SD 

photoperiodic conditions  
Meristem 

arrest [%] 

Lateral 

stems 

Branches/main 

stem 

Phyllotaxy 

defects [%] 

Floral 

reversion 

[%] 

opening of 

first floral 

bud [days] 

LD, 22 ᵒC 

 WT 0 1.4 2.3 8.3 0 1.2 +/-1 

 ebs  0 1.6 2.4 91.7 8.3 3 +/- 1.5 

SD, 22 ᵒC 

 WT 0 1.8 3.6 9.2 28.6 3.3 +/- 2.1 

 ebs  100 2.8 8.3 100 100 17.8 +/- 3.5 
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Fig.9 Frequency of reproductive developmental defects observed in the ebs mutant as compared to WT 

plants grown in LD versus SD conditions. Lateral stems and branches are represented as direct numbers; 

meristem arrest, phyllotaxy defects and floral reversion represented as % of all the plants (10 = 100%); 

floral bud opening represented as the number of days between bolting and opening of the first flowers, 

normalized to longest time period (longest time = 10, other values = relative fractions; see material and 

methods for more detailed description). 

1.2 Effect of temperature on the developmental defects present in inflorescences and 

flowers of the ebs mutant 

Another factor that directly influences the time of flowering of Arabidopsis plants is 

ambient temperature. While lower ambient temperature (16-18ºC) results in a delay in the 

initiation of flowering, warmer environments (26-28ºC) promote an earlier floral transition in 

most Arabidopsis accessions analyzed (Balasubramanian et al., 2006). For that reason, we also 

explored a possible influence of this environmental cue on additional stages of reproductive 

development of the ebs mutant. We observed an increase in meristem arrest in ebs plants grown 

at low temperature (18ºC) as compared with the standard 22ºC. But for the rest of traits analyzed 

during inflorescence and flower development, ebs mutant plants grown in LD and 18ºC 

conditions behave similarly to mutant plants grown in LD and 22ºC. Apical dominance is 

reduced and 2 or 3 extra rosette stems are formed, however not that many secondary branches 

are created and overall architecture of the ebs mutant is not as severely disturbed by growth in 

lower ambient temperature as in SD-grown plants (Table 10, Fig.10; Fig.11.A, G).  

Finally, a combined effect of non-inductive SD conditions and low ambient temperature 

was analyzed. Further limitation of flowering promoting signals resulted in a notable increase 

of the frequency of developmental alterations in reproductive development in the ebs mutant 

(Table 10, Fig.10). In fact, developmental defects as reduced apical dominance caused by the 

inhibition of growth in the main apex as well as floral reversion can be observed also for the 

WT plants in this environment. These conditions mainly affect the development of the flowers 

in ebs mutant. The inflorescences of most of the plants keep on producing leaves, and flowers 

were never formed during one-month screening process starting from the time of bolting (Table 

10, Fig.11.L). The percentage of the plants that exhibit phyllotaxy defects in the distribution of 
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the flowers seems to be lower than in other conditions. However, this observation is likely a 

consequence of the fact that flowers were not formed in the majority of the plants, and therefore, 

floral phyllotaxy defects could not be readily observed. 

Table 10: Detailed quantification of the developmental defects of ebs mutants grown under LD and 

standard ambient temperature (22 ᵒC), LD and low ambient temperature (18 ᵒC), SD photoperiodic 

conditions and standard ambient temperature (22 ᵒC), and combined SD photoperiodic conditions and 

low ambient temperature (18 ᵒC) 

  

Meristem 

arrest [%] 

Lateral 

stems 

Branches/main 

stem 

Phyllotaxy 

defects [%] 

Floral 

reversion 

[%] 

opening of 

first real 

bud [days] 

LD, 22 ᵒC            

WT 0 1,3 2,3 7 0 1.8 +/-1 

ebs 0 1,5 2,5 87 6,3 3.5 +/- 1.5 

LD, 18 ᵒC  

WT 0 2,1 3,5 0 0 2.2 +/-1 

ebs 73 3,7 5,2 73 0 2.9 +/- 1.2 

SD, 22 ᵒC            

WT 0 1 1,13 12,5 0 3.7 +/- 1.5 

ebs 100 2 2,88 87,5 100 17.2 +/- 4.2 

 SD, 18 ᵒC            

WT 60 1 9,7 0 60 9.2 +/- 3 

ebs 100 7,4 8,6 40 100 28+ 

 

 

 
Fig.10 Frequency of reproductive developmental defects observed under different growth conditions in 

the ebs mutant as compared to WT plants. The combined impact of photoperiod (LD versus SD) and 

variable ambient temperature (standard, 22°C versus lower temperature, 18°C) was analyzed. Lateral 

stems and branches are represented as direct numbers; meristem arrest, phyllotaxy defects and floral 

reversion represented as % of all the plants (10 = 100%); floral bud opening represented as the number 

of days between bolting and opening of the first flowers, normalized to longest time period (longest time 

= 10, other values = relative fractions; see material and methods for a more detailed description). 
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In summary, growth conditions have a significant impact in phenotypic alterations of 

the ebs mutant during reproductive development. Conditions delaying the initiation of 

flowering increase the frequency of the observed defects. Photoperiod seems to have a stronger 

effect than changes in ambient temperature, but the concurrence of less promoting flowering 

conditions of SD photoperiod and low ambient temperature result in the strongest defects. 

 
Fig.11 Phenotypes of WT Ler and ebs mutant plants grown under different environmental controlled 

conditions. A), D), G), J) – Photographs of plant inflorescences; B), C), E), F), H), I), K), L) - 

Photographs of shoot apices. B), E), H), K) – WT plants; C), F), I), L) – ebs mutant. 

1.3 Detailed description of the impact that SD photoperiods have on developmental 

defects observed in ebs mutant plants 

To analyze in depth the developmental defects of ebs mutant plants during reproductive 

growth, we focused on the comparison of WT and mutant plants grown in SD conditions. These 

conditions provide a more conspicuous difference between WT and mutant plants that LD only 

or combinations of LD and low ambient temperature cues, but not as drastic as combined SD 

and low ambient temperature conditions. A detailed phenotypic analysis performed with the 

ebs mutant both in Ler (Fig.12) and Columbia (Col, Fig.13) genetic backgrounds revealed that 

under SD, apical dominance in the inflorescence is indeed drastically reduced making the main 

stem difficult to distinguish from rosette stems and secondary branches. Rosette stems are not 

only formed in higher number, but they also often elongate to the same height as the main stem 

(Fig.12.C, Fig.13.C). Every one of these stems give rise to secondary and higher order branches, 

providing a bushy appearance to these mutant plants. In fact, the number of secondary branches 

emerging from the longest stem doubles the average branch number in the WT, and often 

secondary branches outgrow stem’s apices (Fig.12.B, Fig.13.B). In the most extreme cases, the 

apical part of the primary stem is not only inhibited in growth or completely arrested, but it 

undergoes senescence and dies. Overall, under non-inductive photoperiodic conditions for 

flowering, the ebs mutant produces dwarf inflorescences with abnormal bushy architecture. 
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Fig.12 Developmental defects in reproductive traits of the ebs mutant in Ler background grown under 

SD conditions, non-inductive for flowering: A) WT Ler plants, B) - G) ebs mutant plants in Ler 

background showing the loss of apical dominance characteristic of this mutant: B) Extra branches 

created on every stem. Arrested apical meristem in the main shoot is marked by an orange circle, C) 

Additional rosette stems. D) Leaves, instead of flower meristems created from the inflorescence 

meristem, E) Phyllotaxy defects, F) Alterations in flower development, G) Floral reversion 

 

As mentioned above, the observed defects in ebs also affect the development and 

position of flowers. Although the ebs mutant bolts prematurely, during early stages of 

development the inflorescence does not produce flowers. Instead, an abnormal vegetative 

structure is created in which floral organs are replaced by leaves (Fig.12.D, Fig.13.D). The time 

between the formation of the first of these inflorescence structures to the opening of the first 

flower with visible floral organs usually takes two and a half weeks, but can take more than one 

month in most extreme cases as compared to a maximum of six days that are needed from the 

formation to the opening of first floral bud in WT (see Table 9, 10). When flowers are eventually 

formed they often do not develop properly and exhibit morphological and homeotic 

transformations of floral organs (Fig.12.F, Fig.13.F), where deformed perianth organs, sepals 

and petals, are fused, together with disturbed floral phyllotaxy (Fig.13.F). The ‘golden angle’ 

(137.5°; Mirabet et al., 2012) defined by two consecutive flower buds in the SAM is lower in 

ebs than in WT plants. In addition, internodes are shirked, resulting in the clustering of 

flowers/siliques and the formation of an umbrella-like structure (Fig.12.E, Fig.13.E). The angle 

between the flowers in these umbrella-like structures depends on the number of flowers present 

in them, with higher number of flowers resulting in narrower angles, and less flowers in 

structures with wider angles.  
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Fig.13 Developmental defects in reproductive traits on the ebs mutant in Col background grown under 

short day conditions, non-inductive for flowering: A) WT Col plants, B) - G) ebs mutant plants in Col 

background showing the loss of apical dominance characteristic of this mutant: B) Extra branches 

created on every stem. Arrested apical meristem in the main shoot is marked by an orange circle, C) 

Additional rosette stems; D) Leaves, instead of flower meristems created from the inflorescence 

meristem; E) Phyllotaxy defects; F) Alterations in flower development; G) Floral reversion 

A particularly remarkable case of flower developmental abnormality observed in the ebs 

mutant is floral reversion. Floral reversion consists in the return of a flower to previous 

developmental stages acquiring inflorescence features in the flower (Battey and Lyndon, 1990). 

In WT, the segment of the inflorescence giving rise to flowers (the apical zone) is separated 

from the region generating cauline leaves and branches (basal zone). In some Arabidopsis 

mutants including ebs, floral reversion can be observed as cauline leaves or bracts formed after 

appearance of individual flowers in the apical region of the main stem. However, the most 

extreme examples of floral reversion in ebs are the formation of an entire inflorescence branch 

inside a flower, whereby the determinacy of the floral meristem is lost, and an indeterminate 

inflorescence is generated within the flower (Fig.12.G, Fig.13.G). This type of floral reversion 

was observed at many different developmental stages of the flower: in floral buds, mature 

flowers or siliques (Fig.14). Interestingly, flowers produced in emerging inflorescences formed 

as a consequence of the floral reversion seem to maintain more robustly floral organ identity 

and determinacy, and to display developmental defects less frequently. Often floral reversion 

precedes the plant ability to produce fertile flowers, and vegetative buds keep on being formed 

until floral reversion occurs (Fig.14.D). 
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Fig.14 Floral reversion defects in the ebs mutant during different stages of flower and fruit development: 

A) At the stage of the floral bud, B) At the stage of the flower, C) At the stage of the fruit, D) Increased 

fertility of flowers formed after a floral reversion event in the ebs mutant. Secondary inflorescence is 

not fully committed to flowering as leaves instead of flowers are created. The new inflorescence 

produces only flowers, without any leaf structures. The arrowhead marks a position where floral 

reversion occurred. 

Altogether, this detailed analysis shows that the loss of function of the EBS gene causes 

dramatic alterations in reproductive development in the two genetic backgrounds studied, 

indicating a central role for EBS in the control of different aspects of this developmental phase, 

ranging from inflorescence architecture to flower development. 

1.4 Microscopic analysis of developmental abnormalities observed in ebs mutant 

inflorescences 

In order to gain a deeper insight into the phenotypic alterations observed in the ebs 

mutant at the cellular level, we used Scanning Electron Microscopy (SEM) on detached flowers 

and apical parts of inflorescence stems. This microscopic analysis revealed that flower 

development defects in the ebs mutant display different levels of expressivity ranging from mild 

alterations in some floral organs, to extremely severe abnormalities with dramatic consequences 

in the arrangement and identity of floral-like structures. Subtle phenotypic alterations include 

flowers that open prematurely and are unfertile due to the senescence of petals and stamens 

(Fig.15.C-F). Another example of mild defects is represented by flowers affected by partial 

homeotic transformations of floral organs like sepals bearing branched trichomes and epidermis 

cells normally found in leaves, or sepals with sectors of conical shaped cells, characteristic of 

petals (Fig. 15.I, J).  
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Fig.15 Subtle morphological and homeotic alterations observed in the flowers of ebs mutant. A), C), E) 

and G) – Photographs of inflorescences and flowers; B), D), F) and H-J) – Scanning electron 

micrographs. A), B), E), F) – Phenotypes of Ler flowers. C), D) – Shoot apex of ebs mutant with 

prematurely opened flowers. G), H) – An example of prematurely opened flower of ebs mutant where 

growth inhibition and senescence of petals and stamens can be observed. I), J) – Examples of partial 

homeotic transformation of floral organs in the ebs mutant: I) Sepal with leaf-like edges, J) Sepal-to-

petal conversion, where clear separation of elongated cells characteristic of sepals and conical cells 

characteristic of petals can be observed. Arrowhead marks the sepal-to-petal cell conversion line. 

In addition, organs with severe abnormalities that result in flower-like structures where 

canonical floral organs are hardly distinguishable are also frequently observed in ebs mutant 

plants grown under SD, and are likely a consequence of floral reversion events. Some of these 

alterations can result in the complete conversion of all floral organs into vegetative structures. 

The presence in these structures of irregular, puzzle-like cells typical for leaf epidermis seen on 

the surface of all organs, and trichomes grown from both abaxial and adaxial surfaces suggest 

that floral organs are partially transformed into leaves (Fig.16.B). In some cases, cadastral 

information concerning the distribution of whorls in the flower is missing so that floral organs 

emerge from undefined places and in much higher number than in normal flowers causing 

overproliferation of the flower domain, loss of strictly defined whorls, conversion between 

floral organs (petal↔stamen; stamen↔carpel) and conversion of gynoecium into structures 

resembling floral buds (Fig.16.C).  

Frequently, the floral reversion events observed in the ebs mutant result in an 

inflorescence emerging from a young silique, suggesting that floral reversion is initiated within 

the fourth whorl of the flower. Figure 16.D shows deformed gynoecia at different stages of 

floral reversion. Due to the loss of determinacy in this fourth whorl and abnormal proliferation 

of cells with altered identity, the inner part of the gynoecium is swollen and deformed. Often 

carpels are not fully fused and an interstice can be seen through stigma and style. Gynoecium 

bursts open alongside the replum under pressure of new structures growing out from its inside 

leading to severe malformations in the flowers.   
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Fig.16 Scanning electron micrographs of strong developmental alterations of ebs flowers: A) Typical 

fully-mature WT flower, B) Strong alterations resulting in complete conversion of all floral organs into 

leaves, C) Floral reversion. Overproliferation of the flower domain, loss of strictly defined whorls, 

conversion between floral organs (petal↔stamen, white arrowhead; stamen↔carpel, yellow arrowhead) 

and conversion of gynoecium into structures resembling floral buds (red arrowhead), D) Floral reversion 

initiates in the fourth whorl. Different stages of gynoecia deformation caused by inflorescence 

developing in the ovary. 

Some less severe events of floral reversion can also be observed in (seemingly) 

unaltered SAMs of ebs mutant. In WT plants, flowers emerge one after another at the flanks of 

inflorescence. In ebs mutant, single flowers are replaced by floral clusters at the end of floral 

pedicels that lack subtending cauline leaves or bracts. This structure is created outside the basal 

region of the inflorescence where production of secondary branches is expected (Fig.17). In 

those cases, the altered structure of the ebs mutant inflorescence resembles a panicle more than 

a typical Arabidopsis raceme (Prusinkiewicz et al., 2007). 

 
Fig.17 Inflorescence-like structures occupy positions in the apical region of the ebs mutant inflorescence 

where single flowers are expected to be formed. Places of the additional floral clusters indicated by 

arrowheads. A), C) – Lateral view of SAM. Some flowers were removed to increase the clarity of 

inflorescence-like structures; B), D) – Scanning electron micrographs of WT and ebs SAMs 

respectively. 
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Altogether, these observations support a central role for EBS in the control of different 

aspects of inflorescence and flower development, including cell identity within floral organs. 

The results obtained show that EBS function is particularly necessary to maintain proper 

development of reproductive organs under non-inductive flowering conditions. 

2. Molecular analysis of EBS function in reproductive development 

2.1 Analysis of the genes misregulated during flower development 

After characterizing the different types of developmental abnormalities that occur when 

Arabidopsis plants are deficient in EBS function, we pursued to understand the molecular 

mechanisms responsible for the observed defects in the ebs mutant. Initially, we focused our 

analysis on abnormalities during flower development, and particularly floral reversion, as this 

phenotypic alternation is very interesting and the molecular basis for this trait remains largely 

unknown. We analyzed the events of floral reversion when inflorescence branches emerge 

within the flower buds. For that, we compared changes in gene expression comparing floral 

buds and flowers of ebs mutant and WT plants with the reverting floral bud of the mutant. As 

described in the Introduction (section: 1.4.1 Reproductive reversion) many examples of floral 

reversion are connected with misregulation of flowering integrator genes (McCullough et al., 

2010; Asbe et al., 2015). For that reason, we decided to assess in our samples the expression 

levels of different flowering genes that were previously linked with floral reversion phenomena.  

We firstly focused on flowering integrator genes such as FT, one of main activators of 

the floral transition (Wigge et al., 2005) and FLC, a central repressor of the floral transition 

(Sheldon et al., 2000; Choi et al., 2009), as their role in mediating reproductive reversion was 

previously reported (Müller-Xing et al., 2014; Satake et al., 2016). We also included two other 

flowering time genes, SOC1 and SVP that were misregulated during floral reversion episodes 

in Arabidopsis suecica (McCullough et al., 2010). SOC1 promotes flowering and integrates 

signals from the photoperiod, vernalization and autonomous floral induction pathways (Lee et 

al., 2000). SVP acts inhibiting the floral transition and is involved in the control of the 

determination of floral meristems and the expression of floral homeotic genes (Gregis et al., 

2009). 

Complications with the determination of floral meristem identity due to the ectopic 

expression of vegetative and inflorescence meristem identity genes were reported to cause floral 

reversion (Pérez-Ruiz et al., 2015). We included in the analysis meristem identity genes, 

marking different developmental stages of the meristem. TFL1 is connected with the vegetative 

state of meristem and inhibits expression of floral meristem identity genes (Liljegren et al., 

1999). AGL24 is a transition meristem identity gene that promotes the transition of the meristem 

from vegetative to inflorescence state and needs to be silenced to allow the acquisition of floral 

meristem identity (Yu et al., 2004). LFY is an early floral meristem identity gene that is required 

for the transition of an inflorescence meristem into a floral meristem (Bowman et al., 1993).  

A similar effect is caused by the lack of functional floral meristem identity genes as it 

can also influence flower determination. Mutations in AP1, a main floral meristem identity 

gene, were reported to cause floral reversion and reproductive de-differentiation (Irish and 

Sussex, 1990; Bowman et al., 1993), so we also included AP1 in the screening. 

New inflorescences of reverting buds in ebs mutant plants were observed to emerge 

from the forth whorl, from the inside of the gynoecium. Some events of floral reversion 
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emerging from the siliques, where the three outer whorls are absent, were also observed. This 

advocates for a role of genes involved in female reproductive organ development in floral 

reversion. In fact, mutants deficient in the function of AG, a floral homeotic gene, responsible 

for the regulation of stamens and carpels (Yanofsky et al, 1990; Mizukami and Ma 1992, 

Mizukami and Ma 1995) or downstream genes, also display floral reversion phenotype (Grbić 

and Bleecker, 1996; Jung et al., 2014). In fact, AG was shown to be required for the determinacy 

of the floral meristem (Lenhard et al., 2001). For that reason, we included in our analysis SEP3, 

required for the acquisition of floral organ identity (Pelaz et al., 2000), AG and SHP1, needed 

for the proper development of ovules (Ehlers et al., 2016), and PI, required for the development 

of petals and stamens (Krizek and Meyerowitz, 1996). 

The flowering time genes SOC1 and SVP as well as genes involved in the regulation of 

floral organ development such as SEP3, PI, AG, and SHP1, showed no statistically significant 

change in expression between the analyzed samples of WT and ebs. Weak downregulation of 

FT expression was observed between flower buds and flowers of ebs mutant and WT plants; 

however, the change was not consistent within replicates. In contrast, FLC was significantly 

upregulated in the flowers of the ebs mutant at all investigated stages. Also, the expression of 

meristem identity genes differed between the WT and ebs mutant samples. AGL24 and LFY 

were found upregulated in the flower buds and flowers of ebs mutant. Their levels are also quite 

high in the buds undergoing floral reversion in ebs. Another meristem identity gene, TFL1, was 

not upregulated in normally developing flower buds and flowers of ebs mutant, but high 

expression level was observed in the reverting buds. On the other hand, no expression change 

was observed for the floral meristem identity gene AP1 (Fig.18).  
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Fig.18 Analysis of the expression levels of flowering genes linked with floral reversion in the flower 

buds and flowers of WT and ebs plants; flower buds undergoing floral reversion in the ebs mutant were 

also included in the analysis. Asterisks represent statistical significance by Student t-test. 

 

This gene expression study enabled us to pinpoint the upregulation of the meristem 

identity genes AGL24, TFL1 and LFY and the flowering repressor gene FLC as potential 

candidates to cause the alterations during flower development observed in ebs mutant. 

Moreover, these comparative analyses of gene expression in developing flowers between WT 

and ebs samples revealed that in the absence of functional EBS protein, misregulation of central 

loci involved in the regulation of reproductive growth occurs. Based on these observations, we 

decided to perform a genome-wide transcriptome profiling, to unveil at the global level the 

genes whose expression was affected by the ebs mutation.  

 

2.2 Transcriptomic approach to characterize the role of EBS in the regulation of 

reproductive development 

 The functional domains present in EBS suggest that this protein is a transcriptional 

regulator involved in chromatin remodeling processes. In fact, previous data obtained in our 

laboratory demonstrated that the expression of the floral integrator gene FT is upregulated in 

the ebs mutants before the floral transition, and that EBS binds regulatory regions of this locus. 

These observations indicate that EBS acts as a transcriptional repressor of FT. In addition, 

previous global expression analyses performed with the ebs mutant revealed that a number of 

genes are misregulated in fresh seeds (Narro-Diego et al., 2017) and seedlings (López-González 

et al., 2014) of these plants, consistent again with a role for EBS in the regulation of gene 

expression. Also, some genes with important roles in the control of reproductive growth were 

misregulated during flower development in the ebs mutant (Section 2.1). Based on these results, 
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our working hypothesis was that the phenotypic defects observed in the ebs mutant during 

reproductive development are likely due to alterations in the expression of genes that are 

required for proper development of different reproductive organs and structures such as 

inflorescences or flowers. For that reason, to better understand the molecular basis for the 

phenotypic abnormalities observed in the ebs mutant during reproductive development, 

transcriptome analysis approaches were pursued. 

2.2.1 Optimization of the biological material for the transcriptomic analysis 

The lack of the functional EBS protein accelerates bolting, indicating that EBS acts as 

a repressor of the transition to reproductive phase in Arabidopsis plants. However, EBS is 

required for proper inflorescence architecture and to promote the acquisition and maintenance 

of floral organ identity in later stages of inflorescence development. To differentiate between 

these two independent functions, we decided to collect the material for the transcriptomic 

analyses before the floral transition and after the production of inflorescences, and perform 

RNA-seq analysis in order to unveil the genes that are misregulated by the ebs mutation and 

might explain the defects observed in the mutant. To make sure that the samples we collected 

for the stage previous to the initiation of flowering were truly vegetative, we performed an 

expression analysis of genes that flag the beginning of the floral transition. First, we measured 

the expression of the floral integrator genes: FT, known to be upregulated in the ebs mutant 

(Piñeiro et al., 2003), and SOC1, another floral integrator that is sharply upregulated upon 

flowering initiation (Samach et al., 2000). SD-grown WT and ebs plants were harvested every 

2 days, between 18 and 24 days after germination to assess the expression of these floral 

integrator genes. At day 24 no morphological signs of floral transition could be observed in 

those plants (not shown). qRT-PCR experiments allowed us to establish that, in agreement with 

previous observations, FT induction is accelerated in the ebs mutant samples as compared with 

WT and increases between days 20 – 22 (Fig.19.A). Consistently, the expression of SOC1 

remains constant at days 18 - 20 and shows a sharp increase between days 20 - 22 (Fig.19.B), 

indicating that before day 20 there is no sign of upregulation of the floral integrator genes 

investigated neither in ebs nor in WT plants. 

 
Fig.19 Changes in FT (A) and SOC1 (B) expression levels during the transition to reproductive growth 

in ebs and WT plantlets. No noticeable changes were observed between day 18 and 20. At days 20 - 22 

upregulation of both genes can be observed. Data from a representative experiment are shown.  

In order to further corroborate that plants at the selected developmental stage remain in 

vegetative phase, we investigated the expression of AP1, a flower meristem identity gene that 

is expressed downstream of the floral integrator genes and has been considered a marker of 

reproductive development (Mandel et al.,1992; Liljegren et al., 1999). When grown under SD 
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conditions, no expression of AP1 could be detected in WT plants at day 21 (Fig 20.A, B). We 

then transferred these plants to LD conditions to induce the floral transition. AP1 expression 

was monitored for 9 days after the shift to inductive photoperiods. AP1 expression in the WT 

plants and GUS staining in pAP1::GUS line (kindly provided by Dr. Gerco Angenent from 

Wageningen University and Research Centre, WUR, Wageningen, the Netherlands) could be 

detected only 7 days after the shift (Fig.20). The results confirm that at day 19, at least WT 

plants are still growing vegetatively. 

 
 

Fig.20 AP1 expression after transfer of WT plants from SD to LD conditions. Upregulation of AP1 can 

be detected at 7 days after this transfer. A) Quantification of AP1 expression by qRT-PCR, B) AP1 

expression shown as blue staining resulting from GUS activity in the pAP1::GUS line used. Day 0 

corresponds to the day of the transfer from SD to LD conditions. 

In view of these results we selected day 19 for the collection of two types of vegetative 

samples, manually dissected meristematic regions and rosette leaves, to carry out the 

transcriptomic analysis (Fig. 21).  

 
Fig.21 Schematic representation of the tissues collected for the RNA-seq analysis of WT and ebs mutant 

plants in Ler background: shoot apex and rosette leaves at vegetative state (upper panel); manually 

dissected inflorescence shoot apices (lower panel). Flowers older than stage 8 were removed from 

sample tissue 

In addition to the two vegetative samples described above (leaves and meristematic 

region), we also collected shoot apices after the production of the inflorescence from the WT 
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and ebs mutant plants. In both cases, reproductive shoot apical samples were harvested when 

the main inflorescence stem was 5 cm long, but only the top part was included in the analysis 

(Fig. 21). To enrich the sample in the inflorescence meristem tissue, flowers and flower buds 

older than stage 8 (Smyth et al., 1990) were manually removed from the harvested apices. RNAs 

prepared from these three types of tissues in duplicates were used for RNA-seq experiments, 

carried out in collaboration with the group of Dr. Gerco Angenent (WUR, The Netherlands). 

2.2.2 Identification of differentially expressed genes in ebs mutant through RNA-seq analysis 

In order to identify genes differentially expressed in the ebs mutant we performed an 

RNA-seq analysis with 50 bp single end sequencing using the Illumina HiSeq2000 platform, 

and 20 M reads per sample. We used two biological replicates of each sample. On average, 88% 

of reads mapped to the Arabidopsis reference genome, TAIR10 (Table 11).  

Table 11: Read mapping rate represented as % of mapped reads to total reads of every RNA-seq library 

Ler ebs 

VM L IM VM L IM 

88.5 88.7 89.3 89.2 88.4 88.7 88.8 85.5 85.7 89.4 88.9 88.3 

 

Among the genes that showed differential expression between the ebs mutant and WT 

samples with a p-value ≤ 0.05, we selected those displaying at least a 2-fold change in 

expression. The analysis revealed 327 and 516 upregulated genes and 208 and 196 

downregulated genes in vegetative shoot apex and leaves respectively, consistent with a role 

for EBS as a transcriptional repressor in early developmental stages. Besides, 505 genes were 

upregulated and 600 genes were downregulated in the apices at the inflorescence stage (see 

Annex I for a full list of differentially expressed genes). A heat map with the 25 most 

upregulated and downregulated genes in each of tissue types collected is shown in Figure 22. 
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Fig.22 Heat map representation of the 25 most upregulated and 25 most downregulated genes in the 

different tissues analyzed for the ebs mutant. The results are expressed as fold ratio of gene expression 

for ebs plants compared to WT plants. VM – vegetative shoot apex; L – rosette leaves; IM – 

inflorescence shoot apex; p – protein; f – family; sf - superfamily 

Comparisons of these data with those obtained from microarray hybridizations where 

we analyzed the transcriptome of ebs mutant seedlings in ATH1 arrays using RNA from 18-

day old whole seedlings grown in SD and that were carried out previously in our laboratory 

revealed a high degree of overlap between them (Fig.23). The plant material collected for the 

microarray experiment differs from the material collected for RNA-seq in the tissue type (entire 

seedlings versus dissected vegetative shoot apex and leaves, respectively) and developmental 

stage (vegetative in both cases, but at different DAG) and in the robustness of the analysis, as 

the number of differentially expressed genes identified in the deep RNA sequencing experiment 

is much higher than the one identified in microarrays. Still, one third of the genes identified as 

misregulated (with 2-fold change and p-value ≤ 0.05) in the microarray experiment overlaps 

with genes identified as misregulated (with 2 fold change and p-value ≤ 0.05) in the RNA-seq 

experiment, which is a highly significant over-representation as revealed by the hypergeometric 

test (representation factor = 9.4; p-val < 2.015e-39) using population size of 33159 (all the 



RESULTS 

76 

genes, pseudogenes and transposon elements included in our RNA-seq data). These results 

reinforce the accuracy of the analysis performed.  

 

 
Fig.23 Venn diagrams showing the overlap between the genes misregulated in ebs mutant revealed by 

a microarray experiment on whole seedlings performed previously in our lab and genes misregulated in 

ebs mutant in two vegetative state samples (leaves and shoot apex) revealed by the new RNA-seq 

experiment. 

2.2.3 Analysis of the signature of expression profiles in the samples analyzed 

To confirm that the collected samples show the expected gene expression pattern, the 

400 most expressed genes of the WT samples were analyzed by the Genevestigator signature 

tool (https://genevestigator.com/, Hruz et al., 2008) that matches the provided expression data 

with the expression pattern of different anatomical structures of Arabidopsis. The results are 

described as a relative similarity score, where 0 stands for a similarity between the input 

signature and an average over all anatomical structures, and 2.5 stands for the ideal similarity. 

Expression patterns of all WT RNA-seq samples matched the signature of anatomical structures 

they were collected from. On this manner, vegetative shoot apex sample showed highest relative 

similarity with shoot apex, whereas rosette leaves showed the highest relative similarity with 

shoot and rosette. Regarding inflorescence shoot apex samples, they showed the highest relative 

similarity with the expression patterns of flower, pistil, and receptacle (anatomical structures 

that were expected to be present in the sample due to the sample isolation technique), but also 

with inflorescence what corroborates high enrichment of inflorescence meristem tissue in the 

sample (Table 12).  

We then performed the same analysis on ebs samples. While the expression profiles 

obtained still matched the tissue they were collected from, some differences could be observed. 

The most striking one was the expression profile of vegetative shoot apex that was associated 

with the expression signature of the flower, suggesting the premature expression of 

reproductive organ genes in the ebs apex previous to the floral transition (Table 12). Ectopic 

expression of floral genes has been described in other mutants deficient in genes encoding 

chromatin remodelers (Yang et al., 2010; Mozgova et al., 2015; Sacharowski et al., 2015), 

consistent with a key role of epigenetic mechanisms in maintaining gene expression patterns 

associated with specific developmental phases. 

We then analyzed the expression profile of the genes with differential expression 

between ebs and WT. Genes that are abnormally abundant can change the identity of the cell, 

but so can genes that are missing from the transcription profile. For that reason, we compared 

200 most upregulated and 200 most downregulated genes from each sample. None of the groups 

of misregulated genes analyzed matched well the signature of the anatomical structure they 

were collected from, suggesting that some genes are ectopically expressed in the ebs mutant. 

The most interesting deviation could be observed for an inflorescence sample, where 

misregulated genes conferred upon inflorescence the signature of vegetative tissues: leaves and 

57 
124 1052 

microarray RNA-seq 

https://genevestigator.com/
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shoots (Table 12). This observation is consistent with a defective reproductive organ identity 

determination in the ebs mutant. 

Table 12: Relative similarity of expression profile for RNA-seq samples to the profiles of anatomical 

structures of Arabidopsis obtained from Genevestigator signature tool. VM – vegetative shoot apex, L 

–rosette leaves, IM – inflorescence shoot apex 
 

WT ebs ebs vs WT 
VM shoot apex 

seedlings 
shoot 

1.849 
1.772 
1.601 

flower 
seedling  
shoot apex 

1.880 
1.707 
1.690 

embryo 
radicle tip 
endosperm 

1.157 
1.122 
1.116 

L shoot 
rosette 
shoot apex 

1.138 
1.097 
1.077 

shoot apex 
seedling 
rosette 

2.028 
1.899 
1.834 

leaf 
blade (lamina) 
lateral root cap and 
columella cell 

1.206 
1.113 
1.096 

IM flower 
pistil 
receptacle 
inflorescence 

2.438 
1.654 
1.452 
1.320 

flower 
receptacle 
pistil 
inflorescence 

1.809 
1.515 
1.460 
1.324 

leaf 
shoot apex 
rosette 
shoot 

1.123 
1.089 
1.082 
1.082 

 

2.2.4 Overlaps between the genes misregulated in the different samples analyzed 

We then compared the genes misregulated in different samples with each other in order 

to gain an insight on the specificity that EBS displays in the regulation of gene expression in 

the different tissues explored in our transcriptomic analysis. We analyzed the overlap of the 

upregulated (Fig.24.A) and downregulated (Fig.24.B) genes in ebs vs WT between the different 

tissues collected. 83 of the upregulated genes were shared between shoot apex and rosette leaves 

at the vegetative state. This overlap is higher than expected by chance with statistical 

significance according to a hypergeometric test (representation factor = 1.1; p-val < 0.082, 

hypergeometric test using the sum of misregulated genes from all investigated tissues, 2351, as 

a population size). Gene Ontology (GO) analysis performed in the publicly available AgriGO 

biological process toolkit (http://bioinfo.cau.edu.cn/agriGO/; Du et al., 2010) revealed that 

within the genes upregulated in both vegetative tissues there is a group of genes involved in 

flower development. 87 genes were upregulated in both apical tissues (vegetative and 

inflorescence). This overlap is statistically significant (representation factor = 1.2; p-val < 

0.014, hypergeometric test), although the GO analysis showed no enriched categories. 

Inflorescence apices and rosette leaves samples shared 91 of the upregulated genes. This 

overlap is not statistically significant (representation factor = 0.8; p-val < 0.009, hypergeometric 

test), however, the GO analysis revealed that some of these 91 genes are involved in 

photosynthesis. 38 genes were upregulated in all collected samples, but no significant GO 

categories could be found. The enrichment of shared loci between downregulated genes is not 

statistically significant with the exception of the two vegetative tissues, apices and leaves that 

display 21 genes in common (representation factor = 1.2; p-val < 0.201, hypergeometric test). 

These genes are involved in the response to abiotic stimulus. 34 genes were shared between 

both apical samples (representation factor = 0.6; p-val < 6.518e-04, hypergeometric test) and 

11 genes were shared between inflorescence sample and rosette leaves (representation factor = 

0.2; p-val < 3.79e-14, hypergeometric test) with no enriched GO categories. Finally, only 4 

genes were shared between genes downregulated in all three tissue types tested. These results 

http://bioinfo.cau.edu.cn/agriGO/
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confirm previous observations that ebs mutant plants express reproductive phase genes 

prematurely at vegetative state, but the inflorescence produced by this mutant displays 

vegetative features. Interestingly, the overlap of misregulated genes between apical tissues at 

different developmental stages (vegetative and inflorescence) despite being statistically 

significant (at least in case of upregulated genes) does not include the enrichment of any GO 

categories. On the contrary, upregulated and downregulated genes shared between the samples 

from the same developmental stage (vegetative shoot apex and leaves) are both statistically 

significant and belong to shared GO categories. Lack of the functional similarity between genes 

affected by the ebs mutation coming from the same tissue at different developmental stages 

suggest that EBS-mediated regulation is developmental state-specific and advocates for the role 

of EBS in the developmental control. 

 
Fig.24 Venn diagrams showing the overlap of the genes misregulated in ebs with the same direction of 

change between the different tissues collected. A) upregulated genes, B) downregulated genes. VM, 

pink – vegetative shoot apex; L, green – rosette leaves; IM, blue – inflorescence shoot apex 

EBS plays distinct roles in vegetative and inflorescence development. This behavior 

might be caused by a group of differentially regulated genes during vegetative and inflorescence 

growth. Those genes could show opposite changes in expression in tissues collected at the two 

developmental stages in our analysis. We assessed the overlap between genes upregulated in 

the vegetative tissues and genes downregulated in the inflorescence shoot apex in ebs vs WT 

plants (Fig.25.A), and the overlap between genes downregulated in the vegetative tissues and 

upregulated in the inflorescence shoot apex in ebs vs WT plants (Fig.25.B). The number of 

overlapping genes in this analysis was rather limited as only 34 genes were upregulated during 

the vegetative state (from which 15 came from vegetative shoot apex) but downregulated at 

inflorescence state. Similarly, only 23 genes were downregulated at vegetative state (from 

which 19 came from vegetative shoot apex) but upregulated at inflorescence state. None of the 

overlaps fulfil the statistical significance by hypergeometric test (representation factor = 0.2; p-

val<1.64e-86 and representation factor = 0.3; p-val < 2.411e-21, respectively). The overlaps 

did not include any enriched GO terms. This observation suggests that in general terms EBS 

does not have opposite effects in the regulation of the same genes during vegetative and 

reproductive development. 

38 

45 

49 53 

364 

380 195 

A 
IM 

VM L 

B 

4 

17 

30 7 

559 

168 
157 

IM 

VM L 



RESULTS 

79 

 
Fig.25 Venn diagrams showing the overlap of the genes misregulated in ebs with opposite direction of 

change between the different tissues collected. A) Overlap between genes upregulated in vegetative 

tissues and genes downregulated in inflorescence shoot apex. B) Overlap between genes downregulated 

in vegetative tissues and upregulated in inflorescence shoot apex. VM, pink – vegetative shoot apex; L, 

green – rosette leaves; IM, blue – inflorescence shoot apex 

2.2.5 GO analysis of genes differentially expressed in the ebs mutant 

In order to better understand the molecular and biological processes regulated by EBS, 

we decided to perform a GO analysis using the publicly available AgriGO biological process 

toolkit. Redundant categories were removed with REVIGO toolkit (http://revigo.irb.hr/; Supek 

et al., 2011). The functional categories overrepresented among the genes upregulated in 

vegetative apices of ebs were linked with normal meristem maintenance and development, but 

also an ectopic expression of genes involved in flower development could be observed, 

consistent with the observation described above that the vegetative apex of ebs plants is 

enriched in genes associated with reproductive development as compared to WT plants 

(Fig.26). Genes downregulated in vegetative meristematic apices of ebs belonged to gene 

groups responsible for the response to endogenous (hormones, stress) and exogenous (cold, 

water deprivation, abiotic signals) stimuli. Interestingly, genes within the category of lipid 

localization are significantly overrepresented in this group of misregulated genes. The 

biological significance of this observation will have to be explored in future works. Genes 

belonging to a wide range of genetic categories were upregulated in rosette leaves of ebs, 

particularly those related to plant responses to environmental cues. The categories included 

response to biotic, abiotic, endogenous and exogenous stimuli, photosynthesis, and cell death, 

among others. The category of floral whorl development is also overrepresented, consistent 

again with ectopic gene expression in the ebs mutant. Genes downregulated in rosette leaves of 

ebs were linked with cell cycle and cytoskeleton. Genes upregulated in inflorescence tissue of 

ebs were connected with secondary metabolism processes, biotic and abiotic stimuli, 

photosynthesis, and DNA and RNA metabolism. Finally, genes downregulated in inflorescence 

tissue of ebs were linked with lipid localization, morphogenesis, pollen and gametophyte 

development and meiotic cell cycle, and secondary metabolic processes (Fig.26).  
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Fig.26 GO categories overrepresented in different tissue types. Graphics display separately up- and 

downregulated genes. GO analysis performed with the AgriGO toolkit. 
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2.2.6 Reproductive development genes differentially expressed in the ebs mutant 

Since the main focus of this work was to understand the role of EBS in the control of 

different aspects of reproductive development, we next centered our attention on those genes 

that could mediate the effect of this chromatin protein on different aspects of reproductive 

growth, namely the floral transition, meristem identity or function, and flower development. A 

detailed description of the expression changes observed in the different tissues in the ebs mutant 

for the genes belonging to those categories is shown in Fig.27. 

 
Fig.27 Heat map plot of genes regulating different aspects of reproductive development, and 

differentially expressed in the tissues of the ebs mutant. The results are expressed as fold change of gene 

expression for ebs plants compared to WT plants. No significant change in gene expression was marked 

as 1. VM – vegetative shoot apex; L – rosette leaves; IM – inflorescence shoot apex 

 

Floral transition genes 

Considering all the tissues analyzed, we identified 16 genes differentially expressed in 

ebs and related with the regulation of the floral transition. Some of them function as activators 

of flowering in Arabidopsis. For example, AGL17 is a flowering promoter gene that acts in the 

so-called FT-independent photoperiod pathway (Han et al., 2008). The expression of this gene 

was detected in all ebs analyzed samples, but not in WT samples. On the other hand, AGL19 

promotes flowering in response to an FLC-independent vernalization pathway (Schönrock et 

al., 2006) and acts as an activator of FT in SD conditions. This MADS-box gene was found to 

be overexpressed in all ebs samples analyzed. Regarding AGL42, 71 and 72, they are paralogues 

phylogenetically related to SOC1. They promote flowering in shoot apical and axillary 

meristems in a gibberellin-dependent manner (Dorca-Fornell et al., 2011). AGL42 is 
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additionally involved in the senescence of lateral organs (Chen et al., 2011). AGL42 was 

overexpressed in the vegetative shoot apex of ebs, while AGL71 and 72 were upregulated in the 

inflorescence shoot apex. FT could be detected in inflorescence shoot apices, but only in the 

WT plants. FT is a major activator of the floral transition (Wigge et al., 2005), but a role for FT 

in other aspects of reproductive development, as inflorescence architecture (Huang et al., 2013), 

flowering in axillary meristems (Niwa et al., 2013), and maintenance of flower identity (Müller-

Xing et al., 2014) has been described in recent years.  

 Beside the floral activators described above, a number of floral inhibitors were also 

differentially expressed between WT and ebs in the samples analyzed. FLC acts as a major 

repressor of the floral transition and responds to vernalization (Sheldon et al., 2000; Choi et al., 

2009). This gene was found to be overexpressed in all ebs samples analyzed. MAF4 is a paralog 

of FLC that also responds to vernalization. Overexpression of this gene delays flower 

development and was found upregulated in the reproductive shoot apices of ebs. Another FLC 

homologue, MAF5, also negatively regulates flowering in SD, probably through the 

photoperiodic and vernalization pathways (Ratcliffe et al., 2003), and was found upregulated 

in ebs. VIN3 is a central player in the vernalization pathway, needed for FLC repression by 

deacetylation of the histones in the promoter of this floral repressor gene (Greb et al., 2007). 

This locus was found to be overexpressed in the inflorescence shoot apex and in rosette leaves 

of ebs. SCHNARCHZAPFEN (SNZ) is a repressor of flowering that belongs to the AP2 family 

of transcription factors (Schmid et al., 2003). This gene was also overexpressed in the 

inflorescence shoot apex of ebs. Finally, several members of the SPL family of genes that 

positively influence flowering in the leaf and in the shoot apical meristem and are responsible 

for lateral organ maturation in association with shoot maturation in the reproductive phase 

(Shikata et al., 2009), were downregulated in inflorescence shoot apex of ebs.  

 

Genes involved in meristem identity or function 

At least 10 genes linked with meristem identity or function were found to be 

misregulated in ebs samples. As in case of genes involved in the regulation of the floral 

transition, also several members of the MADS-box family of transcriptional regulators were 

identified in this category. One of those MADS-box TFs, AGL24 is a transition meristem 

identity gene that promotes the transition of Arabidopsis meristems from vegetative to 

inflorescence state, and needs to be silenced to allow the acquisition of floral meristem identity 

(Yu et al., 2004). AGL24 is upregulated in vegetative shoot apex and rosette leaves of ebs. 

Another MADS box gene, AGL8 (also known as FRUITFULL, FUL) promotes early floral 

meristem identity and is required for the transition of an inflorescence meristem into a floral 

meristem (Ferrándiz et al., 2000). This gene was upregulated in vegetative shoot apex and 

rosette leaves of ebs. Additional families of transcription factors were identified among the 

reproductive meristem identity genes misregulated in the ebs mutant. LFY promotes early floral 

meristem identity (Bowman et al., 1993) and was found to be upregulated in the vegetative 

shoot apex of ebs. Some of the genes differentially expressed in the ebs mutant belong to 

families of transcription factors needed for meristem development and formation of lateral 

organs. HOMEOBOX-3 (HB-3) is required for meristem growth and early development (Wu et 

al., 2005) and was upregulated in the vegetative shoot apex of ebs. WUSCHEL RELATED 

HOMEOBOX 1 (WOX1), also needed for proper meristem development (Zhang et al, 2011), 
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was found to be downregulated in rosette leaves of ebs. On the other hand, ENHANCER OF 

SHOOT REGENERATION 1 (ESR1) regulates gene expression patterns in meristems and thus 

modulates organ development (Kirch et al., 2003), and was found to be overexpressed in 

inflorescences of the ebs mutants. Another transcription factor involved in lateral organ 

development, PNY is involved in the preservation of the spiral phyllotaxy arrangement leading 

to a regular pattern of organ initiation. It is required for maintenance of stem cell fate in the 

shoot apical meristem, and is essential for specifying floral primordia and establishing early 

internode patterning events during inflorescence development (Smith and Hake, 2003). PNY 

was upregulated in the rosette leaves of ebs. TCP DOMAIN PROTEIN 1 (TCP1) and TCP12 

are the axillary meristem identity genes that prevent axillary bud outgrowth and delay axillary 

bud development, having therefore considerable impact on apical dominance (Aguilar-

Martínez et al., 2007). TCP12 was upregulated in rosette leaves and the inflorescence shoot 

apex of ebs, while TCP1 was upregulated in the vegetative shoot apex of ebs. 

TFL1 on the other hand is a member of the FT florigen protein family (Wickland and 

Hanzawa, 2015), and controls meristem identity throughout development. TFL1 is required for 

maintenance of an indeterminate state of the inflorescence (Liljegren et al., 1999). This gene 

was found to be upregulated in the vegetative shoot apex of ebs.  

An additional group of meristem identity genes, including FANTASTIC FOUR 2 

(FAF2), FAF4, FLOR1 (FLR1) and FLORAL TRANSITION AT THE MERISTEM1 (FTM1) was 

found downregulated in the inflorescence apex of ebs. They were previously identified as floral 

transition factors expressed specifically in the meristem in response to the induction of 

flowering (Torti et al, 2012).  

 

Floral development genes 

Six genes involved in floral organ identity determination were found to be misregulated 

in ebs. SEP3 and 4 play an important role in the determination of flower meristem identity and 

are needed to ensure proper floral organ development (Pelaz et al., 2000; Ditta et al., 2004). 

They are both upregulated in vegetative shoot apex and rosette leaves of ebs. Floral homeotic 

genes PI, required for the development of petals and stamens (Krizek and Meyerowitz, 1996) 

and AG, required for the development of stamens and carpels, repression of A-class floral 

organogenesis genes and maintenance of the determinacy of the floral meristem (Sun et al., 

2009), were upregulated in rosette leaves of ebs. Besides AG, two other genes misregulated in 

ebs mutant, are responsible for the proper development of female reproductive organs. The 

SHP1 protein interacts with SEP3 and is essential for the coordination of cell divisions in the 

ovule (Ehlers et al., 2016). SHP1 was upregulated in the vegetative shoot apex of ebs. HECATE 

1 (HEC1) is required for the female reproductive tract development and fertility (Gremski et 

al., 2007). This gene was found to be overexpressed in all ebs samples.  

This detailed analysis concerning the function of the genes differentially expressed in 

the ebs mutant and involved in floral transition, meristem identity or function, and flower 

development revealed some clear trends. First of all, genes connected with inflorescence 

meristem (AGL24, TFL1), flower meristem (AGL8, LFY, TCP1) and floral organ determination 

(SEP3, SEP4, SHP1, HEC1) are prematurely expressed in vegetative shoot apex of ebs. Some 

of the genes connected with floral meristem (AGL8, PNY, TCP12) and floral organ 

determination (AG, PI, SEP3, SEP4, HEC1) are also ectopically expressed in rosette leaves. 



RESULTS 

84 

These results are consistent with the observed early flowering phenotype of ebs mutant and 

confirm that EBS is involved in the regulation of many levels of reproductive growth. Secondly, 

some of the repressors of floral transition (FLC, MAF4, SNZ) are upregulated in the 

inflorescence shoot apex of ebs. Similarly, some activators of the floral transition (FT, SPL2, 

3, 10, 15) are downregulated in the inflorescence shoot apex of ebs. Also, genes that mark the 

induction of flowering in the meristem (FAF2, FAF4, FLR1, FTM1) are downregulated in the 

inflorescence shoot apex of ebs. These results confirm that despite early bolting, the 

maintenance of inflorescence identity is compromised in the ebs mutant. 

 

2.2.7 Validation of RNA-seq results by qRT-PCR 

In order to confirm the gene expression changes observed in the RNA-seq analyses we 

performed qRT-PCR experiments with a number of selected genes on independently collected 

samples (Fig.28). We analyzed some of the abovementioned differentially expressed genes 

involved in the regulation of the floral transition, meristem identity and function, floral 

transition at the meristem and flower development, showing the biggest difference in the 

expression level between WT and ebs. We assessed the expression of genes like AG, AGL17, 

AGL24, FLC, FLOR1, FTM1, HEC1, SEP3, TCP1, and TFL1 in the tissue they were 

misregulated in. Additionally, we analyzed some of the highly misregulated genes connected 

with epigenetic regulation like ARGONAUTE 9 (AGO9), involved in RNA-mediated post-

transcriptional gene silencing (Durán-Figueroa and Vielle-Calzada, 2010), Factor of DNA 

methylation 2 (FDM2), involved in RNA-directed DNA methylation (Ausin et al., 2012), HDA7 

and 18, responsible for deacetylation of lysine residues of histones (Xu et al., 2005; Fong et al., 

2006), and one histone H1 variant, H1.3, connected with rapid regulation of gene expression 

(Rutowicz et al., 2015), as well as β-CARBONIC ANHYDRASE 2 (BCA2), important for the 

photosynthesis processes (Dąbrowska-Bronk et al., 2016) and LATE EMBRYOGENESIS 

ABUNDANT 7 (LEA7), involved in abiotic stress response (Popova et al., 2015). In most 

cases, the results obtained corroborate the robustness of the transcriptomic analyses and further 

confirm that EBS is a key regulator for the expression of a number of genes that play central 

roles in reproductive development of Arabidopsis. 
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Fig.28 RNA-seq validation by qPCR in independently collected tissues of WT and ebs plants. For each 

gene, graphs in the upper row represent gene relative expression; graphs in the lower row represent fpkm 

transcript abundance from the RNA-seq analysis. First column represents the results for vegetative shoot 

apex; second column denotes the results from rosette leaves; and third column represents the results 

from inflorescence shoot apex.  
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3. Genome-wide analysis of EBS binding sites 

3.1 Chromatin immunoprecipitation followed by next generation DNA sequencing 

(ChIP-seq) 

To gain a deeper insight into the mechanism of transcriptional regulation mediated by 

EBS, we attempted to obtain genome-wide binding sites of the EBS protein through Chromatin 

Immunoprecipitation followed by next generation DNA sequencing (ChIP-seq). For that, we 

used manually dissected vegetative and inflorescence meristematic tissues, as well as rosette 

leaves of the ebs complementing line expressing a c-myc tagged version of EBS under the 

control of the EBS promoter (EBS::c-myc-EBS) (López-González et al., 2014). However, EBS 

contains no DNA binding domain and the binding to the genomic regions of target genes is 

likely indirect, via histone proteins. Presumably as a consequence of that, the amount of DNA 

isolated during the immunoprecipitation was not high, resulting in low signal-to-noise ratio and 

only a few binding sites for EBS identified. Since this approach did not render conclusive 

results, we decided to modify the initial experimental scheme and use whole vegetative 

seedlings at the same developmental stage that was used for RNA-seq, and apical parts of the 

inflorescence, without dissecting flowers. This alternative approach, with immunoprecipitated 

DNA sequenced in an Illumina platform with 50 bp single reads, enabled us to increase the 

strength of the signal and to identify 735 potential binding sites for EBS that mapped to 75 

genes in seedlings and 1490 potential binding sites for EBS that annotated to 163 genes in 

inflorescence apices (detailed information about the potential EBS binding sites can be found 

in Annex 2). 

3.1.2 Overlap between EBS binding sites and chromatin regions marked by different histone 

modifications 

Previous results showed that EBS contains a PHD motif that binds di- and trimethylated 

lysine K4 on the histone H3 (H3K4me2/3) (López-González et al., 2014). We compared the 

distribution of the potential EBS binding sites identified with available online data regarding 

the distribution of seven well-described covalent modifications of histones that decorate 

genomic regions with diverse transcriptomic activity (Fig.29). As some of these modifications 

span long genomic fragments exceeding the length of sequencing reads, we clustered together 

peaks located very close to each other. As expected, high overlap was found between EBS 

binding sites and genomic regions marked with H3K4me2/3, and also H3K36me3, connected 

with transcriptionally active genes. Among these marks the highest overlap with EBS binding 

sites corresponds to H3K4me3, consistent with being the mark recognized and bound by EBS. 

In contrast, nucleosomes with histone H3 marked with lysine methylation that is connected with 

transcriptionally inactive genes, such as H3K27me1 and H3K27me3, were present at much 

lower level among the EBS binding sites. Interestingly, the potential binding sites of EBS 

strongly overlapped with genomic regions occupied by nucleosomes bearing dimethylated 

lysine K9 on histone H3, H3K9me2. This mark is enriched in heterochromatic regions and is 

required for the silencing of transposable elements and other repetitive DNA sequences 

(Bernatavichute et al., 2008).  
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Fig.29 A scheme representing the overlap between potential genomic regions occupied by EBS and 

seven well-described covalent modifications of histones that affect transcription. 

One of the H2A histone variants, H2A.W.7 is known to be strongly associated with 

H3K9me2 (Yelagandula et al., 2014). H2A.W.7 creates two pools across the genome: one 

connected with pericentromeric regions and another, associated with transient heterochromatin 

formed in the chromosome arms (Lorković et al., 2017). We decided to analyze separately the 

overlap between these two pools of H2A.W.7 and potential EBS occupancy. Only 31 out of 

735 regions bound by EBS overlap with H2A.W.7 located in chromosome arms. However, a 

prominent overlap was identified between the potential genomic regions occupied by EBS and 

regions bound by H2A.W.7 that were annotated to pericentromeric regions (558/735 sites which 

represents 76%), localized very close to each other. Indeed, when we visualized the location of 

the potential regions occupied by EBS across chromosomes with close-by peaks grouped 

together and represented as one line, we could observe that many of those binding sites are 

localized in the areas connected with constitutive heterochromatin as pericentromers, 

centromers or 45 rDNA (Fig.30.A). These EBS binding sites appear clustered (instead of 558 

sites, just a few red lines in the plot concentrate the sequences of EBS binding), indicating that 

many separate binding sites were grouped together because of close proximity. Thus, this 

analysis of the ChIP-seq data suggest that clusters of EBS protein occupy heterochromatic 

regions. A similar distribution can be observed in the data from inflorescence tissue samples 

(Fig.30.B). 
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Fig.30 Schematic representation of potential EBS binding sites (red) over chromosomes generated by 

SeqMonk, where close-by peaks are grouped together and represented as one red line. A) Seedlings, B) 

Inflorescence apex. Dark gray corresponds to heterochromatin around centromeres, dark violet 

corresponds to centromeres and bright violet corresponds to 45 rDNA clusters in Ler Arabidopsis 

(Zapata et al., 2016) 

3.1.3 Overlap between EBS binding sites and transcriptomic results 

Next, we assessed the overlap between genes differentially expressed in vegetative 

tissues (apical region and rosette leaves) or inflorescence tissue in our RNA-seq of ebs and 

genes identified as potential binding sites for EBS in seedlings or inflorescence. In this 

comparison we incorporated all significantly misregulated genes found in the transcriptomic 

analysis. In this way we obtained a list of 23 genes that included AT3G41768, encoding an 18S 

rRNA, AT5G49120, encoding a putative DUF581 family protein; AT2G42380, encoding the 

BZIP3 transcription factor; ATCG01080, encoding a chloroplast NADH dehydrogenase ND6; 

AT5G40330, encoding MYB DOMAIN PROTEIN 23 (MYB23), involved in the ectopic 

trichomes formation, and AT1G68840, encoding the TEMPRANILLO 2 (TEM2) transcription 

factor; AT5G14170, encoding the chromatin remodeler BAF60; ATMG01390, a gene coding 

mitochondrial ribosomal RNA; AT4G34390, encoding a GTP-binding protein; AT3G10050, 

encoding a chloroplast OMR1 protein; AT1G64400, encoding a LONG-CHAIN ACYL-COA 

SYNTHETASE 3 (LACS3); AT4G38770, encoding a PROLINE-RICH PROTEIN 4 (PRP4); 

AT4G00880 encoding a SMALL AUXIN UPREGULATED RNA 31 (SAUR31); AT3G23890 

encoding TOPOISOMERASE II (TOPII), and AT5G10100, encoding TREHALOSE-6-

PHOSPHATE PHOSPHATASE I (TPPI). From those genes only the binding site localized in 

the genomic region of BAF60 overlapped with H3K4me2/3, the histone marks recognized and 

bound by EBS (Fig.31). 
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Fig.31 Representation of a potential EBS binding region generated in SeqMonk. DNA reads from 

EBS::c-myc-EBS seedlings sample were mapped to the genomic region of BAF60, the binding site 

overlaps with the regions occupied by histone marks recognized and bound by EBS: H3K4me2 and 3. 

3.1.4 Validation of ChIP-seq data 

In the data described above we revealed an unexpected correlation of EBS putative 

binding sites with heterochromatin features. In addition, we identified a low number of 

euchromatinic genes encompassing EBS binding sites as well as a limited overlap between 

these loci and genes differentially expressed in the ebs mutant. In view of these observations 

we decided to analyze by ChIP-qPCR some of the regions that were selected as putative EBS 

binding sites in the ChIP-seq experiment and mapped to euchromatic regions in seedlings 

(Fig.32.A) and inflorescence (Fig.32.B) samples, as well as regions that were annotated to 

constitutive heterochromatin, the pericentromeric regions, shared between seedlings and 

inflorescence samples (Fig.32.C, D). We investigated four genomic regions in seedlings: a 

fragment localized in the genomic region of AT1G46264, encoding the heat shock transcription 

factor SCHIZORRIZA (SCZ); two fragments within the chromatin remodeler BAF60 locus, 

and one fragment localized within AT3G24010, encoding the PHD-domain containing 

transcriptional regulator ING1. A weak but reproducible binding signal was confirmed in all 

four fragments tested (Fig.32.A), confirming ChIP-seq data obtained in vegetative tissues. 

Besides, we investigated four genomic regions in inflorescence sample: two fragments 

localized within the genomic region of EBS itself, and two fragments localized within the 

genomic regions of TEM2 and SCZ genes, respectively. In this case, binding of EBS was only 

confirmed in case of the second fragment analyzed of EBS genomic region, ‘EBS 2’ (Fig.32.B). 

We also analyzed the potential binding of EBS to heterochromatic regions by ChIP-qPCR. Our 

ChIP-seq data revealed very high values of binding to heterochromatin when normalized over 

input DNA; however, similar, or in some cases even higher values could be detected for the 

ChIP-qPCR negative control, WT sample (data not shown), compromising the reliability of 

EBS binding to these regions. In fact, when we normalized the results from DNA 

immunoprecipited with c-myc-EBS line over WT (the normalization used in all ChIP-qPCR 

experiments in this study, including validation of EBS binding to genomic regions in seedlings 

and inflorescence), the results for all the analyzed fragments were close to 1, suggesting that 

the binding of EBS to heterochromatic regions was somehow unspecific. 

EBS 

H3K4me2 

H3K4me3 

BAF60 
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Fig.32 Validation of selected EBS binding sites by ChIP-qPCR method. A) Binding of EBS to 

euchromatic regions in seedlings; B) Binding of EBS to euchromatic regions in inflorescence, C) 

Binding of EBS to heterochromatic regions in seedlings; D) Binding of EBS to heterochromatic regions 

in inflorescence. 

Since the heterochromatic EBS binding sites could not be confirmed by ChIP-PCR, it 

is possible that immunoprecipitated DNA fragments that map to heterochromatin regions in the 

ChIP-seq experiments result from the densely packed arrangement of this type of chromatin. In 

contrast, a number of euchromatic potential binding sites for EBS could be validated through 

ChIP-qPCR approaches, suggesting that at least some of them represent genuine targets of EBS 

in the Arabidopsis genome. However, the few binding sites identified are unlikely to represent 

genome-wide targets of this protein. The tagged version of EBS expressed in these experiments 

is driven by the EBS promoter, and it is possible that the amount of DNA immunoprecipitated 

by the chimeric myc-EBS protein is limiting to obtain robust results with this technique. 

Alternatively, EBS binding sites could be highly dynamic and/or tissue/cell specific and the 

DNA immunoprecipitated in each cell type is diluted in the mix of tissues present in the whole 

seedling. Further experiments to optimize the immunoprecipitation procedure will be needed to 

acquire a global view of EBS binding sites. For this reason, we decided to carry out ChIP-qPCR 

to analyze the potential binding of EBS to genomic regions of genes that were identified as 

differentially expressed in the ebs mutant and are putative candidates to mediate the effect of 

EBS in the regulation of reproductive development in Arabidopsis. These analyses 

corresponding to each one of the candidate genes assessed are shown in the following sections. 
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4. Candidate genes to mediate the effect of EBS in the regulation of reproductive 

development in Arabidopsis 

 To understand the molecular mechanism of EBS function in the control of reproductive 

development, we decided to focus on some candidate genes that appear as misregulated in the 

transcriptome analysis and could mediate the reproductive developmental defects observed in 

the ebs mutant. We analyzed the binding of EBS protein to genomic region of those genes to 

assess whether they are directly regulated by EBS. A physical interaction between EBS and 

histone deacetylases such as HDA6 and HDA19 was previously shown in the context of the 

regulation of flowering time, and particularly in relation to the repression of FT by EBS (López-

González et al., 2014). These data led to the hypothesis that EBS directs histone deacetylases 

to the TSS of FT, modulating the acetylation state of FT chromatin and preventing the early 

activation of FT expression, particularly under non-inductive photoperiodic conditions. In this 

scenario, the absence of EBS signposts leads to increased H3 acetylation levels that in turn 

cause premature expression of FT (López-González et al., 2014). We decided to assess whether 

this repressive mechanism mediated by the EBS protein could be also operating in the 

regulation of other genes. H3K9/14 acetylation state at the TSS of candidate genes was 

analyzed. Increased acetylation is usually connected to less compacted chromatin structure 

around TSS that allows attachment of transcriptional machinery and gene expression. We 

performed Formaldehyde-Assisted Isolation of Regulatory Elements (FAIRE) assays in which 

nucleosome depleted regions are amplified in qPCR analysis and the compaction level of 

chromatin can be assessed (Giresi et al., 2007). Finally, to investigate possible genetic 

interactions between EBS and candidate genes acting in genetic pathways controlling processes 

disturbed in ebs mutant, double mutants between them were generated. 

4.1 Analysis of the possible genetic interaction between EBS and the floral integrator 

FT in the control of reproductive development 

4.1.1 Analysis of the FT expression in the inflorescence of ebs mutant 

During recent years a role for FT in other aspects of reproductive development beside 

the regulation of the floral transition has been described, including the impact on inflorescence 

architecture (Huang et al., 2013), flowering in axillary meristems (Niwa et al., 2013) and flower 

development. FT is necessary to prevent floral reversion, since low expression levels of FT 

have been proposed to disturb flowering memory and the commitment to flower production 

(see below for details, Müller-Xing et al., 2014). 

In our RNA-seq data, FT expression was detected in the meristematic region of WT 

inflorescence, but not in the ebs mutant (Fig.27). This limited FT expression in the inflorescence 

shoot apex of the ebs mutant would be consistent with the floral reversion observed on the 

mutant. We validated this result on separately collected inflorescence tissue and confirmed a 

significant downregulation of FT in the inflorescence of the ebs mutant (Fig.33.A). This result 

was additionally supported by the FAIRE analysis of chromatin openness in the TSS of the FT 

gene. The dynamic alterations of openness in chromatin play important roles in many biological 

processes, including transcription, replication and differentiation (Cockerill, 2011; Anderson 

and Widom, 2000; Li et al., 2011). Higher chromatin openness at TSS of genes increases 

chromatin accessibility by transcription factors and is usually linked with increased expression 

(Cockerill, 2011). In the ebs mutant, the chromatin conformation at FT TSS region is more 
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compacted as compared with the control region (a promoter region of LFY that showed no 

difference in compaction between WT and ebs with the lowest variability between the repeats), 

suggesting a low transcriptional potential of the locus in the mutant (Fig.33.B).  

 
Fig.33 Expression of FT is downregulated in the inflorescence apex of the ebs mutant: A) Expression 

of FT measured by RT-qPCR in the inflorescence of WT and ebs mutant; B) Level of the openness of 

the chromatin at TSS region of FT as quantified by qPCR in the inflorescence of WT and ebs mutant. 

Asterisks represent statistical significance by Student's t-test. 

4.1.2 Analysis of the influence of EBS on FT expression in distinct cell types 

Low expression of FT in the inflorescence of ebs mutant suggests that ebs mutation has 

opposing consequences on FT expression - activating in vegetative tissues and repressing in 

inflorescence. To better understand this diverse effect, we compared the mechanism of 

regulation of FT by EBS in distinct cell types. It is known that FT is not uniformly expressed 

in all cell types of rosette leaves, but the expression of this gene is limited to the phloem 

companion cells (Takada and Goto, 2003; Chen et al., 2018). We used INTACT (ISOLATION 

OF NUCLEI TAGGED IN SPECIFIC CELL TYPES) method that enables selective isolation 

of nuclei from individual cell types (Deal and Henikoff, 2011) to differentiate between the cells 

expressing and not expressing FT. For the generation of INTACT lines, plants need to 

constitutively express biotin ligase BirA from Escherichia coli and a nuclear targeting fusion 

protein (NTF) under the control of a tissue specific promoter. The NTF chimeric peptide 

consists of a domain necessary and sufficient for nuclear envelope association in plants, green 

fluorescent protein (GFP) for visualization, and the biotin ligase recognition peptide, which 

serves as a substrate for BirA. This mechanism enables selective biotinylation of nuclei and 

isolation of biotin-labeled nuclei via affinity purification with streptavidin-coated magnetic 

beads. To address if FT is regulated by EBS by the same mechanism in all cell types, or the 

regulation is limited to a certain cell type, we analyzed if known traits of FT regulation by EBS 

can be detected in all the cells, or is limited to phloem companion cells, where FT is natively 

expressed. For that, we used a transgenic INTACT Arabidopsis line kindly provided by 

Franziska Turck’s group (Max Planck Institute for Plant Breeding Research, MPIPZ, Cologne, 

Germany), expressing NTF protein under control of SUC2 promoter. SUC2 encodes a sucrose-

H+ symporter that directs the expression of reporter genes, such as the uidA gene of Escherichia 

coli that encodes the enzyme β-glucuronidase (GUS), to the phloem (Truernit and Sauer, 1995) 

and is routinely used for companion cells studies (Cayla et al., 2015). 

We validated and optimized the method by analyzing the expression of GFP protein 

through fluorescence microscopy (not shown) and SUC2 gene expression (Fig.34.A). For that, 
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we assessed the following variants of the protocol: use or absence of fixation (tissue 

crosslinking with formaldehyde); different volume of the magnetic beads coated with 

streptavidin that are used in the isolation step; and different number of washes. From the 

conditions we tested, the best results were obtained without the use of fixation agent, increased 

volume of magnetic beads (100 µL) and extensive washes (at least 3 washing steps). We then 

measured the expression of SUC2 and FT in INTACT SUC2 positive (+) and negative (-) nuclei 

and observed a noticeable increase in the expression level of these genes in SUC2 positive 

nuclei (Fig.34.B), confirming the enriched isolation of nuclei from companion cells through 

INTACT approaches. 

 
Fig.34 Optimization and validation of INTACT method: A) Optimization with the combination of 

different fixation conditions and beads volume, B) Measurement of SUC2 and FT expression in nuclei 

isolated with the optimized method. 

 

We then analyzed the binding of EBS to FT regulatory regions specifically in the 

phloem companion cells where this floral integrator gene is expressed. For that we crossed 

SUC2 INTACT lines with ebs mutant plants expressing the complementing construct of EBS 

protein tagged with c-myc peptide under the control of the EBS promoter, EBS::c-myc-EBS. 

We analyzed 6 regions, spanning the entire FT genomic region: a distant region of the promoter 

important for the post-fertilization expression of FT (1C, Liu et al., 2014), a middle region of 

the promoter (64-65), a promoter region in the vicinity of TSS, known to be bound by EBS 

(FT+, López-González et al., 2014), two regions in the first intron (6, FT-) and a region in the 

3’ UTR (76,77). ChIP experiments performed in this line using the α-c-myc antibody and 

followed by the qPCR analysis on the nuclei isolated with INTACT method allowed us to show 

that previously reported binding of EBS to FT promoter (López-González et al., 2014) was 

present in SUC2 positive nuclei and absent from SUC2 negative nuclei (pooled nuclei from the 

rest of the plant) (Fig.35). This result indicates that EBS binds the FT promoter preferentially 

in the vascular tissue, where FT is normally expressed.  
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Fig.35 EBS binding to FT chromatin in the distinct cell types. A) Schematic representation of the 

genomic region of FT. Dashed line - promoter, black blocks – exons, continuous line – introns. Blue 

lines mark regions analyzed by qPCR; B) Analysis of EBS binding to FT chromatin in nuclei isolated 

with the use of INTACT technique followed by ChIP-qPCR. Binding can only be observed in SUC2 

positive nuclei. 

 

Since ebs mutations cause increased levels of histone H3ac in the genomic region of FT 

(López-González, 2014), we performed chromatin profiling in nuclei isolated by INTACT in 

WT and ebs mutant background. This experiment showed that H3K9/14 acetylation changes 

are also limited to cells natively expressing FT (Fig.36.B, C). Additionally, we compared the 

distribution of H3K27me3, a repressive mark that has not been reported to have a role in the 

regulation of FT by EBS, in the SUC2 positive and SUC2 negative nuclei of WT and ebs mutant 

plants. We did not observe significant changes in H3K27me3 distribution in FT chromatin 

between WT and ebs, nor between SUC2 positive and SUC2 negative nuclei (Fig.36.D, E). 

These findings suggest that FT expression regulation by EBS is very selective and spatially 

limited to cells natively expressing FT in the vascular tissue of the leaves, where FT is 

expressed. This is consistent with our previous observations that demonstrated that in the ebs 

mutant before the floral transition FT is expressed at higher levels but only in the same tissues 

where this flowering gene is normally expressed in WT plants (not shown). 
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Fig.36 Analysis of chromatin features on the FT locus in nuclei isolated from phloem companion cells 

with the use of INTACT technique: A) Schematic representation of the genomic region of FT. Dashed 

line - promoter, black blocks – exons, continuous line – introns. Blue lines mark regions analyzed by 

qPCR, B) H3ac levels in SUC2 positive nuclei, C) H3ac levels in SUC2 negative nuclei, D) H3K27me3 

level in SUC2 positive nuclei, E) H3K27me3 level in SUC2 negative nuclei.  

 

We then assessed the binding of EBS to FT in the shoot apical parts of the plants after 

flowering initiation. We analyzed a promoter region in the vicinity of TSS where EBS binds in 

phloem companion cells, and the distant promoter region, so called block C, needed for post-

fertilization FT expression (Liu et al., 2014). No binding for EBS was observed in any of the 

regions analyzed (Fig.37). 

 
Fig.37 Analysis of EBS binding to FT chromatin in inflorescence tissues. No binding to the investigated 

regions was observed. The regions analyzed correspond to some of those described in Fig. 35.A 

The results described above suggest that the regulation of FT expression by EBS is spatio-

temporally controlled, and is consistent with a repressive role of EBS on FT expression 
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specifically in the phloem companion cells of vegetative leaves but not in other tissues of the 

leaf or the inflorescence apex.  

4.1.3 Analysis of the FT expression patterns in the inflorescence 

FT is needed to prevent reproductive reversion connected with the loss of flowering 

memory (Müller-Xing et al., 2014), a phenotype similar to the floral reversion observed in ebs. 

On the other hand, FT expression in rosette leaves for several days is sufficient to trigger 

commitment to flowering. Because FT activity in leaves is not maintained after transient 

photoperiodic induction, the molecular basis for stable floral commitment is unclear. However, 

decreased expression of FT in different parts of inflorescence causes reproductive reversion 

(Liu et al., 2014). This phenomenon consists in reversion from flower formation to the 

development of vegetative structures. Morphologically, it is manifested by cauline leaves or 

paraclades being formed after inflorescence nodes where fully developed flowers are generated. 

Since the levels of FT were lower in the inflorescence apex of the ebs mutant (Fig.27; 

Fig.33) and decreased FT expression is associated with floral reversion, we decided to further 

investigate the potential role for FT in mediating the floral reversion events observed in the ebs 

mutant by analyzing the effects of this mutation on the spatial pattern of FT expression in the 

inflorescence. For that, we monitored the expression of FT with the use of GUS staining assay. 

We used WT and ebs mutant plants expressing the GUS activity under the control of the FT 

promoter (pFT::GUS). As expected, in WT plants GUS staining is clearly observed in the 

pedicel of flowers, consistent with previous results (Liu et al., 2014). Moreover, there was no 

significant difference in GUS signal in the pedicel of mature flowers between WT and ebs 

mutant line (Fig.38.A, B). In the siliques, slightly stronger coloration of GUS could be observed 

in the pedicel of ebs mutant although the spatial pattern is similar to WT (Fig.38.C, D). 

Interestingly, abnormally strong GUS signal could be observed in the pedicel of the flowers of 

ebs mutant undergoing floral reversion. Figure 38.F shows four flowers formed consecutively 

in the inflorescence of the ebs mutant. The second flower is undergoing floral reversion. GUS 

coloration in the pedicel of this flower is much stronger than in the pedicels of the previous 

flower or the following one, which has already lost the floral organs except for the carpels. 

Also, in the pedicel of the WT flower at a comparable developmental stage no signs of GUS 

overexpression could be observed (Fig.38.E). Further studies will be necessary to establish the 

possible relationship between this increased FT expression and floral reversion observed in the 

ebs mutant. 
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Fig.38 GUS staining in WT and ebs mutant plants expressing GUS under the control of the FT promoter: 

A, B) Mature flowers; C, D) Siliques, E) WT flower; F) ebs mutant flower undergoing floral reversion 

as compared with one plastochron younger flower, and one plastochron and two plastochron older 

siliques. 

4.1.4 Analysis of genetic interactions between EBS and FT during inflorescence development 

In order to further understand the possible relationship between EBS and FT in the 

regulation of different aspects of inflorescence development, we undertook a genetic approach 

that could reveal genetic interactions between both loci in the control of this developmental 

process. First, we attempted to monitor inflorescence development and episodes of floral 

reversion in 35S::FT plants with constitutive FT expression. However, even under SD 35S::FT 

ebs plants exhibit an extreme early flowering phenotype (after formation of 3 rosette leaves) 

(Teper-Bamnolker and Samach, 2005) with premature termination of the inflorescence and 

development of only a few flowers that precluded the observation of any floral reversion 

phenomena. Alternatively, high levels of FT expression could prevent floral reversion even in 

a genetic background deficient in EBS activity (Fig.39). 

 
Fig.39 Comparison of the phenotype of WT, ebs, 35S::FT and 35S::FT ebs in Ler background grown 

for 2 weeks in SD conditions. 

We then analyzed the phenotype of ft ebs double mutant, to establish whether a complete 

lack of FT function enhances the frequency or severity of floral reversion events in the ebs 

mutant. However, as shown in Figure 40.E, under SD conditions the double mutant ft ebs 
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continues to produce leaves instead of flowers for a longer period of time, making it impossible 

to assess the combined effect of these two mutations on floral reversion in this experimental 

setting. Growth conditions that favor an extended reproductive development of the double 

mutant will be required to address in detail this question. Nevertheless, these observations 

suggest that the vegetative features in the inflorescence of the double mutant are enhanced as 

compared to each single mutant, supporting the hypothesis that EBS and FT act in independent 

pathways to control floral identity in the inflorescence under SD conditions. 

 
Fig.40 Comparison of the phenotype of WT, ft, ebs and ft ebs in Ler background: A) Comparison of the 

inflorescence architecture; B-E) Comparison of shoot apices of the genotypes analyzed. Plants were 

grown for 8 weeks in SD conditions. 

  Interestingly, the characterization of the inflorescences present in ft ebs plants grown in 

LD revealed that this double mutant produces a significantly higher number of rosette stems 

than the ebs and ft single mutants, whose phenotypes are close to WT (Fig.41.A, B). Under SD 

the ft ebs double mutant also displays an increased number of rosette stems as compared to WT 

and ft mutant plants, but the number of rosette stems is significantly lower than in the ebs single 

mutant (Fig.41.C). Given that the ft mutation on its own does not affect significantly the number 

of rosette stems under SD, this observation suggests that FT function is required for full 

expressivity of the alteration in the number of rosette stems of the ebs mutant. Moreover, apical 

dominance is severely altered in the ft ebs double mutant grown in LD but is partially rescued 

in SD-grown ft ebs double mutant plants. This finding confirms a role for FT in the regulation 

of inflorescence architecture and suggests that FT interacts with EBS and environmental stimuli 

to modulate branching and consequently inflorescence architecture. 
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Fig.41 Inflorescence architecture alterations observed in the ft ebs double mutant: A) Phenotype of ft 

ebs inflorescence under LD; B), C) Quantification of the number of rosette stems formed by WT, ft, ebs 

and ft ebs in Ler background grown in LD (B) and SD (C) Conditions. Asterisks represent statistical 

significance by Student's t-test. 

 Altogether, the data discussed above indicate that EBS is necessary for proper control 

of FT expression during inflorescence development, although this regulation might depend on 

a different regulatory mechanism than during the vegetative growth of the plant, where FT is 

epistatic over EBS on flowering time control. Furthermore, the genetic analyses performed 

suggest that these two loci interact differentially to regulate various aspects of reproductive 

development, displaying synergistic interactions for floral identity determination under SD and 

for rosette stem development in LD. Besides, FT is also required for extra rosette stem 

development in ebs mutant grown under SD. Further studies are needed to unveil the intricate 

nature of the observed interactions between these two loci to modulate the inflorescence 

response to photoperiod. 

 

4.2 Analysis of the possible interaction between EBS and the floral repressor gene FLC 

in the control of reproductive development 

FLC is one of 38 genes found to be overexpressed in all three samples collected for 

RNA-seq analysis and further confirmed by qPCR on separately collected tissue. Also, timeline 

experiments measuring expression of FLC at different developmental stages of WT and ebs 

plantlets have confirmed overexpression of FLC in the ebs mutant at different developmental 

stages (Fig.42).  

 
Fig.42 Analysis of FLC expression by RT-qPCR in plantlets of WT and ebs mutant collected over a 

period of 18 plastochrons. 
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4.2.1 Influence of EBS on chromatin organization of the FLC locus 

We performed ChIP-qPCR analyses in EBS::c-myc-EBS ebs seedlings to check the 

binding of EBS to five FLC genomic regions important for the regulation of this gene. The 

results obtained show that the enrichment of EBS in the regulatory regions of FLC is similar to 

that found in WT negative controls, indicating that EBS does not bind to the genomic fragments 

analyzed (Fig.43.B). 

We then analyzed chromatin features that might be associated with the transcriptional 

induction found in ebs background by assessing the levels of histone H3 acetylation at FLC 

TSS and the chromatin accessibility at the TSS and other locations in the genomic region of 

this locus. We observed a slightly increased H3K9/14 acetylation level (Fig.43.C) at the TSS 

of FLC in the ebs mutant, consistent with the upregulation of this gene in the mutant plants 

described above. However, no significant changes in the chromatin compaction levels were 

detected (Fig.43.D). FLC allele of Ler has an insertion of a Mutator-like element (MULE) 

transposable element into the first intron. This insertion acts in cis and causes FLC-Ler to be 

expressed at low levels due to the higher chromatin compaction (Michaels et al., 2003). We 

analyzed chromatin openness at the retrotransposon insertion site, but again no difference 

between WT and ebs was observed. 

 
Fig.43 Effect of EBS on chromatin features of the FLC locus: A) Schematic representation of the 

genomic region of FLC. Dashed line - promoter, black blocks – exons, continuous line – introns. Blue 

lines mark regions analyzed by qPCR. B) Binding of EBS to FLC chromatin in seedlings; C) 

Comparison of H3 acetylation state at the TSS of FLC in WT and ebs mutant; D) Levels of chromatin 

openness at the TSS and the first intron of FLC in WT and ebs mutant. Asterisk represents statistical 

significance by Student's t-test. 
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4.2.2 Analysis of genetic interactions between EBS and FLC 

When overexpressed in the mutants of PcG genes, FLC causes reproductive reversion 

through downregulation of FT expression in the inflorescence (Müller-Xing et al., 2014). Also, 

floral reversion episodes, very similar to those described for ebs where an inflorescence is 

created inside the silique, were reported for the lines overexpressing FLC (35S::FLC, Hepworth 

et al., 2002). However, we observed no changes in inflorescence architecture or flower 

development in the flc mutant (data not shown) and neither differences between the phenotypes 

of ebs single and flc ebs double mutant were observed under SD (Fig.44). Although these 

observations may exclude a role for FLC in mediating the effect of EBS on reproductive 

development, further experiments will be needed to explore the possible relationship of both 

loci in the control of inflorescence architecture and flower development. The analysis of the 

genetic interaction between the ebs mutant and 35S::FLC plants is underway to explore the 

possible interplay of these genes to modulate these developmental processes. 

 
Fig.44 Comparison of the phenotype of WT, flc, ebs and flc ebs plants in Col background grown for 7 

weeks under SD conditions. 

4.3 Analysis of the possible interaction between EBS and the transition meristem gene 

AGL24 in the control of reproductive development 

In our RNA-seq study AGL24 was overexpressed in both vegetative tissues of ebs: 

meristems and leaves. The expression of this gene was also upregulated in later stages of ebs 

inflorescence development: overexpression was observed in floral buds, flowers and during 

floral reversion (Fig.18). Additionally, AGL24 was proven to be involved in floral reversion 

since in AGL24 overexpressing lines (35S::AGL24), secondary flowers are created in the axils 

of sepals (Yu et al., 2004; Liu et al., 2007). Later in development, a new inflorescence can 

emerge from the ovary in these 35S::AGL24 plants. Moreover, floral organs undergo homeotic 

transformations toward structures normally found in inflorescence shoots (Yu et al., 2004). 

Gene regulatory network analysis revealed that overexpression of AGL24 can change the 

identity of the floral meristem into inflorescence/floral meristem mixed identity that promotes 
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floral reversion (Pérez-Ruiz et al., 2015). These observations make AGL24 a potential candidate 

to mediate the abnormal phenotypes in reproductive development observed in the ebs mutant. 

4.3.1 Influence of EBS on the chromatin organization of the AGL24 locus 

To assess the possible involvement of AGL24 in the regulatory mechanism of the 

inflorescence development mediated by EBS, we analyzed the binding of this chromatin factor 

to four regions of AGL24 containing or localized close to CarG box motifs in the promoter and 

the first intron (Liu et al., 2008). For that we performed ChIP assays using the EBS::c-myc-EBS 

ebs line. As AGL24 expression is overexpressed in the vegetative tissue, and the collection of 

seedlings is much easier and faster than the collection of inflorescence samples, we first 

performed the ChIP analysis in seedlings. Binding of EBS to the promoter region 2 was 

observed (Fig.45.B), confirming that EBS regulates AGL24 expression directly, at least during 

vegetative growth, although no binding was observed in the analyzed regions of DNA 

immunoprecipitated from inflorescence tissue (Fig.45.C).   

We then analyzed the impact of the ebs mutation on histone H3 acetylation in the 

genomic region of AGL24 in inflorescence tissue. H3K9/14 acetylation was slightly, but 

reproducibly, increased close to the TSS region of AGL24 in the ebs mutant (Fig.45.D). We 

also observed higher chromatin openness at this region (Fig.45.E) which is likely to facilitate 

transcription. These observations show that EBS is required to maintain a repressed state in the 

chromatin region of AGL24 and that EBS might be involved in the modulation of histone 

acetylation dynamics in these genomic regions as previously proposed for FT (López-González 

et al., 2014). 
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Fig.45 Binding of EBS to the AGL24 locus and effect of the ebs mutation on chromatin features in this 

gene. A) Schematic representation of the genomic region of AGL24. Dashed line - promoter, black 

blocks – exons, continuous line – introns. Blue lines mark regions analyzed by qPCR. B) Binding of 

EBS to AGL24 in seedlings; C) Binding of EBS to AGL24 in inflorescence; D) Comparison of H3 

acetylation state at the TSS of AGL24 in the inflorescence of WT and ebs mutant; E) Levels of chromatin 

openness at the TSS of AGL24 in the inflorescence of WT and ebs mutant. Asterisk represents statistical 

significance by Student's t-test. 

4.3.2 Analysis of genetic interactions between EBS and AGL24 

Based on these observations and previous data discussed above, we hypothesized that 

AGL24 overexpression in ebs mutant plants could affect flower development and mediate the 

floral reversion events observed in the ebs mutant under SD conditions. To evaluate the 

involvement of AGL24 in this pathway mediated by EBS, we generated the agl24 ebs double 

mutant and analyzed its phenotype. The results obtained show that agl24 ebs flowers slightly 

later than the ebs single mutant under SD and displays no significant changes in inflorescence 

architecture (Fig.46.A). Interestingly, the phenotypic alterations connected with abnormal 

flower development in the ebs mutant (Fig.46.D) are partially rescued in the agl24 ebs double 

mutant (Fig.46.E). The frequency of floral reversion episodes is also reduced in the agl24 ebs 

double mutant (Fig.47). Altogether these observations suggest that EBS is required for the 

regulation of AGL24, and the function of this gene is necessary for full expression of the floral 
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alterations observed in the ebs mutant under SD, suggesting a possible genetic interaction 

between both loci in the regulation of late stages of reproductive development. 

 
Fig.46 Comparison of the phenotype of WT, agl24, ebs and agl24 ebs in Col background:                            

A) Comparison of the plant architecture. Plant were grown for 7 weeks in SD conditions, B-E) 

Comparison of the phenotype of reproductive shoot apices of the genotypes analyzed. 

 
Fig.47 The frequency of floral reversion episodes in WT, agl24, ebs and agl24 ebs plants in Col 

background. 

4.4 Analysis of the possible interaction between EBS and the inflorescence meristem 

gene TFL1 in the control of reproductive development 

In our transcriptomic analysis, TFL1 was found to be upregulated in vegetative 

meristems of the ebs mutant. This gene is also upregulated in the later stages of ebs mutant 

growth, during floral reversion. TFL1 opposes the establishment of floral meristem identity but 

does not antagonize the maintenance of the floral meristem. Upregulation of TFL1 was linked 

previously to floral reversion phenotypes of some transgenic lines (Pérez-Ruiz et al., 2015).  
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4.4.1 Influence of EBS on the chromatin organization of the TFL1 locus 

Given the upregulation of TFL1 observed in the ebs mutant, we analyzed the binding of 

EBS to four genomic regions previously shown to be important for the regulation of this 

inflorescence gene, including those located on the 3´end of the locus (Serrano-Mislata et al., 

2016). As TFL1 is upregulated in the vegetative tissue, and collection of seedlings is much 

easier than the collection of inflorescence samples, we first performed the analysis in seedlings. 

Our data showed binding of EBS to the TFL1 promoter region 2, previously shown to bear a 

binding site for BAF60 (Sacharowski et al., 2015) and XAL2 (Pérez-Ruiz et al., 2015), and to 

two distant 3’UTR regions named E and F (Figure 48.B; Serrano-Mislata et al., 2016). We then 

analyzed the binding of EBS to these regions in inflorescence and observed again the binding 

to region E. This region is responsible for the expression of TFL1 in lateral meristems and 

contains a CarG box motif that is bound by AP1, SOC1, AGL24, SVP, SEP4 and XAL2 

proteins (Serrano-Mislata et al., 2016). On the other hand, region F is needed for the proper 

expression of TFL1 in inflorescence meristem and possesses a binding site for LFY. Together, 

regions E and F are important for inflorescence architecture and expression of TFL1 without 

these regulatory regions drives the formation of secondary and tertiary branches (Serrano-

Mislata et al., 2016), a phenotype also observed in the ebs mutant.  

Next, we analyzed the levels of histone acetylation at the TSS of TFL1 gene. No 

significant changes in the levels of H3K9/14 acetylation were observed in the fragment 

analyzed (Fig.48.D). This observation suggests that EBS could mediate transcriptional 

regulation of inflorescence genes through a molecular mechanism independent of histone 

acetylation, although a thorough analysis of H3ac in additional regions of the TFL1 locus is 

necessary to rule out the implication of this histone modification in the regulation of TFL1 by 

EBS. Furthermore, analyses of chromatin compaction in different regions of this locus showed 

higher chromatin openness in the vicinity of the TSS region, consistent with the increased 

expression of TFL1 observed in the ebs mutant (Fig.48.E).  
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Fig.48 EBS binds regulatory regions of TFL1. A) Schematic representation of the genomic region of 

TFL1. Dashed line - promoter, black blocks – exons, continuous line – introns. Blue lines mark regions 

analyzed by qPCR. B) Binding of EBS to the TFL1 locus in seedlings; C) Binding of EBS to the TFL1 

locus in inflorescence; D) Comparison of H3 acetylation state at the TSS of TFL1 in the inflorescence 

of WT and ebs mutant; E) Levels of chromatin openness at the TSS of TFL1 in the inflorescence of WT 

and ebs mutant. 

Interestingly, while chromatin at TSS region is less compacted in the inflorescence of 

the ebs mutant (Fig.48.E) chromatin at the 3’UTR of TFL1 seems to be more compacted in the 

seedlings of ebs mutant than in WT. At the 3’UTR of TFL1 the nucleosome-depleted regions 

were not detectable in the assay measuring chromatin openness in seedlings (Fig.49.C). Given 

the changes in chromatin compaction observed in the genomic regions of the ebs mutant, we 

decided to evaluate the occupancy of unmodified histone H3 over TFL1 in seedlings. ChIP 

analyses with α-H3 antibodies revealed an enrichment of H3 at the 3’UTR of this gene in the 

ebs mutant (Fig.49.B), showing that EBS is required for a proper chromatin organization in the 

regulatory 3´end region of TFL1. 
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Fig.49 Chromatin conformation in 3’ region of TFL1 in seedlings of WT and ebs mutant:  A) Schematic 

representation of the genomic region of TFL1. Dashed line - promoter, black blocks – exons, continuous 

line – introns. Blue lines mark regions analyzed by qPCR. B) H3 occupancy; C) Levels of chromatin 

openness. Note that the number of nucleosome depleted regions is very low in this case, and due to the 

dilution of the signal we do not expect a perfect correlation with histone H3 occupancy data. Still, in all 

investigated fragments the chromatin is more compact in case of the ebs mutant. Asterisks represent 

statistical significance by Student's t-test. 

4.4.2 Analysis of genetic interactions between EBS and TFL1 

In order to investigate any possible genetic interaction between EBS and TFL1 in the 

control of inflorescence development, we built the tfl1 ebs double mutant and analyzed its 

phenotype. As in the case of 35S::FT ebs, these double mutant plants are extremely early 

flowering under SD (Fig.50.A) and inflorescence development is terminated soon after bolting 

due to the terminal flower phenotype of the tfl1 mutation (Fig.50.C,E). 
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Fig.50 Comparison of the phenotype of WT, tfl1, ebs and tfl1 ebs in Ler background: A) Comparison of 

the inflorescence architecture. Plants were grown for 8 weeks in SD conditions, B-E) Comparison of the 

phenotype of shoot apices in the analyzed genotypes. 

tfl1 ebs plants are able to produce only a few more flowers than the tfl1 single mutant 

before the formation of terminal flowers in the main shoot and lateral branches (Fig.51). 

However, this partial rescue of tfl1 phenotype does not change significantly the overall 

phenotype of the inflorescence that is very similar in the double mutant and in tfl1 single 

mutants. As discussed above for 35S::FT ebs plants, the premature termination of inflorescence 

growth could preclude the observation of inflorescence defects present at later stages in the ebs 

mutant. 
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Fig.51 Quantification of the number of flowers formed in tfl1 and tfl1 ebs mutants until the formation 

of terminal flower on the main shoot. Asterisk represents statistical significance by Student's t-test. 

 

4.5 Analysis of the possible interaction between EBS and the floral meristem gene LFY 

in the control of reproductive development 

LFY was found in our transcriptomic analysis to be upregulated in vegetative meristems 

of ebs. The expression of this gene is also upregulated in later stages of inflorescence 

development: high expression was observed in floral buds, flowers and during floral reversion 

(Fig.27; Fig.18).  

4.5.1 Influence of EBS on chromatin organization of the LFY locus 

We investigated the potential binding of EBS into five different genomic regions of LFY 

that are important for the regulation of this floral meristem identity gene (Pastore et al., 2011). 

As LFY is upregulated in the vegetative tissue in the ebs mutant, we first performed the analysis 

in seedlings. The ChIP analyses with the EBS::c-myc-EBS line did not reveal any enrichment 

for EBS in the regions analyzed (Fig.52.B), although we cannot rule out binding of EBS to 

other promoter regions not tested in this experiment. We used the FT region bound by EBS 

(FT+) as a positive control and the FT region where EBS does not bind (FT-) as a negative 

control. 

We then performed the analysis of the histone H3 acetylation levels around TSS of LFY 

in the WT and ebs mutant. We did not observe an increased acetylation of H3K9/14 (Fig.52.C). 

These observations suggest that LFY regulation by the EBS protein could take place indirectly, 

and thus, additional factors might mediate the changes in LFY expression observed in the ebs 

mutant. Still, the results derived from an assay measuring chromatin openness suggest that the 

LFY chromatin structure is less packed in the ebs mutant than in WT plants, consistent with the 

increased level of LFY expression observed in the mutant (Fig.52.D).  
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Fig.52 Analysis of EBS binding of to the LFY locus and chromatin organization in this gene: A) 

Schematic representation of the genomic region of LFY. Dashed line - promoter, black blocks – exons, 

continuous line – introns. Blue lines mark regions analyzed by qPCR. B) Binding of EBS to LFY 

chromatin in seedlings; C) Comparison of H3 acetylation state at the TSS of LFY in the inflorescence 

of WT and ebs mutant; D) Levels of chromatin openness at the TSS of LFY in the inflorescence of WT 

and the ebs mutant. 

4.5.2 Analysis of genetic interactions between EBS and LFY 

Previous results from our laboratory showed a partial rescue of the floral phenotype of 

the strong lfy-6 mutant allele, in the lfy-6 ebs double mutant (Gómez-Mena et al., 2001). Petals 

and stamens are absent in the flower-like structures of the lfy-6 mutant. In the double mutant 

lfy-6 ebs, however, a variable number of petaloid and staminoid organs and some mosaic organs 

intermediate between petals and stamens are formed (Gómez-Mena et al., 2001). Due to the 

severe fertility defects present in lfy-6 allele and in the double mutant ebs lfy-6, we decided to 

build a new double mutant with a weaker allele of LFY, lfy-5, to facilitate our analysis of the 

inflorescence in the double mutant. No significant differences in the overall architecture of the 

inflorescence were observed between the ebs single and lfy-5 ebs double mutant plants 

(Fig.53.A). When analyzing the phenotypes of shoot apices and flowers, we could confirm the 

partial rescue of lfy phenotype by the ebs mutation. Leaves that are replacing the flowers in the 

lfy mutant (Fig.53.C), are converted into fertile flowers in the lfy-5 ebs double mutant 

(Fig.53.E), resulting in earlier development of flowers in the double lfy-5 ebs than in the lfy-5 

mutant.  
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Fig.53 Comparison of the phenotype of WT, lfy-5, ebs and lfy-5 ebs in Ler background grown for 8 

weeks in SD conditions: A) Comparison of the inflorescence architecture, B-E) Comparison of the 

phenotype of shoot apices in the analyzed genetic backgrounds. 

 It seems that also lfy-5 mutation partially rescues flower development abnormalities of 

the ebs mutant. Flowers with prematurely opened sepals of ebs mutant, where petals and 

stamens senescence and die (two first flowers in the ebs panel of Fig.54), were not observed in 

the lfy-5 ebs double mutant (Fig.54). 

 

Fig.54 Comparison of the floral phenotype of WT, lfy-5, ebs and lfy-5 ebs in Ler background grown for 

9 weeks in SD conditions. Partial rescue of early flower phenotypes of lfy-5 and ebs mutants in lfy-5 ebs 

double mutant 

 

 Thus, analysis of lfy-5 ebs double mutant phenotypes revealed that LFY and EBS are 

functionally related genes involved in flower development. More detailed analysis with 

expression-inducible systems will be needed to fully understand the nature of their interactions. 
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4.6 Analysis of interactions between EBS and additional genes involved in floral 

development: SEP3, AP3 and HDA19 

4.6.1 Analysis of the possible interaction between EBS and the floral identity gene SEP3 in 

the control of reproductive development 

SEP3 is expressed during early flower development. This homeotic gene is involved in 

the control of floral organogenesis and is needed to ensure proper development of petals, 

stamens and carpels (Pelaz et al., 2000; Honma and Goto, 2001). In fact, ectopic expression of 

this floral identity gene in young sepal primordia has been shown to be associated with 

homeotic transformations in Arabidopsis flowers (Krogan et al., 2012). Our transcriptomic 

analysis revealed ectopic expression of SEP3 both in leaves and in vegetative meristems 

(Fig.27), leading us to hypothesize that partial homeotic sepal-to-petal conversion in ebs 

flowers could be mediated by defects in SEP3 expression. For that reason, we decided to 

measure the expression of SEP3 in young flowers of WT and the ebs mutant grown under SD. 

The results show higher levels of the SEP3 transcripts in the ebs mutant (Fig.55), consistent 

with the homeotic transformation observed in this mutant and described above (Fig.15.J).  

  
Fig.55 SEP3 expression is upregulated in young flowers of the ebs mutant. Expression levels were 

quantified by qPCR in young flowers from plants grown under SD conditions. Asterisk represents 

statistical significance by Student's t-test. 

4.6.2 Analysis of EBS influence on the chromatin organization of the SEP3 locus 

 In order to determine if EBS-mediated regulation of SEP3 expression takes place 

directly, we investigated the binding of EBS to the chromatin of this locus. We performed ChIP 

experiments using the EBS::c-myc-EBS line described above, and analyzed three regions that 

are important for the transcriptomic regulation of SEP3: two regions located in the promoter 

and one from the first intron. Since the biological material can be obtained faster and more 

easily from seedlings than from inflorescences, we first optimized the conditions for 

immunoprecipitation in vegetative tissue. We observed the binding of EBS to a distal upstream 

region of the promoter in the seedlings that is known to be bound by a number of transcriptional 

regulators, such as AP1 (Kaufmann et al., 2010), AP2 (Krogan et al., 2012), HISTONE 

DEACETYLASE 19 (HDA19) (Krogan et al., 2012), LFY (Moyroud et al., 2011), PI (Wuest 

et al., 2012) and SOC1 (Tao et al., 2012) among others (Fig.56.B). We then repeated the 

analysis on the apices collected at the inflorescence state and confirmed the binding to the same 

region (Fig.56.C), corroborating that EBS binds regulatory regions of SEP3. This observation 

together with SEP3 expression data in the ebs mutant indicate that this PHD-containing protein 
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is required for proper transcriptional regulation of SEP3 during both vegetative and 

reproductive phases of development in Arabidopsis, and that this regulation seems to be direct. 

 The comparison of H3ac levels between WT and ebs mutant shown in Figure 56.D 

reveals that ebs plants display increased levels of H3K9/14 acetylation in the SEP3 locus as 

compared to WT, consistent with the upregulation of this gene observed in the mutant. These 

data were further supported by the analysis of chromatin openness at TSS of SEP3 gene, that 

revealed a chromatin structure more opened in the ebs mutant compared to the WT (Fig.56.E). 

Altogether, these observations indicate that EBS is required to control SEP3 expression by 

maintaining low levels of histone acetylation in the regulatory regions of this gene, establishing 

an inactive chromatin conformation during different phases of development in Arabidopsis 

plants. 

 
Fig.56 EBS binds regulatory regions of SEP3. A) Schematic representation of the genomic region of 

SEP3. Dashed line - promoter, black blocks – exons, continuous line – introns. Blue lines mark regions 

analyzed by qPCR. B) Binding of EBS to the SEP3 gene in seedlings; C) Binding of EBS to the SEP3 

gene in inflorescence; D) Comparison of histone H3 acetylation state at the TSS of SEP3 in 

inflorescences of WT and ebs mutant; E) Levels of chromatin openness at the TSS of SEP3 in the 

inflorescence of WT and ebs mutant. Asterisk represents statistical significance by Student's t-test. 
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4.6.3 Analysis of the interactions between EBS and HDA19 in regulation of floral organ 

development 

The partial homeotic conversion of sepals to petals observed in the ebs mutant and 

described above in detail (Fig.15.J) has also been reported for mutants of the Class I RPD3-

Like HDA19 histone deacetylase (Krogan et al., 2012). This chromatin remodeling protein was 

previously identified as an EBS interactor (López-González et al., 2014). HDA19 is also part 

of a protein complex containing TPL and AP2 proteins, among others. This complex 

transcriptionally regulates SEP3, AP3 and AG to control floral patterning as well as the 

determination of flower whorl borders (Krogan et al., 2012). In the hda19 mutant, as well as in 

the mutants of the other genes encoding members of this protein complex, partial sepal-to-petal 

transformation is caused by the ectopic expression of SEP3 in the early sepals’ primordia. In 

view of these observations and the physical interaction between EBS and HDA19, we decided 

to explore any possible genetic interaction between the genes encoding these proteins in the 

control of inflorescence or flower development. As expected, we were able to observe this 

partial homeotic conversion in the hda19 mutant grown in our conditions, manifested as fair 

green sepals with white sectors (corresponding to the partial conversion to petals) at the edges 
(Fig.57.B). Several attempts carried out in our laboratory to generate a double homozygous line 

bearing concurrently hda19 and ebs mutations failed, suggesting that this double mutant plant 

is not viable (López-González et al., 2014). Since heterozygous plants for hda19 and 

homozygous for ebs displayed more dramatic alterations in flower development than the ebs 

single mutants, we decided to analyze the flowers of these hda19+/- ebs -/- plants. Our results 

show that these sesquimutant lines show many strong developmental defects in the flowers with 

predominant sepal-to-petal conversion (Fig.57.D). This observation suggests a genetic 

interaction between EBS and HDA19 in the regulation of SEP3. Further experiments will be 

required to confirm this working hypothesis and that a repressive complex containing EBS and 

HDA19 is required for proper control of SEP3 expression for correct flower development and 

floral organ identity determination. 

 
Fig.57 Partial homeotic conversion of sepal to petal in hda19 and ebs hda19 mutant plants: A) Wild 

type flower with green sepals and no traces of homeotic transformation; B-D) Mutant flowers with 

sepals partially converted to petals that are manifested as fair green sepals white parts (corresponding to 

petals) at the edges. 

4.6.4 Analysis of the influence of EBS on chromatin organization of the AP3 locus 

 Besides a role in the regulation of SEP3 expression, the HDA19 repressive complex 

also binds the AP3 genomic region and maintains a proper expression pattern of this B-class 

gene that specifies petal and stamen fate (Goto and Meyerowitz, 1994). In the hda19 mutants, 

AP3 is expressed precociously in newly initiated sepals primordia and also affects the sepal-to-

WT hda19 hda19+/- ebs ebs 
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petal conversion phenotype. We could confirm previous results from our laboratory showing 

that AP3 is upregulated in the inflorescence of ebs mutant (Gómez-Mena et al., 2001) 

(Fig.58.A). ChIP-qPCR experiments with the EBS::c-myc-EBS plants were then performed to 

investigate if EBS binds the AP3 promoter region as shown for the HDA19 repressive complex. 

The results show low binding levels for both the AP3 promoter and the 3’ UTR regions, 

suggesting that the regulation of AP3 expression by EBS is not direct. However, at this stage it 

is not possible to rule out that EBS binds additional genomic regions of AP3, and that this 

binding might occur together with the HDA19 repressive complex.  

 
Fig.58 Analysis of AP3 expression in the ebs mutant and binding of EBS to the AP3 gene: A) AP3 

expression in inflorescence; B) No binding of EBS to two regulatory regions of AP3 was observed. 

Asterisks represent statistical significance by Student's t-test. 

In summary, the results described above suggest that EBS is involved in the regulation 

of floral organ identity genes as well as in the establishment of boundaries between sepals and 

petals. EBS is necessary for proper expression of SEP3 and AP3 genes, and at least in the case 

of SEP3, this regulation is direct. Moreover, our results advocate for a shared molecular 

mechanism for the transcriptional regulation of FT and SEP3 mediated by EBS. Future 

experiments will address if EBS might be a part of a repressive complex that contains HDA19, 

or at least interacts with this complex to ensure proper expression patterns of SEP3 in 

Arabidopsis inflorescences.  

5. Identification of putative EBS-partner proteins 

5.1 Co-immunoprecipitation of proteins that may interact with EBS following 

proteomics approaches 

The EBS protein possesses two chromatin binding domains: PHD finger domain (Bienz, 

2006) and bromo adjacent homology (BAH) domain (Yang and Xu, 2012) and no DNA binding 

domain. The presence of these functional motifs suggests that EBS binds chromatin rather than 

DNA, via histone recognition. Furthermore, no catalytic domain is present in EBS, suggesting 

that additional partner proteins could be required to mediate the repressive role of EBS. 

Previous reports from our lab revealed that EBS interacts with HDACs in the context of the 

regulation of flowering time, and particularly in relation to the repression of FT by EBS. 

(López-González et al., 2014). To look for additional EBS partner proteins, we used a Co-

Immunoprecipitation (Co-IP) of protein complexes followed by mass spectrometry (MS) 

analysis approach (Hubner and Mann, 2011) in cooperation with Gerco Angenent’s group 
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(Wageningen University and Research Center, WUR, Wageningen, Netherlands). A standard 

protocol for Co-IP of proteins was used for the isolation of EBS-partner proteins. Proteins were 

then digested in-solution with trypsin. Resulting peptides were dried with acetone and formic 

acid and analyzed in Orbitrap mass analyzer and identified short peptides were associated with 

proteins they are components of. For that we used a c-myc-tagged version of EBS protein 

expressed under the control of the EBS promoter purified from EBS::c-myc-EBS transgenic 

plants as a bait. We identified a number of potential EBS interactors that included the Q9FJE8 

protein, a histone H2A variant 7, H2A.W.7, the only protein showing a fold change higher than 

2, and 8 additional proteins that were slightly overrepresented in the immunoprecipitated 

material from EBS::c-myc-EBS plants: 60S ribosomal proteins P49692 and Q43291; lectin 

O04311; chromatin remodeler BAF60, Q9FMT4; germin-like protein P94040; Q9FMK9 and 

Q93XX2 with unknown function, and PIN-domain like family protein Q8L8C2. 

 

Table 13: Label-free quantification (LFQ) results of mass spectrometry analysis that determine the 

relative amount of proteins with differential abundance between WT and EBS::c-myc-EBS samples  

PROTEIN 

IDS 

LFQ 

INTENSITY 

WT1 

LFQ 

INTENSITY 

WT2 

LFQ 

INTENSITY 

WT3 

LFQ 

INTENSITY 

EBS1 

LFQ 

INTENSITY 

EBS2 

LFQ 

INTENSITY 

EBS3 

Q9FJE8 5 5 5 7,302634 7,622608 7,458245 

P49692 5 5 5 6,932976 5 6,929184 

O04311 5 5 5 5 6,669178 7,050573 

Q43291 6,845641 5 5 7,807758 6,849806 6,901088 

Q9FMT4 5 5 5 6,076822 6,170496 6,184294 

P94040 5 5 6,579475 6,471951 6,889643 6,644842 

Q9FMK9 5 5 6,701447 6,763563 6,73294 6,555663 

Q93XX2 5 7,688304 5 8,342463 7,423819 7,452262 

Q8L8C2 5 5 5 5 6,456579 6,55341 

 

In this analysis we could not find peptides belonging to EBS in the list of proteins 

enriched in EBS::c-myc-EBS samples compared with WT. It is possible that the tagged protein 

was not expressed to high levels, making it difficult to immunoprecipitate protein complexes 

that contain the EBS protein. Alternatively, since EBS sequence is only 234 amino-acids long 

and contains 31 cutting sites for trypsin (the enzyme used for the cleavage of proteins in our 

experiment), the resulted peptides might be too short to associate them significantly with the 

EBS protein sequence.  

 

5.1.1 Validation of Co-IP MS results by Co-IP followed by Western Blot detection 

To confirm the most significant of the protein interactions revealed by the proteomic 

analysis we pursued Co-IP approaches. In the case of the putative interactor H2A.W.7, we 

immunoprecipitated EBS protein complexes in vivo (with an α-myc antibody) making use of 

the same EBS-tagged line employed for the proteomic assays, followed by Western Blot (WB) 

detection of H2A.W.7. This experiment was possible thanks to the antibody prepared against 

this histone variant kindly provided by Prof. Frederic Berger from Gregor Mendel Institute in 

Vienna, Austria (Yelagandula et al., 2014). The results confirmed the interaction observed by 

proteomics between EBS and H2A.W.7 (Fig.59) and provides a new perspective into the 

possible interaction of the EBS protein with heterochromatic regions. 
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Fig.59 Western Blot showing the result of Co-IP experiment in c-myc-EBS lines with an α-myc antibody 

and revealing with the antibody against the H2A.W.7 histone variant, what confirms the interaction 

between EBS and H2A.W.7 

Further experiments will be required to confirm the binding of EBS with additional 

protein candidates identified in the proteomic analysis. Particularly interesting will be the case 

of BAF60, another chromatin remodeling protein that, as for EBS, is involved in the regulation 

of genes playing key roles in the control of plant reproductive development (Sacharowski et al., 

2015). 

5.1.2 Analysis of heterochromatic regions in ebs mutant 

 As mentioned above, H2A.W.7 is involved in the formation of heterochromatin in 

Arabidopsis nuclei (Yelagandula et al., 2014). There are 3 variants of histone H2A.W: 

H2A.W.6, H2A.W.7 and H2A.W.12. Triple mutant plants for all H2A.W histone variants 

display a phenotype of decondensed chromocenters. Two classes of decondensed 

chromocenters can be identified after DAPI staining: decondensed chromocenters that are 

enlarged but less intensely stained with DAPI and dispersed chromocenters that are visualized 

as a big number of small grains after DAPI staining (Yelagandula et al., 2014). To validate the 

possible biological significance of the interaction revealed between EBS and H2A.W.7, we 

performed the analysis of the nuclei phenotypes in the ebs mutant, measuring the percentage of 

nuclei with the canonical chromocenter phenotype, decondensed chromocenters and dispersed 

chromocenters. Interestingly, the ebs mutant showed a lower proportion of intact nuclei and 

increased percentage of decondensed and dispersed nuclei compared to WT (Fig.60). 

 
Fig.60 Nuclei phenotype of the ebs mutant. A) DAPI staining of representative nuclei of WT and ebs 

mutant, B) Quantification of the nuclei with 3 types of chromocenters: intact (canonical), decondensed 

and dispersed, represented as percentage of total analyzed nuclei. 
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 Decondensation of chromocenters, causing changed nuclear topography, is required for 

global transcriptomic changes, as compacted chromatin in previously silenced genes needs to 

be decondensed to enable further transcription (Bourbousse et al., 2015). This decondensation 

is expected to occur during the transition to flowering (Rodriguez-Granados et al., 2016). Thus, 

higher levels of decondensed chromatin in the ebs mutant can be a manifestation of the 

accelerated transition to flowering rather than constitutive rearrangement of heterochromatin. 

Deeper cytological studies will be necessary to conclude the possible involvement of EBS in 

heterochromatin formation via interaction with the H2A.W.7 histone variant. Still, this 

observation can represent a new research avenue in relation to EBS function in the modulation 

of nuclear organization. This study lies beyond the scope of this work but will be further pursued 

in our laboratory during coming years. 
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DISCUSSION 

Chromatin remodeling represents a key element in the establishment and maintenance 

of spatiotemporal gene expression patterns that govern development in eukaryotic organisms, 

and particularly in plants. In contrast to animal species, organ formation in plants continuously 

takes place during their whole life cycle. Furthermore, plants can modulate developmental 

transitions in response to both environmental and endogenous signals, and this represents an 

important adaptive trait for sessile organisms. However, and despite recent progress, detailed 

knowledge on how plants establish and sustain gene expression patterns that characterize 

specific developmental stages is still largely missing. In this PhD thesis, we have aimed at better 

understanding of the role of chromatin remodeling processes in the control of development in 

plants and shedding light on how environmental cues shape modifications in plant 

developmental programs through the modulation of chromatin activity and/or function. For that, 

we have mainly focused on the characterization of EBS and specifically on the role of this 

chromatin factor in the regulation of different aspects of reproductive development in 

Arabidopsis. 

1. Alterations in reproductive development observed in the ebs mutant 

The architecture of the inflorescence depends on its branching pattern and on the relative 

position where flowers are formed. In ebs mutants, the standard layout of inflorescence with 

main stem holding separated regions of branches and flower formation, is disturbed. The shoot 

apical meristem of the initial bolting stem is frequently arrested in the mutant, causing growth 

inhibition or cessation of the main inflorescence. Increased number of secondary and higher 

order branches is formed that, together with rosette stems (also formed in excessive number), 

outgrow the main inflorescence. In the early stage of inflorescence growth, leaves are formed 

instead of flowers. In later stages, regions of branches and flower formation are not separated, 

as branches are formed in the apical part of the inflorescence. Flowers themselves also develop 

abnormally: the phyllotaxy is disturbed, floral organs are not properly determined, and floral 

reversion events occur frequently (Fig.11, 12). 

 Environmental stimuli such as light, temperature and nutrients availability can influence 

the shape and identity of inflorescence structures. In fact, environmental factors have an effect 

on the severity of the defects observed in the ebs mutant. Non-inductive conditions for 

flowering such as SD photoperiod and low ambient temperature (18ºC) increase the frequency 

and severity of the defects observed in the inflorescences of the ebs mutant. SD conditions seem 

to have a stronger impact than low ambient temperature in the developmental alterations present 

in the reproductive structures of ebs plants, but the concurrence of both environmental cues 

results in the strongest defects (Table 9, Fig.9, Table 10, Fig.10).  

 Analysis of the developmental defects observed in the ebs mutant suggests that despite 

early bolting, later processes of reproductive growth, such as the acquisition of floral identity, 

are delayed. This observation is consistent with distinct roles for EBS at different 

developmental stages. While EBS acts as a repressor of flowering during the vegetative phase, 

it is required to promote floral organ identity and flower development at later reproductive 

stages. The existence of mechanisms that perform contrasting roles at different stages of 

reproductive development is not unique. For instance, the effect of the plant hormones GAs is 
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one of the best examples. These signaling molecules promote the termination of vegetative state 

and initiation of flowering, but their action needs to be repressed for proper flower development 

(Yamaguchi et al., 2014). Also, inflorescence identity genes must be switched off to ensure 

floral development, allowing the transition from an indeterminate meristem in the inflorescence 

to a determinate meristem in the flower (Yu et al., 2004; Hanano and Goto, 2011; Iwata et al., 

2012).  

In the ebs mutant the acquisition of floral organ identity and the determination of the 

floral meristem are disturbed, possibly due to the accumulation of signals from previous 

developmental stages, by deficiency of flowering signals, or both. The results of transcriptomic 

analyses performed in this work revealed a number of misregulated genes in the inflorescence 

of the ebs mutant that are consistent with defects in the identity determination of reproductive 

structures that partially revert to vegetative organs. Detailed observation of the inflorescence 

architecture is also consistent with this hypothesis since in the ebs mutant branches are formed 

in positions corresponding to the apical part of inflorescence, where flowers should be 

generated. This altered configuration changes the structure of typical Arabidopsis raceme, into 

an inflorescence structure similar to a panicle. Recent theoretical model assumes that raceme 

and panicle inflorescence structures are genetically closely related. In this model, inflorescences 

develop as a series of metamers, each consisting of a stem section bearing an apical and a new 

lateral meristem. Apical meristems have a vegetative (i.e., non-floral) identity, which enables 

them to generate a new metamer that acquire floral identity and terminate with the formation 

of the flower. In Arabidopsis, floral signals rise more rapidly in lateral part and a raceme is 

formed (single flowers in the flank of inflorescence meristem). If floral signals rise with similar 

kinetics in apical and lateral meristems (so if the flowering signals are reduced in the lateral 

part as compared to Arabidopsis threshold), a panicle is formed (Prusinkiewicz et al., 2007) 

with inflorescence branches replacing single flowers. 

2. Floral reversion phenomena occur in the ebs mutant 

A very interesting type of flower development abnormality is floral reversion. 

Developmental reversion is a return to an earlier phase of development. In the case of floral 

reversion, a return to leaf or inflorescence production after initiation of flower formation is 

observed. In the ebs mutant plants, during early stages of inflorescence development floral 

reversion is manifested by the formation of flowers, with floral organs transformed into leaves. 

In later stages, a new inflorescence is frequently created in the fourth whorl of floral buds, 

flowers or inside the siliques (Fig.11, Fig.12). Similarly to other developmental abnormalities 

observed in the ebs mutant, the frequency of floral reversion is increased by non-inductive 

conditions for flowering (Table 9, Fig.9, Table 10, Fig.10). Floral reversion was previously 

associated with flowering in suboptimal conditions in many plant species (Day et al., 1994; 

King, 1998; Washburn and Thomas, 2000; Wang, 2001; Wang and Cronk, 2003; Asbe et al., 

2015). In Arabidopsis, floral reversion is also enhanced by non-inductive flowering conditions 

as observed in the lfy-6, ag-1 and ft-10 mutants that exhibit floral reversion phenotype only in 

SD conditions (Pontes et al., 1996, Liu et al., 2014). The number of floral reversion episodes in 

Arabidopsis suecica correlates well with the time that is needed to flower (the later the 

flowering, the more floral reversion, Asbe at al., 2015). The floral reversion phenotype of lfy-6 

and ag-1 plants was partially suppressed by blocking phytochrome activity, night break 
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treatments or supplementation with GAs (Okamuro et al., 1996), suggesting that floral reversion 

can be suppressed by counteracting flowering suppressing signals. These observations, together 

with the diversity of genetic pathways that cause floral reversion, suggest that floral reversion 

is the result of an imbalance between flowering promoting and repressing signals that plants 

face in suboptimal flowering conditions or in flowering mutants. 

 Our expression analysis of candidate genes at different developmental stages of WT and 

ebs flowers, including ebs flower buds undergoing floral reversion, revealed an upregulation of 

genes connected with inflorescence meristem function such as AGL24 and TFL1, and also of 

an early floral meristem identity gene, LFY, together with a strong upregulation of FLC 

(Fig.18). The misregulation of the inflorescence identity pathway by insufficient repression of 

those genes might altered the determination of the flower meristem and/or floral organ 

patterning what would lead to the formation of mosaic structures containing a mix of different 

identities that were observed during analysis of ebs floral reversion episodes under SEM 

(Fig.16). 

3. EBS represses the floral transition, but is required to promote floral identity in 

later developmental stages 

The functional domains present in EBS and previous results obtained in our laboratory 

strongly suggest that this protein acts as a transcriptional regulator that mediates changes in the 

organization of the chromatin to modulate gene expression. In fact, EBS was shown to directly 

repress the expression of the floral integrator gene FT, to prevent premature initiation of 

flowering. Besides assessing the expression of candidate genes during floral reversion events 

in the flowers of the ebs mutant, in order to have a global view of the genes controlled by EBS 

during different stages of reproductive development, we performed an analysis of the genome-

wide transcription profile of shoot apex and leaves at vegetative stage and shoot apex at 

inflorescence stage of WT and ebs mutant by RNA-seq. Our results fit quite well with previous 

transcriptome analysis obtained in our laboratory with microarray hybridizations (Fig.23) 

Analysis of our data with the Genevestigator signature tool (Table 12) revealed that 

vegetative samples of ebs mutant display premature activation of reproductive genes. In 

contrast, the gene expression signatures obtained in inflorescence samples show characteristics 

of vegetative structures that fit well with some of the observed developmental defects of the ebs 

mutant. These results suggest distinct roles for EBS at vegetative and inflorescence stage. While 

during vegetative growth EBS functions as a repressor of the floral transition, this chromatin 

protein is needed to promote floral identity in later developmental stages. One of the possible 

molecular mechanisms to explain this phenomenon would be that there is a gene, or a group of 

genes regulated by EBS with opposed transcriptomic outcome between vegetative and 

inflorescence stages. To identify potential candidates, we compared genes upregulated at the 

vegetative stage and downregulated at inflorescence stage, or downregulated at the vegetative 

stage but upregulated at the inflorescence stage. However, the overlaps between investigated 

gene fractions were not statistically significant and did not include any promising candidate 

gene that could mediate this opposite effect of EBS on reproductive genes (Fig.25), suggesting 

that EBS does not have contrasting functions in the regulation of the same genes during 

vegetative and reproductive development.  
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A number of genes were found to be differentially expressed in the different tissues 

analyzed in the ebs mutant as compared with WT plants. Among the genes misregulted in the 

ebs mutant there are various involved in the regulation of reproductive growth. This group 

includes, among others, FT, FLC, AGL24, TFL1, LFY and SEP3, genes important for the 

inflorescence stage and early floral meristem phase. These genes are differentially expressed in 

ebs as shown by RNA-seq analysis (Fig.27), and some of them also during flower development, 

as shown by qPCR studies (Fig.18). Misregulation of those genes was previously reported to 

affect both vegetative and reproductive growth phases and could mediate the effect of EBS on 

the control of vegetative and reproductive development in Arabidopsis. However, at this stage 

we cannot rule out that additional genes identified as misregulated in our analysis could be 

involved in the regulatory mechanism in which EBS participates to control different aspects of 

reproductive development in Arabidopsis. Factors that affect chromatin features like 

components of DNA methylation pathways (FDM2, AGO9) or factors modifying nucleosome 

properties (H1.3, HDA7 and 18) that are misregulated in ebs mutant (Fig.28) can influence 

transcriptional profile during reproductive growth. Also, several members of the MADS-box 

family of transcription factors such as SEP4, AG, PI, FUL, AGL19, MAF4 and MAF5, together 

with various SPL regulators were misregulated in one or more of the tissues assessed in our 

transcriptional analysis (Fig.27). All of them are known to play additional key roles in the 

regulation of inflorescences and flowers development, and therefore are plausible candidates to 

mediate EBS function in reproductive growth.  

4. Chromatin-mediated mechanism of gene expression regulation by EBS during 

reproductive development 

 A molecular mechanism for the transcriptional regulation of FT by EBS has been 

already described. EBS binds the promoter region of the FT locus, indicating that EBS is a 

direct repressor of this floral integrator gene before the floral transition. In addition, EBS 

interacts with histone deacetylases, leading to the hypothesis that EBS is required to maintain 

low levels of H3 acetylation at the TSS of FT, ensuring a transcriptionally inactive chromatin 

conformation to prevent a premature initiation of flowering (López-González et al., 2014). In 

order to further understand the mechanism of gene expression control mediated by EBS, 

interesting candidate genes to mediate the developmental abnormalities observed in the ebs 

mutant during reproductive development were subjected to more detailed analysis. Based on 

the FT regulation model described above, the analysis of EBS binding to regulatory regions of 

the selected loci and H3 acetylation level at their TSS was included in our study. Acetylation 

of histone H3 is connected with weakening of histone-DNA interactions and local formation of 

accessible chromatin structures that facilitates the binding of the transcriptional machinery 

(Hong et al., 1993). For that reason, analysis of the chromatin openness was included in the 

study. A summary of the analysis performed including expression changes of the selected genes 

in the different tissues analyzed as well as chromatin features assessed can be found in Table 

14. 
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Table 14: Summary of the molecular analysis performed to shed light on the transcriptional regulation 

mechanism mediated by EBS on selected candidate genes. VM – vegetative shoot apex, L – rosette 

leaves, IM – inflorescence shoot apex. ↑ means upregulation, ↓ means downregulation, - means data not 

available. 

gene VM L IM Flowers Reverting 

bud 

EBS 

binding 

H3 

acetylation 

Chromatin 

openness 

FT - ↑ ↓ no slight ↑ yes* yes yes 

FLC ↑ ↑ ↑ ↑ ↑ no yes no 

AGL24 ↑ ↑ no ↑ ↑ yes yes yes 

TFL1 ↑ no no no ↑ yes no yes 

LFY ↑ no no ↑ ↑ no no yes 

SEP3 ↑ ↑ no ↑ ↑ yes yes yes 

 

In most of the selected candidate genes analyzed, (FLC, AGL24, TFL1, LFY and SEP3) 

the lack of functional EBS protein causes upregulation of transcription, indicating that EBS acts 

as a repressor for the expression of those genes. The only exception is FT expression in 

inflorescence shoot apex that displays lower levels in the ebs mutant in comparison to WT 

(Fig.33.A). This is in contrast with the increased expression observed for FT in seedlings of the 

ebs mutant (Piñeiro et al., 2003; López-Gonzalez et al., 2014). The reasons for this different 

behavior of FT expression in the ebs mutant during early stages of inflorescence development 

remain unclear. FT has been shown to perform an essential role in the commitment to flowering 

during inflorescence development, and expression of FT in inflorescences and particularly fruits 

is required to sustain normal reproductive growth in Arabidopsis plants (Liu et al., 2014; 

Müller-Xing et al., 2014). Given the early transition to flowering and bolting that takes place in 

ebs mutants, it is possible that other factors required for FT expression during inflorescence 

development are still absent in early stages of reproductive development in the ebs mutant and 

this results in abnormally low levels of FT expression. Further analysis will be required to 

explore this hypothesis. 

The activity of PcG proteins was shown to be important for the repression of FLC and 

SVP during inflorescence development (Müller-Xing et al., 2014). In fact, mutations in genes 

encoding PcG chromatin remodeling factors cause upregulation of these floral repressors that 

in turn inhibit FT expression what results in floral reversion episodes. The expression of FLC 

is also upregulated during different stages of development in the ebs mutants (Fig.27) and it is 

therefore possible that high levels of this FT repressor are related to the observed decrease of 

FT mRNA levels in the ebs mutant. Further experiments will be required to test this possibility, 

and genetic approaches are currently underway to clarify the relationship between EBS and FLC 

in the regulation of FT during different phases of reproductive growth. 

Binding of EBS to regulatory regions of the investigated loci indicating direct 

transcriptional control was observed for FT, AGL24, TFL1 and SEP3 genes. In contrast, based 

on the data available at present, EBS-mediated regulation of FLC and LFY expression appears 

to be indirect. Since only discrete regulatory regions of these loci have been analyzed, additional 

experiments will be needed to corroborate this conclusion. Among the four loci that were 

identified as direct targets of EBS, in most cases (namely FT, AGL24, and SEP3) binding was 

accompanied by an increased acetylation of histone H3 around the TSS, suggesting that the 

repression mechanism proposed for the HDAC-mediated repression of FT by EBS could also 



DISCUSSION 

124 

be operating for other targets. The only exception is TFL1 where, despite the multiple binding 

sites for EBS detected in the genomic region of this gene, no changes in histone H3 acetylation 

levels were observed. On the other hand, in all investigated genes where binding of EBS was 

observed, we could document changes in chromatin conformation consistent with the 

transcriptomic outcome observed: chromatin was more open at the TSS of upregulated genes 

in the ebs mutant, and less accessible at the TSS of the only downregulated gene studied, FT. 

Altogether, the observations described above suggest that the mechanism of FT repression 

mediated by EBS could also be active for the regulation of other loci involved in the control of 

later stages of reproductive development. In particular, the results obtained with TFL1 suggest 

that additional molecular mechanisms could intervene in the transcriptional repressive function 

of EBS. Recent results published during the writing of this report have proposed additional 

roles for SHL, an EBS homologue also involved in the regulation of developmental processes 

in Arabidopsis. According to these observations, beside the role as H3K4me3 reader, SHL 

could also mediate the recognition of another histone mark, specifically H3K27me3. While 

recognition of the first mark depends on the PHD domain present in this protein, the binding to 

the second one relies on the BAH domain also found in SHL, making this protein a dual histone 

reader that can bind both active and inactive chromatin marks (Qian et al., 2018). Since the 

functional domains present in EBS are the same as in SHL, additional interactions of this 

histone reader with other chromatin remodeling complexes could have a role in balancing the 

action of different chromatin factors to finely modulate the expression of important regulators 

of plant development.  

In view of the data discussed above, together with the results obtained in genetic 

approaches carried out to understand the role of EBS in the regulation of different aspects of 

reproductive development, we have generated working hypotheses to explain how different 

genes could mediate the effect of this chromatin protein on the control of inflorescence and 

flower production in Arabidopsis. As previously described, EBS binds regulatory regions of FT 

prior to the floral transition, although so far binding during later stages has not been observed. 

However, the alterations in FT transcription observed in the ebs mutant could still potentially 

explain at least some of the developmental abnormalities present in this mutant. Plants depleted 

of FT function caused either by ft mutations (Liu et al., 2014) or Polycomb-Group mutations in 

which overexpression of FLC leads to FT repression (Müller-Xing et al., 2014), displayed 

events of floral reversion. In order to assess whether low FT expression might also be the cause 

of the reproductive reversion episodes observed in the ebs mutant, we analyzed the phenotype 

of ebs plants with constitutive FT overexpression, 35S::FT ebs. These plants display an 

extremely early flowering phenotype and premature termination of the inflorescence (Fig.39). 

These features precluded drawing conclusions on the genetic interactions between FT and ebs 

in the control of inflorescence development. Double mutant plants ft ebs were also analyzed to 

investigate possible genetic interaction between both loci in the regulation of inflorescence and 

flower development. This study also encountered difficulties due to the extremely delayed 

development of the inflorescence observed in these plants under SD, conditions where the 

phenotypic alterations present in the ebs mutant are more conspicuous (Fig.40). Nevertheless, 

initial experiments revealed a synergistic relation between FT and EBS for floral identity 

determination, as under these photoperiodic conditions the double mutant ft ebs continues to 

produce leaves instead of flowers for a longer period of time than any of the single mutants, 
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making it impossible to assess the combined effect of these two mutations on floral reversion 

in this experimental setting. Interestingly, the study unveiled interactions between FT and EBS 

in the regulation of plant architecture, and particularly in the development of rosette stems. In 

LD conditions this interaction is synergistic, as ft ebs double mutant generate more rosette stems 

than the WT or the single mutants (Fig.41.A, B). In SD conditions, FT is required for the 

excessive rosette stems formation of the ebs mutant, as ft ebs double mutant gives rise to a 

significantly lower number of stems coming from the axils of rosette leaves (Fig.41.C). The 

analysis of these double mutant plants is still ongoing in order to try to shed light in the complex 

interaction that links EBS and FT loci in the regulation of different features of reproductive 

growth, but in any case, these observations confirm previously reported engagement of FT in 

the determination of inflorescence architecture (Huang et al., 2013). As an example of this 

complex relationship, FT is downregulated in the reproductive apex of ebs plants, but this effect 

is no longer observed during later developmental steps of reproductive growth, as there is no 

change in FT expression between the flowers of WT and ebs mutant. In fact, in flowers where 

floral reversion is observed, an overexpression of FT can be detected, as revealed by pFT::GUS 

transgenic lines (Fig.38). Further experiments will be needed to explore the exact impact of FT 

in the reproductive defects present in ebs mutants. 

 The role of FT in the maintenance of the commitment to flowering has been linked to 

FLC. The overexpression of this MADS-box transcription factor was associated with floral 

reversion (Hepworth et al., 2002; Müller-Xing et al., 2014), through the downregulation of FT 

in reproductive tissues (Müller-Xing et al., 2014). In addition, FLC was reported to be involved 

in floral pattern regulation (Deng et al., 2011). flc ebs double mutant plants show no changes in 

inflorescence architecture and flower development when compared to ebs single mutants 

(Fig.44). This may exclude a role for FLC in mediating the effect of EBS on reproductive 

development. However, the flc single mutant does not display any alterations in flower 

development (Deng et al., 2011), and it might be that the overexpression of FLC (as in PcG 

mutants) impacts floral reversion through FT expression. For that reason, the analysis of the 

genetic interaction between the ebs mutant and plants overexpressing FLC is underway to 

explore the possible interplay of these genes to modulate reproductive growth. 

 In addition to FT, AGL24 is also a putative candidate to mediate the floral 

developmental abnormalities observed in the ebs mutant. In AGL24 overexpressing lines 

(35S::AGL24) floral reversion episodes can be observed. At early developmental stages, 

secondary flowers are created in the axils of the sepals (Yu et al., 2004; Liu et al., 2007), and a 

new inflorescence can emerge from the ovary in later stages. Also, floral organs undergo 

homeotic transformations toward structures normally found in inflorescence shoots (Yu et al., 

2004). Moreover, gene regulatory network analysis revealed that overexpression of AGL24 can 

change the identity of floral meristem into inflorescence/floral mixed meristem identity that 

promotes floral reversion (Pérez-Ruiz et al., 2015). Given that AGL24 is upregulated in different 

tissues of ebs mutant plants, including flowers, we analyzed the phenotype of the agl24 ebs 

double mutant. Indeed, phenotypes of flower development abnormalities and floral reversion 

were partially rescued by the agl24 mutation, confirming that overexpression of AGL24 

contributes to the developmental defects observed in ebs mutant (Fig.46). Since EBS appears 

to regulate directly AGL24 by binding the genomic region close to the TSS and seems to be 

required to maintain low levels of H3ac in this locus, we conclude that EBS is necessary to 
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repress AGL24 at least in some stages of reproductive development. The expression of this gene 

is restricted to initial stages of floral formation, and AGL24 protein acts together with SVP and 

AP1 to maintain a meristematic identity in the floral meristem. This function is necessary to 

prevent premature expression of floral homeotic genes while activating LFY expression. 

However, later in flower development, the genes AG, SEP3 and AP1 act to repress AGL24 

expression and allow floral organ identity determination by homeotic genes (Wils and 

Kaufmann, 2017). It is possible that high levels of AGL24 in the ebs mutant result in 

misregulation of the different regulatory loops involved in floral patterning, leading to the 

defects in the development of flowers that we observe in ebs mutant plants grown under SD. It 

will be interesting to analyze the spatial pattern of expression of AGL24 in inflorescence and 

floral meristems of the ebs mutant in order to establish whether the floral defects present in 

these plants are related to ectopic expression of AGL24 in floral primordia or to a longer 

persistence of the AGL24 mRNA in the flowers of the mutant. These experiments are currently 

under way. 

 As for other candidate genes already discussed, TFL1, a key regulator of inflorescence 

architecture, is also upregulated in the ebs mutant, at least in the vegetative meristem, and the 

EBS protein binds genomic regions of the TFL1 locus. Upregulation of TFL1 was linked 

previously to floral reversion phenotypes of transgenic lines overexpressing the XAL2/AGL14 

transcription factor, an activator of TFL1 expression (Pérez-Ruiz et al., 2015). Also, defects in 

inflorescence architecture similar to those observed in the ebs mutant were reported for the 

plants with deregulated spatial expression of TFL1 (Serrano-Mislata et al., 2016). In TFL1, 

beside the TSS region, additional regions located at 3’UTR were shown to be very important 

for transcriptomic regulation of this gene as they bear binding sites for a number of TFL1 

regulators such as SOC1, AGL24, SVP and SEP3 (Serrano-Mislata et al., 2016). Our results 

show that although there were no detectable changes in the level of H3ac at the TFL1 locus in 

the ebs mutant, EBS impacts chromatin structure at TSS and in 3’UTR of this gene (Fig.48, 

Fig.49). In fact, nucleosomal density and chromatin openness were disturbed in the ebs mutant 

compared to the WT. Deletion analysis and phylogenomic shadowing studies of the 5´and 3´ 

genomic regions around the TFL1 locus have defined several elements that play essential roles 

in the spatiotemporal regulation of this gene. While regulatory sequences in the 5´region are 

involved in modulating expression levels, the 3´intergenic regions contains most of the 

evolutionarily conserved elements required to define the temporal and spatial patterns of TFL1 

expression. Among them, the so-called region IV bears the regulatory elements that mediate 

the inflorescence meristem expression of the gene (Serrano-Mislata et al., 2016). Interestingly, 

in the ebs mutant this region shows a more condensed chromatin structure measured as a stretch 

of reduced chromatin openness. Moreover, partially complementing transgenic lines in which 

this region is missing, display phenotypic alterations similar to those observed in the ebs mutant, 

namely, inhibition of main stem growth and formation of tertiary and higher order branches. It 

is noteworthy that this regulatory block contains the binding sites for LFY and although LFY 

is known to repress TFL1 expression in flowers, a positive role for LFY in the regulation of 

TFL1 has also been suggested. This function of LFY would be necessary for the maintenance 

of TFL1 expression in inflorescence meristems (Serrano-Mislata et al., 2016). Therefore, it is 

tempting to speculate that EBS could be involved in mediating accessibility of transcriptional 

regulators such as LFY to cis-elements that are crucial for proper spatiotemporal expression of 
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TFL1. The putative molecular mechanism mediating this role of EBS on chromatin organization 

remains to be elucidated.  

Genetic approaches in which ebs and tfl1 were combined in double mutant plants did 

not shed light on the possible interaction between both loci for the control of inflorescence 

architecture. Similarly to 35S::FT ebs plants, ebs tfl1 mutants display extremely early flowering 

and premature termination of inflorescence growth, making it difficult to assess possible genetic 

interactions of EBS and TFL1 (Fig.50). Further studies are currently ongoing, including the 

analysis of pTFL1::GUS reporter (kindly provided by Dr. F. Madueño, IBMCP, Valencia, 

Spain) in ebs background, to try and unveil the possible relationship of EBS and TFL1 in the 

control of reproductive development, as well as the possible links with LFY-mediated control 

of TFL1 expression. In fact, previous results suggested an interaction between EBS and LFY in 

the control of floral identity. While petals and stamens are absent in the flower-like structures 

of the strong lfy-6 mutant allele, in the double mutant lfy-6 ebs a variable number of petaloid 

and staminoid floral organs and some mosaic organs intermediate between petals and stamens 

are formed (Gómez-Mena et al., 2001), indicating that ebs mutations partially suppress the 

floral defects present in lfy mutants. Our current analysis readily confirmed these observations, 

showing that double mutants combining the ebs mutation with weaker alleles of lfy (lfy-5) also 

rescues the floral lfy-5 phenotype, as lfy-5 ebs double mutant already develops fertile flowers 

when the lfy-5 mutant still forms leaves (Fig.53, Fig.54). These results are consistent with an 

impact of LFY function in mediating developmental defects observed in ebs mutant. Indeed, 

while constitutive overexpression of LFY in 35S::LFY plants led to premature termination of 

inflorescence development (Weigel and Nilsson, 1995), gain of function LFY lines carrying a 

fusion of the virus activation domain VP16 to LFY coding sequences (LFY:VP16) caused 

ectopic expression of A and C class floral identity genes and misregulation of B class genes, 

causing flower development defects (Parcy et al., 2002). LFY and EBS share some of the genes 

they act upon, but at least in some cases they regulate them in opposite direction. For example, 

LFY can act as an activator of TFL1 (Goslin et al., 2017) and also SEP3 (Winter et al., 2011), 

while EBS (as shown in this study) has a repressive function over their expression. Also other 

genes, like AP3 or SEP4 that were shown to be upregulated in ebs mutant (this study, Gómez-

Mena et al., 2001), were downregulated in lfy mutants (Winter et al., 2011). This suggests that 

EBS could have an antagonistic role to LFY in the regulation of some target genes with 

important roles in the control of reproductive development. In this scenario, both EBS and LFY 

are required to promote proper development of the flowers, LFY by activation of the genes and 

EBS by ensuring their proper and/or timely repression. Since EBS binds the same regulatory 

regions of TFL1 and SEP3 loci as LFY, it will be informative to investigate whether mutations 

in either of these two transcriptional regulators influence the binding properties of the other. 

Further studies will be necessary to address this possibility. 

 Finally, SEP3 is also a direct target of EBS and this floral homeotic gene is upregulated 

in ebs mutants. We hypothesize that increased expression of SEP3 in young sepals primordia 

could be responsible for the partial homeotic transformation of sepal-to-petal observed in ebs 

mutant flowers and perhaps other floral developmental defects present in this mutant. The levels 

of histone H3ac are abnormally high around the TSS region of SEP3 in the ebs mutant (Fig.56). 

Given that EBS was previously shown to interact in vivo with HDACs it is conceivable to 

postulate that EBS is required for the recruitment of these transcriptional repressors to 
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regulatory regions of floral homeotic genes, similarly to what has been proposed for the EBS-

mediated repression of FT prior to the floral transition (López-González et al., 2014). As a 

matter of fact, HDA19, one of the HDACs that have been shown to interact with EBS, is 

involved in the repression of floral organ identity genes such as AP3 and SEP3 together with 

AP2 and the transcriptional corepressor TPL (Krogan et al., 2012). In this scenario, EBS and 

the HDAC repressor complex would be necessary to maintain an inactive chromatin 

conformation in certain floral organ identity genes to ensure their expression in a timely and 

spatially controlled manner. Additional experiments will be needed to confirm this hypothesis 

and to assess whether ebs mutations cause ectopic expression of SEP3 outside its normal 

expression domain within the floral meristem, affecting the determination of identity of sepals 

and petals, as observed in the ebs mutants where mosaic organs with mixed identity have been 

observed. Additionally, further studies concerning the possible interaction of the EBS protein 

with the members of the abovementioned protein complex repressing SEP3 expression are 

being pursued. 

5. Additional mechanisms could mediate the impact of EBS on chromatin 

remodeling processes that control the expression of developmental genes 

 Previous reports from our lab as well as the results obtained in this work indicate that 

EBS acts as a transcriptional regulator that binds genomic regions of target genes to modulate 

their expression, likely through the recruitment of additional chromatin remodeling complexes 

such as HDACs that modify the transcriptional status of underlying genes. But the existence of 

additional mechanisms to affect indirectly gene expression is suggested by the observation that 

the lack of functional EBS protein causes a misregulation of chromatin remodelers. This is the 

case of BAF60 (AT5G14170), a gene that was found downregulated in the vegetative samples 

of the ebs mutant. Moreover, ChIP experiments confirmed that BAF60 is a direct target of EBS 

(Fig.32). The BAF60 protein (also called SWI/SNF ASSOCIATED PROTEIN 73B 

(SWP73B/CHC1), is a component of the SWI/SNF chromatin-remodeling complex that 

mediates seedling growth control by modulating DNA accessibility (Jégu et al., 2017). This 

protein is also involved in the control of flower development via regulation of a number of 

flowering genes. In fact, some genes such as AGL24, FLC, SEP3, TFL1, and SPEECHLESS 

(SPCH) among others, transcriptionally regulated by this complex, were found to be 

misregulated in the ebs mutant. BAF60 binds the genomic regions of those genes and the lack 

of the functional protein in the baf60 mutant affects nucleosomal density in the chromatin of 

target genes (Sacharowski et al., 2015). When we compared the 377 genes that are bound by 

BAF60 and display altered nucleosomal density in the seedlings of baf60 mutant with the 1163 

misregulated genes in the seedlings of ebs mutant, we found an overlap of approximately 16% 

(Fig.61). This overlap is statistically significant as revealed by hypergeometric test 

(representation factor = 4.57, p-val < 6.05e-23), supporting that EBS could mediate in the 

regulation of a number of genes through BAF60.  
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Fig.61 Venn diagram of the overlap between genes misregulated in ebs and genes misregulated in baf60 

mutant, with altered nucleosomal density and directly bound by the BAF60 protein (data from 

Sacharowski et al., 2015). 

 

In addition, the physical interaction revealed between EBS and the histone variant 

H2A.W.7 (Fig.59) suggests additional chromatin-mediated regulatory mechanisms for the EBS 

protein. H2A.W.7 histone variant has been involved in heterochromatin formation 

(Yelagandula et al., 2014). In the Arabidopsis genome there are 3 variants of histone H2A.W: 

H2A.W.6, H2A.W.7 and H2A.W.12, and plants depleted for all H2A.W histone variants 

display conspicuous decondensed chromocenters (Yelagandula et al., 2014). Interestingly, a 

similar nuclear decondensation phenotype was observed in the chromocenters of the ebs mutant 

(Fig.60). Altogether, these data indicate that EBS has also an impact on chromatin organization. 

However, the exact molecular mechanism mediating the effect of EBS on chromatin 

compaction is unknown and will be investigated in our lab in the coming years. 

6. EBS participates in the regulation of different aspects of reproductive growth 

to ensure proper progression of development 

 The various phases of reproductive development are strictly controlled to optimize 

reproductive success of plant species. This control includes tight regulation of spatial and 

temporal patterns of gene expression that results in selective activation or silencing of genes 

involved in different pathways of reproductive growth. The chromatin factor EBS is involved 

in the regulation of every step throughout reproductive development, from the time of floral 

initiation, through regulation of inflorescence architecture till the development of the flowers 

and floral organs. During vegetative growth the activity of EBS is required to repress FT 

expression in order to ensure the right timing for the floral transition. After bolting EBS is 

necessary to finely tune the expression of a number of genes that play a central role in the 

establishment of inflorescence and floral meristems such as AGL24 and LFY, both repressed by 

EBS (directly the first one and indirectly the second). Later in development EBS function is 

also essential for the control of floral homeotic genes that are repressed by this PHD-containing 

protein, as shown by the upregulation of these loci observed in the inflorescences of the ebs 

mutant. Many of these key genes involved in the control of reproductive development are part 

of regulatory networks in which these loci influence each other´s expression. Consistent with 

this intricate network of genetic circuits in which EBS acts at different levels, ebs mutants 

display complex alterations in multiple aspects of inflorescence and flower development. 

Altogether, the data presented in this work indicate that EBS represents a central hub in the 

control of reproductive growth, orchestrating the expression of different genes that need to be 
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coordinately expressed to guarantee successful completion of the Arabidopsis developmental 

plan and adequate production of fruits and seeds to safeguard efficient transmission of genetic 

information to the following generation. Further analyses will be necessary to fully disentangle 

the multifaceted implication of EBS in the modulation of different phases of reproductive 

growth to ensure a proper developmental progression. 
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CONCLUSIONS 

1) The EBS chromatin factor is involved in the regulation of multiple steps throughout 

reproductive development, ranging from the regulation of the floral initiation through 

the acquisition of proper inflorescence architecture to the control of flower development 

and floral organ patterning. 

2) During vegetative growth, the activity of EBS is required to repress FT expression in 

order to ensure the right timing for the floral transition. After bolting EBS is necessary 

to finely tune the expression of a number of genes that play a central role in the 

establishment of inflorescence and floral meristems. Later in development EBS function 

is also essential for the control of the expression of floral homeotic genes. 

3) ebs mutants display complex alterations in multiple aspects of inflorescence and flower 

development. Non-inductive conditions for flowering such as short photoperiod (SD) 

and low ambient temperature (16ºC) increase the frequency and severity of the 

phenotypic defects observed in the inflorescences of the ebs mutant regarding 

inflorescence architecture, floral meristem maintenance and function, as well as flower 

development and floral organ patterning. Reproductive reversion is also a frequent 

developmental abnormality in ebs mutant grown under SD. 

4) Many key regulators of reproductive growth in Arabidopsis are misregulated in the ebs 

mutant. This differential expression may contribute to the phenotypic alterations 

displayed by the ebs mutant during reproductive development. 

5) Our results demonstrate direct transcriptional control for the FT, AGL24, TFL1 and 

SEP3 genes by EBS. In contrast, our data suggest that EBS-mediated regulation of FLC 

and LFY expression could occur indirectly. 

6) The molecular mechanism of EBS-mediated regulation of transcription described for 

FT that is proposed to involve binding to H3K4me2/3 in promoter regions and engaging 

HDAs to stabilize H3ac level at the TSS appears to also function for some other EBS 

targets. However, additional mechanisms mediated by EBS and connected with the 

regulation of chromatin compaction and changes in chromatin accessibility are also 

conceivable. 

7) Genetic interactions between EBS and genes encoding key regulators of reproductive 

growth in Arabidopsis such as FT, AGL24 and LFY have been revealed, supporting their 

participation in common regulatory pathways. 

8) Our data support a role for EBS as a central hub in the control of reproductive growth, 

orchestrating the expression of different genes that need to be coordinately expressed to 

guarantee successful completion of the Arabidopsis developmental plan and adequate 

production of fruits and seeds to safeguard efficient transmission of genetic information 

to the following generation. 
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CONCLUSIONES 
1) El factor cromatínico EBS está implicado en la regulación de múltiples eventos asociados 

al desarrollo reproductivo tales como el control de iniciación floral, la adquisición de la 

arquitectura de la inflorescencia o la regulación del desarrollo floral y del patrón de los 

órganos florales. 

2) Durante el desarrollo vegetativo, la actividad de EBS es necesaria para reprimir la expresión 

de FT, asegurando que la transición a la floración ocurra en el momento más apropiado. 

Después del brote del tallo floral, la proteína EBS es necesaria para el ajuste fino de la 

expresión de un número de genes que juegan un papel central en el establecimiento de la 

inflorescencia y de los meristemos florales. Posteriormente en el desarrollo reproductivo, 

EBS es también esencial para el control de la expresión de genes homeóticos florales. 

3) Los mutantes ebs desarrollan alteraciones complejas en múltiples aspectos del desarrollo de 

la inflorescencia y de las flores. En condiciones no inductoras de la floración tales como 

fotoperiodos cortos o temperaturas de crecimiento bajas (16ºC) se observan un incremento 

en la frecuencia y en el grado de severidad de los defectos desarrollados en la inflorescencia 

del mutante, relativos a la arquitectura de la misma, la función y el mantenimiento de los 

meristemos florales, así como el desarrollo floral y el patrón de los órganos florales. La 

reversión floral es otra de las alteraciones del desarrollo observadas en mutantes ebs 

cultivados en condiciones de fotoperiodos cortos. 

4) La expresión de muchos de los genes reguladores claves en el desarrollo reproductivo se 

encuentra alterada en los mutantes ebs. Estos cambios de expresión podrían contribuir a las 

alteraciones fenotípicas desarrolladas por los mutantes ebs durante el desarrollo 

reproductivo. 

5) Los resultados de este trabajo demuestran un control transcripcional directo de EBS en la 

expresión de los genes FT, AGL24, TFL1 y SEP3. Por otra parte, nuestros resultados 

sugieren que la regulación mediada por EBS de la expresión de FLC y LFY podría ocurrir 

de manera indirecta. 

6) Los mecanismos moleculares implicados en la regulación transcripcional de FT mediada 

por EBS, y que involucran el reconocimiento de marcas H3K4me2/3 en la región promotora 

del mismo y el reclutamiento de Histonas Deacetilasas, que modulan los niveles de 

acetilación en histona H3, parecen también funcionar en la regulación de la expresión de 

otros genes diana de EBS. Sin embargo, nuestras observaciones apoyan la existencia de 

mecanismos adicionales de regulación mediados por EBS que están conectados con la 

regulación de la compactación y la accesibilidad de factores de transcripción a la cromatina.  

7) Las interacciones genéticas reveladas entre EBS y genes reguladores claves del desarrollo 

reproductivo como FT, AGL24 y LFY corroboran su participación en rutas reguladoras 

comunes. 

8) Nuestros resultados apoyan un papel para EBS como nodo central del desarrollo 

reproductivo, orquestando la expresión coordinada de diferentes genes para garantizar el 

plan de desarrollo de Arabidopsis en su totalidad, así como una adecuada producción de 

flores y frutos que asegure la transmisión eficiente de la información genética a la siguiente 

generación.  
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Annex 1 RNA-seq.xlsx

  RNA-seq results 

 

Annex 2 ChIP-seq.xlsx

 ChIP-seq results 

 


rosette leaves

		test_id		gene_id		gene		locus		sample_1		sample_2		status		value_1		value_2		log2(fold_change)		test_stat		p_value		q_value		significant				upregulated

		XLOC_002239		XLOC_002239		AT1G43040		1:16184208-16184523		WT leaves		ebs leaves		OK		0.702757		0						0.0007		0.00809588		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_002748		XLOC_002748		AT1G53540		1:19980461-19981109		WT leaves		ebs leaves		OK		4.63753		0						5.00E-05		0.000851471		yes				AT1G17147		AT1G17147.1		VQ motif-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT1G78410.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_004111		XLOC_004111		AT1G78206		1:29422451-29422574		WT leaves		ebs leaves		OK		15.9095		0						0.00065		0.00761746		yes				AT4G19950		AT4G19950.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G44860.1); Has 338 Blast hits to 330 proteins in 72 species: Archae - 2; Bacteria - 94; Metazoa - 7; Fungi - 0; Plants - 232; Viruses - 0; Other Eukaryotes - 3 (source: NCBI BLink).		protein_coding

		XLOC_018564		XLOC_018564		AT3G27070		3:9982986-9984744		WT leaves		ebs leaves		OK		1.09577		0						5.00E-05		0.000851471		yes				AT3G26590		AT3G26590.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: plasma membrane, vacuole, membrane; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT5G38030.1); Has 11119 Blast hits to 11024 proteins in 1994 species: Archae - 242; Bacteria - 8025; Metazoa - 141; Fungi - 326; Plants - 1364; Viruses - 0; Other Eukaryotes - 1021 (source: NCBI BLink).		protein_coding

		XLOC_026757		XLOC_026757		AT5G25750		5:8950883-8951143		WT leaves		ebs leaves		OK		3.73364		0						5.00E-05		0.000851471		yes				AT3G08660		AT3G08660.1		Phototropic-responsive NPH3 family protein; FUNCTIONS IN: signal transducer activity; INVOLVED IN: response to light stimulus, N-terminal protein myristoylation; LOCATED IN: chloroplast; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: NPH3 (InterPro:IPR004249), BTB/POZ (InterPro:IPR013069), BTB/POZ fold (InterPro:IPR011333), BTB/POZ-like (InterPro:IPR000210); BEST Arabidopsis thaliana protein match is: Phototropic-responsive NPH3 family protein (TAIR:AT3G08570.1); Has 956 Blast hits to 919 proteins in 46 species: Archae - 0; Bacteria - 0; Metazoa - 68; Fungi - 0; Plants - 886; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_031465		XLOC_031465		AT5G42510		5:16998267-16998816		WT leaves		ebs leaves		OK		0.987228		0						5.00E-05		0.000851471		yes				AT1G72140		AT1G72140.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport, response to nematode; LOCATED IN: plasma membrane, membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT1G22540.1); Has 7231 Blast hits to 7080 proteins in 1330 species: Archae - 0; Bacteria - 3541; Metazoa - 585; Fungi - 456; Plants - 2171; Viruses - 0; Other Eukaryotes - 478 (source: NCBI BLink).		protein_coding

		XLOC_009609		XLOC_009609		AT2G22630		2:9618371-9621957		WT leaves		ebs leaves		OK		0		5.17267						5.00E-05		0.000851471		yes				AT5G44568		AT5G44568.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 19 Blast hits to 19 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 19; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010373		XLOC_010373		AT2G35980		2:15110587-15111471		WT leaves		ebs leaves		OK		0		1.58098						5.00E-05		0.000851471		yes				AT1G58280		AT1G58280.2		Phosphoglycerate mutase family protein; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: Histidine phosphatase superfamily, clade-1 (InterPro:IPR013078); BEST Arabidopsis thaliana protein match is: Phosphoglycerate mutase family protein (TAIR:AT5G64460.8); Has 412 Blast hits to 412 proteins in 84 species: Archae - 0; Bacteria - 6; Metazoa - 0; Fungi - 152; Plants - 162; Viruses - 0; Other Eukaryotes - 92 (source: NCBI BLink).		protein_coding

		XLOC_014679		XLOC_014679		AT3G17530		3:6000859-6002282		WT leaves		ebs leaves		OK		0		0.828458						5.00E-05		0.000851471		yes				AT1G66060		AT1G66060.1		Family of unknown function (DUF577); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF577 (InterPro:IPR007598); BEST Arabidopsis thaliana protein match is: Family of unknown function (DUF577) (TAIR:AT1G66000.1); Has 82 Blast hits to 52 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 82; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017632		XLOC_017632		AT3G11165		3:3497945-3499090		WT leaves		ebs leaves		OK		0		1.0781						5.00E-05		0.000851471		yes				AT3G48640		AT3G48640.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT5G66670.2); Has 42 Blast hits to 42 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 42; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018748		XLOC_018748		AT3G29580		3:11394674-11395871		WT leaves		ebs leaves		OK		0		1.14969						5.00E-05		0.000851471		yes				AT1G53540		AT1G53540.1		HSP20-like chaperones superfamily protein; CONTAINS InterPro DOMAIN/s: Heat shock protein Hsp20 (InterPro:IPR002068), HSP20-like chaperone (InterPro:IPR008978); BEST Arabidopsis thaliana protein match is: heat shock protein 17.4 (TAIR:AT3G46230.1); Has 7090 Blast hits to 7089 proteins in 1610 species: Archae - 175; Bacteria - 4287; Metazoa - 66; Fungi - 302; Plants - 1606; Viruses - 0; Other Eukaryotes - 654 (source: NCBI BLink).		protein_coding

		XLOC_023837		XLOC_023837		AT4G12490		4:7409620-7410406		WT leaves		ebs leaves		OK		0		4.87525						5.00E-05		0.000851471		yes				AT3G47480		AT3G47480.1		Calcium-binding EF-hand family protein; FUNCTIONS IN: calcium ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: EF-Hand 1, calcium-binding site (InterPro:IPR018247), EF-HAND 2 (InterPro:IPR018249), EF-hand-like domain (InterPro:IPR011992), Calcium-binding EF-hand (InterPro:IPR002048), EF-hand (InterPro:IPR018248); BEST Arabidopsis thaliana protein match is: Calcium-binding EF-hand family protein (TAIR:AT5G39670.1); Has 10704 Blast hits to 7592 proteins in 1081 species: Archae - 0; Bacteria - 18; Metazoa - 4225; Fungi - 2180; Plants - 2830; Viruses - 0; Other Eukaryotes - 1451 (source: NCBI BLink).		protein_coding

		XLOC_024424		XLOC_024424		AT4G21830		4:11584345-11585419		WT leaves		ebs leaves		OK		0		2.12528						0.00215		0.0195366		yes				AT4G19570		AT4G19570.1		Chaperone DnaJ-domain superfamily protein; FUNCTIONS IN: unfolded protein binding, heat shock protein binding; INVOLVED IN: protein folding; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Molecular chaperone, heat shock protein, Hsp40, DnaJ (InterPro:IPR015609), Heat shock protein DnaJ, N-terminal (InterPro:IPR001623), Heat shock protein DnaJ (InterPro:IPR003095), Heat shock protein DnaJ, conserved site (InterPro:IPR018253); BEST Arabidopsis thaliana protein match is: DNAJ heat shock N-terminal domain-containing protein (TAIR:AT4G19580.1); Has 23291 Blast hits to 22288 proteins in 3270 species: Archae - 173; Bacteria - 9221; Metazoa - 3886; Fungi - 2053; Plants - 2922; Viruses - 150; Other Eukaryotes - 4886 (source: NCBI BLink).		protein_coding

		XLOC_025443		XLOC_025443		AT4G39590		4:18387330-18388732		WT leaves		ebs leaves		OK		0		1.05588						5.00E-05		0.000851471		yes				AT3G62370		AT3G62370.1		heme binding; FUNCTIONS IN: heme binding; INVOLVED IN: oxidation reduction; LOCATED IN: endomembrane system; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Cytochrome c-552/DMSO reductase-like, haem-binding domain (InterPro:IPR019020); Has 36 Blast hits to 36 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 34; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_027771		XLOC_027771		AT5G42830		5:17176383-17178018		WT leaves		ebs leaves		OK		0		3.21208						0.00225		0.0201977		yes				AT5G10760		AT5G10760.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: apoplast; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT5G10770.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_029830		XLOC_029830		AT5G13080		5:4149739-4151150		WT leaves		ebs leaves		OK		0		0.785775						0.00255		0.0221918		yes				AT2G26390		AT2G26390.1		Serine protease inhibitor (SERPIN) family protein; FUNCTIONS IN: serine-type endopeptidase inhibitor activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: petal, root, seed; EXPRESSED DURING: 4 anthesis, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Protease inhibitor I4, serpin, plant (InterPro:IPR015554), Protease inhibitor I4, serpin (InterPro:IPR000215); BEST Arabidopsis thaliana protein match is: Serine protease inhibitor (SERPIN) family protein (TAIR:AT2G25240.1); Has 6569 Blast hits to 6505 proteins in 479 species: Archae - 66; Bacteria - 381; Metazoa - 5076; Fungi - 12; Plants - 345; Viruses - 468; Other Eukaryotes - 221 (source: NCBI BLink).		protein_coding

		XLOC_032842		XLOC_032842		AT5G66970		5:26740444-26741125		WT leaves		ebs leaves		OK		0		6.64957						5.00E-05		0.000851471		yes				AT1G77330		AT1G77330.1		similar to 1-aminocyclopropane-1-carboxylate oxidase GI:3386565 from (Sorghum bicolor)		protein_coding

		XLOC_000863		XLOC_000863		AT1G16440		1:5615814-5617672		WT leaves		ebs leaves		OK		0.143328		42.4831		8.21		0.773025		5.00E-05		0.000851471		yes				AT1G23140		AT1G23140.1		Expression is upregulated in the shoot of cax1/cax3 mutant.		protein_coding

		XLOC_027786		XLOC_027786		AT5G43105		5:17304710-17308952		WT leaves		ebs leaves		OK		0.0220413		6.28621		8.16		4.65872		0.00615		0.0439951		yes				AT1G51270		AT1G51270.3		structural molecules;transmembrane receptors;structural molecules; FUNCTIONS IN: transmembrane receptor activity, structural molecule activity; INVOLVED IN: signal transduction, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: PapD-like (InterPro:IPR008962), Major sperm protein (InterPro:IPR000535), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT5G45000.1); Has 3496 Blast hits to 2597 proteins in 224 species: Archae - 0; Bacteria - 0; Metazoa - 611; Fungi - 254; Plants - 2516; Viruses - 0; Other Eukaryotes - 115 (source: NCBI BLink).		protein_coding

		XLOC_004841		XLOC_004841		AT1G11070		1:3690211-3693648		WT leaves		ebs leaves		OK		0.0534022		12.5776		7.88		0.807448		0.003		0.0250717		yes				AT5G56810		AT5G56810.1		F-box/RNI-like/FBD-like domains-containing protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G56820.1); Has 2124 Blast hits to 2085 proteins in 25 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2124; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000545		XLOC_000545		AT1G11120		1:3715183-3717320		WT leaves		ebs leaves		OK		5.86369		943.529		7.33		11.9703		5.00E-05		0.000851471		yes				AT3G23085		AT3G23085.1		transposable element gene; hAT-like transposase family (hobo/Ac/Tam3), has a 1.1e-91 P-value blast match to GB:AAD24567 transposase Tag2 (hAT-element) (Arabidopsis thaliana)		transposable_element_gene

		XLOC_031718		XLOC_031718		AT5G46370		5:18809575-18811772		WT leaves		ebs leaves		OK		0.128049		17.0576		7.06		0.885771		5.00E-05		0.000851471		yes				AT4G03610		AT4G03610.1		Metallo-hydrolase/oxidoreductase superfamily protein; BEST Arabidopsis thaliana protein match is: Metallo-hydrolase/oxidoreductase superfamily protein (TAIR:AT1G30300.1); Has 2341 Blast hits to 2330 proteins in 693 species: Archae - 12; Bacteria - 1231; Metazoa - 0; Fungi - 21; Plants - 106; Viruses - 0; Other Eukaryotes - 971 (source: NCBI BLink).		protein_coding

		XLOC_018048		XLOC_018048		AT3G18320		3:6289226-6290383		WT leaves		ebs leaves		OK		0.105072		9.85774		6.55		3.6114		0.00055		0.00661714		yes				AT5G64120		AT5G64120.1		encodes a cell wall bound peroxidase that is induced by hypo-osmolarity		protein_coding

		XLOC_021856		XLOC_021856		AT4G21200		4:11302684-11306601		WT leaves		ebs leaves		OK		0.322811		22.6537		6.13		1.25204		5.00E-05		0.000851471		yes				AT1G28190		AT1G28190.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G12340.1); Has 166 Blast hits to 162 proteins in 36 species: Archae - 0; Bacteria - 2; Metazoa - 15; Fungi - 5; Plants - 124; Viruses - 0; Other Eukaryotes - 20 (source: NCBI BLink).		protein_coding

		XLOC_025432		XLOC_025432		AT4G39410		4:18332877-18334789		WT leaves		ebs leaves		OK		1.07119		68.7708		6.00		3.62821		5.00E-05		0.000851471		yes				AT1G24147		AT1G24147.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G24148.1); Has 4 Blast hits to 4 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 4; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_023302		XLOC_023302		AT4G05470		4:2763255-2765351		WT leaves		ebs leaves		OK		0.124567		7.96432		6.00		3.64506		0.00605		0.0434474		yes				AT3G18320		AT3G18320.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G44120.1); Has 1386 Blast hits to 879 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1386; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026508		XLOC_026508		AT5G20240		5:6829041-6831515		WT leaves		ebs leaves		OK		0.208592		10.4208		5.64		3.76406		5.00E-05		0.000851471		yes				AT3G17050		AT3G17050.1		transposable element gene; pseudogene, glycine-rich protein, similar to glycine-rich protein TIGR:At1g53620.1 (Arabidopsis thaliana)		transposable_element_gene

		XLOC_029480		XLOC_029480		AT5G06250		5:1892713-1894124		WT leaves		ebs leaves		OK		0.719604		31.2927		5.44		2.44663		5.00E-05		0.000851471		yes				AT5G66970		AT5G66970.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: GTP binding; INVOLVED IN: SRP-dependent cotranslational protein targeting to membrane; LOCATED IN: signal recognition particle, endoplasmic reticulum targeting; EXPRESSED IN: sperm cell; CONTAINS InterPro DOMAIN/s: Signal recognition particle, SRP54 subunit, GTPase (InterPro:IPR000897); BEST Arabidopsis thaliana protein match is: Signal recognition particle, SRP54 subunit protein (TAIR:AT1G48900.2); Has 4395 Blast hits to 4395 proteins in 1809 species: Archae - 370; Bacteria - 2960; Metazoa - 150; Fungi - 154; Plants - 148; Viruses - 0; Other Eukaryotes - 613 (source: NCBI BLink).		protein_coding

		XLOC_032517		XLOC_032517		AT5G61070		5:24571170-24574372		WT leaves		ebs leaves		OK		0.525136		20.3449		5.28		2.58832		5.00E-05		0.000851471		yes				AT5G06570		AT5G06570.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-3 (InterPro:IPR013094); BEST Arabidopsis thaliana protein match is: carboxyesterase 17 (TAIR:AT5G16080.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_029499		XLOC_029499		AT5G06570		5:2007599-2011041		WT leaves		ebs leaves		OK		0.133989		5.06538		5.24		0.710609		0.00015		0.0022305		yes				AT3G49210		AT3G49210.1		O-acyltransferase (WSD1-like) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: O-acyltransferase, WSD1, C-terminal (InterPro:IPR009721), O-acyltransferase, WSD1, N-terminal (InterPro:IPR004255); BEST Arabidopsis thaliana protein match is: O-acyltransferase (WSD1-like) family protein (TAIR:AT3G49200.1); Has 1044 Blast hits to 1032 proteins in 166 species: Archae - 2; Bacteria - 797; Metazoa - 8; Fungi - 0; Plants - 224; Viruses - 0; Other Eukaryotes - 13 (source: NCBI BLink).		protein_coding

		XLOC_012443		XLOC_012443		AT2G24850		2:10582829-10585216		WT leaves		ebs leaves		OK		0.263689		9.77054		5.21		3.59887		5.00E-05		0.000851471		yes				AT5G03700		AT5G03700.1		D-mannose binding lectin protein with Apple-like carbohydrate-binding domain; FUNCTIONS IN: sugar binding; INVOLVED IN: recognition of pollen; LOCATED IN: plasma membrane; EXPRESSED IN: stem, sperm cell, hypocotyl, root; CONTAINS InterPro DOMAIN/s: Curculin-like (mannose-binding) lectin (InterPro:IPR001480), Apple-like (InterPro:IPR003609), PAN-1 domain (InterPro:IPR003014), S-locus glycoprotein (InterPro:IPR000858); BEST Arabidopsis thaliana protein match is: S-domain-2 5 (TAIR:AT4G32300.1); Has 2091 Blast hits to 2063 proteins in 74 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2091; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031965		XLOC_031965		AT5G50770		5:20646679-20648725		WT leaves		ebs leaves		OK		0.590472		19.9877		5.08		3.41589		5.00E-05		0.000851471		yes				AT3G50560		AT3G50560.1		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: oxidoreductase activity, binding, catalytic activity; INVOLVED IN: oxidation reduction, metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: NAD(P)-binding domain (InterPro:IPR016040), Glucose/ribitol dehydrogenase (InterPro:IPR002347), Short-chain dehydrogenase/reductase SDR (InterPro:IPR002198); BEST Arabidopsis thaliana protein match is: NAD(P)-binding Rossmann-fold superfamily protein (TAIR:AT5G10050.1); Has 28315 Blast hits to 28305 proteins in 2489 species: Archae - 298; Bacteria - 21162; Metazoa - 1441; Fungi - 797; Plants - 407; Viruses - 0; Other Eukaryotes - 4210 (source: NCBI BLink).		protein_coding

		XLOC_027963		XLOC_027963		AT5G45990		5:18651323-18653892		WT leaves		ebs leaves		OK		0.0473705		1.54555		5.03		2.96377		0.00385		0.0305232		yes				AT4G05470		AT4G05470.1		RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810); BEST Arabidopsis thaliana protein match is: RNI-like superfamily protein (TAIR:AT4G05475.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_015118		XLOC_015118		AT3G24230		3:8774615-8777407		WT leaves		ebs leaves		OK		0.258648		7.87163		4.93		1.51006		5.00E-05		0.000851471		yes				AT4G18250		AT4G18250.1		receptor serine/threonine kinase, putative; FUNCTIONS IN: transmembrane receptor protein serine/threonine kinase activity, kinase activity; INVOLVED IN: protein amino acid phosphorylation; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, LP.10 ten leaves visible, LP.02 two leaves visible, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase, catalytic domain (InterPro:IPR000719), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635), Thaumatin, conserved site (InterPro:IPR017949), Thaumatin, pathogenesis-related (InterPro:IPR001938); BEST Arabidopsis thaliana protein match is: receptor serine/threonine kinase, putative (TAIR:AT1G70250.1); Has 120088 Blast hits to 117149 proteins in 4431 species: Archae - 164; Bacteria - 12523; Metazoa - 44044; Fungi - 10148; Plants - 35501; Viruses - 371; Other Eukaryotes - 17337 (source: NCBI BLink).		protein_coding

		XLOC_001269		XLOC_001269		AT1G23220,AT1G23230		1:8242422-8251795		WT leaves		ebs leaves		OK		33.5079		955.8		4.83		2.32244		5.00E-05		0.000851471		yes				AT2G22880		AT2G22880.1		VQ motif-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, LP.10 ten leaves visible, LP.08 eight leaves visible, LP.12 twelve leaves visible; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT4G37710.1); Has 33 Blast hits to 33 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 33; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029464		XLOC_029464		AT5G05965		5:1790230-1792634		WT leaves		ebs leaves		OK		0.324917		9.22303		4.83		2.95258		0.0002		0.00287925		yes				AT2G27430		AT2G27430.1		ARM repeat superfamily protein; FUNCTIONS IN: binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Armadillo-like helical (InterPro:IPR011989), Armadillo-type fold (InterPro:IPR016024); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT4G31890.2); Has 565 Blast hits to 559 proteins in 33 species: Archae - 0; Bacteria - 2; Metazoa - 2; Fungi - 7; Plants - 536; Viruses - 0; Other Eukaryotes - 18 (source: NCBI BLink).		protein_coding

		XLOC_003419		XLOC_003419		AT1G65760		1:24458590-24459715		WT leaves		ebs leaves		OK		0.229799		6.50125		4.82		4.77931		0.0001		0.00156486		yes				AT1G67865		AT1G67865.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G67860.1); Has 13 Blast hits to 13 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 13; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012491		XLOC_012491		AT2G25680		2:10933060-10934551		WT leaves		ebs leaves		OK		0.147389		4.01324		4.77		0.830942		0.0002		0.00287925		yes				AT1G64065		AT1G64065.1		Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein family; CONTAINS InterPro DOMAIN/s: Late embryogenesis abundant protein, group 2 (InterPro:IPR004864); BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein family (TAIR:AT2G46150.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_018671		XLOC_018671		AT3G28740		3:10784888-10790553		WT leaves		ebs leaves		OK		1.6357		42.8842		4.71		3.17567		5.00E-05		0.000851471		yes				AT1G47480		AT1G47480.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: stem, hypocotyl, root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Lipase, GDXG, active site (InterPro:IPR002168), Alpha/beta hydrolase fold-3 (InterPro:IPR013094); BEST Arabidopsis thaliana protein match is: carboxyesterase 13 (TAIR:AT3G48700.1); Has 8596 Blast hits to 8578 proteins in 1414 species: Archae - 104; Bacteria - 4918; Metazoa - 486; Fungi - 808; Plants - 1365; Viruses - 3; Other Eukaryotes - 912 (source: NCBI BLink).		protein_coding

		XLOC_012476		XLOC_012476		AT2G25330		2:10788945-10791331		WT leaves		ebs leaves		OK		0.0807022		2.05209		4.67		3.73472		0.00055		0.00661714		yes				AT4G23880		AT4G23880.1		unknown protein; Has 73 Blast hits to 69 proteins in 22 species: Archae - 0; Bacteria - 4; Metazoa - 9; Fungi - 2; Plants - 18; Viruses - 0; Other Eukaryotes - 40 (source: NCBI BLink).		protein_coding

		XLOC_014099		XLOC_014099		AT3G07000		3:2209411-2211307		WT leaves		ebs leaves		OK		0.0591498		1.48729		4.65		0.462722		0.0058		0.0421587		yes				AT1G45063		AT1G45063.1		copper ion binding;electron carriers; FUNCTIONS IN: electron carrier activity, copper ion binding; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Plastocyanin-like (InterPro:IPR003245), Cupredoxin (InterPro:IPR008972), RNA-directed DNA polymerase (reverse transcriptase), related (InterPro:IPR015706); BEST Arabidopsis thaliana protein match is: plastocyanin-like domain-containing protein (TAIR:AT3G53330.1); Has 2845 Blast hits to 1561 proteins in 68 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2844; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_000687		XLOC_000687		AT1G13230		1:4520630-4522544		WT leaves		ebs leaves		OK		0.176026		4.31079		4.61		1.19982		0.00045		0.0056757		yes				AT4G29610		AT4G29610.1		Cytidine/deoxycytidylate deaminase family protein; FUNCTIONS IN: hydrolase activity, cytidine deaminase activity, zinc ion binding, catalytic activity; INVOLVED IN: cytidine deamination, cytidine metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Cytidine deaminase, homodimeric (InterPro:IPR006263), CMP/dCMP deaminase, zinc-binding (InterPro:IPR002125), Cytidine deaminase-like (InterPro:IPR016193), Cytidine/deoxycytidylate deaminase, zinc-binding domain (InterPro:IPR013171); BEST Arabidopsis thaliana protein match is: Cytidine/deoxycytidylate deaminase family protein (TAIR:AT4G29600.1); Has 3306 Blast hits to 3284 proteins in 1430 species: Archae - 58; Bacteria - 2532; Metazoa - 138; Fungi - 102; Plants - 130; Viruses - 0; Other Eukaryotes - 346 (source: NCBI BLink).		protein_coding

		XLOC_024402		XLOC_024402		AT4G21400		4:11399130-11401709		WT leaves		ebs leaves		OK		0.710373		14.9175		4.39		2.01191		5.00E-05		0.000851471		yes				AT5G41900		AT5G41900.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT1G64670.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_032536		XLOC_032536		AT5G61412		5:24686754-24687042		WT leaves		ebs leaves		OK		5.98947		122.737		4.36		6.09036		5.00E-05		0.000851471		yes				AT5G10660		AT5G10660.2		calmodulin-binding protein-related; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G24880.1).		protein_coding

		XLOC_011900		XLOC_011900		AT2G15555		2:6785903-6786976		WT leaves		ebs leaves		OK		0.206031		4.00304		4.28		4.46485		5.00E-05		0.000851471		yes				AT1G77855		AT1G77855.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G22030.1); Has 120 Blast hits to 120 proteins in 17 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 120; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030416		XLOC_030416		AT5G24090		5:8143698-8145252		WT leaves		ebs leaves		OK		0.570289		10.7928		4.24		3.16445		5.00E-05		0.000851471		yes				AT3G53310		AT3G53310.1		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT3G06160.2); Has 6284 Blast hits to 2802 proteins in 274 species: Archae - 3; Bacteria - 1667; Metazoa - 1559; Fungi - 645; Plants - 847; Viruses - 128; Other Eukaryotes - 1435 (source: NCBI BLink).		protein_coding

		XLOC_008623		XLOC_008623		AT2G05995		2:2325775-2326876		WT leaves		ebs leaves		OK		0.532273		8.72241		4.03		4.67221		5.00E-05		0.000851471		yes				AT1G05575		AT1G05575.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: anaerobic respiration; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G31945.1); Has 63 Blast hits to 63 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 63; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_024506		XLOC_024506		AT4G22950		4:12023914-12027421		WT leaves		ebs leaves		OK		0.432951		7.05654		4.03		0.534699		0.00125		0.0127815		yes				AT3G11390		AT3G11390.1		Cysteine/Histidine-rich C1 domain family protein; CONTAINS InterPro DOMAIN/s: DC1 (InterPro:IPR004146), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT3G11385.1); Has 2141 Blast hits to 1172 proteins in 142 species: Archae - 0; Bacteria - 55; Metazoa - 226; Fungi - 102; Plants - 1594; Viruses - 38; Other Eukaryotes - 126 (source: NCBI BLink).		protein_coding

		XLOC_031252		XLOC_031252		AT5G38900		5:15571253-15575618		WT leaves		ebs leaves		OK		0.181381		2.95265		4.02		1.352		0.0057		0.041595		yes				AT1G53860		AT1G53860.1		Remorin family protein; CONTAINS InterPro DOMAIN/s: Remorin, C-terminal (InterPro:IPR005516); BEST Arabidopsis thaliana protein match is: Remorin family protein (TAIR:AT1G30320.1); Has 458 Blast hits to 455 proteins in 58 species: Archae - 2; Bacteria - 9; Metazoa - 29; Fungi - 14; Plants - 379; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_012597		XLOC_012597		AT2G27430		2:11729825-11733210		WT leaves		ebs leaves		OK		0.218475		3.45074		3.98		1.07628		0.0001		0.00156486		yes				AT5G62730		AT5G62730.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport; LOCATED IN: membrane; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: nitrate transporter 1:2 (TAIR:AT1G69850.1); Has 6918 Blast hits to 6790 proteins in 1275 species: Archae - 0; Bacteria - 3368; Metazoa - 483; Fungi - 402; Plants - 2165; Viruses - 0; Other Eukaryotes - 500 (source: NCBI BLink).		protein_coding

		XLOC_021733		XLOC_021733		AT4G18960		4:10382855-10388539		WT leaves		ebs leaves		OK		0.069923		1.08193		3.95		1.65207		5.00E-05		0.000851471		yes				AT1G16515		AT1G16515.1		unknown protein; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_018437		XLOC_018437		AT3G25180		3:9167283-9169282		WT leaves		ebs leaves		OK		0.148981		2.19166		3.88		0.857267		0.0017		0.01632		yes				AT2G05995		AT2G05995.1		Unknown gene		other_rna

		XLOC_003220		XLOC_003220		AT1G62400		1:23090242-23091589		WT leaves		ebs leaves		OK		3.43885		50.2309		3.87		5.45972		5.00E-05		0.000851471		yes				AT3G16670		AT3G16670.1		Pollen Ole e 1 allergen and extensin family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to oxidative stress; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Pollen Ole e 1 allergen/extensin (InterPro:IPR006041); BEST Arabidopsis thaliana protein match is: Pollen Ole e 1 allergen and extensin family protein (TAIR:AT3G16660.1); Has 73 Blast hits to 73 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 72; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_016780		XLOC_016780		AT3G58780		3:21738459-21746545		WT leaves		ebs leaves		OK		0.0538401		0.748095		3.80		0.715848		5.00E-05		0.000851471		yes				AT3G52670		AT3G52670.1		FBD, F-box, Skp2-like and Leucine Rich Repeat domains containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT3G52680.2); Has 1954 Blast hits to 1906 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 1; Plants - 1949; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_014205		XLOC_014205		AT3G09490		3:2915558-2916673		WT leaves		ebs leaves		OK		0.512856		6.91673		3.75		1.98019		5.00E-05		0.000851471		yes				AT5G19230		AT5G19230.1		Glycoprotein membrane precursor GPI-anchored; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane; EXPRESSED IN: callus; BEST Arabidopsis thaliana protein match is: Glycoprotein membrane precursor GPI-anchored (TAIR:AT5G19240.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_006825		XLOC_006825		AT1G53260		1:19859266-19860976		WT leaves		ebs leaves		OK		0.155539		2.08796		3.75		1.33589		5.00E-05		0.000851471		yes				AT1G30730		AT1G30730.1		FAD-binding Berberine family protein; FUNCTIONS IN: electron carrier activity, oxidoreductase activity, FAD binding, catalytic activity; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: FAD-binding, type 2 (InterPro:IPR016166), Berberine/berberine-like (InterPro:IPR012951), FAD linked oxidase, N-terminal (InterPro:IPR006094); BEST Arabidopsis thaliana protein match is: FAD-binding Berberine family protein (TAIR:AT1G30720.1); Has 4813 Blast hits to 4783 proteins in 792 species: Archae - 53; Bacteria - 2083; Metazoa - 8; Fungi - 1639; Plants - 818; Viruses - 0; Other Eukaryotes - 212 (source: NCBI BLink).		protein_coding

		XLOC_014906		XLOC_014906		AT3G21010		3:7366209-7367748		WT leaves		ebs leaves		OK		0.15608		2.03377		3.70		3.81035		5.00E-05		0.000851471		yes				AT1G51620		AT1G51620.2		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: LP.06 six leaves visible, 4 anthesis, LP.10 ten leaves visible, LP.08 eight leaves visible, LP.12 twelve leaves visible; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT1G51805.1).		protein_coding

		XLOC_018304		XLOC_018304		AT3G22860		3:8090653-8093248		WT leaves		ebs leaves		OK		0.0779784		1.0125		3.70		3.49821		0.00025		0.00348795		yes				AT5G52750		AT5G52750.1		Heavy metal transport/detoxification superfamily protein ; FUNCTIONS IN: metal ion binding; INVOLVED IN: metal ion transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Heavy metal transport/detoxification protein (InterPro:IPR006121); BEST Arabidopsis thaliana protein match is: Copper transport protein family (TAIR:AT5G52760.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_000262		XLOC_000262		AT1G05894		1:1784802-1786292		WT leaves		ebs leaves		OK		0.38388		4.80759		3.65		1.20386		5.00E-05		0.000851471		yes				AT4G27657		AT4G27657.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 9 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G54145.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_006868		XLOC_006868		AT1G53860		1:20107106-20109511		WT leaves		ebs leaves		OK		0.468837		5.76756		3.62		1.80377		0.00055		0.00661714		yes				AT5G44910		AT5G44910.1		Toll-Interleukin-Resistance (TIR) domain family protein; FUNCTIONS IN: transmembrane receptor activity; INVOLVED IN: signal transduction, defense response, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: hypocotyl, root; CONTAINS InterPro DOMAIN/s: Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT5G45000.1); Has 1558 Blast hits to 1491 proteins in 44 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1558; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_022959		XLOC_022959		AT4G00390		4:171496-172843		WT leaves		ebs leaves		OK		0.399833		4.8707		3.61		2.3245		5.00E-05		0.000851471		yes				AT4G12010		AT4G12010.1		Disease resistance protein (TIR-NBS-LRR class) family; FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, apoptosis, defense response, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Leucine-rich repeat (InterPro:IPR001611), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) (TAIR:AT4G19510.1); Has 31049 Blast hits to 21052 proteins in 960 species: Archae - 20; Bacteria - 2553; Metazoa - 5096; Fungi - 331; Plants - 21936; Viruses - 4; Other Eukaryotes - 1109 (source: NCBI BLink).		protein_coding

		XLOC_016237		XLOC_016237		transcript:AT3G48650.1		3:18024662-18026149		WT leaves		ebs leaves		OK		0.329148		3.94665		3.58		5.03949		5.00E-05		0.000851471		yes				AT1G09932		AT1G09932.1		Phosphoglycerate mutase family protein; CONTAINS InterPro DOMAIN/s: Histidine phosphatase superfamily, clade-1 (InterPro:IPR013078); BEST Arabidopsis thaliana protein match is: Phosphoglycerate mutase family protein (TAIR:AT2G17280.2); Has 552 Blast hits to 552 proteins in 105 species: Archae - 0; Bacteria - 9; Metazoa - 0; Fungi - 272; Plants - 167; Viruses - 0; Other Eukaryotes - 104 (source: NCBI BLink).		protein_coding

		XLOC_028618		XLOC_028618		AT5G56910		5:23022921-23024205		WT leaves		ebs leaves		OK		1.62025		18.9621		3.55		3.04819		5.00E-05		0.000851471		yes				AT5G05060		AT5G05060.1		Cystatin/monellin superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: male gametophyte, cultured cell, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage; CONTAINS InterPro DOMAIN/s: Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT5G05040.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_000977		XLOC_000977		AT1G18390		1:6325641-6330098		WT leaves		ebs leaves		OK		0.315149		3.586		3.51		1.22055		5.00E-05		0.000851471		yes				AT5G05790		AT5G05790.1		Duplicated homeodomain-like superfamily protein; CONTAINS InterPro DOMAIN/s: Molecular chaperone, heat shock protein, Hsp40, DnaJ (InterPro:IPR015609), SANT, eukarya (InterPro:IPR017884), Myb-like DNA-binding domain, SHAQKYF class (InterPro:IPR006447), SANT, DNA-binding (InterPro:IPR001005), Myb, DNA-binding (InterPro:IPR014778), Homeodomain-like (InterPro:IPR009057), HTH transcriptional regulator, Myb-type, DNA-binding (InterPro:IPR017930); BEST Arabidopsis thaliana protein match is: Duplicated homeodomain-like superfamily protein (TAIR:AT3G11280.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_004353		XLOC_004353		AT1G02930		1:661176-662456		WT leaves		ebs leaves		OK		2.40639		26.6362		3.47		6.30647		5.00E-05		0.000851471		yes				AT1G61255		AT1G61255.1		BEST Arabidopsis thaliana protein match is: glycine-rich protein (TAIR:AT4G21620.2); Has 58 Blast hits to 58 proteins in 12 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 56; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_022744		XLOC_022744		AT4G36600		4:17263665-17265100		WT leaves		ebs leaves		OK		0.304493		3.30792		3.44		1.31648		0.0001		0.00156486		yes				AT5G67340		AT5G67340.1		ARM repeat superfamily protein; FUNCTIONS IN: ubiquitin-protein ligase activity, binding; INVOLVED IN: protein ubiquitination; LOCATED IN: endomembrane system, ubiquitin ligase complex; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: U box domain (InterPro:IPR003613), Armadillo-like helical (InterPro:IPR011989), Armadillo (InterPro:IPR000225), Armadillo-type fold (InterPro:IPR016024); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein with ARM repeat domain (TAIR:AT2G23140.2); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_017630		XLOC_017630		AT3G11150		3:3492866-3494653		WT leaves		ebs leaves		OK		0.413484		4.44881		3.43		2.11907		5.00E-05		0.000851471		yes				AT1G35210		AT1G35210.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF740 (InterPro:IPR008004); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G22470.1); Has 83 Blast hits to 83 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 81; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_024230		XLOC_024230		AT4G18250		4:10087342-10091963		WT leaves		ebs leaves		OK		0.107203		1.15081		3.42		4.03513		5.00E-05		0.000851471		yes				AT4G11320		AT4G11320.1		Papain family cysteine protease; FUNCTIONS IN: cysteine-type endopeptidase activity, cysteine-type peptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Proteinase inhibitor I29, cathepsin propeptide (InterPro:IPR013201), Peptidase C1A, papain (InterPro:IPR013128), Peptidase C1A, papain C-terminal (InterPro:IPR000668), Peptidase, cysteine peptidase active site (InterPro:IPR000169); BEST Arabidopsis thaliana protein match is: Papain family cysteine protease (TAIR:AT4G11310.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_028276		XLOC_028276		AT5G51480		5:20910243-20913451		WT leaves		ebs leaves		OK		0.437649		4.5924		3.39		4.62066		5.00E-05		0.000851471		yes				AT4G23870		AT4G23870.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G11020.1); Has 12 Blast hits to 12 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 12; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_001721		XLOC_001721		AT1G31580		1:11311168-11311989		WT leaves		ebs leaves		OK		2.32031		23.7997		3.36		6.54763		5.00E-05		0.000851471		yes				AT4G12490		AT4G12490.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT4G12500.1); Has 18352 Blast hits to 7356 proteins in 861 species: Archae - 114; Bacteria - 4375; Metazoa - 2713; Fungi - 1220; Plants - 5360; Viruses - 1445; Other Eukaryotes - 3125 (source: NCBI BLink).		protein_coding

		XLOC_027694		XLOC_027694		AT5G41761		5:16711436-16712031		WT leaves		ebs leaves		OK		1.24378		12.7152		3.35		5.0697		5.00E-05		0.000851471		yes				AT2G38240		AT2G38240.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity; INVOLVED IN: response to salt stress; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT5G05600.1); Has 8819 Blast hits to 8740 proteins in 1012 species: Archae - 0; Bacteria - 1137; Metazoa - 112; Fungi - 1067; Plants - 5036; Viruses - 0; Other Eukaryotes - 1467 (source: NCBI BLink).		protein_coding

		XLOC_019371		XLOC_019371		AT3G46090		3:16926215-16926850		WT leaves		ebs leaves		OK		0.469626		4.79327		3.35		1.01371		0.0015		0.0147359		yes				AT1G52342		AT1G52342.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_028014		XLOC_028014		AT5G46850		5:19010607-19014004		WT leaves		ebs leaves		OK		3.79096		36.7073		3.28		1.99604		5.00E-05		0.000851471		yes				AT5G41750		AT5G41750.1		Disease resistance protein (TIR-NBS-LRR class) family; FUNCTIONS IN: transmembrane receptor activity, nucleoside-triphosphatase activity, nucleotide binding, ATP binding; INVOLVED IN: signal transduction, defense response, apoptosis, innate immune response; LOCATED IN: intrinsic to membrane; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), NB-ARC (InterPro:IPR002182), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT5G41740.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_007544		XLOC_007544		AT1G66830		1:24930664-24932918		WT leaves		ebs leaves		OK		0.859472		8.16962		3.25		3.05487		5.00E-05		0.000851471		yes				AT3G22060		AT3G22060.1		contains Pfam profile: PF01657 Domain of unknown function that is usually associated with protein kinase domain Pfam:PF00069, however this protein does not have the protein kinase domain		protein_coding

		XLOC_026731		XLOC_026731		AT5G25250		5:8749726-8751636		WT leaves		ebs leaves		OK		0.257974		2.21478		3.10		1.8025		5.00E-05		0.000851471		yes				AT5G61660		AT5G61660.1		glycine-rich protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_017902		XLOC_017902		AT3G15356		3:5174401-5175469		WT leaves		ebs leaves		OK		1.32129		11.134		3.07		3.63715		5.00E-05		0.000851471		yes				AT3G21050		AT3G21050.1		transposable element gene; copia-like retrotransposon family, has a 8.8e-18 P-value blast match to gb|AAO73527.1| gag-pol polyprotein (Glycine max) (SIRE1) (Ty1_Copia-family)		transposable_element_gene

		XLOC_032679		XLOC_032679		AT5G64120		5:25659305-25661002		WT leaves		ebs leaves		OK		1.3936		11.6918		3.07		4.75415		5.00E-05		0.000851471		yes				AT5G48657		AT5G48657.1		defense protein-related; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; BEST Arabidopsis thaliana protein match is: RPM1-interacting protein 4 (RIN4) family protein (TAIR:AT3G07195.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_005565		XLOC_005565		AT1G24260		1:8593636-8596105		WT leaves		ebs leaves		OK		1.81308		15.0531		3.05		3.89093		5.00E-05		0.000851471		yes				AT3G25610		AT3G25610.1		ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism; INVOLVED IN: phospholipid transport, ATP biosynthetic process; LOCATED IN: plasma membrane; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, P-type, phospholipid-translocating, flippase (InterPro:IPR006539), ATPase, P-type, ATPase-associated domain (InterPro:IPR008250), ATPase, P-type, K/Mg/Cd/Cu/Zn/Na/Ca/Na/H-transporter (InterPro:IPR001757), ATPase, P-type phosphorylation site (InterPro:IPR018303); BEST Arabidopsis thaliana protein match is: autoinhibited Ca2+/ATPase II (TAIR:AT1G13210.1); Has 13604 Blast hits to 12205 proteins in 1686 species: Archae - 149; Bacteria - 4503; Metazoa - 3227; Fungi - 2074; Plants - 1200; Viruses - 3; Other Eukaryotes - 2448 (source: NCBI BLink).		protein_coding

		XLOC_005753		XLOC_005753		AT1G28480		1:10013473-10014073		WT leaves		ebs leaves		OK		0.67204		5.51463		3.04		2.21605		5.00E-05		0.000851471		yes				AT5G42510		AT5G42510.1		Disease resistance-responsive (dirigent-like protein) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: defense response; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Plant disease resistance response protein (InterPro:IPR004265); BEST Arabidopsis thaliana protein match is: Disease resistance-responsive (dirigent-like protein) family protein (TAIR:AT5G42500.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_008465		XLOC_008465		AT2G03710		2:1129267-1131838		WT leaves		ebs leaves		OK		0.264007		2.14519		3.02		1.50354		0.00055		0.00661714		yes				AT1G14120		AT1G14120.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors, oxidoreductase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: hypocotyl, root; CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT1G14130.1); Has 6316 Blast hits to 6255 proteins in 769 species: Archae - 0; Bacteria - 698; Metazoa - 67; Fungi - 416; Plants - 4549; Viruses - 0; Other Eukaryotes - 586 (source: NCBI BLink).		protein_coding

		XLOC_027532		XLOC_027532		AT5G39020		5:15616916-15619358		WT leaves		ebs leaves		OK		0.134674		1.08872		3.02		3.74035		5.00E-05		0.000851471		yes				AT3G62455		AT3G62455.1		transposable element gene; copia-like retrotransposon family, has a 7.1e-232 P-value blast match to gb|AAO73529.1| gag-pol polyprotein (Glycine max) (SIRE1) (Ty1_Copia-family)		transposable_element_gene

		XLOC_024639		XLOC_024639		AT4G25434		4:13003975-13005863		WT leaves		ebs leaves		OK		0.572621		4.61068		3.01		1.58043		5.00E-05		0.000851471		yes				AT1G16260		AT1G16260.1		Wall-associated kinase family protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system, integral to membrane; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Wall-associated kinase (InterPro:IPR013695), EGF-like calcium-binding, conserved site (InterPro:IPR018097), Protein kinase, catalytic domain (InterPro:IPR000719), EGF calcium-binding (InterPro:IPR013091), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Wall-associated kinase family protein (TAIR:AT1G79670.1); Has 123075 Blast hits to 119967 proteins in 4481 species: Archae - 119; Bacteria - 13868; Metazoa - 46954; Fungi - 10147; Plants - 33759; Viruses - 489; Other Eukaryotes - 17739 (source: NCBI BLink).		protein_coding

		XLOC_001305		XLOC_001305		AT1G24147		1:8542445-8543474		WT leaves		ebs leaves		OK		0.848227		6.82944		3.01		3.3646		5.00E-05		0.000851471		yes				AT3G55240		AT3G55240.1		Overexpression leads to PEL (Pseudo-Etiolation in Light) phenotype.		protein_coding

		XLOC_001019		XLOC_001019		AT1G19020		1:6568072-6568597		WT leaves		ebs leaves		OK		1.27972		10.2681		3.00		3.57271		5.00E-05		0.000851471		yes				AT4G00390		AT4G00390.1		DNA-binding storekeeper protein-related transcriptional regulator; FUNCTIONS IN: transcription regulator activity; LOCATED IN: nucleolus; EXPRESSED IN: seed; EXPRESSED DURING: E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF573 (InterPro:IPR007592); BEST Arabidopsis thaliana protein match is: DNA-binding storekeeper protein-related transcriptional regulator (TAIR:AT1G61730.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_029442		XLOC_029442		AT5G05420		5:1604039-1604823		WT leaves		ebs leaves		OK		0.976676		7.6296		2.97		3.08533		0.00015		0.0022305		yes				AT3G57540		AT3G57540.1		Remorin family protein; CONTAINS InterPro DOMAIN/s: Remorin, C-terminal (InterPro:IPR005516); BEST Arabidopsis thaliana protein match is: Remorin family protein (TAIR:AT2G41870.1); Has 443 Blast hits to 443 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 1; Plants - 440; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_017387		XLOC_017387		AT3G06570		3:2047304-2048553		WT leaves		ebs leaves		OK		3.57392		27.3682		2.94		5.14223		5.00E-05		0.000851471		yes				AT1G56520		AT1G56520.2		Disease resistance protein (TIR-NBS-LRR class) family; FUNCTIONS IN: transmembrane receptor activity, nucleoside-triphosphatase activity, nucleotide binding, ATP binding; INVOLVED IN: signal transduction, defense response, apoptosis, innate immune response; LOCATED IN: intrinsic to membrane; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), NB-ARC (InterPro:IPR002182), Disease resistance protein (InterPro:IPR000767), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) (TAIR:AT1G56510.1).		protein_coding

		XLOC_027876		XLOC_027876		AT5G44570		5:17964415-17966496		WT leaves		ebs leaves		OK		1.27073		9.71553		2.93		0.815061		0.0002		0.00287925		yes				AT1G63350		AT1G63350.1		Disease resistance protein (CC-NBS-LRR class) family; FUNCTIONS IN: ATP binding; INVOLVED IN: N-terminal protein myristoylation, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing protein (InterPro:IPR015766), NB-ARC (InterPro:IPR002182), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: Disease resistance protein (CC-NBS-LRR class) family (TAIR:AT1G62630.1); Has 18724 Blast hits to 16763 proteins in 698 species: Archae - 14; Bacteria - 926; Metazoa - 3029; Fungi - 209; Plants - 14107; Viruses - 4; Other Eukaryotes - 435 (source: NCBI BLink).		protein_coding

		XLOC_026008		XLOC_026008		AT5G10660		5:3370517-3372838		WT leaves		ebs leaves		OK		0.158714		1.20613		2.93		0.830698		0.00165		0.0159059		yes				AT5G05320		AT5G05320.1		FAD/NAD(P)-binding oxidoreductase family protein; FUNCTIONS IN: monooxygenase activity; INVOLVED IN: oxidation reduction; LOCATED IN: cellular_component unknown; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Monooxygenase, FAD-binding (InterPro:IPR002938); BEST Arabidopsis thaliana protein match is: FAD/NAD(P)-binding oxidoreductase family protein (TAIR:AT4G38540.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_001899		XLOC_001899		AT1G34460		1:12595109-12599628		WT leaves		ebs leaves		OK		0.214723		1.56322		2.86		1.42053		5.00E-05		0.000851471		yes				AT2G20670		AT2G20670.1		Protein of unknown function (DUF506) ; LOCATED IN: chloroplast; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF506, plant (InterPro:IPR006502); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF506)  (TAIR:AT4G32480.1); Has 375 Blast hits to 373 proteins in 24 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 373; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_001676		XLOC_001676		AT1G30730		1:10900853-10902534		WT leaves		ebs leaves		OK		0.101587		0.73797		2.86		2.38742		0.0022		0.0198837		yes				AT3G55646		AT3G55646.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G39855.2); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_004602		XLOC_004602		AT1G07150		1:2193940-2195798		WT leaves		ebs leaves		OK		1.38925		10.0472		2.85		2.02868		5.00E-05		0.000851471		yes				AT2G23680		AT2G23680.1		Cold acclimation protein WCOR413 family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to stress; LOCATED IN: membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, LP.10 ten leaves visible, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: Cold acclimation WCOR413 (InterPro:IPR008892); BEST Arabidopsis thaliana protein match is: Cold acclimation protein WCOR413 family (TAIR:AT4G37220.1); Has 150 Blast hits to 147 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 150; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013231		XLOC_013231		AT2G38240		2:16012534-16014753		WT leaves		ebs leaves		OK		0.390688		2.79983		2.84		2.00129		5.00E-05		0.000851471		yes				AT4G39830		AT4G39830.1		Cupredoxin superfamily protein; FUNCTIONS IN: oxidoreductase activity, L-ascorbate oxidase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: endomembrane system, extracellular region; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Multicopper oxidase, type 2 (InterPro:IPR011706), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, copper-binding site (InterPro:IPR002355), Multicopper oxidase, type 1 (InterPro:IPR001117), L-ascorbate oxidase, plants (InterPro:IPR017760); BEST Arabidopsis thaliana protein match is: Plant L-ascorbate oxidase (TAIR:AT5G21100.1); Has 10346 Blast hits to 8779 proteins in 1558 species: Archae - 67; Bacteria - 4905; Metazoa - 456; Fungi - 3230; Plants - 1293; Viruses - 0; Other Eukaryotes - 395 (source: NCBI BLink).		protein_coding

		XLOC_003817		XLOC_003817		AT1G72890		1:27429915-27431960		WT leaves		ebs leaves		OK		3.13949		22.2911		2.83		4.8999		5.00E-05		0.000851471		yes				AT2G32160		AT2G32160.3		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: N2227-like (InterPro:IPR012901); BEST Arabidopsis thaliana protein match is: S-adenosyl-L-methionine-dependent methyltransferases superfamily protein (TAIR:AT2G32170.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_015057		XLOC_015057		AT3G23290		3:8326824-8328132		WT leaves		ebs leaves		OK		0.49636		3.52081		2.83		1.68873		0.0003		0.00405131		yes				AT5G57640		AT5G57640.1		GCK domain-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: N-terminal protein myristoylation; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: GCK (InterPro:IPR012891); BEST Arabidopsis thaliana protein match is: GCK domain-containing protein (TAIR:AT5G57570.1); Has 362 Blast hits to 345 proteins in 84 species: Archae - 0; Bacteria - 11; Metazoa - 131; Fungi - 19; Plants - 81; Viruses - 15; Other Eukaryotes - 105 (source: NCBI BLink).		protein_coding

		XLOC_020621		XLOC_020621		AT4G03610		4:1604938-1606982		WT leaves		ebs leaves		OK		1.69969		11.9948		2.82		2.18974		5.00E-05		0.000851471		yes				AT5G28630		AT5G28630.1		glycine-rich protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G28610.1); Has 3156 Blast hits to 2062 proteins in 232 species: Archae - 6; Bacteria - 50; Metazoa - 1681; Fungi - 287; Plants - 258; Viruses - 160; Other Eukaryotes - 714 (source: NCBI BLink).		protein_coding

		XLOC_005056		XLOC_005056		AT1G14880		1:5132534-5133716		WT leaves		ebs leaves		OK		3.15824		21.9224		2.80		5.14655		5.00E-05		0.000851471		yes				AT5G38900		AT5G38900.1		Thioredoxin superfamily protein; FUNCTIONS IN: protein disulfide oxidoreductase activity; INVOLVED IN: defense response to fungus, incompatible interaction; LOCATED IN: cellular_component unknown; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: DSBA oxidoreductase (InterPro:IPR001853), Thioredoxin-like fold (InterPro:IPR012336); Has 2126 Blast hits to 2126 proteins in 739 species: Archae - 17; Bacteria - 1478; Metazoa - 14; Fungi - 129; Plants - 62; Viruses - 0; Other Eukaryotes - 426 (source: NCBI BLink).		protein_coding

		XLOC_029443		XLOC_029443		AT5G05430		5:1605274-1607656		WT leaves		ebs leaves		OK		0.756717		5.21573		2.79		2.26137		0.0059		0.0426846		yes				AT3G28310		AT3G28310.1		Protein of unknown function (DUF677); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT3G28290.1); Has 57 Blast hits to 57 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 57; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_025982		XLOC_025982		AT5G10100		5:3157979-3161708		WT leaves		ebs leaves		OK		0.188152		1.26767		2.75		0.803838		0.0029		0.0245348		yes				AT3G15420		AT3G15420.1		Transcription factor TFIIIC, tau55-related protein; CONTAINS InterPro DOMAIN/s: Transcription factor TFIIIC, tau55-related (InterPro:IPR019481); BEST Arabidopsis thaliana protein match is: Transcription factor TFIIIC, tau55-related protein (TAIR:AT1G80745.1); Has 31 Blast hits to 31 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 31; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002703		XLOC_002703		AT1G52820		1:19669182-19670427		WT leaves		ebs leaves		OK		1.15946		7.79227		2.75		2.15554		5.00E-05		0.000851471		yes				AT5G19240		AT5G19240.1		Glycoprotein membrane precursor GPI-anchored; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 14 growth stages; BEST Arabidopsis thaliana protein match is: Glycoprotein membrane precursor GPI-anchored (TAIR:AT5G19230.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_024987		XLOC_024987		AT4G31520		4:15278280-15281739		WT leaves		ebs leaves		OK		0.152504		1.02292		2.75		3.23998		5.00E-05		0.000851471		yes				AT2G40130		AT2G40130.2		Double Clp-N motif-containing P-loop nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: ATP binding; INVOLVED IN: biological_process unknown; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: ATPase, AAA-2 (InterPro:IPR013093); BEST Arabidopsis thaliana protein match is: Double Clp-N motif-containing P-loop nucleoside triphosphate hydrolases superfamily protein (TAIR:AT2G29970.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_030593		XLOC_030593		AT5G27345		5:9641504-9643917		WT leaves		ebs leaves		OK		3.02644		20.229		2.74		10.2661		5.00E-05		0.000851471		yes				AT4G39670		AT4G39670.1		Glycolipid transfer protein (GLTP) family protein; FUNCTIONS IN: glycolipid transporter activity, glycolipid binding; INVOLVED IN: glycolipid transport; LOCATED IN: cytoplasm; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Glycolipid transfer protein, GLTP (InterPro:IPR014830); BEST Arabidopsis thaliana protein match is: Glycolipid transfer protein (GLTP) family protein (TAIR:AT2G34690.1); Has 290 Blast hits to 289 proteins in 84 species: Archae - 0; Bacteria - 0; Metazoa - 119; Fungi - 22; Plants - 133; Viruses - 0; Other Eukaryotes - 16 (source: NCBI BLink).		protein_coding

		XLOC_005122		XLOC_005122		AT1G16070		1:5511872-5513896		WT leaves		ebs leaves		OK		0.690645		4.60167		2.74		1.29902		0.0015		0.0147359		yes				AT3G41768		AT3G41768.1		rRNA; 18SrRNA		ribosomal_rna

		XLOC_004516		XLOC_004516		AT1G05575		1:1661690-1662187		WT leaves		ebs leaves		OK		1.26566		8.32261		2.72		2.27534		0.0005		0.00615957		yes				AT3G49970		AT3G49970.1		Phototropic-responsive NPH3 family protein; FUNCTIONS IN: signal transducer activity; INVOLVED IN: response to light stimulus; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: NPH3 (InterPro:IPR004249), BTB/POZ (InterPro:IPR013069), BTB/POZ fold (InterPro:IPR011333); BEST Arabidopsis thaliana protein match is: Phototropic-responsive NPH3 family protein (TAIR:AT5G67385.1); Has 857 Blast hits to 837 proteins in 35 species: Archae - 0; Bacteria - 0; Metazoa - 19; Fungi - 0; Plants - 832; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_017056		XLOC_017056		AT3G01290		3:88053-89422		WT leaves		ebs leaves		OK		3.17204		20.6886		2.71		4.6556		5.00E-05		0.000851471		yes				AT2G43200		AT2G43200.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF248, methyltransferase putative (InterPro:IPR004159); BEST Arabidopsis thaliana protein match is: S-adenosyl-L-methionine-dependent methyltransferases superfamily protein (TAIR:AT4G00750.1); Has 1253 Blast hits to 1210 proteins in 135 species: Archae - 14; Bacteria - 180; Metazoa - 5; Fungi - 11; Plants - 985; Viruses - 0; Other Eukaryotes - 58 (source: NCBI BLink).		protein_coding

		XLOC_007739		XLOC_007739		AT1G70140		1:26412687-26415230		WT leaves		ebs leaves		OK		0.255921		1.63704		2.68		1.18173		5.00E-05		0.000851471		yes				AT3G13403		AT3G13403.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_028350		XLOC_028350		AT5G52750		5:21384042-21384924		WT leaves		ebs leaves		OK		0.709501		4.43654		2.64		2.05019		0.0026		0.0224687		yes				AT1G78950		AT1G78950.1		Terpenoid cyclases family protein; CONTAINS InterPro DOMAIN/s: Terpene synthase, conserved site (InterPro:IPR002365), Squalene cyclase (InterPro:IPR018333), Terpenoid cylases/protein prenyltransferase alpha-alpha toroid (InterPro:IPR008930), Prenyltransferase/squalene oxidase (InterPro:IPR001330); BEST Arabidopsis thaliana protein match is: camelliol C synthase 1 (TAIR:AT1G78955.1); Has 2107 Blast hits to 2005 proteins in 574 species: Archae - 6; Bacteria - 886; Metazoa - 160; Fungi - 240; Plants - 609; Viruses - 0; Other Eukaryotes - 206 (source: NCBI BLink).		protein_coding

		XLOC_030430		XLOC_030430		AT5G24290		5:8263131-8265741		WT leaves		ebs leaves		OK		0.393032		2.44507		2.64		1.35458		0.00015		0.0022305		yes				AT1G19020		AT1G19020.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G48180.1); Has 88 Blast hits to 88 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 88; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013037		XLOC_013037		AT2G34960		2:14744036-14745961		WT leaves		ebs leaves		OK		0.207737		1.28142		2.62		1.09644		0.00055		0.00661714		yes				AT1G66830		AT1G66830.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: plasma membrane; EXPRESSED IN: stem, hypocotyl, sepal, leaf; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT2G01210.1); Has 121089 Blast hits to 82397 proteins in 2596 species: Archae - 89; Bacteria - 7409; Metazoa - 30949; Fungi - 4935; Plants - 65982; Viruses - 167; Other Eukaryotes - 11558 (source: NCBI BLink).		protein_coding

		XLOC_001988		XLOC_001988		AT1G35710		1:13220939-13224681		WT leaves		ebs leaves		OK		0.331059		2.03478		2.62		1.17358		5.00E-05		0.000851471		yes				AT1G78750		AT1G78750.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G69630.1); Has 2149 Blast hits to 2093 proteins in 31 species: Archae - 0; Bacteria - 0; Metazoa - 9; Fungi - 0; Plants - 2138; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_008624		XLOC_008624		AT2G06002		2:2330775-2331479		WT leaves		ebs leaves		OK		0.557882		3.4188		2.62		2.98443		5.00E-05		0.000851471		yes				AT4G39590		AT4G39590.1		Galactose oxidase/kelch repeat superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: sperm cell, sepal, male gametophyte, flower, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT1G61540.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_019459		XLOC_019459		AT3G47480		3:17496353-17496947		WT leaves		ebs leaves		OK		0.704978		4.30466		2.61		2.93624		5.00E-05		0.000851471		yes				AT5G61100		AT5G61100.1		BEST Arabidopsis thaliana protein match is: zinc ion binding (TAIR:AT5G61110.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_012422		XLOC_012422		AT2G24600		2:10452115-10454524		WT leaves		ebs leaves		OK		0.495303		3.0087		2.60		2.37613		5.00E-05		0.000851471		yes				AT1G67105		AT1G67105.1		other RNA		other_rna

		XLOC_025841		XLOC_025841		AT5G07280		5:2285039-2288686		WT leaves		ebs leaves		OK		3.69545		22.2481		2.59		4.56459		5.00E-05		0.000851471		yes				AT3G28320		AT3G28320.1		Protein of unknown function (DUF677); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT3G28290.1); Has 148 Blast hits to 148 proteins in 25 species: Archae - 0; Bacteria - 23; Metazoa - 1; Fungi - 0; Plants - 118; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_024589		XLOC_024589		AT4G24540		4:12670964-12674072		WT leaves		ebs leaves		OK		1.43903		8.65913		2.59		3.7092		5.00E-05		0.000851471		yes				AT1G01390		AT1G01390.1		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: UDP-glycosyltransferase activity, transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-glucosyl transferase 72B3 (TAIR:AT1G01420.1); Has 7970 Blast hits to 7908 proteins in 429 species: Archae - 0; Bacteria - 359; Metazoa - 2438; Fungi - 37; Plants - 5024; Viruses - 48; Other Eukaryotes - 64 (source: NCBI BLink).		protein_coding

		XLOC_002616		XLOC_002616		AT1G51270		1:19007509-19011272		WT leaves		ebs leaves		OK		2.24161		13.2252		2.56		1.80838		5.00E-05		0.000851471		yes				AT2G24600		AT2G24600.3		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT1G10340.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_031466		XLOC_031466		AT5G42530		5:17004737-17005393		WT leaves		ebs leaves		OK		23.9282		139.658		2.55		8.82008		5.00E-05		0.000851471		yes				AT5G01610		AT5G01610.1		Protein of unknown function, DUF538; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF538 (InterPro:IPR007493); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF538 (TAIR:AT3G08890.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_030041		XLOC_030041		AT5G16980		5:5579053-5580929		WT leaves		ebs leaves		OK		1.1156		6.466		2.54		2.26899		5.00E-05		0.000851471		yes				AT3G57460		AT3G57460.1		catalytics;metal ion binding; FUNCTIONS IN: catalytic activity, metal ion binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Metalloenzyme, LuxS/M16 peptidase-like, metal-binding (InterPro:IPR011249); BEST Arabidopsis thaliana protein match is: Insulinase (Peptidase family M16) family protein (TAIR:AT3G57470.1); Has 1493 Blast hits to 898 proteins in 288 species: Archae - 0; Bacteria - 451; Metazoa - 456; Fungi - 242; Plants - 223; Viruses - 0; Other Eukaryotes - 121 (source: NCBI BLink).		protein_coding

		XLOC_003932		XLOC_003932		AT1G75040		1:28177702-28178940		WT leaves		ebs leaves		OK		5.18985		29.8989		2.53		6.00616		5.00E-05		0.000851471		yes				AT1G31920		AT1G31920.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G66520.1); Has 36071 Blast hits to 13961 proteins in 258 species: Archae - 0; Bacteria - 3; Metazoa - 83; Fungi - 93; Plants - 35305; Viruses - 0; Other Eukaryotes - 587 (source: NCBI BLink).		protein_coding

		XLOC_007926		XLOC_007926		AT1G74000		1:27829141-27831431		WT leaves		ebs leaves		OK		2.26841		12.9877		2.52		0.658251		0.003		0.0250717		yes				AT1G52820		AT1G52820.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT4G03070.1); Has 7837 Blast hits to 7765 proteins in 980 species: Archae - 0; Bacteria - 1096; Metazoa - 64; Fungi - 795; Plants - 4683; Viruses - 0; Other Eukaryotes - 1199 (source: NCBI BLink).		protein_coding

		XLOC_009853		XLOC_009853		AT2G26695		2:11365097-11365965		WT leaves		ebs leaves		OK		1.31696		7.53651		2.52		3.54433		5.00E-05		0.000851471		yes				AT2G43150		AT2G43150.1		Proline-rich extensin-like family protein; FUNCTIONS IN: structural constituent of cell wall; INVOLVED IN: plant-type cell wall organization; LOCATED IN: endomembrane system; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Extensin-like repeat (InterPro:IPR006706); Has 134937 Blast hits to 39196 proteins in 1663 species: Archae - 308; Bacteria - 21148; Metazoa - 50725; Fungi - 18898; Plants - 23643; Viruses - 3727; Other Eukaryotes - 16488 (source: NCBI BLink).		protein_coding

		XLOC_025519		XLOC_025519		AT5G01760		5:291711-294304		WT leaves		ebs leaves		OK		0.177404		1.00815		2.51		0.905615		0.00235		0.0208329		yes				AT2G41090		AT2G41090.1		Calcium-binding EF-hand family protein; FUNCTIONS IN: calcium ion binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: EF-Hand 1, calcium-binding site (InterPro:IPR018247), EF-HAND 2 (InterPro:IPR018249), EF-hand-like domain (InterPro:IPR011992), Calcium-binding EF-hand (InterPro:IPR002048), EF-hand (InterPro:IPR018248); BEST Arabidopsis thaliana protein match is: calmodulin 5 (TAIR:AT2G27030.3); Has 24843 Blast hits to 18222 proteins in 1715 species: Archae - 1; Bacteria - 127; Metazoa - 10608; Fungi - 5338; Plants - 5376; Viruses - 2; Other Eukaryotes - 3391 (source: NCBI BLink).		protein_coding

		XLOC_028295		XLOC_028295		AT5G51790		5:21039761-21040594		WT leaves		ebs leaves		OK		5.752		32.5215		2.50		6.88501		5.00E-05		0.000851471		yes				AT5G39030		AT5G39030.1		Protein kinase superfamily protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Malectin/receptor-like protein kinase (InterPro:IPR021720), Protein kinase, catalytic domain (InterPro:IPR000719), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Malectin/receptor-like protein kinase family protein (TAIR:AT5G39020.1); Has 115892 Blast hits to 114373 proteins in 4327 species: Archae - 137; Bacteria - 12603; Metazoa - 43642; Fungi - 9860; Plants - 32580; Viruses - 298; Other Eukaryotes - 16772 (source: NCBI BLink).		protein_coding

		XLOC_026448		XLOC_026448		AT5G19230		5:6467526-6468484		WT leaves		ebs leaves		OK		1.46369		8.21486		2.49		4.04451		5.00E-05		0.000851471		yes				AT4G32870		AT4G32870.1		Polyketide cyclase/dehydrase and lipid transport superfamily protein; CONTAINS InterPro DOMAIN/s: Polyketide cyclase/dehydrase (InterPro:IPR019587); BEST Arabidopsis thaliana protein match is: Polyketide cyclase/dehydrase and lipid transport superfamily protein (TAIR:AT2G25770.2); Has 254 Blast hits to 254 proteins in 94 species: Archae - 0; Bacteria - 125; Metazoa - 0; Fungi - 0; Plants - 118; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding

		XLOC_027534		XLOC_027534		AT5G39030		5:15620065-15622486		WT leaves		ebs leaves		OK		0.64993		3.64626		2.49		5.68104		5.00E-05		0.000851471		yes				AT2G37030		AT2G37030.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT3G53250.1); Has 1122 Blast hits to 1114 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1121; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_002510		XLOC_002510		AT1G49320		1:18246304-18247992		WT leaves		ebs leaves		OK		0.79427		4.41334		2.47		2.98939		5.00E-05		0.000851471		yes				AT5G44572		AT5G44572.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 7 Blast hits to 7 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031841		XLOC_031841		AT5G48657		5:19733883-19735550		WT leaves		ebs leaves		OK		0.324953		1.77669		2.45		1.51359		0.0001		0.00156486		yes				AT2G43620		AT2G43620.1		Chitinase family protein; FUNCTIONS IN: chitin binding, chitinase activity; INVOLVED IN: response to salt stress; LOCATED IN: apoplast; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Chitin-binding, type 1, conserved site (InterPro:IPR018371), Glycoside hydrolase, family 19 (InterPro:IPR016283), Chitin-binding, type 1 (InterPro:IPR001002), Glycoside hydrolase, family 19, catalytic (InterPro:IPR000726); BEST Arabidopsis thaliana protein match is: Chitinase family protein (TAIR:AT2G43610.1); Has 3021 Blast hits to 2751 proteins in 582 species: Archae - 0; Bacteria - 707; Metazoa - 34; Fungi - 290; Plants - 1778; Viruses - 39; Other Eukaryotes - 173 (source: NCBI BLink).		protein_coding

		XLOC_033146		XLOC_033146		ATCG01100		Pt:119846-122009		WT leaves		ebs leaves		OK		0.295826		1.60685		2.44		2.5856		0.00025		0.00348795		yes				AT1G78460		AT1G78460.1		SOUL heme-binding family protein; FUNCTIONS IN: binding; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: SOUL haem-binding protein (InterPro:IPR006917); BEST Arabidopsis thaliana protein match is: SOUL heme-binding family protein (TAIR:AT1G17100.1); Has 1017 Blast hits to 990 proteins in 102 species: Archae - 6; Bacteria - 81; Metazoa - 199; Fungi - 0; Plants - 147; Viruses - 0; Other Eukaryotes - 584 (source: NCBI BLink).		protein_coding

		XLOC_029437		XLOC_029437		AT5G05320		5:1575005-1576731		WT leaves		ebs leaves		OK		0.323725		1.75745		2.44		1.01901		0.00095		0.0102873		yes				AT5G66650		AT5G66650.1		Protein of unknown function (DUF607); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF607 (InterPro:IPR006769); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF607) (TAIR:AT2G23790.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_018497		XLOC_018497		AT3G26280		3:9630199-9632009		WT leaves		ebs leaves		OK		0.696555		3.77852		2.44		2.71701		5.00E-05		0.000851471		yes				AT5G13370		AT5G13370.1		Auxin-responsive GH3 family protein; CONTAINS InterPro DOMAIN/s: GH3 auxin-responsive promoter (InterPro:IPR004993); BEST Arabidopsis thaliana protein match is: Auxin-responsive GH3 family protein (TAIR:AT5G13360.3); Has 1602 Blast hits to 1450 proteins in 238 species: Archae - 0; Bacteria - 565; Metazoa - 54; Fungi - 2; Plants - 675; Viruses - 0; Other Eukaryotes - 306 (source: NCBI BLink).		protein_coding

		XLOC_007484		XLOC_007484		AT1G65845		1:24493173-24493798		WT leaves		ebs leaves		OK		4.48559		24.0603		2.42		3.74395		5.00E-05		0.000851471		yes				AT2G25330		AT2G25330.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT2G25320.1); Has 1667 Blast hits to 814 proteins in 121 species: Archae - 0; Bacteria - 0; Metazoa - 187; Fungi - 112; Plants - 1267; Viruses - 0; Other Eukaryotes - 101 (source: NCBI BLink).		protein_coding

		XLOC_002688		XLOC_002688		AT1G52580		1:19587636-19590273		WT leaves		ebs leaves		OK		1.97057		10.3988		2.40		2.57047		0.00195		0.0181465		yes				AT3G47090		AT3G47090.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT3G47580.1); Has 208488 Blast hits to 131556 proteins in 4837 species: Archae - 167; Bacteria - 21304; Metazoa - 66210; Fungi - 9769; Plants - 86245; Viruses - 308; Other Eukaryotes - 24485 (source: NCBI BLink).		protein_coding

		XLOC_015363		XLOC_015363		AT3G28320		3:10581703-10583000		WT leaves		ebs leaves		OK		2.95055		15.5457		2.40		6.69738		5.00E-05		0.000851471		yes				AT5G42530		AT5G42530.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G25510.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_008209		XLOC_008209		AT1G78950		1:29684431-29688673		WT leaves		ebs leaves		OK		0.85817		4.49815		2.39		1.83406		0.00095		0.0102873		yes				AT2G32140		AT2G32140.1		transmembrane receptors; FUNCTIONS IN: transmembrane receptor activity; INVOLVED IN: signal transduction, defense response, innate immune response; LOCATED IN: intrinsic to membrane, chloroplast; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF641, plant (InterPro:IPR006943), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: phloem protein 2 A5 (TAIR:AT1G65390.1); Has 1651 Blast hits to 1572 proteins in 54 species: Archae - 0; Bacteria - 11; Metazoa - 0; Fungi - 0; Plants - 1639; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_021675		XLOC_021675		AT4G18170		4:10061372-10062841		WT leaves		ebs leaves		OK		1.778		9.28087		2.38		2.48455		5.00E-05		0.000851471		yes				AT1G24148		AT1G24148.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G24147.1).		protein_coding

		XLOC_005166		XLOC_005166		AT1G17147		1:5863430-5864009		WT leaves		ebs leaves		OK		0.685937		3.57766		2.38		2.15606		0.0001		0.00156486		yes				AT5G42830		AT5G42830.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT5G07850.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_009111		XLOC_009111		AT2G14560		2:6213971-6215901		WT leaves		ebs leaves		OK		6.49975		33.8834		2.38		3.61542		5.00E-05		0.000851471		yes				AT2G40095		AT2G40095.1		Alpha/beta hydrolase related protein; CONTAINS InterPro DOMAIN/s: MENTAL domain (InterPro:IPR019498); BEST Arabidopsis thaliana protein match is: Alpha/beta hydrolase related protein (TAIR:AT3G55880.2); Has 87 Blast hits to 87 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 87; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002391		XLOC_002391		AT1G47480		1:17417578-17419432		WT leaves		ebs leaves		OK		0.324611		1.68848		2.38		1.21697		0.00075		0.00852515		yes				AT4G22390		AT4G22390.1		F-box associated ubiquitination effector family protein; CONTAINS InterPro DOMAIN/s: F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT4G12560.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_002640		XLOC_002640		AT1G51620		1:19140129-19141787		WT leaves		ebs leaves		OK		0.379103		1.97125		2.38		1.30995		0.00035		0.00459263		yes				AT3G25600		AT3G25600.1		Calcium-binding EF-hand family protein; FUNCTIONS IN: calcium ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: EF-Hand 1, calcium-binding site (InterPro:IPR018247), EF-HAND 2 (InterPro:IPR018249), Calcium-binding EF-hand (InterPro:IPR002048), EF-hand-like domain (InterPro:IPR011992), EF-hand (InterPro:IPR018248); BEST Arabidopsis thaliana protein match is: EF hand calcium-binding protein family (TAIR:AT1G18530.1); Has 23107 Blast hits to 15210 proteins in 1505 species: Archae - 1; Bacteria - 136; Metazoa - 8522; Fungi - 5826; Plants - 5264; Viruses - 0; Other Eukaryotes - 3358 (source: NCBI BLink).		protein_coding

		XLOC_002766		XLOC_002766		AT1G53830		1:20098521-20100889		WT leaves		ebs leaves		OK		0.848567		4.32722		2.35		3.00241		5.00E-05		0.000851471		yes				AT3G21330		AT3G21330.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT4G00120.1); Has 2796 Blast hits to 2791 proteins in 104 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 6; Plants - 2786; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_005098		XLOC_005098		AT1G15520		1:5331857-5338326		WT leaves		ebs leaves		OK		0.36608		1.85991		2.35		1.62924		5.00E-05		0.000851471		yes				AT3G43960		AT3G43960.1		Encodes a putative cysteine proteinase.  Mutants exhibit shorter root hairs under phosphate-deficient conditions.		protein_coding

		XLOC_023983		XLOC_023983		AT4G14365		4:8271463-8273765		WT leaves		ebs leaves		OK		0.834593		4.2117		2.34		2.39162		5.00E-05		0.000851471		yes				AT1G65150		AT1G65150.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like superfamily protein (TAIR:AT1G65050.1); Has 512 Blast hits to 426 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 4; Plants - 496; Viruses - 0; Other Eukaryotes - 10 (source: NCBI BLink).		protein_coding

		XLOC_004766		XLOC_004766		AT1G09932		1:3230449-3233109		WT leaves		ebs leaves		OK		0.217167		1.09153		2.33		1.0951		0.0008		0.00899964		yes				AT3G19010		AT3G19010.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: flavonol synthase activity, oxidoreductase activity, iron ion binding; INVOLVED IN: oxidation reduction, flavonoid biosynthetic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Isopenicillin N synthase (InterPro:IPR002283), Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT3G19000.1); Has 8891 Blast hits to 8841 proteins in 1001 species: Archae - 0; Bacteria - 1128; Metazoa - 121; Fungi - 1068; Plants - 4990; Viruses - 0; Other Eukaryotes - 1584 (source: NCBI BLink).		protein_coding

		XLOC_013278		XLOC_013278		AT2G39200		2:16356147-16359813		WT leaves		ebs leaves		OK		0.491562		2.469		2.33		1.01991		0.0003		0.00405131		yes				AT5G05430		AT5G05430.1		RNA-binding protein; BEST Arabidopsis thaliana protein match is: RNA-binding (RRM/RBD/RNP motifs) family protein (TAIR:AT3G09160.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_019233		XLOC_019233		AT3G44120		3:15878398-15879817		WT leaves		ebs leaves		OK		0.986316		4.89557		2.31		1.34834		0.0028		0.0238741		yes				AT2G48090		AT2G48090.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: male gametophyte, root, flower, carpel; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; Has 3 Blast hits to 3 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 3; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010139		XLOC_010139		AT2G32160		2:13662212-13666269		WT leaves		ebs leaves		OK		3.1007		15.3821		2.31		0.931013		0.00035		0.00459263		yes				AT3G06570		AT3G06570.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch repeat type 2 (InterPro:IPR011498), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT5G51250.1); Has 953 Blast hits to 929 proteins in 27 species: Archae - 0; Bacteria - 11; Metazoa - 4; Fungi - 0; Plants - 934; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_012057		XLOC_012057		AT2G18193		2:7917504-7919277		WT leaves		ebs leaves		OK		0.499775		2.47891		2.31		1.96691		5.00E-05		0.000851471		yes				AT1G35710		AT1G35710.1		Protein kinase family protein with leucine-rich repeat domain; FUNCTIONS IN: protein serine/threonine kinase activity, protein tyrosine kinase activity, protein kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat, typical subtype (InterPro:IPR003591), Tyrosine-protein kinase, active site (InterPro:IPR008266), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat receptor-like protein kinase family protein (TAIR:AT4G08850.1); Has 304074 Blast hits to 147448 proteins in 4766 species: Archae - 178; Bacteria - 29187; Metazoa - 106993; Fungi - 12531; Plants - 120860; Viruses - 430; Other Eukaryotes - 33895 (source: NCBI BLink).		protein_coding

		XLOC_007706		XLOC_007706		AT1G69630		1:26191639-26193174		WT leaves		ebs leaves		OK		0.412608		2.04136		2.31		3.41259		5.00E-05		0.000851471		yes				AT4G31520		AT4G31520.1		SDA1 family protein; FUNCTIONS IN: binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Domain of unknown function, nucleolar NUC130/133, N-terminal (InterPro:IPR012977), Armadillo-type fold (InterPro:IPR016024), SDA1 (InterPro:IPR007949); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT1G13160.1); Has 8756 Blast hits to 5682 proteins in 453 species: Archae - 14; Bacteria - 613; Metazoa - 3270; Fungi - 1126; Plants - 516; Viruses - 196; Other Eukaryotes - 3021 (source: NCBI BLink).		protein_coding

		XLOC_016334		XLOC_016334		AT3G50470		3:18729053-18730269		WT leaves		ebs leaves		OK		0.624204		3.08324		2.30		1.7418		0.0023		0.0205272		yes				AT1G11070		AT1G11070.1		BEST Arabidopsis thaliana protein match is: Hydroxyproline-rich glycoprotein family protein (TAIR:AT1G61080.1); Has 579 Blast hits to 567 proteins in 152 species: Archae - 0; Bacteria - 68; Metazoa - 159; Fungi - 113; Plants - 172; Viruses - 0; Other Eukaryotes - 67 (source: NCBI BLink).		protein_coding

		XLOC_009268		XLOC_009268		AT2G17040		2:7407122-7408270		WT leaves		ebs leaves		OK		0.905856		4.44927		2.30		0.915707		0.0012		0.0123451		yes				AT3G60540		AT3G60540.1		Preprotein translocase Sec, Sec61-beta subunit protein; CONTAINS InterPro DOMAIN/s: Preprotein translocase Sec, Sec61-beta subunit, eukarya (InterPro:IPR016482), Preprotein translocase Sec, Sec61-beta subunit (InterPro:IPR005609); BEST Arabidopsis thaliana protein match is: Preprotein translocase Sec, Sec61-beta subunit protein (TAIR:AT2G45070.4); Has 393 Blast hits to 393 proteins in 149 species: Archae - 0; Bacteria - 0; Metazoa - 136; Fungi - 114; Plants - 109; Viruses - 0; Other Eukaryotes - 34 (source: NCBI BLink).		protein_coding

		XLOC_028654		XLOC_028654		AT5G57640		5:23344625-23345594		WT leaves		ebs leaves		OK		0.285728		1.40035		2.29		1.26258		0.0023		0.0205272		yes				AT2G15020		AT2G15020.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G64190.1); Has 72 Blast hits to 72 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 72; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_019524		XLOC_019524		AT3G48640		3:18021649-18022324		WT leaves		ebs leaves		OK		1.20328		5.89157		2.29		3.62575		5.00E-05		0.000851471		yes				AT5G35480		AT5G35480.1		unknown protein; Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_024561		XLOC_024561		AT4G23810		4:12390166-12393982		WT leaves		ebs leaves		OK		1.1739		5.72227		2.29		1.77305		0.0029		0.0245348		yes				AT3G09490		AT3G09490.1		Tetratricopeptide repeat (TPR)-like superfamily protein; FUNCTIONS IN: binding; INVOLVED IN: photosynthesis, light reaction; LOCATED IN: chloroplast thylakoid lumen; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Tetratricopeptide-like helical (InterPro:IPR011990), Tetratricopeptide repeat-containing (InterPro:IPR013026), Tetratricopeptide repeat (InterPro:IPR019734); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G02590.1); Has 963 Blast hits to 845 proteins in 243 species: Archae - 144; Bacteria - 518; Metazoa - 11; Fungi - 0; Plants - 91; Viruses - 0; Other Eukaryotes - 199 (source: NCBI BLink).		protein_coding

		XLOC_004237		XLOC_004237		AT1G80820		1:30370571-30372670		WT leaves		ebs leaves		OK		0.371855		1.78065		2.26		1.58737		0.0002		0.00287925		yes				AT4G17470		AT4G17470.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: palmitoyl-(protein) hydrolase activity; INVOLVED IN: protein modification process; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Palmitoyl protein thioesterase (InterPro:IPR002472); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT4G17480.1); Has 628 Blast hits to 624 proteins in 157 species: Archae - 0; Bacteria - 0; Metazoa - 330; Fungi - 94; Plants - 142; Viruses - 0; Other Eukaryotes - 62 (source: NCBI BLink).		protein_coding

		XLOC_014630		XLOC_014630		AT3G16670		3:5681418-5682331		WT leaves		ebs leaves		OK		2.25277		10.77		2.26		2.10477		5.00E-05		0.000851471		yes				AT3G19230		AT3G19230.1		Leucine-rich repeat (LRR) family protein; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat (LRR) family protein (TAIR:AT3G05990.1); Has 60731 Blast hits to 14722 proteins in 650 species: Archae - 18; Bacteria - 1872; Metazoa - 1598; Fungi - 177; Plants - 54234; Viruses - 0; Other Eukaryotes - 2832 (source: NCBI BLink).		protein_coding

		XLOC_012693		XLOC_012693		AT2G29120		2:12511291-12515895		WT leaves		ebs leaves		OK		0.41669		1.98193		2.25		1.60991		5.00E-05		0.000851471		yes				AT3G45730		AT3G45730.1		unknown protein; Has 3 Blast hits to 3 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 3; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_008084		XLOC_008084		AT1G76930		1:28895300-28896883		WT leaves		ebs leaves		OK		2.49754		11.8005		2.24		2.23591		5.00E-05		0.000851471		yes				AT3G45160		AT3G45160.1		Putative membrane lipoprotein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 9 growth stages; Has 13 Blast hits to 13 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 13; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016157		XLOC_016157		AT3G47360		3:17451111-17452843		WT leaves		ebs leaves		OK		0.365657		1.71523		2.23		2.38601		0.0003		0.00405131		yes				AT5G44010		AT5G44010.1		unknown protein; Has 28 Blast hits to 26 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 28; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018679		XLOC_018679		AT3G28857		3:10855631-10856624		WT leaves		ebs leaves		OK		0.527162		2.47171		2.23		2.04881		0.00015		0.0022305		yes				AT1G24575		AT1G24575.1		unknown protein; Has 7 Blast hits to 7 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005554		XLOC_005554		AT1G24140		1:8536044-8537387		WT leaves		ebs leaves		OK		0.256749		1.20072		2.23		0.942195		0.00295		0.0247543		yes				AT4G16008		AT4G16008.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_024749		XLOC_024749		AT4G27300		4:13669307-13672348		WT leaves		ebs leaves		OK		0.609444		2.84494		2.22		4.91294		5.00E-05		0.000851471		yes				AT1G74458		AT1G74458.1		unknown protein; LOCATED IN: endomembrane system; Has 9 Blast hits to 9 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 9; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030499		XLOC_030499		AT5G25440		5:8854774-8856758		WT leaves		ebs leaves		OK		1.39598		6.49085		2.22		2.9768		5.00E-05		0.000851471		yes				AT5G46220		AT5G46220.1		Protein of unknown function (DUF616); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF616 (InterPro:IPR006852); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF616) (TAIR:AT4G38500.1); Has 226 Blast hits to 226 proteins in 19 species: Archae - 0; Bacteria - 8; Metazoa - 0; Fungi - 0; Plants - 205; Viruses - 0; Other Eukaryotes - 13 (source: NCBI BLink).		protein_coding

		XLOC_001037		XLOC_001037		AT1G19320		1:6679280-6680252		WT leaves		ebs leaves		OK		1.23168		5.7141		2.21		2.49175		5.00E-05		0.000851471		yes				AT1G53260		AT1G53260.1		LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: cobalt ion binding (TAIR:AT3G15000.1); Has 32763 Blast hits to 18534 proteins in 929 species: Archae - 22; Bacteria - 2420; Metazoa - 15140; Fungi - 5401; Plants - 5313; Viruses - 485; Other Eukaryotes - 3982 (source: NCBI BLink).		protein_coding

		XLOC_012878		XLOC_012878		AT2G32140		2:13655626-13657175		WT leaves		ebs leaves		OK		0.444619		2.05777		2.21		1.16198		0.00455		0.0348213		yes				AT1G15165		AT1G15165.1		RING/FYVE/PHD zinc finger superfamily protein; FUNCTIONS IN: ubiquitin-protein ligase activity; INVOLVED IN: protein ubiquitination; LOCATED IN: ubiquitin ligase complex; CONTAINS InterPro DOMAIN/s: U box domain (InterPro:IPR003613); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT1G67530.2); Has 427 Blast hits to 408 proteins in 25 species: Archae - 0; Bacteria - 2; Metazoa - 1; Fungi - 0; Plants - 420; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_027877		XLOC_027877		AT5G44572		5:17968151-17969563		WT leaves		ebs leaves		OK		1.45167		6.71288		2.21		2.82779		5.00E-05		0.000851471		yes				AT2G39210		AT2G39210.1		Major facilitator superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: transmembrane transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Nodulin-like (InterPro:IPR010658), Major facilitator superfamily MFS-1 (InterPro:IPR011701), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT2G28120.1); Has 3072 Blast hits to 2927 proteins in 685 species: Archae - 32; Bacteria - 1223; Metazoa - 36; Fungi - 288; Plants - 601; Viruses - 0; Other Eukaryotes - 892 (source: NCBI BLink).		protein_coding

		XLOC_007912		XLOC_007912		AT1G73700		1:27717379-27719648		WT leaves		ebs leaves		OK		0.453968		2.08769		2.20		1.65434		5.00E-05		0.000851471		yes				AT5G47130		AT5G47130.1		Bax inhibitor-1 family protein; INVOLVED IN: negative regulation of apoptosis, anti-apoptosis; LOCATED IN: integral to membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Inhibitor of apoptosis-promoting Bax1 related (InterPro:IPR006214), Bax inhibitor 1, conserved site (InterPro:IPR006213); BEST Arabidopsis thaliana protein match is: BAX inhibitor 1 (TAIR:AT5G47120.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_003489		XLOC_003489		AT1G67105		1:25057478-25058264		WT leaves		ebs leaves		OK		0.262059		1.20324		2.20		1.90946		0.00655		0.0460563		yes				AT4G28140		AT4G28140.1		encodes a member of the DREB subfamily A-6 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 8 members in this subfamily including RAP2.4.		protein_coding

		XLOC_032519		XLOC_032519		AT5G61100		5:24579169-24580327		WT leaves		ebs leaves		OK		0.326401		1.49283		2.19		1.96425		0.00575		0.0419268		yes				AT5G39020		AT5G39020.1		Malectin/receptor-like protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Malectin/receptor-like protein kinase (InterPro:IPR021720), Protein kinase, catalytic domain (InterPro:IPR000719), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT5G39030.1); Has 113939 Blast hits to 112470 proteins in 4297 species: Archae - 118; Bacteria - 12172; Metazoa - 42643; Fungi - 9539; Plants - 32560; Viruses - 275; Other Eukaryotes - 16632 (source: NCBI BLink).		protein_coding

		XLOC_027972		XLOC_027972		AT5G46220		5:18738748-18742011		WT leaves		ebs leaves		OK		1.01598		4.631		2.19		2.30947		0.00025		0.00348795		yes				AT5G51790		AT5G51790.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT4G25410.1); Has 302 Blast hits to 302 proteins in 20 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 301; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016981		XLOC_016981		AT3G62370		3:23080758-23083282		WT leaves		ebs leaves		OK		15.2376		68.9195		2.18		5.51996		5.00E-05		0.000851471		yes				AT5G27345		AT5G27345.1		transposable element gene; Mutator-like transposase family, has a 4.0e-48 P-value blast match to GB:AAA21566 mudrA of transposon="MuDR" (MuDr-element) (Zea mays)		transposable_element_gene

		XLOC_026507		XLOC_026507		AT5G20230		5:6826505-6827629		WT leaves		ebs leaves		OK		9.90253		44.5532		2.17		7.66701		5.00E-05		0.000851471		yes				AT5G54720		AT5G54720.1		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT5G54710.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_033115		XLOC_033115		ATCG00560		Pt:63803-63920		WT leaves		ebs leaves		OK		57.8512		260.198		2.17		2.33375		0.00075		0.00852515		yes				AT4G27300		AT4G27300.1		S-locus lectin protein kinase family protein; FUNCTIONS IN: in 6 functions; INVOLVED IN: protein amino acid phosphorylation, recognition of pollen; LOCATED IN: endomembrane system; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Curculin-like (mannose-binding) lectin (InterPro:IPR001480), PAN-2 domain (InterPro:IPR013227), Apple-like (InterPro:IPR003609), Protein kinase, catalytic domain (InterPro:IPR000719), S-locus glycoprotein (InterPro:IPR000858), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: S-locus lectin protein kinase family protein (TAIR:AT4G27290.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_021238		XLOC_021238		AT4G11000		4:6731019-6732464		WT leaves		ebs leaves		OK		0.869971		3.88295		2.16		4.03902		5.00E-05		0.000851471		yes				AT1G21550		AT1G21550.1		Calcium-binding EF-hand family protein; FUNCTIONS IN: calcium ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: EF-Hand 1, calcium-binding site (InterPro:IPR018247), EF-HAND 2 (InterPro:IPR018249), EF-hand-like domain (InterPro:IPR011992), Calcium-binding EF-hand (InterPro:IPR002048), EF-hand (InterPro:IPR018248); BEST Arabidopsis thaliana protein match is: calmodulin like 42 (TAIR:AT4G20780.1); Has 8971 Blast hits to 8616 proteins in 1133 species: Archae - 0; Bacteria - 20; Metazoa - 2955; Fungi - 1509; Plants - 3114; Viruses - 0; Other Eukaryotes - 1373 (source: NCBI BLink).		protein_coding

		XLOC_033142		XLOC_033142		ATCG01060		Pt:117317-117563		WT leaves		ebs leaves		OK		4.44891		19.7919		2.15		2.39521		0.0004		0.005161		yes				AT1G31690		AT1G31690.1		Copper amine oxidase family protein; FUNCTIONS IN: quinone binding, primary amine oxidase activity, copper ion binding; INVOLVED IN: oxidation reduction, amine metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Copper amine oxidase, N-terminal (InterPro:IPR016182), Copper amine oxidase, N2/N3-terminal (InterPro:IPR015801), Copper amine oxidase, N2-terminal (InterPro:IPR015800), Copper amine oxidase, N3-terminal (InterPro:IPR015802), Copper amine oxidase (InterPro:IPR000269), Copper amine oxidase, C-terminal (InterPro:IPR015798); BEST Arabidopsis thaliana protein match is: Copper amine oxidase family protein (TAIR:AT1G31710.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_017808		XLOC_017808		AT3G13790		3:4532910-4535867		WT leaves		ebs leaves		OK		2.70003		11.9965		2.15		1.31348		5.00E-05		0.000851471		yes				AT5G44570		AT5G44570.2		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, hypocotyl, sepal, flower, leaf; EXPRESSED DURING: petal differentiation and expansion stage, LP.08 eight leaves visible; Has 7 Blast hits to 7 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000034		XLOC_000034		AT1G01560		1:202135-204335		WT leaves		ebs leaves		OK		0.386987		1.71566		2.15		1.11654		0.00015		0.0022305		yes				AT2G06002		AT2G06002.1		other RNA		other_rna

		XLOC_032505		XLOC_032505		AT5G60910		5:24502481-24506143		WT leaves		ebs leaves		OK		0.448407		1.98218		2.14		1.33198		0.0001		0.00156486		yes				AT5G64870		AT5G64870.1		SPFH/Band 7/PHB domain-containing membrane-associated protein family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane, vacuole; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Band 7 protein (InterPro:IPR001107); BEST Arabidopsis thaliana protein match is: SPFH/Band 7/PHB domain-containing membrane-associated protein family (TAIR:AT5G25250.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_006112		XLOC_006112		AT1G35210		1:12896651-12897402		WT leaves		ebs leaves		OK		2.40979		10.638		2.14		3.71101		5.00E-05		0.000851471		yes				AT5G05965		AT5G05965.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G39855.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_018103		XLOC_018103		AT3G19230		3:6661087-6663519		WT leaves		ebs leaves		OK		0.188499		0.8303		2.14		2.20126		0.00065		0.00761746		yes				AT2G18193		AT2G18193.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: nucleoside-triphosphatase activity, ATPase activity, nucleotide binding, ATP binding; LOCATED IN: endomembrane system; EXPRESSED IN: callus; CONTAINS InterPro DOMAIN/s: ATPase, AAA-type, core (InterPro:IPR003959), ATPase, AAA+ type, core (InterPro:IPR003593), ATPase, AAA-type, conserved site (InterPro:IPR003960); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT2G18190.1); Has 23461 Blast hits to 21735 proteins in 2869 species: Archae - 1360; Bacteria - 7764; Metazoa - 3767; Fungi - 3122; Plants - 2740; Viruses - 37; Other Eukaryotes - 4671 (source: NCBI BLink).		protein_coding

		XLOC_001149		XLOC_001149		AT1G21250		1:7439265-7442113		WT leaves		ebs leaves		OK		0.796965		3.47907		2.13		3.95538		5.00E-05		0.000851471		yes				AT3G04210		AT3G04210.1		Disease resistance protein (TIR-NBS class); FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, apoptosis, defense response, innate immune response; LOCATED IN: intrinsic to membrane, endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance protein (InterPro:IPR000767), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT5G38340.1); Has 7287 Blast hits to 7131 proteins in 234 species: Archae - 2; Bacteria - 61; Metazoa - 8; Fungi - 0; Plants - 7211; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_004239		XLOC_004239		AT1G80840		1:30383690-30387522		WT leaves		ebs leaves		OK		3.38582		14.7593		2.12		1.86909		0.00115		0.0119101		yes				AT5G24290		AT5G24290.1		Vacuolar iron transporter (VIT) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF125, transmembrane (InterPro:IPR008217); BEST Arabidopsis thaliana protein match is: vacuolar iron transporter (VIT) family protein (TAIR:AT4G27860.1); Has 11871 Blast hits to 4498 proteins in 431 species: Archae - 22; Bacteria - 6501; Metazoa - 1569; Fungi - 486; Plants - 257; Viruses - 63; Other Eukaryotes - 2973 (source: NCBI BLink).		protein_coding

		XLOC_017153		XLOC_017153		AT3G02980		3:670896-672215		WT leaves		ebs leaves		OK		0.513623		2.2366		2.12		2.34858		0.0003		0.00405131		yes				AT4G11000		AT4G11000.1		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT1G14480.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_006028		XLOC_006028		AT1G33720		1:12220896-12224000		WT leaves		ebs leaves		OK		1.59507		6.94014		2.12		1.28299		5.00E-05		0.000851471		yes				AT3G28540		AT3G28540.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: nucleoside-triphosphatase activity, ATPase activity, nucleotide binding, ATP binding; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA-type, core (InterPro:IPR003959), ATPase, AAA+ type, core (InterPro:IPR003593); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT3G28510.1); Has 19094 Blast hits to 18394 proteins in 2794 species: Archae - 1114; Bacteria - 6721; Metazoa - 2744; Fungi - 2271; Plants - 2238; Viruses - 33; Other Eukaryotes - 3973 (source: NCBI BLink).		protein_coding

		XLOC_011190		XLOC_011190		AT2G02930		2:851163-852222		WT leaves		ebs leaves		OK		0.937857		4.07998		2.12		2.86771		5.00E-05		0.000851471		yes				AT3G55290		AT3G55290.1		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: oxidoreductase activity, binding, catalytic activity; INVOLVED IN: oxidation reduction, metabolic process; LOCATED IN: peroxisome; EXPRESSED IN: leaf; CONTAINS InterPro DOMAIN/s: Short-chain dehydrogenase/reductase, conserved site (InterPro:IPR020904), NAD(P)-binding domain (InterPro:IPR016040), Glucose/ribitol dehydrogenase (InterPro:IPR002347), Short-chain dehydrogenase/reductase SDR (InterPro:IPR002198); BEST Arabidopsis thaliana protein match is: NAD(P)-binding Rossmann-fold superfamily protein (TAIR:AT3G55310.1); Has 128769 Blast hits to 128555 proteins in 3647 species: Archae - 1021; Bacteria - 82974; Metazoa - 6760; Fungi - 6996; Plants - 3211; Viruses - 5; Other Eukaryotes - 27802 (source: NCBI BLink).		protein_coding

		XLOC_020517		XLOC_020517		AT4G01895		4:819956-821505		WT leaves		ebs leaves		OK		3.52605		15.123		2.10		2.25549		0.00055		0.00661714		yes				AT4G15990		AT4G15990.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G16024.1); Has 14 Blast hits to 14 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 14; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_028613		XLOC_028613		AT5G56810		5:22974519-22975992		WT leaves		ebs leaves		OK		0.408249		1.74085		2.09		2.9181		5.00E-05		0.000851471		yes				AT5G44590		AT5G44590.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; BEST Arabidopsis thaliana protein match is: S-adenosyl-L-methionine-dependent methyltransferases superfamily protein (TAIR:AT5G44600.1); Has 147 Blast hits to 147 proteins in 45 species: Archae - 2; Bacteria - 41; Metazoa - 6; Fungi - 0; Plants - 82; Viruses - 0; Other Eukaryotes - 16 (source: NCBI BLink).		protein_coding

		XLOC_000451		XLOC_000451		AT1G09350		1:3019818-3021441		WT leaves		ebs leaves		OK		1.83265		7.78939		2.09		3.28261		5.00E-05		0.000851471		yes				AT5G46260		AT5G46260.1		disease resistance protein (TIR-NBS-LRR class) family; FUNCTIONS IN: transmembrane receptor activity, nucleoside-triphosphatase activity, nucleotide binding, ATP binding; INVOLVED IN: signal transduction, defense response, apoptosis, innate immune response; LOCATED IN: intrinsic to membrane; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), NB-ARC (InterPro:IPR002182), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT5G46270.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_020237		XLOC_020237		AT3G60980		3:22565308-22566745		WT leaves		ebs leaves		OK		3.41892		14.3868		2.07		1.24458		0.00475		0.0360098		yes				AT5G17090		AT5G17090.1		Cystatin/monellin superfamily protein; CONTAINS InterPro DOMAIN/s: Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT5G17120.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_033085		XLOC_033085		ATCG00020		Pt:382-1444		WT leaves		ebs leaves		OK		19.1938		80.1849		2.06		9.20814		5.00E-05		0.000851471		yes				AT3G09020		AT3G09020.1		alpha 1,4-glycosyltransferase family protein; FUNCTIONS IN: transferase activity, transferring glycosyl groups, transferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: Golgi stack; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Alpha 1,4-glycosyltransferase conserved region (InterPro:IPR007652), Glycosyltransferase, DXD sugar-binding region (InterPro:IPR007577); BEST Arabidopsis thaliana protein match is: alpha 1,4-glycosyltransferase family protein (TAIR:AT5G01250.1); Has 364 Blast hits to 360 proteins in 67 species: Archae - 2; Bacteria - 16; Metazoa - 234; Fungi - 0; Plants - 87; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_002562		XLOC_002562		AT1G50240		1:18607046-18614162		WT leaves		ebs leaves		OK		4.76396		19.6769		2.05		3.86261		5.00E-05		0.000851471		yes				AT3G57020		AT3G57020.1		Calcium-dependent phosphotriesterase superfamily protein; FUNCTIONS IN: strictosidine synthase activity; INVOLVED IN: alkaloid biosynthetic process, biosynthetic process; LOCATED IN: endoplasmic reticulum, vacuole; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Strictosidine synthase, conserved region (InterPro:IPR018119), Strictosidine synthase (InterPro:IPR004141), Six-bladed beta-propeller, TolB-like (InterPro:IPR011042); BEST Arabidopsis thaliana protein match is: Calcium-dependent phosphotriesterase superfamily protein (TAIR:AT3G57010.1); Has 1029 Blast hits to 1017 proteins in 197 species: Archae - 1; Bacteria - 199; Metazoa - 238; Fungi - 6; Plants - 476; Viruses - 0; Other Eukaryotes - 109 (source: NCBI BLink).		protein_coding

		XLOC_000036		XLOC_000036		AT1G01580		1:209394-213041		WT leaves		ebs leaves		OK		0.335045		1.37571		2.04		1.06775		0.0005		0.00615957		yes				AT3G04960		AT3G04960.3		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Molecular chaperone, heat shock protein, Hsp40, DnaJ (InterPro:IPR015609); BEST Arabidopsis thaliana protein match is: Domain of unknown function (DUF3444) (TAIR:AT4G27980.1); Has 33111 Blast hits to 21453 proteins in 1461 species: Archae - 544; Bacteria - 3468; Metazoa - 15851; Fungi - 2267; Plants - 1766; Viruses - 45; Other Eukaryotes - 9170 (source: NCBI BLink).		protein_coding

		XLOC_024521		XLOC_024521		AT4G23210		4:12148713-12151479		WT leaves		ebs leaves		OK		1.28164		5.25468		2.04		1.97022		5.00E-05		0.000851471		yes				AT2G46690		AT2G46690.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT3G61900.1); Has 1291 Blast hits to 1280 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1290; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_003904		XLOC_003904		AT1G74458		1:27986956-27987675		WT leaves		ebs leaves		OK		1.91167		7.74497		2.02		1.43473		0.00215		0.0195366		yes				AT3G17530		AT3G17530.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G17540.1); Has 1887 Blast hits to 1831 proteins in 49 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1885; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_013351		XLOC_013351		AT2G40330		2:16844863-16845934		WT leaves		ebs leaves		OK		0.706056		2.82818		2.00		2.32834		5.00E-05		0.000851471		yes				AT5G61412		AT5G61412.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G33145.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_030092		XLOC_030092		AT5G17780		5:5867282-5869050		WT leaves		ebs leaves		OK		0.335364		1.33453		1.99		1.20995		0.0007		0.00809588		yes				AT3G44450		AT3G44450.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G52740.1); Has 63 Blast hits to 63 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 63; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017166		XLOC_017166		AT3G03260		3:755158-759282		WT leaves		ebs leaves		OK		0.351917		1.39094		1.98		0.8217		0.00325		0.0268701		yes				AT2G43535		AT2G43535.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_005493		XLOC_005493		AT1G23140		1:8202260-8203215		WT leaves		ebs leaves		OK		2.83631		11.1951		1.98		3.8504		0.0026		0.0224687		yes				AT5G56910		AT5G56910.1		Proteinase inhibitor I25, cystatin, conserved region; CONTAINS InterPro DOMAIN/s: Proteinase inhibitor I25, cystatin, conserved region (InterPro:IPR020381), Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT5G56920.1); Has 58 Blast hits to 58 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 58; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000444		XLOC_000444		AT1G09240		1:2984880-2986130		WT leaves		ebs leaves		OK		0.821354		3.23355		1.98		2.23957		5.00E-05		0.000851471		yes				AT2G20560		AT2G20560.1		DNAJ heat shock family protein; FUNCTIONS IN: unfolded protein binding, heat shock protein binding; INVOLVED IN: protein folding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Molecular chaperone, heat shock protein, Hsp40, DnaJ (InterPro:IPR015609), HSP40/DnaJ peptide-binding (InterPro:IPR008971), Chaperone DnaJ, C-terminal (InterPro:IPR002939), Heat shock protein DnaJ, N-terminal (InterPro:IPR001623), Heat shock protein DnaJ (InterPro:IPR003095), Heat shock protein DnaJ, conserved site (InterPro:IPR018253); BEST Arabidopsis thaliana protein match is: DNAJ heat shock family protein (TAIR:AT4G28480.1); Has 27936 Blast hits to 27733 proteins in 3449 species: Archae - 187; Bacteria - 10270; Metazoa - 4781; Fungi - 2609; Plants - 2869; Viruses - 17; Other Eukaryotes - 7203 (source: NCBI BLink).		protein_coding

		XLOC_005129		XLOC_005129		AT1G16260		1:5559578-5562113		WT leaves		ebs leaves		OK		0.465319		1.8261		1.97		1.57231		5.00E-05		0.000851471		yes				AT3G21020		AT3G21020.1		transposable element gene; copia-like retrotransposon family, has a 5.4e-14 P-value blast match to gb|AAO73529.1| gag-pol polyprotein (Glycine max) (SIRE1) (Ty1_Copia-family)		transposable_element_gene

		XLOC_013986		XLOC_013986		AT3G04960		3:1373687-1375892		WT leaves		ebs leaves		OK		0.996312		3.89233		1.97		1.65203		5.00E-05		0.000851471		yes				AT1G66880		AT1G66880.1		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: plasma membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase, catalytic domain (InterPro:IPR000719), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635); BEST Arabidopsis thaliana protein match is: Protein kinase family protein (TAIR:AT5G38210.1); Has 129213 Blast hits to 127053 proteins in 4833 species: Archae - 128; Bacteria - 14675; Metazoa - 47420; Fungi - 11551; Plants - 35229; Viruses - 624; Other Eukaryotes - 19586 (source: NCBI BLink).		protein_coding

		XLOC_012320		XLOC_012320		AT2G22880		2:9741118-9741463		WT leaves		ebs leaves		OK		1.7107		6.66315		1.96		2.09881		0.00225		0.0201977		yes				AT2G20620		AT2G20620.1		Protein of unknown function (DUF626); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT4G29550.1); Has 165 Blast hits to 165 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 165; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004124		XLOC_004124		AT1G78490		1:29528252-29530665		WT leaves		ebs leaves		OK		4.03349		15.6775		1.96		6.26371		5.00E-05		0.000851471		yes				AT1G24140		AT1G24140.1		Matrixin family protein; FUNCTIONS IN: metallopeptidase activity, metalloendopeptidase activity, zinc ion binding; INVOLVED IN: proteolysis, metabolic process; LOCATED IN: anchored to membrane; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase M10, metallopeptidase (InterPro:IPR001818), Peptidoglycan binding-like (InterPro:IPR002477), Peptidase M10A, cysteine switch, zinc binding site (InterPro:IPR021158), Peptidase M10A, matrix metallopeptidase (InterPro:IPR021190), Peptidase, metallopeptidase (InterPro:IPR006026); BEST Arabidopsis thaliana protein match is: matrix metalloproteinase (TAIR:AT1G70170.1); Has 2621 Blast hits to 2428 proteins in 195 species: Archae - 3; Bacteria - 89; Metazoa - 2200; Fungi - 4; Plants - 185; Viruses - 42; Other Eukaryotes - 98 (source: NCBI BLink).		protein_coding

		XLOC_004806		XLOC_004806		AT1G10550		1:3479152-3480988		WT leaves		ebs leaves		OK		0.779496		2.97826		1.93		1.64984		0.0001		0.00156486		yes				AT1G03400		AT1G03400.1		A single copy gene that encodes a protein with sequence similarity to tomato E8 (ACC oxidase, the last step in ethylene biosynthesis) involved in ethylene synthesis and fruit ripening in tomato. This gene is not induced by ethylene in siliques. The transcript is found in siliques, etiolated seedlings, leaves, stems and flowers.		protein_coding

		XLOC_003759		XLOC_003759		AT1G71890		1:27058438-27060785		WT leaves		ebs leaves		OK		0.507497		1.93481		1.93		1.33697		0.0065		0.0457916		yes				AT3G29580		AT3G29580.1		Arabidopsis phospholipase-like protein (PEARLI 4) with TRAF-like domain; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083), Phospholipase-like, arabidopsis (InterPro:IPR007942); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT3G58250.1); Has 479 Blast hits to 434 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 475; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_029676		XLOC_029676		AT5G10140		5:3173496-3179448		WT leaves		ebs leaves		OK		1.86082		7.08683		1.93		2.61933		5.00E-05		0.000851471		yes				AT5G25260		AT5G25260.1		SPFH/Band 7/PHB domain-containing membrane-associated protein family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Band 7 protein (InterPro:IPR001107); BEST Arabidopsis thaliana protein match is: SPFH/Band 7/PHB domain-containing membrane-associated protein family (TAIR:AT5G25250.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_015362		XLOC_015362		AT3G28310		3:10576960-10577375		WT leaves		ebs leaves		OK		4.59925		17.4618		1.92		2.84692		5.00E-05		0.000851471		yes				AT1G24530		AT1G24530.1		Transducin/WD40 repeat-like superfamily protein; FUNCTIONS IN: nucleotide binding; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane, heterotrimeric G-protein complex; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: WD40 repeat 2 (InterPro:IPR019782), WD40 repeat-like-containing domain (InterPro:IPR011046), WD40-repeat-containing domain (InterPro:IPR017986), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), WD40 repeat (InterPro:IPR001680), WD40 repeat, subgroup (InterPro:IPR019781), G-protein beta WD-40 repeat, region (InterPro:IPR020472); BEST Arabidopsis thaliana protein match is: Transducin/WD40 repeat-like superfamily protein (TAIR:AT1G24130.1); Has 47444 Blast hits to 22226 proteins in 799 species: Archae - 42; Bacteria - 6792; Metazoa - 17370; Fungi - 11016; Plants - 5872; Viruses - 0; Other Eukaryotes - 6352 (source: NCBI BLink).		protein_coding

		XLOC_019551		XLOC_019551		AT3G49210		3:18238047-18241237		WT leaves		ebs leaves		OK		2.60476		9.88884		1.92		1.93078		0.00035		0.00459263		yes				AT3G24230		AT3G24230.1		Pectate lyase family protein; FUNCTIONS IN: lyase activity, pectate lyase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), AmbAllergen (InterPro:IPR018082), Pectate lyase/Amb allergen (InterPro:IPR002022), Pectin lyase fold (InterPro:IPR012334), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT4G13710.2); Has 1589 Blast hits to 1579 proteins in 269 species: Archae - 0; Bacteria - 695; Metazoa - 0; Fungi - 186; Plants - 699; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_028031		XLOC_028031		AT5G47130		5:19141015-19142011		WT leaves		ebs leaves		OK		1.00803		3.82673		1.92		2.4774		0.00025		0.00348795		yes				AT3G52740		AT3G52740.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G44450.1); Has 65 Blast hits to 65 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 65; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_033087		XLOC_033087		ATCG00040		Pt:1716-4347		WT leaves		ebs leaves		OK		0.579368		2.19831		1.92		3.39524		5.00E-05		0.000851471		yes				AT5G39640		AT5G39640.1		Putative endonuclease or glycosyl hydrolase; BEST Arabidopsis thaliana protein match is: Putative endonuclease or glycosyl hydrolase (TAIR:AT4G20480.1); Has 176 Blast hits to 160 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 176; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013279		XLOC_013279		AT2G39210		2:16366156-16368275		WT leaves		ebs leaves		OK		1.63887		6.20066		1.92		1.6796		0.00075		0.00852515		yes				AT3G07000		AT3G07000.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: intracellular signaling pathway; LOCATED IN: cellular_component unknown; EXPRESSED IN: hypocotyl, root; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), DC1 (InterPro:IPR004146), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT3G06990.1); Has 1493 Blast hits to 650 proteins in 30 species: Archae - 0; Bacteria - 0; Metazoa - 15; Fungi - 0; Plants - 1463; Viruses - 0; Other Eukaryotes - 15 (source: NCBI BLink).		protein_coding

		XLOC_005865		XLOC_005865		AT1G30860		1:10986522-10989504		WT leaves		ebs leaves		OK		0.613802		2.32073		1.92		2.56015		5.00E-05		0.000851471		yes				AT1G77145		AT1G77145.1		Protein of unknown function (DUF506) ; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF506, plant (InterPro:IPR006502); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF506)  (TAIR:AT1G77160.1); Has 392 Blast hits to 390 proteins in 24 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 390; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_029064		XLOC_029064		AT5G65080		5:25997503-26002465		WT leaves		ebs leaves		OK		2.4426		9.22887		1.92		0.895908		0.006		0.043172		yes				AT2G25735		AT2G25735.1		unknown protein; Has 31 Blast hits to 31 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 31; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000664		XLOC_000664		AT1G12880		1:4389750-4391151		WT leaves		ebs leaves		OK		1.95499		7.33971		1.91		3.12314		5.00E-05		0.000851471		yes				AT4G36600		AT4G36600.1		Late embryogenesis abundant (LEA) protein; CONTAINS InterPro DOMAIN/s: Late embryogenesis abundant protein, group 4 (InterPro:IPR004238); BEST Arabidopsis thaliana protein match is: late embryogenesis abundant domain-containing protein / LEA domain-containing protein (TAIR:AT2G18340.1); Has 1483 Blast hits to 893 proteins in 345 species: Archae - 4; Bacteria - 836; Metazoa - 93; Fungi - 47; Plants - 352; Viruses - 1; Other Eukaryotes - 150 (source: NCBI BLink).		protein_coding

		XLOC_014185		XLOC_014185		AT3G09020		3:2753306-2754621		WT leaves		ebs leaves		OK		0.227725		0.85296		1.91		2.07589		0.0016		0.0154884		yes				AT3G13404		AT3G13404.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 0 Blast hits to 0 proteins in 0 species (source: NCBI BLink).		protein_coding

		XLOC_031677		XLOC_031677		AT5G45830		5:18589481-18591400		WT leaves		ebs leaves		OK		1.30848		4.88771		1.90		1.58769		0.00055		0.00661714		yes				AT2G29500		AT2G29500.1		HSP20-like chaperones superfamily protein; CONTAINS InterPro DOMAIN/s: Heat shock protein Hsp20 (InterPro:IPR002068), HSP20-like chaperone (InterPro:IPR008978); BEST Arabidopsis thaliana protein match is: HSP20-like chaperones superfamily protein (TAIR:AT1G07400.1); Has 6873 Blast hits to 6873 proteins in 1575 species: Archae - 184; Bacteria - 4083; Metazoa - 80; Fungi - 309; Plants - 1622; Viruses - 0; Other Eukaryotes - 595 (source: NCBI BLink).		protein_coding

		XLOC_020339		XLOC_020339		AT3G62460		3:23104664-23105624		WT leaves		ebs leaves		OK		5.51337		20.5394		1.90		5.19325		5.00E-05		0.000851471		yes				AT1G18390		AT1G18390.2		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase domain (InterPro:IPR002290), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT1G66880.1); Has 128125 Blast hits to 126473 proteins in 4812 species: Archae - 110; Bacteria - 14433; Metazoa - 47787; Fungi - 10757; Plants - 35416; Viruses - 568; Other Eukaryotes - 19054 (source: NCBI BLink).		protein_coding

		XLOC_010973		XLOC_010973		AT2G46430		2:19058129-19061436		WT leaves		ebs leaves		OK		0.668395		2.48781		1.90		2.10081		5.00E-05		0.000851471		yes				AT5G57480		AT5G57480.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: nucleoside-triphosphatase activity, ATPase activity, nucleotide binding, ATP binding; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: ATPase, AAA-type, core (InterPro:IPR003959), ATPase, AAA+ type, core (InterPro:IPR003593); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT4G25835.1); Has 17733 Blast hits to 16589 proteins in 2814 species: Archae - 1008; Bacteria - 6904; Metazoa - 2230; Fungi - 2111; Plants - 1942; Viruses - 24; Other Eukaryotes - 3514 (source: NCBI BLink).		protein_coding

		XLOC_010665		XLOC_010665		AT2G41100		2:17137828-17139612		WT leaves		ebs leaves		OK		19.7205		73.3141		1.89		7.18942		5.00E-05		0.000851471		yes				AT1G69630		AT1G69630.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G78750.1); Has 2345 Blast hits to 2298 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 0; Plants - 2342; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016065		XLOC_016065		AT3G45730		3:16789979-16790582		WT leaves		ebs leaves		OK		1.658		6.14806		1.89		2.69246		5.00E-05		0.000851471		yes				AT1G20070		AT1G20070.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 11 growth stages; Has 26 Blast hits to 26 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 24; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013758		XLOC_013758		AT2G48090		2:19669109-19669764		WT leaves		ebs leaves		OK		0.931305		3.44135		1.89		1.60096		0.00175		0.0166962		yes				AT5G01760		AT5G01760.1		ENTH/VHS/GAT family protein; FUNCTIONS IN: protein transporter activity; INVOLVED IN: intracellular protein transport, intra-Golgi vesicle-mediated transport; LOCATED IN: Golgi stack, intracellular; CONTAINS InterPro DOMAIN/s: VHS (InterPro:IPR002014), GAT (InterPro:IPR004152), VHS subgroup (InterPro:IPR018205), ENTH/VHS (InterPro:IPR008942); BEST Arabidopsis thaliana protein match is: ENTH/VHS/GAT family protein (TAIR:AT2G38410.1); Has 1737 Blast hits to 1724 proteins in 203 species: Archae - 0; Bacteria - 8; Metazoa - 865; Fungi - 471; Plants - 276; Viruses - 2; Other Eukaryotes - 115 (source: NCBI BLink).		protein_coding

		XLOC_023997		XLOC_023997		AT4G14580		4:8367886-8369167		WT leaves		ebs leaves		OK		0.598041		2.20459		1.88		3.01718		5.00E-05		0.000851471		yes				AT2G26695		AT2G26695.1		Ran BP2/NZF zinc finger-like superfamily protein; FUNCTIONS IN: binding, zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Zinc finger, RanBP2-type (InterPro:IPR001876); BEST Arabidopsis thaliana protein match is: Ran BP2/NZF zinc finger-like superfamily protein (TAIR:AT3G15680.1); Has 972 Blast hits to 658 proteins in 133 species: Archae - 0; Bacteria - 0; Metazoa - 313; Fungi - 112; Plants - 381; Viruses - 0; Other Eukaryotes - 166 (source: NCBI BLink).		protein_coding

		XLOC_012696		XLOC_012696		transcript:AT2G29160.1		2:12537250-12539334		WT leaves		ebs leaves		OK		1.77323		6.523		1.88		5.60665		5.00E-05		0.000851471		yes				AT1G19320		AT1G19320.1		Pathogenesis-related thaumatin superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to other organism; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Thaumatin, pathogenesis-related (InterPro:IPR001938); BEST Arabidopsis thaliana protein match is: thaumatin-like protein 3 (TAIR:AT1G75030.1); Has 1611 Blast hits to 1588 proteins in 180 species: Archae - 0; Bacteria - 48; Metazoa - 52; Fungi - 78; Plants - 1416; Viruses - 5; Other Eukaryotes - 12 (source: NCBI BLink).		protein_coding

		XLOC_003400		XLOC_003400		AT1G65390		1:24292477-24294631		WT leaves		ebs leaves		OK		2.1599		7.93632		1.88		2.40546		0.0005		0.00615957		yes				AT1G05894		AT1G05894.1		unknown protein; LOCATED IN: chloroplast; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G31480.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_007444		XLOC_007444		AT1G65150		1:24203840-24205775		WT leaves		ebs leaves		OK		0.586174		2.15371		1.88		1.6252		5.00E-05		0.000851471		yes				AT1G19380		AT1G19380.1		Protein of unknown function (DUF1195); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1195 (InterPro:IPR010608); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1195) (TAIR:AT4G36660.1); Has 67 Blast hits to 67 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 67; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009672		XLOC_009672		AT2G23680		2:10066162-10067455		WT leaves		ebs leaves		OK		0.298328		1.08637		1.86		0.890693		0.00315		0.0261601		yes				AT5G45990		AT5G45990.1		crooked neck protein, putative / cell cycle protein, putative; FUNCTIONS IN: binding; INVOLVED IN: mRNA processing, RNA processing; LOCATED IN: intracellular, nucleus; CONTAINS InterPro DOMAIN/s: RNA-processing protein, HAT helix (InterPro:IPR003107), Tetratricopeptide-like helical (InterPro:IPR011990), Tetratricopeptide repeat-containing (InterPro:IPR013026), Suppressor of forked (InterPro:IPR008847); BEST Arabidopsis thaliana protein match is: crooked neck protein, putative / cell cycle protein, putative (TAIR:AT5G41770.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_028574		XLOC_028574		AT5G56220		5:22754817-22757920		WT leaves		ebs leaves		OK		2.27867		8.29113		1.86		1.79791		0.0026		0.0224687		yes				AT2G43590		AT2G43590.1		Chitinase family protein; FUNCTIONS IN: chitin binding, chitinase activity; INVOLVED IN: carbohydrate metabolic process, cell wall macromolecule catabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, C globular stage, LP.02 two leaves visible; CONTAINS InterPro DOMAIN/s: Chitin-binding, type 1, conserved site (InterPro:IPR018371), Glycoside hydrolase, family 19 (InterPro:IPR016283), Chitin-binding, type 1 (InterPro:IPR001002), Glycoside hydrolase, family 19, catalytic (InterPro:IPR000726); BEST Arabidopsis thaliana protein match is: Chitinase family protein (TAIR:AT2G43580.1); Has 2744 Blast hits to 2502 proteins in 524 species: Archae - 0; Bacteria - 615; Metazoa - 34; Fungi - 202; Plants - 1760; Viruses - 20; Other Eukaryotes - 113 (source: NCBI BLink).		protein_coding

		XLOC_023101		XLOC_023101		AT4G02520		4:1110451-1111660		WT leaves		ebs leaves		OK		10.9512		39.8178		1.86		7.03458		5.00E-05		0.000851471		yes				AT4G01895		AT4G01895.1		systemic acquired resistance (SAR) regulator protein NIMIN-1-related; BEST Arabidopsis thaliana protein match is: NIM1-interacting 1 (TAIR:AT1G02450.1); Has 7634 Blast hits to 2740 proteins in 217 species: Archae - 4; Bacteria - 24; Metazoa - 4803; Fungi - 436; Plants - 277; Viruses - 156; Other Eukaryotes - 1934 (source: NCBI BLink).		protein_coding

		XLOC_022259		XLOC_022259		AT4G28280		4:14010684-14011558		WT leaves		ebs leaves		OK		0.999233		3.63261		1.86		1.60553		5.00E-05		0.000851471		yes				AT1G65760		AT1G65760.1		Protein of unknown function (DUF295); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF295 (InterPro:IPR005174); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF295) (TAIR:AT1G65740.1); Has 160 Blast hits to 157 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 160; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018474		XLOC_018474		AT3G25882		3:9470416-9470950		WT leaves		ebs leaves		OK		3.89401		14.1509		1.86		3.86435		5.00E-05		0.000851471		yes				AT1G11120		AT1G11120.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G09812.1); Has 270 Blast hits to 255 proteins in 62 species: Archae - 0; Bacteria - 2; Metazoa - 93; Fungi - 14; Plants - 126; Viruses - 0; Other Eukaryotes - 35 (source: NCBI BLink).		protein_coding

		XLOC_012497		XLOC_012497		AT2G25735		2:10975059-10975759		WT leaves		ebs leaves		OK		3.23495		11.7296		1.86		3.77578		5.00E-05		0.000851471		yes				AT1G76610		AT1G76610.1		Protein of unknown function, DUF617; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF617, plant (InterPro:IPR006460); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF617 (TAIR:AT1G21050.1); Has 256 Blast hits to 256 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 256; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004341		XLOC_004341		AT1G02770		1:604872-606693		WT leaves		ebs leaves		OK		2.98227		10.7852		1.85		3.15813		5.00E-05		0.000851471		yes				AT5G41761		AT5G41761.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G55570.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_003778		XLOC_003778		AT1G72140		1:27141813-27144490		WT leaves		ebs leaves		OK		1.16332		4.20223		1.85		2.69913		5.00E-05		0.000851471		yes				AT1G65845		AT1G65845.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 9 Blast hits to 9 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 9; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000843		XLOC_000843		AT1G16110		1:5518372-5520891		WT leaves		ebs leaves		OK		1.54473		5.5748		1.85		2.89872		5.00E-05		0.000851471		yes				AT4G15610		AT4G15610.1		Uncharacterised protein family (UPF0497); CONTAINS InterPro DOMAIN/s: Uncharacterised protein family UPF0497, trans-membrane plant (InterPro:IPR006702), Uncharacterised protein family UPF0497, trans-membrane plant subgroup (InterPro:IPR006459); BEST Arabidopsis thaliana protein match is: Uncharacterised protein family (UPF0497) (TAIR:AT3G06390.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_021776		XLOC_021776		AT4G19950		4:10809876-10811084		WT leaves		ebs leaves		OK		1.01903		3.67278		1.85		1.38349		0.006		0.043172		yes				AT5G44565		AT5G44565.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_031602		XLOC_031602		AT5G44568		5:17961200-17962202		WT leaves		ebs leaves		OK		6.27874		22.5834		1.85		3.35338		5.00E-05		0.000851471		yes				AT5G05420		AT5G05420.1		FKBP-like peptidyl-prolyl cis-trans isomerase family protein; FUNCTIONS IN: FK506 binding, peptidyl-prolyl cis-trans isomerase activity; INVOLVED IN: protein folding; LOCATED IN: chloroplast thylakoid lumen; CONTAINS InterPro DOMAIN/s: Peptidyl-prolyl cis-trans isomerase, FKBP-type (InterPro:IPR001179); BEST Arabidopsis thaliana protein match is: FK506 BINDING PROTEIN 53 (TAIR:AT4G25340.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_027884		XLOC_027884		AT5G44590		5:17987590-17989227		WT leaves		ebs leaves		OK		0.339717		1.21553		1.84		2.05514		0.00175		0.0166962		yes				AT5G46850		AT5G46850.2		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: GPI anchor biosynthetic process; LOCATED IN: endoplasmic reticulum membrane; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: PIG-X/PBN1 (InterPro:IPR013233).		protein_coding

		XLOC_005379		XLOC_005379		AT1G21100		1:7386838-7388428		WT leaves		ebs leaves		OK		0.756749		2.7022		1.84		1.88295		0.0001		0.00156486		yes				AT5G43450		AT5G43450.1		encodes a protein whose sequence is similar to ACC oxidase		protein_coding

		XLOC_026765		XLOC_026765		AT5G25930		5:9050793-9055251		WT leaves		ebs leaves		OK		0.594735		2.11736		1.83		1.49027		0.0008		0.00899964		yes				AT5G03390		AT5G03390.1		Protein of unknown function (DUF295); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF295 (InterPro:IPR005174); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF295) (TAIR:AT1G68960.1); Has 276 Blast hits to 270 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 276; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016834		XLOC_016834		AT3G59880		3:22120968-22121700		WT leaves		ebs leaves		OK		0.529587		1.87478		1.82		1.5408		0.0051		0.0380253		yes				AT3G11150		AT3G11150.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; Has 428 Blast hits to 428 proteins in 59 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 428; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005055		XLOC_005055		AT1G14870		1:5128374-5129523		WT leaves		ebs leaves		OK		1.32363		4.65468		1.81		1.79922		0.0006		0.0071353		yes				AT3G15356		AT3G15356.1		Legume lectin family protein; FUNCTIONS IN: carbohydrate binding, binding; INVOLVED IN: defense response to fungus, incompatible interaction; LOCATED IN: apoplast, cell wall; EXPRESSED IN: 7 plant structures; CONTAINS InterPro DOMAIN/s: Legume lectin, beta chain (InterPro:IPR001220), Concanavalin A-like lectin/glucanase, subgroup (InterPro:IPR013320), Concanavalin A-like lectin/glucanase (InterPro:IPR008985), Lectin (InterPro:IPR016363); BEST Arabidopsis thaliana protein match is: Legume lectin family protein (TAIR:AT3G16530.1); Has 1875 Blast hits to 1854 proteins in 123 species: Archae - 0; Bacteria - 28; Metazoa - 0; Fungi - 0; Plants - 1832; Viruses - 0; Other Eukaryotes - 15 (source: NCBI BLink).		protein_coding

		XLOC_033103		XLOC_033103		ATCG00330		Pt:36937-37240		WT leaves		ebs leaves		OK		12.9937		45.6766		1.81		3.9182		5.00E-05		0.000851471		yes				AT2G22890		AT2G22890.1		Kua-ubiquitin conjugating enzyme hybrid localisation domain; LOCATED IN: chloroplast; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Kua-ubiquitin conjugating enzyme hybrid, localisation (InterPro:IPR019547); BEST Arabidopsis thaliana protein match is: fatty acid desaturase A (TAIR:AT4G27030.1); Has 226 Blast hits to 226 proteins in 95 species: Archae - 0; Bacteria - 21; Metazoa - 120; Fungi - 0; Plants - 47; Viruses - 3; Other Eukaryotes - 35 (source: NCBI BLink).		protein_coding

		XLOC_026307		XLOC_026307		AT5G16690		5:5474385-5479951		WT leaves		ebs leaves		OK		3.27006		11.4134		1.80		2.91538		0.0019		0.0177704		yes				AT1G73700		AT1G73700.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: membrane; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: MATE family transporter related protein (InterPro:IPR015521), Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT5G52450.1); Has 10814 Blast hits to 10714 proteins in 1986 species: Archae - 254; Bacteria - 7697; Metazoa - 157; Fungi - 330; Plants - 1356; Viruses - 0; Other Eukaryotes - 1020 (source: NCBI BLink).		protein_coding

		XLOC_006416		XLOC_006416		AT1G43997,transcript:AT1G43997.1		1:16704095-16704586		WT leaves		ebs leaves		OK		1.58792		5.45737		1.78		2.03716		0.00085		0.00943042		yes				AT1G23220		AT1G23220.1		Dynein light chain type 1 family protein; FUNCTIONS IN: microtubule motor activity; INVOLVED IN: microtubule-based process; LOCATED IN: microtubule associated complex; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Dynein light chain, type 1/2 (InterPro:IPR001372); BEST Arabidopsis thaliana protein match is: Dynein light chain type 1 family protein (TAIR:AT5G20110.1); Has 1246 Blast hits to 1246 proteins in 225 species: Archae - 0; Bacteria - 0; Metazoa - 642; Fungi - 104; Plants - 252; Viruses - 0; Other Eukaryotes - 248 (source: NCBI BLink).		protein_coding

		XLOC_001042		XLOC_001042		AT1G19380		1:6698057-6698824		WT leaves		ebs leaves		OK		2.3236		7.98477		1.78		2.44169		5.00E-05		0.000851471		yes				AT1G03106		AT1G03106.1		unknown protein; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_025073		XLOC_025073		AT4G33050		4:15944321-15947026		WT leaves		ebs leaves		OK		2.57635		8.82132		1.78		4.5479		5.00E-05		0.000851471		yes				AT4G36280		AT4G36280.1		Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase family protein; FUNCTIONS IN: ATP binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: ATPase-like, ATP-binding domain (InterPro:IPR003594); BEST Arabidopsis thaliana protein match is: compromised recognition of TCV 1 (TAIR:AT4G36290.1); Has 498 Blast hits to 482 proteins in 78 species: Archae - 0; Bacteria - 36; Metazoa - 219; Fungi - 0; Plants - 206; Viruses - 0; Other Eukaryotes - 37 (source: NCBI BLink).		protein_coding

		XLOC_008190		XLOC_008190		AT1G78750		1:29613121-29614695		WT leaves		ebs leaves		OK		0.247059		0.84584		1.78		2.00261		0.00205		0.0188125		yes				AT5G25930		AT5G25930.1		Protein kinase family protein with leucine-rich repeat domain; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: plasma membrane, membrane; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: receptor like protein 52 (TAIR:AT5G25910.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007354		XLOC_007354		AT1G63350		1:23494934-23497631		WT leaves		ebs leaves		OK		0.429398		1.46591		1.77		3.49635		5.00E-05		0.000851471		yes				AT3G62460		AT3G62460.1		Putative endonuclease or glycosyl hydrolase; BEST Arabidopsis thaliana protein match is: Putative endonuclease or glycosyl hydrolase (TAIR:AT3G62210.1); Has 141 Blast hits to 133 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 141; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012540		XLOC_012540		AT2G26560		2:11293768-11295806		WT leaves		ebs leaves		OK		26.3		89.7255		1.77		3.95721		5.00E-05		0.000851471		yes				AT3G20370		AT3G20370.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: seedling growth; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT3G20360.1); Has 795 Blast hits to 651 proteins in 57 species: Archae - 0; Bacteria - 0; Metazoa - 86; Fungi - 10; Plants - 671; Viruses - 0; Other Eukaryotes - 28 (source: NCBI BLink).		protein_coding

		XLOC_012755		XLOC_012755		AT2G30250		2:12903235-12905198		WT leaves		ebs leaves		OK		2.99178		10.1418		1.76		5.0368		5.00E-05		0.000851471		yes				AT1G02770		AT1G02770.1		Protein of unknown function (DUF626); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT1G19060.1); Has 209 Blast hits to 208 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 209; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_014864		XLOC_014864		AT3G20370		3:7105370-7107225		WT leaves		ebs leaves		OK		3.45043		11.4607		1.73		1.4055		0.0062		0.0442502		yes				AT1G43650		AT1G43650.1		nodulin MtN21-like transporter family protein		protein_coding

		XLOC_033046		XLOC_033046		ATCG00490		Pt:54957-56397		WT leaves		ebs leaves		OK		9.16989		30.4148		1.73		7.14141		5.00E-05		0.000851471		yes				AT1G23230		AT1G23230.1		CONTAINS InterPro DOMAIN/s: Mediator complex subunit Med23 (InterPro:IPR021629); Has 187 Blast hits to 184 proteins in 67 species: Archae - 0; Bacteria - 0; Metazoa - 135; Fungi - 0; Plants - 43; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_023805		XLOC_023805		AT4G12010		4:7197210-7201393		WT leaves		ebs leaves		OK		2.50566		8.28479		1.73		2.70703		0.00085		0.00943042		yes				AT3G21010		AT3G21010.1		transposable element gene; copia-like retrotransposon family, has a 4.6e-15 P-value blast match to dbj|BAA78426.1| polyprotein (AtRE2-1) (Arabidopsis thaliana) (Ty1_Copia-element)		transposable_element_gene

		XLOC_003076		XLOC_003076		AT1G59590		1:21887751-21888792		WT leaves		ebs leaves		OK		0.915828		3.02732		1.72		2.34218		5.00E-05		0.000851471		yes				AT4G28350		AT4G28350.1		Concanavalin A-like lectin protein kinase family protein; FUNCTIONS IN: in 6 functions; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: plasma membrane; EXPRESSED IN: stem, cotyledon, leaf, stamen; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis; CONTAINS InterPro DOMAIN/s: Legume lectin, beta chain (InterPro:IPR001220), Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Concanavalin A-like lectin/glucanase, subgroup (InterPro:IPR013320), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase, catalytic domain (InterPro:IPR000719), Concanavalin A-like lectin/glucanase (InterPro:IPR008985); BEST Arabidopsis thaliana protein match is: Concanavalin A-like lectin protein kinase family protein (TAIR:AT4G04960.1); Has 117572 Blast hits to 116208 proteins in 4641 species: Archae - 127; Bacteria - 13536; Metazoa - 42743; Fungi - 9918; Plants - 33874; Viruses - 420; Other Eukaryotes - 16954 (source: NCBI BLink).		protein_coding

		XLOC_007692		XLOC_007692		AT1G69310		1:26054307-26058105		WT leaves		ebs leaves		OK		0.721877		2.36881		1.71		2.69735		5.00E-05		0.000851471		yes				AT3G59880		AT3G59880.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G44010.1); Has 20 Blast hits to 20 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 20; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_022352		XLOC_022352		AT4G29610		4:14517447-14518329		WT leaves		ebs leaves		OK		3.94287		12.9374		1.71		4.71353		5.00E-05		0.000851471		yes				AT1G43040		AT1G43040.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT5G42410.1); Has 469 Blast hits to 469 proteins in 19 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 469; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012715		XLOC_012715		AT2G29500		2:12633090-12633805		WT leaves		ebs leaves		OK		0.836541		2.7445		1.71		1.51783		0.00045		0.0056757		yes				AT1G35350		AT1G35350.1		EXS (ERD1/XPR1/SYG1) family protein; LOCATED IN: integral to membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: EXS, C-terminal (InterPro:IPR004342), SPX, N-terminal (InterPro:IPR004331); BEST Arabidopsis thaliana protein match is: EXS (ERD1/XPR1/SYG1) family protein (TAIR:AT1G26730.1); Has 1149 Blast hits to 1073 proteins in 218 species: Archae - 1; Bacteria - 33; Metazoa - 257; Fungi - 379; Plants - 329; Viruses - 0; Other Eukaryotes - 150 (source: NCBI BLink).		protein_coding

		XLOC_019770		XLOC_019770		AT3G52740		3:19546373-19546964		WT leaves		ebs leaves		OK		17.1794		56.1793		1.71		1.42866		0.00355		0.0286849		yes				AT5G11610		AT5G11610.1		Exostosin family protein; FUNCTIONS IN: catalytic activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system, membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, LP.10 ten leaves visible, 4 leaf senescence stage; CONTAINS InterPro DOMAIN/s: Exostosin-like (InterPro:IPR004263); BEST Arabidopsis thaliana protein match is: Exostosin family protein (TAIR:AT5G25820.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_033104		XLOC_033104		ATCG00340		Pt:37374-39579		WT leaves		ebs leaves		OK		4.11798		13.4348		1.71		6.57113		5.00E-05		0.000851471		yes				AT1G30860		AT1G30860.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; EXPRESSED IN: stem, stamen, pollen tube; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT2G34920.1); Has 4912 Blast hits to 4241 proteins in 362 species: Archae - 9; Bacteria - 172; Metazoa - 2090; Fungi - 292; Plants - 512; Viruses - 97; Other Eukaryotes - 1740 (source: NCBI BLink).		protein_coding

		XLOC_023835		XLOC_023835		AT4G12470		4:7401108-7401907		WT leaves		ebs leaves		OK		4.71993		15.3032		1.70		4.47814		5.00E-05		0.000851471		yes				AT5G56220		AT5G56220.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: nucleoside-triphosphatase activity, nucleotide binding, ATP binding; INVOLVED IN: apoptosis; LOCATED IN: chloroplast; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), NB-ARC (InterPro:IPR002182); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS class) (TAIR:AT4G23440.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_000978		XLOC_000978		AT1G18400		1:6331397-6333743		WT leaves		ebs leaves		OK		3.6658		11.7701		1.68		1.50439		0.00235		0.0208329		yes				AT4G21323		AT4G21323.1		Subtilase family protein; FUNCTIONS IN: identical protein binding, serine-type endopeptidase activity; INVOLVED IN: proteolysis, pollen tube growth; LOCATED IN: endomembrane system; EXPRESSED IN: pollen tube; EXPRESSED DURING: M germinated pollen stage; CONTAINS InterPro DOMAIN/s: Peptidase S8/S53, subtilisin/kexin/sedolisin (InterPro:IPR000209), Proteinase inhibitor I9, subtilisin propeptide (InterPro:IPR010259), Peptidase S8/S53, subtilisin, active site (InterPro:IPR022398), Peptidase S8, subtilisin-related (InterPro:IPR015500); BEST Arabidopsis thaliana protein match is: Subtilase family protein (TAIR:AT4G10550.3); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_031215		XLOC_031215		AT5G38240		5:15277238-15279317		WT leaves		ebs leaves		OK		0.26996		0.863985		1.68		2.2724		0.0005		0.00615957		yes				AT2G15555		AT2G15555.1		other RNA		other_rna

		XLOC_030306		XLOC_030306		AT5G22250		5:7365531-7366778		WT leaves		ebs leaves		OK		2.63907		8.42566		1.67		4.09723		5.00E-05		0.000851471		yes				AT2G19650		AT2G19650.1		Cysteine/Histidine-rich C1 domain family protein; INVOLVED IN: intracellular signaling pathway; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), DC1 (InterPro:IPR004146), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT5G37620.1); Has 1789 Blast hits to 656 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 13; Fungi - 0; Plants - 1744; Viruses - 0; Other Eukaryotes - 32 (source: NCBI BLink).		protein_coding

		XLOC_020140		XLOC_020140		AT3G59140		3:21863419-21868701		WT leaves		ebs leaves		OK		6.11394		19.4275		1.67		4.46081		5.00E-05		0.000851471		yes				AT3G44120		AT3G44120.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G07140.2); Has 1417 Blast hits to 1367 proteins in 41 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 1415; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_007217		XLOC_007217		AT1G61255		1:22589150-22589691		WT leaves		ebs leaves		OK		0.88323		2.80614		1.67		1.90037		0.00175		0.0166962		yes				AT4G16000		AT4G16000.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G15990.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_032504		XLOC_032504		AT5G60900		5:24498466-24501494		WT leaves		ebs leaves		OK		0.3318		1.05311		1.67		2.66491		5.00E-05		0.000851471		yes				AT2G39420		AT2G39420.1		alpha/beta-Hydrolases superfamily protein; BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT2G39410.2); Has 4720 Blast hits to 4720 proteins in 1453 species: Archae - 32; Bacteria - 3497; Metazoa - 120; Fungi - 143; Plants - 476; Viruses - 35; Other Eukaryotes - 417 (source: NCBI BLink).		protein_coding

		XLOC_008304		XLOC_008304		AT1G80710		1:30333422-30335871		WT leaves		ebs leaves		OK		3.50734		11.1088		1.66		2.02799		0.002		0.018491		yes				AT5G16980		AT5G16980.2		Zinc-binding dehydrogenase family protein; FUNCTIONS IN: oxidoreductase activity, binding, zinc ion binding, catalytic activity; INVOLVED IN: response to oxidative stress, response to cyclopentenone; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: GroES-like (InterPro:IPR011032), Polyketide synthase, enoylreductase (InterPro:IPR020843), NAD(P)-binding domain (InterPro:IPR016040), Alcohol dehydrogenase, C-terminal (InterPro:IPR013149), Alcohol dehydrogenase superfamily, zinc-containing (InterPro:IPR002085); BEST Arabidopsis thaliana protein match is: alkenal reductase (TAIR:AT5G16970.1).		protein_coding

		XLOC_025247		XLOC_025247		AT4G36280		4:17165330-17169375		WT leaves		ebs leaves		OK		2.01824		6.35217		1.65		1.39536		0.0032		0.0264922		yes				AT1G77960		AT1G77960.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G28630.4); Has 13187 Blast hits to 6837 proteins in 407 species: Archae - 0; Bacteria - 447; Metazoa - 4509; Fungi - 1333; Plants - 399; Viruses - 45; Other Eukaryotes - 6454 (source: NCBI BLink).		protein_coding

		XLOC_006774		XLOC_006774		AT1G52342		1:19492254-19492769		WT leaves		ebs leaves		OK		8.89005		27.8303		1.65		3.80333		5.00E-05		0.000851471		yes				AT1G23410		AT1G23410.1		Ribosomal protein S27a / Ubiquitin family protein; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: protein ubiquitination involved in ubiquitin-dependent protein catabolic process, translation; LOCATED IN: cytosolic small ribosomal subunit, plasma membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Ubiquitin subgroup (InterPro:IPR019956), Ribosomal protein S27a (InterPro:IPR002906), Ubiquitin conserved site (InterPro:IPR019954), Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: ubiquitin 6 (TAIR:AT2G47110.2); Has 12704 Blast hits to 7404 proteins in 782 species: Archae - 114; Bacteria - 22; Metazoa - 5540; Fungi - 1414; Plants - 3101; Viruses - 186; Other Eukaryotes - 2327 (source: NCBI BLink).		protein_coding

		XLOC_017227		XLOC_017227		AT3G04210		3:1105962-1108069		WT leaves		ebs leaves		OK		6.64255		20.6312		1.64		6.15888		5.00E-05		0.000851471		yes				AT5G18470		AT5G18470.1		Curculin-like (mannose-binding) lectin family protein; FUNCTIONS IN: sugar binding; INVOLVED IN: response to karrikin; LOCATED IN: plant-type cell wall; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Curculin-like (mannose-binding) lectin (InterPro:IPR001480); BEST Arabidopsis thaliana protein match is: lectin protein kinase family protein (TAIR:AT1G67520.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007870		XLOC_007870		AT1G73010		1:27464571-27466256		WT leaves		ebs leaves		OK		0.748517		2.32186		1.63		1.62833		0.00025		0.00348795		yes				AT5G43105		AT5G43105.1		transposable element gene; non-LTR retrotransposon family (LINE), has a 1.7e-39 P-value blast match to GB:AAA39398 ORF2 (Mus musculus) (LINE-element)		transposable_element_gene

		XLOC_020494		XLOC_020494		AT4G01525		4:660809-661698		WT leaves		ebs leaves		OK		0.425928		1.32075		1.63		1.82127		0.0028		0.0238741		yes				AT1G13230		AT1G13230.1		Encodes a leucine-rich repeat protein pii-2.  Located in the endoplasmic reticulum/plasma membrane continuum in Arabidopsis roots.  Required for growth promotion and enhanced seed production mediated by the endophytic fungus Piriformospora indica in Arabidopsis.		protein_coding

		XLOC_018208		XLOC_018208		AT3G21230		3:7448039-7452000		WT leaves		ebs leaves		OK		1.27312		3.93937		1.63		1.05824		0.00175		0.0166962		yes				AT1G22490		AT1G22490.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT1G72210.1); Has 1544 Blast hits to 1534 proteins in 133 species: Archae - 0; Bacteria - 0; Metazoa - 47; Fungi - 34; Plants - 1460; Viruses - 0; Other Eukaryotes - 3 (source: NCBI BLink).		protein_coding

		XLOC_004269		XLOC_004269		AT1G01390		1:148119-149806		WT leaves		ebs leaves		OK		1.0619		3.24863		1.61		1.39998		0.0003		0.00405131		yes				AT5G25750		AT5G25750.1		unknown protein; Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_014847		XLOC_014847		AT3G20100		3:7018994-7020901		WT leaves		ebs leaves		OK		1.44955		4.41653		1.61		2.18707		5.00E-05		0.000851471		yes				AT5G60610		AT5G60610.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), F-box domain, Skp2-like (InterPro:IPR022364), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: FBD, F-box and Leucine Rich Repeat domains containing protein (TAIR:AT2G26860.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_009156		XLOC_009156		AT2G15080		2:6533686-6536995		WT leaves		ebs leaves		OK		1.24379		3.77175		1.60		2.98009		5.00E-05		0.000851471		yes				AT5G25440		AT5G25440.1		Protein kinase superfamily protein; FUNCTIONS IN: protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation, N-terminal protein myristoylation; LOCATED IN: nucleus, cytoplasm; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT5G11410.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_031709		XLOC_031709		AT5G46260		5:18759101-18763358		WT leaves		ebs leaves		OK		0.890834		2.68222		1.59		4.52709		5.00E-05		0.000851471		yes				AT1G43997		AT1G43997.1		Pseudogene of AT1G40087		pseudogene

		XLOC_016212		XLOC_016212		AT3G48280		3:17879565-17881312		WT leaves		ebs leaves		OK		1.82863		5.49105		1.59		2.39178		5.00E-05		0.000851471		yes				AT5G54148		AT5G54148.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G54150.1); Has 104 Blast hits to 102 proteins in 23 species: Archae - 0; Bacteria - 0; Metazoa - 11; Fungi - 0; Plants - 88; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_033114		XLOC_033114		ATCG00550		Pt:63537-63660		WT leaves		ebs leaves		OK		63.8014		191.455		1.59		1.79817		0.00305		0.0254208		yes				AT1G03020		AT1G03020.1		Thioredoxin superfamily protein; FUNCTIONS IN: electron carrier activity, arsenate reductase (glutaredoxin) activity, protein disulfide oxidoreductase activity; INVOLVED IN: cell redox homeostasis; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Glutaredoxin-like, plant II (InterPro:IPR011905), Thioredoxin fold (InterPro:IPR012335), Glutaredoxin (InterPro:IPR002109), Glutaredoxin subgroup (InterPro:IPR014025), Thioredoxin-like fold (InterPro:IPR012336); BEST Arabidopsis thaliana protein match is: Thioredoxin superfamily protein (TAIR:AT3G62930.1); Has 1690 Blast hits to 1687 proteins in 285 species: Archae - 0; Bacteria - 112; Metazoa - 344; Fungi - 348; Plants - 762; Viruses - 0; Other Eukaryotes - 124 (source: NCBI BLink).		protein_coding

		XLOC_029457		XLOC_029457		AT5G05790		5:1740571-1742028		WT leaves		ebs leaves		OK		0.397567		1.18961		1.58		1.25002		0.00505		0.0377284		yes				AT5G57785		AT5G57785.1		unknown protein; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_007499		XLOC_007499		AT1G66060		1:24593914-24595544		WT leaves		ebs leaves		OK		0.508385		1.52111		1.58		2.02042		0.0001		0.00156486		yes				AT3G60980		AT3G60980.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: glutamine-rich protein 23 (TAIR:AT1G10270.1); Has 2028 Blast hits to 1422 proteins in 60 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2019; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_021761		XLOC_021761		AT4G19570		4:10665293-10667318		WT leaves		ebs leaves		OK		0.309456		0.924488		1.58		1.30426		0.0013		0.0131764		yes				AT3G11165		AT3G11165.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 2 Blast hits to 2 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026856		XLOC_026856		AT5G27420		5:9684071-9685561		WT leaves		ebs leaves		OK		0.730394		2.18037		1.58		2.17209		5.00E-05		0.000851471		yes				AT5G17780		AT5G17780.2		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; LOCATED IN: endomembrane system; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT5G17720.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_008146		XLOC_008146		AT1G77855		1:29277165-29278518		WT leaves		ebs leaves		OK		2.33251		6.9502		1.58		1.43089		0.00145		0.014382		yes				AT5G38565		AT5G38565.1		F-box/FBD-like domains containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT5G38570.1); Has 1399 Blast hits to 1333 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1399; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_007022		XLOC_007022		AT1G56520		1:21174663-21178974		WT leaves		ebs leaves		OK		0.450332		1.3388		1.57		1.23642		0.0008		0.00899964		yes				AT5G38240		AT5G38240.1		Protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase, catalytic domain (InterPro:IPR000719), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635); BEST Arabidopsis thaliana protein match is: Protein kinase family protein (TAIR:AT5G38250.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_000274		XLOC_000274		AT1G06080		1:1843567-1846302		WT leaves		ebs leaves		OK		10.6087		31.3888		1.57		2.90984		5.00E-05		0.000851471		yes				AT1G13650		AT1G13650.2		BEST Arabidopsis thaliana protein match is: 18S pre-ribosomal assembly protein gar2-related (TAIR:AT2G03810.4); Has 3688 Blast hits to 1629 proteins in 255 species: Archae - 22; Bacteria - 222; Metazoa - 684; Fungi - 292; Plants - 62; Viruses - 14; Other Eukaryotes - 2392 (source: NCBI BLink).		protein_coding

		XLOC_024564		XLOC_024564		AT4G23880		4:12415676-12416450		WT leaves		ebs leaves		OK		5.95358		17.5913		1.56		1.57717		0.00195		0.0181465		yes				AT1G72890		AT1G72890.2		Disease resistance protein (TIR-NBS class); FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, apoptosis, defense response, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance protein (InterPro:IPR000767), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS class) (TAIR:AT1G72950.1).		protein_coding

		XLOC_024074		XLOC_024074		AT4G15990		4:9061268-9061676		WT leaves		ebs leaves		OK		3.99107		11.7835		1.56		2.69007		5.00E-05		0.000851471		yes				AT4G32480		AT4G32480.1		Protein of unknown function (DUF506) ; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF506, plant (InterPro:IPR006502); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF506)  (TAIR:AT2G20670.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_021865		XLOC_021865		AT4G21323		4:11342493-11345632		WT leaves		ebs leaves		OK		0.298844		0.879206		1.56		2.47726		0.0001		0.00156486		yes				AT1G03410		AT1G03410.1		2A6; FUNCTIONS IN: oxidoreductase activity; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT1G03400.1); Has 8330 Blast hits to 8293 proteins in 997 species: Archae - 0; Bacteria - 1128; Metazoa - 114; Fungi - 883; Plants - 4883; Viruses - 0; Other Eukaryotes - 1322 (source: NCBI BLink).		protein_coding		 (2A6)		 (2A6)

		XLOC_024469		XLOC_024469		AT4G22390		4:11813424-11815133		WT leaves		ebs leaves		OK		1.17376		3.44404		1.55		1.97149		0.0003		0.00405131		yes				AT3G13790		AT3G13790.1		Encodes a protein with invertase activity.		protein_coding		 (ATBFRUCT1)		 (ATBFRUCT1);ARABIDOPSIS THALIANA CELL WALL INVERTASE 1 (ATCWINV1)

		XLOC_020257		XLOC_020257		AT3G61190		3:22650158-22651488		WT leaves		ebs leaves		OK		1.16112		3.40406		1.55		1.85022		5.00E-05		0.000851471		yes				AT4G10120		AT4G10120.1		Encodes a protein with putative sucrose-phosphate synthase activity.		protein_coding		 (ATSPS4F)		 (ATSPS4F)

		XLOC_004366		XLOC_004366		AT1G03106		1:748101-749034		WT leaves		ebs leaves		OK		1.9109		5.60038		1.55		3.13301		5.00E-05		0.000851471		yes				AT1G31580		AT1G31580.1		Encodes cell wall protein.  ECS1 is not a Xcc750 resistance gene, but the genetic data indicate that ECS1 is linked to a locus influencing resistance to Xcc750.		protein_coding		 (ECS1)		 (ECS1); (CXC750)

		XLOC_014973		XLOC_014973		AT3G22060		3:7771015-7772340		WT leaves		ebs leaves		OK		10.2087		29.8287		1.55		4.94575		5.00E-05		0.000851471		yes				AT1G28480		AT1G28480.1		Encodes GRX480, a member of the glutaredoxin family that regulates protein redox state.  GRX480 interacts with TGA factors and suppresses JA-responsive PDF1.2 transcription.  GRX480 transcription is SA-inducible and requires NPR1.  Maybe involved in SA/JA cross-talk.		protein_coding		 (GRX480)		 (roxy19); (GRX480)

		XLOC_024324		XLOC_024324		AT4G19810		4:10763933-10765753		WT leaves		ebs leaves		OK		1.31433		3.83648		1.55		2.32811		5.00E-05		0.000851471		yes				AT5G26340		AT5G26340.1		Encodes a protein with high affinity, hexose-specific/H+ symporter activity. The activity of the transporter appears to be negatively regulated by phosphorylation. Importantly, microarray analysis, as well as the study of the expression of this gene in mutants involved in programmed cell death (PCD) demonstrated a tight correlation between this gene's expression and PCD.		protein_coding		 (MSS1)		 (MSS1);SUGAR TRANSPORT PROTEIN 13 (ATSTP13);SUGAR TRANSPORT PROTEIN 13 (STP13)

		XLOC_005733		XLOC_005733		AT1G28190		1:9846883-9847923		WT leaves		ebs leaves		OK		4.23427		12.3325		1.54		1.54291		0.00075		0.00852515		yes				ATCG01100		ATCG01100.1		NADH dehydrogenase ND1		protein_coding		 (NDHA)		 (NDHA)

		XLOC_031236		XLOC_031236		AT5G38565		5:15444309-15446009		WT leaves		ebs leaves		OK		0.802078		2.33488		1.54		1.46928		0.0003		0.00405131		yes				ATCG01050		ATCG01050.1		Represents a plastid-encoded subunit of a NAD(P)H dehydrogenase complex.  Its mRNA is edited at four positions.  Translation data is not available for this gene.		protein_coding		 (NDHD)		 (NDHD)

		XLOC_016784		XLOC_016784		AT3G58865		3:21765878-21766823		WT leaves		ebs leaves		OK		0.713244		2.07601		1.54		2.26436		0.00015		0.0022305		yes				ATMG00030		ATMG00030.1		hypothetical protein		protein_coding		 (ORF107A)		 (ORF107A)

		XLOC_018686		XLOC_018686		AT3G28930		3:10959685-10960808		WT leaves		ebs leaves		OK		9.94563		28.868		1.54		4.96915		5.00E-05		0.000851471		yes				ATCG00350		ATCG00350.1		Encodes psaA protein comprising the reaction center for photosystem I along with psaB protein; hydrophobic protein encoded by the chloroplast genome.		protein_coding		 (PSAA)		 (PSAA)

		XLOC_022262		XLOC_022262		AT4G28350		4:14026576-14028622		WT leaves		ebs leaves		OK		0.439696		1.27544		1.54		2.6285		5.00E-05		0.000851471		yes				ATCG00340		ATCG00340.1		Encodes the D1 subunit of photosystem I  and II reaction centers.		protein_coding		 (PSAB)		 (PSAB)

		XLOC_005004		XLOC_005004		AT1G14120		1:4833517-4835089		WT leaves		ebs leaves		OK		0.778845		2.25426		1.53		2.10224		0.00015		0.0022305		yes				ATCG01060		ATCG01060.1		Encodes the PsaC subunit of photosystem I.		protein_coding		 (PSAC)		 (PSAC)

		XLOC_021603		XLOC_021603		AT4G16740		4:9407767-9410877		WT leaves		ebs leaves		OK		1.68774		4.87024		1.53		0.96158		0.0002		0.00287925		yes				ATCG00490		ATCG00490.1		large subunit of RUBISCO. Protein is tyrosine-phosphorylated and its phosphorylation state is modulated in response to ABA in Arabidopsis thaliana seeds.		protein_coding		 (RBCL)		 (RBCL)

		XLOC_027874		XLOC_027874		AT5G44565		5:17951511-17953133		WT leaves		ebs leaves		OK		1.88884		5.44047		1.53		2.06756		5.00E-05		0.000851471		yes				AT5G10380		AT5G10380.1		Encodes a RING finger domain protein with E3 ligase activity that is localized to the lipid rafts of the plasma membrane. Expression is increased in response to fungal pathogen. May be involved in regulation of programmed cell death by facilitating degredation of regulation of PDC activators.		protein_coding		 (RING1)		 (ATRING1); (RING1)

		XLOC_021525		XLOC_021525		AT4G15610		4:8909063-8910908		WT leaves		ebs leaves		OK		1.22129		3.51197		1.52		2.2701		5.00E-05		0.000851471		yes				AT1G32940		AT1G32940.1		SBT3.5; FUNCTIONS IN: identical protein binding, serine-type endopeptidase activity; INVOLVED IN: proteolysis, negative regulation of catalytic activity; LOCATED IN: apoplast; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, F mature embryo stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protease-associated PA (InterPro:IPR003137), Proteinase inhibitor, propeptide (InterPro:IPR009020), Peptidase S8/S53, subtilisin/kexin/sedolisin (InterPro:IPR000209), Peptidase S8, subtilisin-related (InterPro:IPR015500), Peptidase S8/S53, subtilisin, active site (InterPro:IPR022398), Proteinase inhibitor I9, subtilisin propeptide (InterPro:IPR010259); BEST Arabidopsis thaliana protein match is: Subtilase family protein (TAIR:AT1G32960.1); Has 6590 Blast hits to 6094 proteins in 1001 species: Archae - 208; Bacteria - 3597; Metazoa - 86; Fungi - 174; Plants - 1956; Viruses - 0; Other Eukaryotes - 569 (source: NCBI BLink).		protein_coding		 (SBT3.5)		 (ATSBT3.5); (SBT3.5)

		XLOC_032250		XLOC_032250		AT5G56250		5:22768576-22772896		WT leaves		ebs leaves		OK		4.86896		13.9602		1.52		6.1932		5.00E-05		0.000851471		yes				AT1G71890		AT1G71890.1		Encodes a sucrose transporter that is expressed in the endosperm. Mutants have delayed accumulation of fatty acids and embryo maturation.		protein_coding		 (SUC5)		SUCROSE-PROTON SYMPORTER 5 (ATSUC5); (SUC5)

		XLOC_029424		XLOC_029424		AT5G05060		5:1493718-1495085		WT leaves		ebs leaves		OK		27.0045		77.2437		1.52		6.93268		5.00E-05		0.000851471		yes				AT4G01720		AT4G01720.1		member of WRKY Transcription Factor; Group II-b		protein_coding		 (WRKY47)		 (AtWRKY47); (WRKY47)

		XLOC_014317		XLOC_014317		AT3G11390		3:3569827-3571960		WT leaves		ebs leaves		OK		0.256583		0.733014		1.51		2.10742		0.0003		0.00405131		yes				AT4G23810		AT4G23810.1		member of WRKY Transcription Factor; Group III		protein_coding		 (WRKY53)		 (ATWRKY53); (WRKY53)

		XLOC_010435		XLOC_010435		AT2G37030		2:15553731-15554106		WT leaves		ebs leaves		OK		3.00346		8.52311		1.50		2.16684		0.00055		0.00661714		yes				AT3G46090		AT3G46090.1		ZAT7; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: response to chitin, regulation of transcription; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: C2H2-type zinc finger family protein (TAIR:AT3G46080.1); Has 1028 Blast hits to 997 proteins in 98 species: Archae - 0; Bacteria - 0; Metazoa - 233; Fungi - 0; Plants - 789; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding		 (ZAT7)		 (ZAT7)

		XLOC_020032		XLOC_020032		AT3G57460		3:21263085-21265797		WT leaves		ebs leaves		OK		0.350481		0.993519		1.50		1.71556		0.00425		0.0330579		yes				AT1G59590		AT1G59590.1		ZCF37 mRNA, complete cds		protein_coding		 (ZCF37)		 (ZCF37)

		XLOC_026958		XLOC_026958		AT5G28630		5:10636630-10637249		WT leaves		ebs leaves		OK		5.11978		14.5071		1.50		1.46932		0.0026		0.0224687		yes				AT3G57260		AT3G57260.1		beta 1,3-glucanase		protein_coding		BETA-1,3-GLUCANASE 2 (BGL2)		BETA-1,3-GLUCANASE 2 (BGL2);PATHOGENESIS-RELATED PROTEIN 2 (PR2); (AtPR2);PATHOGENESIS-RELATED PROTEIN 2 (PR-2);BETA-1,3-GLUCANASE 2 (BG2)

		XLOC_003420		XLOC_003420		AT1G65790		1:24468931-24472329		WT leaves		ebs leaves		OK		1.45856		4.12871		1.50		4.41658		5.00E-05		0.000851471		yes				AT3G20100		AT3G20100.1		member of CYP705A		protein_coding		CYTOCHROME P450, FAMILY 705, SUBFAMILY A, POLYPEPTIDE 19 (CYP705A19)		CYTOCHROME P450, FAMILY 705, SUBFAMILY A, POLYPEPTIDE 19 (CYP705A19)

		XLOC_006483		XLOC_006483		AT1G46768		1:17265700-17266536		WT leaves		ebs leaves		OK		1.05957		2.99473		1.50		1.89298		0.0001		0.00156486		yes				AT1G78490		AT1G78490.1		member of CYP708A		protein_coding		CYTOCHROME P450, FAMILY 708, SUBFAMILY A, POLYPEPTIDE 3 (CYP708A3)		CYTOCHROME P450, FAMILY 708, SUBFAMILY A, POLYPEPTIDE 3 (CYP708A3)

		XLOC_024916		XLOC_024916		AT4G30280		4:14825807-14827047		WT leaves		ebs leaves		OK		1.94525		5.48597		1.50		1.75195		0.00015		0.0022305		yes				AT3G48280		AT3G48280.1		putative cytochrome P450		protein_coding		CYTOCHROME P450, FAMILY 71, SUBFAMILY A, POLYPEPTIDE 25 (CYP71A25)		CYTOCHROME P450, FAMILY 71, SUBFAMILY A, POLYPEPTIDE 25 (CYP71A25)

		XLOC_007662		XLOC_007662		AT1G68800		1:25847065-25848540		WT leaves		ebs leaves		OK		1.12841		3.16899		1.49		1.39477		0.00205		0.0188125		yes				AT3G26280		AT3G26280.1		cytochrome P450 monooxygenase		protein_coding		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 4 (CYP71B4)		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 4 (CYP71B4)

		XLOC_012664		XLOC_012664		AT2G28650		2:12289151-12291045		WT leaves		ebs leaves		OK		1.04771		2.94041		1.49		1.71988		0.0037		0.0296384		yes				AT1G33720		AT1G33720.1		member of CYP76C		protein_coding		CYTOCHROME P450, FAMILY 76, SUBFAMILY C, POLYPEPTIDE 6 (CYP76C6)		CYTOCHROME P450, FAMILY 76, SUBFAMILY C, POLYPEPTIDE 6 (CYP76C6)

		XLOC_033105		XLOC_033105		ATCG00350		Pt:39604-41857		WT leaves		ebs leaves		OK		3.03925		8.50677		1.48		5.26189		5.00E-05		0.000851471		yes				AT4G37370		AT4G37370.1		member of CYP81D		protein_coding		CYTOCHROME P450, FAMILY 81, SUBFAMILY D, POLYPEPTIDE 8 (CYP81D8)		CYTOCHROME P450, FAMILY 81, SUBFAMILY D, POLYPEPTIDE 8 (CYP81D8)

		XLOC_029806		XLOC_029806		AT5G12330		5:3987374-3989833		WT leaves		ebs leaves		OK		0.397138		1.10865		1.48		1.16177		0.0001		0.00156486		yes				AT1G64900		AT1G64900.1		Encodes cytochrome P450 (CYP89A2).		protein_coding		CYTOCHROME P450, FAMILY 89, SUBFAMILY A, POLYPEPTIDE 2 (CYP89A2)		 (CYP89);"CYTOCHROME P450, FAMILY 89, SUBFAMILY A, POLYPEPTIDE 2" (CYP89A2)

		XLOC_021556		XLOC_021556		AT4G16008		4:9067829-9068512		WT leaves		ebs leaves		OK		7.1817		20.0284		1.48		4.29657		5.00E-05		0.000851471		yes				AT4G37770		AT4G37770.1		Encodes an auxin inducible ACC synthase.		protein_coding		1-AMINO-CYCLOPROPANE-1-CARBOXYLATE SYNTHASE 8 (ACS8)		1-AMINO-CYCLOPROPANE-1-CARBOXYLATE SYNTHASE 8 (ACS8)

		XLOC_005939		XLOC_005939		AT1G31920		1:11461854-11463848		WT leaves		ebs leaves		OK		13.4517		37.4099		1.48		2.25618		0.00015		0.0022305		yes				AT4G08040		AT4G08040.1		encodes an aminotransferase that belongs to ACC synthase gene family structurally		protein_coding		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 11 (ACS11)		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 11 (ACS11)

		XLOC_008176		XLOC_008176		AT1G78460		1:29518315-29519323		WT leaves		ebs leaves		OK		2.1186		5.86838		1.47		1.60448		0.00485		0.0365734		yes				AT2G22810		AT2G22810.1		key regulatory enzyme in the biosynthesis of the plant hormone ethylene. ACS4 is specifically induced by indoleacetic acid (IAA).		protein_coding		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 4 (ACS4)		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 4 (ACS4); (ATACS4);1-AMINOCYCLOPROPANE-1-CARBOXYLIC ACID  SYNTHASE POLYPEPTIDE (ACC4)

		XLOC_026449		XLOC_026449		AT5G19240		5:6470128-6471062		WT leaves		ebs leaves		OK		32.0941		88.8056		1.47		4.3689		5.00E-05		0.000851471		yes				AT5G23020		AT5G23020.1		methylthioalkymalate synthase-like. Also known as 2-isopropylmalate synthase (IMS2).  encodes a methylthioalkylmalate synthase involved in the biosynthesis of aliphatic glucosinolates which accepts all the omega-methylthio-2-oxoalkanoic acids needed to form the known C3 to C8 glucosinolates in Arabidopsis.		protein_coding		2-ISOPROPYLMALATE SYNTHASE 2 (IMS2)		 (MAM3);2-ISOPROPYLMALATE SYNTHASE 2 (IMS2);METHYLTHIOALKYMALATE SYNTHASE-LIKE (MAM-L)

		XLOC_013894		XLOC_013894		AT3G03190		3:735027-735987		WT leaves		ebs leaves		OK		1.39521		3.86005		1.47		1.29397		0.0059		0.0426846		yes				AT3G21230		AT3G21230.1		The gene encodes a 4-coumarate coenzyme A ligase being able to use sinapate as substrate. The catalytic efficiency was in the following (descending) order:  p-coumaric acid, caffeic acid, 5-OH-ferulic acid, ferulic acid and sinapic acid. At4CL5 was unable to use cinnamic acid as substrate. Knockout of At4CL5 (4cl5) revealed no effect on syringyl lignin content indicating that the activity observed does probably not occur in vivo.		protein_coding		4-COUMARATE:COA LIGASE 5 (4CL5)		4-COUMARATE:COA LIGASE 5 (4CL5)

		XLOC_008103		XLOC_008103		AT1G77145		1:28989926-28991346		WT leaves		ebs leaves		OK		0.829599		2.28946		1.46		1.31018		0.0007		0.00809588		yes				AT4G14400		AT4G14400.1		encodes a novel protein with putative ankyrin and transmembrane regions. It is a member of one of the largest uncharacterized gene families in higher plants. The gene is involved in resistance to Pseudomonas syringae.		protein_coding		ACCELERATED CELL DEATH 6 (ACD6)		ACCELERATED CELL DEATH 6 (ACD6)

		XLOC_007573		XLOC_007573		AT1G67265		1:25175557-25176202		WT leaves		ebs leaves		OK		0.96257		2.65276		1.46		1.63158		0.0007		0.00809588		yes				AT2G23600		AT2G23600.1		Encodes a protein shown to have carboxylesterase activity, methyl salicylate esterase activity, methyl jasmonate esterase activity, and methyl IAA esterase activity in vitro. MES2 appears to be involved in MeSA hydrolysis in planta. This protein does not act on MeGA4, or MEGA9 in vitro.		protein_coding		ACETONE-CYANOHYDRIN LYASE (ACL)		ACETONE-CYANOHYDRIN LYASE (ACL);ARABIDOPSIS THALIANA METHYL ESTERASE 2 (ATMES2);METHYL ESTERASE 8 (ME8);ARABIDOPSIS METHYL ESTERASE 8 (ATME8);METHYL ESTERASE 2 (MES2)

		XLOC_005453		XLOC_005453		transcript:AT1G22350.1		1:7892877-7894498		WT leaves		ebs leaves		OK		1.74983		4.81605		1.46		3.8283		5.00E-05		0.000851471		yes				AT4G18960		AT4G18960.1		Floral homeotic gene encoding a MADS domain transcription factor. Specifies floral meristem and carpel and stamen identity. Binds CArG box sequences. It is the only C function gene. It interacts genetically with the other homeotic genes to specify the floral organs.		protein_coding		AGAMOUS (AG)		AGAMOUS (AG)

		XLOC_022808		XLOC_022808		AT4G37770		4:17752083-17754157		WT leaves		ebs leaves		OK		3.47394		9.55405		1.46		3.87753		5.00E-05		0.000851471		yes				AT2G22630		AT2G22630.1		Encodes a MADs domain containing protein involved in promoting flowering. Loss of function mutations show delayed flowering in long days and reduced levels of LFY and AP1 expression.		protein_coding		AGAMOUS-LIKE 17 (AGL17)		AGAMOUS-LIKE 17 (AGL17)

		XLOC_012129		XLOC_012129		AT2G19650		2:8493474-8495823		WT leaves		ebs leaves		OK		0.591042		1.625		1.46		1.55936		0.00095		0.0102873		yes				AT4G22950		AT4G22950.1		MADS-box protein AGL19		protein_coding		AGAMOUS-LIKE 19 (AGL19)		 (GL19);AGAMOUS-LIKE 19 (AGL19)

		XLOC_026732		XLOC_026732		AT5G25260		5:8752683-8754485		WT leaves		ebs leaves		OK		0.514884		1.41458		1.46		1.04971		0.0033		0.0271623		yes				AT4G24540		AT4G24540.1		Encodes a MADS-box protein involved in flowering. Regulates the expression of SOC1 and is also upregulated by SOC1. Binds with IMK3 kinase domain. Phosphorylated by IMK3; likely to be a target for IMK3 kinase domain.		protein_coding		AGAMOUS-LIKE 24 (AGL24)		AGAMOUS-LIKE 24 (AGL24)

		XLOC_019751		XLOC_019751		AT3G52400		3:19425633-19427141		WT leaves		ebs leaves		OK		4.73045		12.9683		1.45		4.06248		5.00E-05		0.000851471		yes				AT5G60910		AT5G60910.1		MADS box gene negatively regulated  by APETALA1		protein_coding		AGAMOUS-LIKE 8 (AGL8)		FRUITFULL (FUL);AGAMOUS-LIKE 8 (AGL8)

		XLOC_012530		XLOC_012530		AT2G26390		2:11229086-11230491		WT leaves		ebs leaves		OK		0.349132		0.954556		1.45		1.69061		0.0038		0.0302303		yes				AT5G09220		AT5G09220.1		member of AAAP family		protein_coding		AMINO ACID PERMEASE 2 (AAP2)		AMINO ACID PERMEASE 2 (AAP2)

		XLOC_017905		XLOC_017905		AT3G15420		3:5207576-5208359		WT leaves		ebs leaves		OK		3.35064		9.117		1.44		1.16844		0.006		0.043172		yes				AT3G02020		AT3G02020.1		encodes a monofunctional aspartate kinase		protein_coding		ASPARTATE KINASE 3 (AK3)		ASPARTATE KINASE 3 (AK3)

		XLOC_018524		XLOC_018524		AT3G26590		3:9761699-9765315		WT leaves		ebs leaves		OK		1.29269		3.51614		1.44		1.39992		0.0006		0.0071353		yes				AT3G59140		AT3G59140.1		member of MRP subfamily		protein_coding		ATP-BINDING CASSETTE C10 (ABCC10)		MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 14 (ATMRP14);ATP-BINDING CASSETTE C10 (ABCC10);MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 14 (MRP14)

		XLOC_005413		XLOC_005413		AT1G21550		1:7553100-7553876		WT leaves		ebs leaves		OK		2.56706		6.974		1.44		2.38295		5.00E-05		0.000851471		yes				AT3G52310		AT3G52310.1		ABC-2 type transporter family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of substances; LOCATED IN: plasma membrane; EXPRESSED IN: stem, stamen; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ABC transporter-like (InterPro:IPR003439), ABC-2 type transporter (InterPro:IPR013525), ABC transporter, conserved site (InterPro:IPR017871); BEST Arabidopsis thaliana protein match is: ABC-2 type transporter family protein (TAIR:AT5G06530.1); Has 399105 Blast hits to 362643 proteins in 4152 species: Archae - 6998; Bacteria - 314182; Metazoa - 9528; Fungi - 7070; Plants - 5758; Viruses - 7; Other Eukaryotes - 55562 (source: NCBI BLink).		protein_coding		ATP-BINDING CASSETTE G27 (ABCG27)		ATP-BINDING CASSETTE G27 (ABCG27)

		XLOC_018452		XLOC_018452		AT3G25610		3:9308941-9313353		WT leaves		ebs leaves		OK		0.49145		1.33259		1.44		3.25083		5.00E-05		0.000851471		yes				AT1G15520		AT1G15520.1		ABC transporter family involved in ABA transport and resistance to lead. Localizes to plasma membrane. Upregulated by lead. Expressed in leaves, flowers, stomata and roots.		protein_coding		ATP-BINDING CASSETTE G40 (ABCG40)		PLEIOTROPIC DRUG RESISTANCE 12 (PDR12);ARABIDOPSIS THALIANA ATP-BINDING CASSETTE G40 (ATABCG40);ATP-BINDING CASSETTE G40 (ABCG40);PLEIOTROPIC DRUG RESISTANCE 12 (ATPDR12)

		XLOC_033059		XLOC_033059		ATCG00710		Pt:74484-74706		WT leaves		ebs leaves		OK		7.76964		21.048		1.44		1.59791		0.0052		0.038662		yes				AT3G28930		AT3G28930.1		avrRpt2-induced gene that exhibits RPS2- and avrRpt2-dependent induction early after infection with Pseudomonas syringae pv maculicola strain ES4326 carrying avrRpt2		protein_coding		AVRRPT2-INDUCED GENE 2 (AIG2)		AVRRPT2-INDUCED GENE 2 (AIG2)

		XLOC_010221		XLOC_010221		AT2G33480		2:14181185-14182402		WT leaves		ebs leaves		OK		6.97066		18.877		1.44		3.62117		5.00E-05		0.000851471		yes				AT4G12470		AT4G12470.1		Encodes AZI1 (AZELAIC ACID INDUCED 1).  Involved in the priming of salicylic acid induction and systemic immunity triggered by pathogen or azelaic acid.		protein_coding		AZELAIC ACID INDUCED 1 (AZI1)		AZELAIC ACID INDUCED 1 (AZI1)

		XLOC_006458		XLOC_006458		AT1G45063		1:17033334-17035105		WT leaves		ebs leaves		OK		0.574417		1.55434		1.44		1.44938		0.001		0.010716		yes				AT5G20230		AT5G20230.1		Al-stress-induced gene		protein_coding		BLUE-COPPER-BINDING PROTEIN (BCB)		BLUE-COPPER-BINDING PROTEIN (ATBCB);BLUE COPPER BINDING PROTEIN (BCB);BLUE-COPPER-BINDING PROTEIN (BCB);SENESCENCE ASSOCIATED GENE 14 (SAG14)

		XLOC_024426		XLOC_024426		AT4G21850		4:11591115-11592238		WT leaves		ebs leaves		OK		2.32719		6.29062		1.43		2.06785		5.00E-05		0.000851471		yes				AT3G61190		AT3G61190.1		Encodes a protein with a C2 domain that binds to BON1 in yeast two hybrid analyses. Its ability to bind to phospholipids is enhanced by calcium ions. Involved in maintaining cell homeostasis.		protein_coding		BON ASSOCIATION PROTEIN 1 (BAP1)		BON ASSOCIATION PROTEIN 1 (BAP1)

		XLOC_024520		XLOC_024520		AT4G23200		4:12145379-12147934		WT leaves		ebs leaves		OK		0.48179		1.30044		1.43		2.49549		5.00E-05		0.000851471		yes				AT1G18400		AT1G18400.1		BR enhanced expression 1 (BEE1); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: BR enhanced expression 3 (TAIR:AT1G73830.1); Has 2046 Blast hits to 2038 proteins in 98 species: Archae - 0; Bacteria - 0; Metazoa - 6; Fungi - 35; Plants - 1999; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding		BR ENHANCED EXPRESSION 1 (BEE1)		BR ENHANCED EXPRESSION 1 (BEE1)

		XLOC_024075		XLOC_024075		AT4G16000		4:9063844-9064481		WT leaves		ebs leaves		OK		4.75932		12.8449		1.43		3.32776		5.00E-05		0.000851471		yes				AT3G19710		AT3G19710.1		Belongs to the branched-chain amino acid aminotransferase gene family. Encodes a methionine-oxo-acid transaminase. Involved in the methionine chain elongation pathway that leads to the ultimate biosynthesis of methionine-derived glucosinolates.		protein_coding		BRANCHED-CHAIN AMINOTRANSFERASE4 (BCAT4)		BRANCHED-CHAIN AMINOTRANSFERASE4 (BCAT4)

		XLOC_003468		XLOC_003468		AT1G66725		1:24883930-24884559		WT leaves		ebs leaves		OK		1.18176		3.18008		1.43		1.99594		0.00075		0.00852515		yes				AT5G46370		AT5G46370.1		Encodes AtTPK2 (KCO2), a member of the Arabidopsis thaliana K+ channel family of AtTPK/KCO proteins. AtTPK2 is targeted to the vacuolar membrane. May form homomeric ion channels in vivo.		protein_coding		CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 2 (KCO2)		TANDEM PORE K+ CHANNEL 2 (ATTPK2);CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 2 (ATKCO2);CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 2 (KCO2)

		XLOC_005141		XLOC_005141		AT1G16515		1:5647548-5647813		WT leaves		ebs leaves		OK		27.8582		74.6537		1.42		1.66768		0.0011		0.0114951		yes				AT5G27420		AT5G27420.1		Encodes CNI1 (Carbon/Nitrogen Insensitive1) (also named as ATL31), a RING type ubiquitin ligase that functions in the Carbon/Nitrogen response for growth phase transition in Arabidopsis seedlings.		protein_coding		CARBON/NITROGEN INSENSITIVE 1 (CNI1)		ARABIDOPSIS TOXICOS EN LEVADURA 31 (ATL31);CARBON/NITROGEN INSENSITIVE 1 (CNI1)

		XLOC_019752		XLOC_019752		AT3G52450		3:19440738-19442383		WT leaves		ebs leaves		OK		1.35203		3.62198		1.42		2.61681		5.00E-05		0.000851471		yes				AT1G64170		AT1G64170.1		member of Putative Na+/H+ antiporter family		protein_coding		CATION/H+ EXCHANGER 16 (CHX16)		CATION/H+ EXCHANGER 16 (ATCHX16);CATION/H+ EXCHANGER 16 (CHX16)

		XLOC_001271		XLOC_001271		AT1G23410		1:8314923-8315531		WT leaves		ebs leaves		OK		9.3123		24.9317		1.42		0.913825		0.00395		0.0311163		yes				AT2G34960		AT2G34960.1		Encodes a member of the cationic amino acid transporter (CAT) subfamily of amino acid polyamine choline transporters. Mediates efficient uptake of Lys, Arg and Glu in a yeast system. Localized to the plasma membrane.		protein_coding		CATIONIC AMINO ACID TRANSPORTER 5 (CAT5)		CATIONIC AMINO ACID TRANSPORTER 5 (CAT5)

		XLOC_004360		XLOC_004360		AT1G03020		1:698206-698515		WT leaves		ebs leaves		OK		2.90069		7.75796		1.42		1.56861		0.005		0.0374454		yes				AT4G14580		AT4G14580.1		CBL-interacting protein kinase		protein_coding		CBL-INTERACTING PROTEIN KINASE 4 (CIPK4)		SNF1-RELATED PROTEIN KINASE 3.3 (SnRK3.3);CBL-INTERACTING PROTEIN KINASE 4 (CIPK4)

		XLOC_028037		XLOC_028037		AT5G47230		5:19179938-19181129		WT leaves		ebs leaves		OK		2.74648		7.33243		1.42		3.18419		5.00E-05		0.000851471		yes				AT3G44260		AT3G44260.1		Encodes one of the homologs of the yeast CCR4-associated factor 1: AT3G44260 (CAF1a), AT5G22250 (CAF1b). Has mRNA deadenylation activity.  Also plays a role in plant defense responses.		protein_coding		CCR4- ASSOCIATED FACTOR 1A (CAF1a)		CCR4- ASSOCIATED FACTOR 1A (CAF1a);CCR4- ASSOCIATED FACTOR 1A (AtCAF1a)

		XLOC_028772		XLOC_028772		AT5G59820		5:24102971-24103787		WT leaves		ebs leaves		OK		7.24202		19.2904		1.41		4.23015		5.00E-05		0.000851471		yes				AT5G22250		AT5G22250.1		Encodes one of the homologs of the yeast CCR4-associated factor 1: AT3G44260 (CAF1a), AT5G22250 (CAF1b). Has mRNA deadenylation activity.  Also plays a role in plant defense responses.		protein_coding		CCR4- ASSOCIATED FACTOR 1B (CAF1b)		CCR4- ASSOCIATED FACTOR 1B (AtCAF1b);CCR4- ASSOCIATED FACTOR 1B (CAF1b)

		XLOC_020022		XLOC_020022		AT3G57260		3:21188516-21189859		WT leaves		ebs leaves		OK		0.929717		2.46552		1.41		1.64546		5.00E-05		0.000851471		yes				AT1G21250		AT1G21250.1		cell wall-associated kinase, may function as a signaling receptor of extracellular matrix component such as oligogalacturonides.		protein_coding		CELL WALL-ASSOCIATED KINASE (WAK1)		 (PRO25);CELL WALL-ASSOCIATED KINASE (WAK1)

		XLOC_022540		XLOC_022540		AT4G32870		4:15862142-15862741		WT leaves		ebs leaves		OK		1.28818		3.41279		1.41		1.27151		0.00275		0.0235344		yes				AT3G22820		AT3G22820.1		allergen-related; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G14723.1); Has 245 Blast hits to 245 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 245; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		CHALLAH-LIKE 1 (CLL1)		EPIDERMAL PATTERNING FACTOR LIKE 5 (EPFL5);CHALLAH-LIKE 1 (CLL1)

		XLOC_029203		XLOC_029203		AT5G01040		5:9868-16173		WT leaves		ebs leaves		OK		1.05075		2.77875		1.40		1.61987		0.0013		0.0131764		yes				AT5G24090		AT5G24090.1		Chitinase A (class III) expressed exclusively under environmental stress conditions.		protein_coding		CHITINASE A (CHIA)		CHITINASE A (CHIA);CHITINASE A (ATCHIA)

		XLOC_032889		XLOC_032889		ATMG00030		Mt:11917-12241		WT leaves		ebs leaves		OK		6.8932		18.16		1.40		2.42807		5.00E-05		0.000851471		yes				ATCG00330		ATCG00330.1		30S chloroplast ribosomal protein S14		protein_coding		CHLOROPLAST RIBOSOMAL PROTEIN S14 (RPS14)		CHLOROPLAST RIBOSOMAL PROTEIN S14 (RPS14)

		XLOC_014209		XLOC_014209		AT3G09530		3:2926301-2928215		WT leaves		ebs leaves		OK		1.85074		4.87025		1.40		3.9526		5.00E-05		0.000851471		yes				AT1G80820		AT1G80820.1		Encodes an cinnamoyl CoA reductase isoform.  Involved in lignin biosynthesis.		protein_coding		CINNAMOYL COA REDUCTASE (CCR2)		 (ATCCR2);CINNAMOYL COA REDUCTASE (CCR2)

		XLOC_026398		XLOC_026398		AT5G18470		5:6127796-6131015		WT leaves		ebs leaves		OK		1.5313		4.0169		1.39		1.36685		0.00145		0.014382		yes				AT4G19810		AT4G19810.1		ChiC encodes a Class V chitinase that is a part of glycoside hydrolase family 18 based on CAZy groupings. It appears to primarily act as an exochitinase in vitro where it predominantly cleaves a chitobiose (GlcNAc)2 residue from the non-reducing end of a chitin oligosaccharide. However, it shows some minor endochitinase activity in vitro, as well. A putative 24 amino-acid signal peptide may direct this protein to the secretory system and it has been detected in cell wall apoplastic fluid. RT-PCR experiments demonstrate that ChiC transcript levels are increased in response to abscisisc acid, jasmonic acid, and NaCl stress. Microarray results also suggest that transcript levels rise in response to osmotic stress, two fungal pathogens, a bacterial pathogen, and the elicitor flagellin.		protein_coding		CLASS V CHITINASE (ChiC)		CLASS V CHITINASE (ChiC)

		XLOC_003312		XLOC_003312		AT1G64065		1:23778352-23779529		WT leaves		ebs leaves		OK		1.52509		3.98699		1.39		2.76655		5.00E-05		0.000851471		yes				AT5G60950		AT5G60950.1		COBRA-like protein 5 precursor (COBL5); INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Glycosyl-phosphatidyl inositol-anchored, plant (InterPro:IPR006918); BEST Arabidopsis thaliana protein match is: COBRA-like extracellular glycosyl-phosphatidyl inositol-anchored protein family (TAIR:AT5G60920.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		COBRA-LIKE PROTEIN 5 PRECURSOR (COBL5)		COBRA-LIKE PROTEIN 5 PRECURSOR (COBL5)

		XLOC_014165		XLOC_014165		AT3G08660		3:2631129-2633166		WT leaves		ebs leaves		OK		0.378693		0.989398		1.39		2.03956		0.00045		0.0056757		yes				AT5G50012		AT5G50012.1		Upstream open reading frames (uORFs) are small open reading frames found in the 5' UTR of a mature mRNA, and can potentially mediate translational regulation of the largest, or major, ORF (mORF). CPuORF36 represents a conserved upstream opening reading frame relative to major ORF AT5G50010.1		protein_coding		CONSERVED PEPTIDE UPSTREAM OPEN READING FRAME 36 (CPuORF36)		CONSERVED PEPTIDE UPSTREAM OPEN READING FRAME 36 (CPuORF36)

		XLOC_022512		XLOC_022512		AT4G32480		4:15676403-15677973		WT leaves		ebs leaves		OK		4.9633		12.9314		1.38		2.9714		5.00E-05		0.000851471		yes				AT3G46900		AT3G46900.1		encodes a member of copper transporter family and functionally complements a high affinity copper transporter mutant in yeast		protein_coding		COPPER TRANSPORTER 2 (COPT2)		COPPER TRANSPORTER 2 (COPT2)

		XLOC_008151		XLOC_008151		AT1G77960		1:29306956-29313571		WT leaves		ebs leaves		OK		0.90521		2.35674		1.38		2.5514		5.00E-05		0.000851471		yes				AT5G12170		AT5G12170.2		Encodes one of the CRT-Like transporters (CLT1/AT5G19380, CLT2/AT4G24460, CLT3/AT5G12170). Required for glutathione homeostasis and stress responses.  Mutants lacking these transporters are heavy metal-sensitive, glutathione(GSH)-deficient, and hypersensitive to Phytophthora infection.		protein_coding		CRT (CHLOROQUINE-RESISTANCE TRANSPORTER)-LIKE TRANSPORTER 3 (CLT3)		CRT (CHLOROQUINE-RESISTANCE TRANSPORTER)-LIKE TRANSPORTER 3 (CLT3)

		XLOC_032449		XLOC_032449		AT5G59780		5:24082196-24083431		WT leaves		ebs leaves		OK		6.86338		17.7183		1.37		3.75311		5.00E-05		0.000851471		yes				AT2G46430		AT2G46430.1		cyclic nucleotide gated channel (CNGC4), downstream component of the signaling pathways leading to HR/resistance		protein_coding		CYCLIC NUCLEOTIDE GATED CHANNEL 3 (CNGC3)		CYCLIC NUCLEOTIDE GATED CHANNEL 3 (ATCNGC3);CYCLIC NUCLEOTIDE GATED CHANNEL 3 (CNGC3); (CNGC3.C)

		XLOC_016297		XLOC_016297		AT3G49780		3:18465678-18466376		WT leaves		ebs leaves		OK		6.82451		17.6122		1.37		2.59325		5.00E-05		0.000851471		yes				AT1G34460		AT1G34460.1		B1 type cyclin		protein_coding		CYCLIN B1;5 (CYCB1;5)		CYCLIN B1;5 (CYCB1;5);CYCLIN 3 (CYC3)

		XLOC_027299		XLOC_027299		AT5G35490		5:13689816-13690548		WT leaves		ebs leaves		OK		2.75545		7.10198		1.37		2.83651		5.00E-05		0.000851471		yes				AT4G23200		AT4G23200.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 12 (CRK12)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 12 (CRK12)

		XLOC_006386		XLOC_006386		AT1G43650		1:16443684-16446886		WT leaves		ebs leaves		OK		1.14219		2.94345		1.37		1.65104		0.00015		0.0022305		yes				AT4G23210		AT4G23210.3		Encodes a Cysteine-rich receptor-like kinase (CRK13).  Overexpression of CRK13 leads to hypersensitive response cell death, and induces defense against pathogens by causing increased accumulation of salicylic acid.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 13 (CRK13)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 13 (CRK13)

		XLOC_021437		XLOC_021437		AT4G14400		4:8294445-8298602		WT leaves		ebs leaves		OK		1.62302		4.17043		1.36		3.12768		5.00E-05		0.000851471		yes				AT4G23260		AT4G23260.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 18 (CRK18)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 18 (CRK18)

		XLOC_007397		XLOC_007397		AT1G64170		1:23815238-23818293		WT leaves		ebs leaves		OK		0.34763		0.892515		1.36		2.26126		0.00015		0.0022305		yes				AT4G23270		AT4G23270.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 19 (CRK19)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 19 (CRK19)

		XLOC_021020		XLOC_021020		AT4G08040		4:4887111-4888939		WT leaves		ebs leaves		OK		1.62218		4.15215		1.36		3.19099		5.00E-05		0.000851471		yes				AT4G21400		AT4G21400.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 28 (CRK28)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 28 (CRK28)

		XLOC_020039		XLOC_020039		AT3G57540		3:21301396-21303061		WT leaves		ebs leaves		OK		0.808208		2.06336		1.35		1.67982		0.00015		0.0022305		yes				AT4G00970		AT4G00970.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 41 (CRK41)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 41 (CRK41)

		XLOC_016267		XLOC_016267		AT3G49120		3:18207650-18210132		WT leaves		ebs leaves		OK		21.2688		54.2873		1.35		5.91401		5.00E-05		0.000851471		yes				AT3G50930		AT3G50930.1		cytochrome BC1 synthesis (BCS1); FUNCTIONS IN: nucleoside-triphosphatase activity, ATPase activity, nucleotide binding, ATP binding; LOCATED IN: mitochondrion; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA-type, core (InterPro:IPR003959), ATPase, AAA+ type, core (InterPro:IPR003593), ATPase, AAA-type, conserved site (InterPro:IPR003960); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT3G50940.1); Has 21434 Blast hits to 19763 proteins in 2733 species: Archae - 1352; Bacteria - 7111; Metazoa - 3538; Fungi - 2773; Plants - 2474; Viruses - 30; Other Eukaryotes - 4156 (source: NCBI BLink).		protein_coding		CYTOCHROME BC1 SYNTHESIS (BCS1)		CYTOCHROME BC1 SYNTHESIS (BCS1)

		XLOC_033038		XLOC_033038		ATCG00270,ATCG00280		Pt:32710-35141		WT leaves		ebs leaves		OK		8.81592		22.4538		1.35		5.2306		5.00E-05		0.000851471		yes				AT1G16410		AT1G16410.1		member of CYP79F		protein_coding		CYTOCHROME P450 79F1 (CYP79F1)		CYTOCHROME P450 79F1 (CYP79F1);SUPERSHOOT 1 (SPS1);BUSHY 1 (BUS1)

		XLOC_010600		XLOC_010600		AT2G40095		2:16743022-16745144		WT leaves		ebs leaves		OK		0.40524		1.03147		1.35		1.26122		0.0046		0.0351314		yes				AT2G46660		AT2G46660.1		Encodes a member of CYP78A cytochrome P450 monooxygenase protein family that is required in the sporophytic tissue of  the mother plant to promote seed growth.		protein_coding		CYTOCHROME P450, FAMILY 78, SUBFAMILY A, POLYPEPTIDE 6 (CYP78A6)		ENHANCER OF DA1-1 (EOD3);CYTOCHROME P450, FAMILY 78, SUBFAMILY A, POLYPEPTIDE 6 (CYP78A6)

		XLOC_016620		XLOC_016620		AT3G55646		3:20644895-20646655		WT leaves		ebs leaves		OK		2.90114		7.37664		1.35		3.2696		5.00E-05		0.000851471		yes				AT3G28740		AT3G28740.1		Encodes a member of the cytochrome p450 family. Expression is upregulated in response to cis-jasmonate treatment. Overexpression induces synthesis of volatile compounds that affect chemical ecology and insect interactions.		protein_coding		CYTOCHROME P450, FAMILY 81, SUBFAMILY D, POLYPEPTIDE 11 (CYP81D11)		CYTOCHROME P450, FAMILY 81, SUBFAMILY D, POLYPEPTIDE 11 (CYP81D11)

		XLOC_031306		XLOC_031306		AT5G39640		5:15873038-15873269		WT leaves		ebs leaves		OK		6.91799		17.5723		1.34		1.49851		0.00665		0.0466709		yes				AT3G25180		AT3G25180.1		Encodes a cytochrome P450 monooxygenase (CYP82G1) that catalyzes the production of two volatile homoterpenes, TMTT and DMNT, although it is only likely to produce TMTT in planta. TMTT can be involved in attracting predatory insects to protect Arabidopsis plants from herbivorous pests. Homoterpene synthesis is also stimulated by fungal elicitors which increase the transcript levels of CYP82G1.		protein_coding		CYTOCHROME P450, FAMILY 82, SUBFAMILY G, POLYPEPTIDE 1 (CYP82G1)		CYTOCHROME P450, FAMILY 82, SUBFAMILY G, POLYPEPTIDE 1 (CYP82G1)

		XLOC_031008		XLOC_031008		AT5G35480		5:13689203-13689558		WT leaves		ebs leaves		OK		9.08391		23.0364		1.34		2.5534		5.00E-05		0.000851471		yes				AT4G25480		AT4G25480.1		encodes a member of the DREB subfamily A-1 of ERF/AP2 transcription factor family (CBF3). The protein contains one AP2 domain. There are six members in this subfamily, including CBF1, CBF2, and CBF3. This gene is involved in response to low temperature and abscisic acid.		protein_coding		DEHYDRATION RESPONSE ELEMENT B1A (DREB1A)		DEHYDRATION RESPONSE ELEMENT B1A (DREB1A); (ATCBF3);C-REPEAT BINDING FACTOR  3 (CBF3)

		XLOC_017782		XLOC_017782		AT3G13403,AT3G13404		3:4358178-4359007		WT leaves		ebs leaves		OK		16.3854		41.4992		1.34		1.4327		0.0043		0.0332931		yes				AT5G45830		AT5G45830.1		Encodes DOG1 (DELAY OF GERMINATION 1).  A quantitative trait locus involved in the control of seed dormancy.  Belongs to a novel plant-specific gene family whose members include: DOG1-like 1-4 (DOGL1-4, At4g18660, At4g18680, At4g18690, At4g18650 respectively) and DOG1.  DOG1 expression is seed-specific.		protein_coding		DELAY OF GERMINATION 1 (DOG1)		DELAY OF GERMINATION 1 (DOG1); (ATDOG1)

		XLOC_012363		XLOC_012363		AT2G23600		2:10042198-10043673		WT leaves		ebs leaves		OK		27.8623		70.3617		1.34		5.73225		5.00E-05		0.000851471		yes				AT1G06080		AT1G06080.1		homologous to delta 9 acyl-lipid desaturases of cyanobacteria and acyl-CoA desaturases of yeast and mammals. expression down-regulated by cold temperature.		protein_coding		DELTA 9 DESATURASE 1 (ADS1)		DELTA 9 DESATURASE 1 (ADS1)

		XLOC_020338		XLOC_020338		AT3G62455		3:23100567-23104580		WT leaves		ebs leaves		OK		0.563952		1.42368		1.34		3.29357		5.00E-05		0.000851471		yes				AT5G06250		AT5G06250.2		AP2/B3-like transcriptional factor family protein; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT3G11580.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		DEVELOPMENT-RELATED PCG TARGET IN THE APEX 4 (DPA4)		DEVELOPMENT-RELATED PCG TARGET IN THE APEX 4 (DPA4)

		XLOC_012316		XLOC_012316		AT2G22810		2:9717790-9719472		WT leaves		ebs leaves		OK		5.87021		14.8034		1.33		4.88573		5.00E-05		0.000851471		yes				AT4G24570		AT4G24570.1		Encodes one of the mitochondrial dicarboxylate carriers (DIC): DIC1 (AT2G22500), DIC2 (AT4G24570), DIC3 (AT5G09470).		protein_coding		DICARBOXYLATE CARRIER 2 (DIC2)		DICARBOXYLATE CARRIER 2 (DIC2)

		XLOC_033031		XLOC_033031		ATCG00080		Pt:7582-7693		WT leaves		ebs leaves		OK		189.406		476.787		1.33		2.06081		0.00055		0.00661714		yes				AT1G80710		AT1G80710.1		Encodes a WD-40 repeat family protein containing a DWD (DDB1 binding WD-40) motif. Mutant analysis demonstrates that DRS1 promotes tolerance to drought stress, possibly mediated by ABA, and suggests involvement of DDB1- Cul4?mediated protein degradation in drought response.		protein_coding		DROUGHT SENSITIVE 1 (DRS1)		DROUGHT SENSITIVE 1 (DRS1)

		XLOC_015735		XLOC_015735		AT3G41768		3:14197676-14199484		WT leaves		ebs leaves		OK		23.6018		59.3762		1.33		6.35346		5.00E-05		0.000851471		yes				AT1G12610		AT1G12610.1		Encodes a member of the DREB subfamily A-1 of ERF/AP2 transcription factor family (DDF1). The protein contains one AP2 domain. There are six members in this subfamily, including CBF1, CBF2, and CBF3. Overexpression of this gene results in delayed flowering and dwarfism, reduction of gibberellic acid biosynthesis, and increased tolerance to high levels of salt. This gene is expressed in all tissues examined, but most abundantly expressed in upper stems. Overexpression of this gene is also correlated with increased expression of GA biosynthetic genes and RD29A (a cold and drought responsive gene). Under salt stress it induces the expression of GAOX7, which encodes ad C20-GA inhibitor.		protein_coding		DWARF AND DELAYED FLOWERING 1 (DDF1)		DWARF AND DELAYED FLOWERING 1 (DDF1)

		XLOC_001359		XLOC_001359		AT1G25250		1:8849548-8851612		WT leaves		ebs leaves		OK		3.38435		8.50993		1.33		1.57282		0.00195		0.0181465		yes				AT4G33050		AT4G33050.2		Encodes a calmodulin-binding protein involved in stomatal movement.		protein_coding		EMBRYO SAC DEVELOPMENT ARREST 39 (EDA39)		EMBRYO SAC DEVELOPMENT ARREST 39 (EDA39); (ATIQM1);IQ-MOTIF PROTEIN 1 (IQM1)

		XLOC_020431		XLOC_020431		AT4G00380		4:167958-170974		WT leaves		ebs leaves		OK		1.68781		4.23737		1.33		3.43857		5.00E-05		0.000851471		yes				AT1G28370		AT1G28370.1		encodes a member of the ERF (ethylene response factor) subfamily B-1 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 15 members in this subfamily including ATERF-3, ATERF-4, ATERF-7, and leafy petiole.		protein_coding		ERF DOMAIN PROTEIN 11 (ERF11)		ERF DOMAIN PROTEIN 11 (ATERF11);ERF DOMAIN PROTEIN 11 (ERF11)

		XLOC_019599		XLOC_019599		AT3G49970		3:18527215-18529066		WT leaves		ebs leaves		OK		0.281815		0.704467		1.32		1.62082		0.0044		0.0338974		yes				AT5G47230		AT5G47230.1		encodes a member of the ERF (ethylene response factor) subfamily B-3 of ERF/AP2 transcription factor family (ATERF-5). The protein contains one AP2 domain. There are 18 members in this subfamily including ATERF-1, ATERF-2, AND ATERF-5.		protein_coding		ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 5 (ERF5)		ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 5 (ERF5);ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR 5 (ATERF5);ETHYLENE RESPONSIVE ELEMENT BINDING FACTOR- 5 (ATERF-5)

		XLOC_005075		XLOC_005075		AT1G15165		1:5217718-5220113		WT leaves		ebs leaves		OK		4.22836		10.5522		1.32		1.15216		0.00295		0.0247543		yes				AT3G22860		AT3G22860.1		member of eIF3c - eukaryotic initiation factor 3c		protein_coding		EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT C2 (TIF3C2)		EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT C2 (TIF3C2); (ATTIF3C2);EUKARYOTIC INITIATION FACTOR 3C-2 (EIF3C-2); (ATEIF3C-2)

		XLOC_020507		XLOC_020507		AT4G01720		4:744920-748554		WT leaves		ebs leaves		OK		0.84637		2.11204		1.32		1.83831		5.00E-05		0.000851471		yes				AT5G07280		AT5G07280.1		Encodes EMS1 (EXCESS MICROSPOROCYTES1), a putative leucine-rich repeat receptor protein kinase that controls somatic and reproductive cell fates in Arabidopsis anther.		protein_coding		EXCESS MICROSPOROCYTES1 (EMS1)		EXTRA SPOROGENOUS CELLS (EXS);EXCESS MICROSPOROCYTES1 (EMS1)

		XLOC_005747		XLOC_005747		AT1G28370		1:9955968-9956940		WT leaves		ebs leaves		OK		1.80192		4.48984		1.32		2.48176		5.00E-05		0.000851471		yes				AT1G07000		AT1G07000.1		A member of EXO70 gene family, putative exocyst subunits, conserved in land plants. Arabidopsis thaliana contains 23 putative EXO70 genes, which can be classified into eight clusters on the phylogenetic tree.		protein_coding		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN B2 (EXO70B2)		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN B2 (EXO70B2);EXOCYST SUBUNIT EXO70 FAMILY PROTEIN B2 (ATEXO70B2)

		XLOC_013690		XLOC_013690		AT2G46660		2:19153327-19155489		WT leaves		ebs leaves		OK		1.41758		3.52266		1.31		2.04444		0.0001		0.00156486		yes				AT5G61010		AT5G61010.1		A member of EXO70 gene family, putative exocyst subunits, conserved in land plants. Arabidopsis thaliana contains 23 putative EXO70 genes, which can be classified into eight clusters on the phylogenetic tree.		protein_coding		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN E2 (EXO70E2)		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN E2 (EXO70E2);EXOCYST SUBUNIT EXO70 FAMILY PROTEIN E2 (ATEXO70E2)

		XLOC_010664		XLOC_010664		AT2G41090		2:17135720-17136852		WT leaves		ebs leaves		OK		46.4896		115.099		1.31		6.10599		5.00E-05		0.000851471		yes				AT3G09530		AT3G09530.1		A member of EXO70 gene family, putative exocyst subunits, conserved in land plants. Arabidopsis thaliana contains 23 putative EXO70 genes, which can be classified into eight clusters on the phylogenetic tree.		protein_coding		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H3 (EXO70H3)		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H3 (ATEXO70H3);EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H3 (EXO70H3)

		XLOC_029188		XLOC_029188		AT5G67340		5:26864555-26867602		WT leaves		ebs leaves		OK		0.406089		1.00521		1.31		1.68491		0.00025		0.00348795		yes				AT2G28650		AT2G28650.1		A member of EXO70 gene family, putative exocyst subunits, conserved in land plants. Arabidopsis thaliana contains 23 putative EXO70 genes, which can be classified into eight clusters on the phylogenetic tree.		protein_coding		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H8 (EXO70H8)		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H8 (EXO70H8);EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H8 (ATEXO70H8)

		XLOC_033057		XLOC_033057		ATCG00680		Pt:72370-73897		WT leaves		ebs leaves		OK		4.08542		10.0974		1.31		4.3972		5.00E-05		0.000851471		yes				AT1G76930		AT1G76930.1		Encodes an Arabidopsis extensin gene that belongs to cell-wall hydroxyproline-rich glycoproteins.  The cross-link of extensins enforces cell wall strength. Transgenic plants overexpressing this gene show an increase in stem thickness.		protein_coding		EXTENSIN 4 (EXT4)		EXTENSIN 4 (ATEXT4);OBP3-RESPONSIVE GENE 5 (ORG5);EXTENSIN 4 (EXT4);EXTENSIN 1 (EXT1);EXTENSIN 1 (ATEXT1)

		XLOC_014924		XLOC_014924		AT3G21330		3:7507239-7509175		WT leaves		ebs leaves		OK		7.08948		17.5056		1.30		5.11819		5.00E-05		0.000851471		yes				AT4G00380		AT4G00380.1		Belongs to a subgroup of SGS3-like proteins that act redundantly in RNA-directed DNA methylation: AT1G15910 (FDM1), AT4G00380 (FDM2), AT3G12550 (FDM3), AT1G13790 (FDM4), AT1G80790 (FDM5).		protein_coding		FACTOR OF DNA METHYLATION 2 (FDM2)		IDN2 PARALOG 2 (IDP2);INVOLVED IN DE NOVO 2 (IDN2) - LIKE 2 (INDL2);FACTOR OF DNA METHYLATION 2 (FDM2)

		XLOC_001306		XLOC_001306		AT1G24148		1:8544249-8545551		WT leaves		ebs leaves		OK		4.21612		10.4065		1.30		3.54505		5.00E-05		0.000851471		yes				AT1G01580		AT1G01580.1		Encodes the low-iron-inducible ferric chelate reductase responsible for reduction of iron at the root surface.  It is likely to be the major Fe(III) chelate reductase in Arabidopsis iron metabolism.  Coordinately regulated with IRT1, the major transporter responsible for high-affinity iron uptake from the soil, at both transcriptional and posttranscriptional levels. Steady state mRNA levels are regulated by several metals.  Its transcription is regulated by FIT1.		protein_coding		FERRIC REDUCTION OXIDASE 2 (FRO2)		FERRIC REDUCTION OXIDASE 2 (FRO2);FERRIC REDUCTION OXIDASE 2 (ATFRO2);FERRIC CHELATE REDUCTASE DEFECTIVE 1 (FRD1)

		XLOC_028192		XLOC_028192		AT5G50012		5:20348614-20350830		WT leaves		ebs leaves		OK		1.42515		3.50237		1.30		2.96627		5.00E-05		0.000851471		yes				AT5G25250		AT5G25250.1		SPFH/Band 7/PHB domain-containing membrane-associated protein family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane, vacuole; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Band 7 protein (InterPro:IPR001107); BEST Arabidopsis thaliana protein match is: SPFH/Band 7/PHB domain-containing membrane-associated protein family (TAIR:AT5G25260.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		FLOTILLIN 1 (FLOT1)		FLOTILLIN 1 (FLOT1)

		XLOC_022899		XLOC_022899		AT4G39670		4:18410171-18411000		WT leaves		ebs leaves		OK		0.569754		1.39969		1.30		1.54529		0.0072		0.0495732		yes				AT5G10140		AT5G10140.1		MADS-box protein encoded by FLOWERING LOCUS C - transcription factor that functions as a repressor of floral transition and contributes to temperature compensation of the circadian clock. Expression is downregulated during cold treatment. Vernalization, FRI and the autonomous pathway all influence the state of FLC chromatin. Both maternal and paternal alleles are reset by vernalization, but their earliest activation differs in timing and location. Histone H3 trimethylation at lysine 4 and histone acetylation are associated with active FLC expression, whereas histone deacetylation and histone H3 dimethylation at lysines 9 and 27 are involved in FLC repression. Expression is also repressed by two small RNAs (30- and 24-nt) complementary to the FLC sense strand 3? to the polyA site. The small RNAs are most likely derived from an antisense transcript of FLC. Interacts with SOC1 and FT chromatin in vivo. Member of a protein complex.		protein_coding		FLOWERING LOCUS C (FLC)		AGAMOUS-LIKE 25 (AGL25);FLOWERING LOCUS F (FLF);FLOWERING LOCUS C (FLC)

		XLOC_005296		XLOC_005296		AT1G19640		1:6788884-6791846		WT leaves		ebs leaves		OK		0.600118		1.47241		1.29		1.68092		0.00015		0.0022305		yes				AT1G70140		AT1G70140.1		Encodes a group I formin. Binds to F-actin barbed ends. Has severing actin filaments activity. Binds profilin. Involved in the initiation and tip growth of root hairs through regulation of actin cytoskeleton.		protein_coding		FORMIN 8 (FH8)		FORMIN 8 (FH8);FORMIN 8 (ATFH8)

		XLOC_028843		XLOC_028843		AT5G61010		5:24553840-24556749		WT leaves		ebs leaves		OK		1.96986		4.82157		1.29		3.92364		5.00E-05		0.000851471		yes				AT1G50240		AT1G50240.2		The FUSED (FU) gene belongs to Ser/Thr protein kinase family and has a key role in the hedgehog signaling pathway known to control cell proliferation and patterning in fruit flies and humans . Arabidopsis thaliana genome has a single Fu gene. Cytokinesis-defective mutants, which we named two-in-one (tio), result from mutations in Arabidopsis Fu. Phenotypic analysis of tio mutants reveals an essential role for TIO in conventional modes of cytokinesis in plant meristems and during male gametogenesis. TIO is tightly localized to the midline of the nascent phragmoplast and remains associated with the expanding phragmoplast ring. This gene was previously annotated as two gene models, AT1G50230.1 and AT1G50240.1, however the experimental evidence exists (Oh et al, Current Biology, 2005) showing that these two models are in fact single gene, named FUSED.		protein_coding		FUSED (FU)		FUSED (FU)

		XLOC_006925		XLOC_006925		transcript:AT1G55035.1		1:20532843-20534375		WT leaves		ebs leaves		OK		0.522911		1.27907		1.29		2.0398		0.00025		0.00348795		yes				AT1G09350		AT1G09350.1		Predicted to encode a galactinol synthase		protein_coding		GALACTINOL SYNTHASE 3 (GolS3)		GALACTINOL SYNTHASE 3 (GolS3);GALACTINOL SYNTHASE 3 (AtGolS3)

		XLOC_001724		XLOC_001724		AT1G31690		1:11343979-11347767		WT leaves		ebs leaves		OK		55.4117		135.502		1.29		6.36834		5.00E-05		0.000851471		yes				AT1G02400		AT1G02400.1		Encodes a gibberellin 2-oxidase that acts on C19 gibberellins but not C20 gibberellins.		protein_coding		GIBBERELLIN 2-OXIDASE 6 (GA2OX6)		ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 4 (ATGA2OX4);ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 6 (ATGA2OX6);GIBBERELLIN 2-OXIDASE 6 (GA2OX6);DOWNSTREAM TARGET OF AGL15 1 (DTA1)

		XLOC_018270		XLOC_018270		AT3G22231		3:7845822-7846605		WT leaves		ebs leaves		OK		7.95943		19.3945		1.28		3.15024		5.00E-05		0.000851471		yes				AT4G21200		AT4G21200.1		Encodes a protein with gibberellin 2-oxidase activity which acts specifically on C-20 gibberellins.		protein_coding		GIBBERELLIN 2-OXIDASE 8 (GA2OX8)		ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 8 (ATGA2OX8);GIBBERELLIN 2-OXIDASE 8 (GA2OX8)

		XLOC_016360		XLOC_016360		AT3G50930		3:18929525-18931839		WT leaves		ebs leaves		OK		0.704019		1.70887		1.28		2.25062		5.00E-05		0.000851471		yes				AT2G29120		AT2G29120.1		member of Putative ligand-gated ion channel subunit family		protein_coding		GLUTAMATE RECEPTOR 2.7 (GLR2.7)		GLUTAMATE RECEPTOR 2.7 (ATGLR2.7);GLUTAMATE RECEPTOR 2.7 (GLR2.7);GLUTAMATE RECEPTOR  2.7 (GLR2.7)

		XLOC_026609		XLOC_026609		AT5G23020		5:7718120-7721839		WT leaves		ebs leaves		OK		2.49752		6.05335		1.28		2.09244		5.00E-05		0.000851471		yes				AT3G47340		AT3G47340.1		encodes a glutamine-dependent asparagine synthetase, the predicted ASN1 peptide contains a purF-type glutamine-binding domain, and  is expressed predominantly in shoot tissues, where light has a negative effect on its mRNA accumulation. Expression is induced within 3 hours of dark treatment, in senescing leaves and treatment with exogenous photosynthesis inhibitor. Induction of gene expression was suppressed in excised leaves supplied with sugar. The authors suggest that the gene's expression pattern is responding to the level of sugar in the cell.		protein_coding		GLUTAMINE-DEPENDENT ASPARAGINE SYNTHASE 1 (ASN1)		GLUTAMINE-DEPENDENT ASPARAGINE SYNTHASE 1 (ASN1);ARABIDOPSIS THALIANA GLUTAMINE-DEPENDENT ASPARAGINE SYNTHASE 1 (AT-ASN1);DARK INDUCIBLE 6 (DIN6)

		XLOC_006461		XLOC_006461		AT1G45145		1:17074941-17076330		WT leaves		ebs leaves		OK		4.80346		11.6412		1.28		3.23307		5.00E-05		0.000851471		yes				AT1G02930		AT1G02930.1		Encodes glutathione transferase belonging to the phi class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE 6 (GSTF6)		ARABIDOPSIS THALIANA GLUATIONE S-TRANSFERASE F3 (ATGSTF3);ARABIDOPSIS GLUTATHIONE S-TRANSFERASE 1 (ATGST1);GLUTATHIONE S-TRANSFERASE 6 (GSTF6);EARLY RESPONSIVE TO DEHYDRATION 11 (ERD11);GLUTATHIONE S-TRANSFERASE 1 (GST1);GLUTATHIONE S-TRANSFERASE (ATGSTF6)

		XLOC_033061		XLOC_033061		ATCG00730		Pt:76480-77672		WT leaves		ebs leaves		OK		5.03315		12.1902		1.28		2.67511		5.00E-05		0.000851471		yes				AT3G03190		AT3G03190.1		Encodes glutathione transferase belonging to the phi class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE F11 (GSTF11)		GLUTATHIONE S-TRANSFERASE F11 (ATGSTF11);GLUTATHIONE S-TRANSFERASE F11 (GSTF11);ARABIDOPSIS GLUTATHIONE-S-TRANSFERASE 6 (ATGSTF6)

		XLOC_019918		XLOC_019918		AT3G55240		3:20473540-20474763		WT leaves		ebs leaves		OK		4.73234		11.4447		1.27		3.04543		5.00E-05		0.000851471		yes				AT2G02930		AT2G02930.1		Encodes glutathione transferase belonging to the phi class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE F3 (GSTF3)		GLUTATHIONE S-TRANSFERASE F3 (ATGSTF3);GLUTATHIONE S-TRANSFERASE F3 (GSTF3);GLUTATHIONE S-TRANSFERASE 16 (GST16)

		XLOC_000138		XLOC_000138		AT1G03420		1:844435-847739		WT leaves		ebs leaves		OK		5.53235		13.3381		1.27		2.81658		5.00E-05		0.000851471		yes				AT4G02520		AT4G02520.1		Encodes glutathione transferase belonging to the phi class of GSTs. Naming convention according to Wagner et al. (2002).  The expression of this gene is upregulated by herbicide safeners such as benoxacor and fenclorim.		protein_coding		GLUTATHIONE S-TRANSFERASE PHI 2 (GSTF2)		GLUTATHIONE S-TRANSFERASE PHI 2 (GSTF2); (GST2); (ATPM24);GLUTATHIONE S-TRANSFERASE PHI 2 (ATGSTF2); (ATPM24.1)

		XLOC_001328		XLOC_001328		AT1G24530		1:8693226-8694705		WT leaves		ebs leaves		OK		9.20354		22.0693		1.26		3.37171		5.00E-05		0.000851471		yes				AT5G56250		AT5G56250.2		HAPLESS 8 (HAP8); LOCATED IN: chloroplast; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G56240.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		HAPLESS 8 (HAP8)		HAPLESS 8 (HAP8)

		XLOC_004596		XLOC_004596		AT1G07090		1:2173951-2174894		WT leaves		ebs leaves		OK		1.14076		2.73148		1.26		1.63673		0.00065		0.00761746		yes				AT5G67060		AT5G67060.1		HECATE 1 (HEC1); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: transmitting tissue development, carpel formation, regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT3G50330.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		HECATE 1 (HEC1)		HECATE 1 (HEC1)

		XLOC_019218		XLOC_019218		AT3G43960		3:15774054-15775657		WT leaves		ebs leaves		OK		4.36855		10.4284		1.26		1.30522		0.00105		0.0111359		yes				AT1G69720		AT1G69720.1		Encodes a member (HO3) of the heme oxygenase family.		protein_coding		HEME OXYGENASE 3 (ho3)		HEME OXYGENASE 3 (ho3)

		XLOC_015371		XLOC_015371		AT3G28540		3:10694443-10696123		WT leaves		ebs leaves		OK		0.910498		2.1619		1.25		2.48312		5.00E-05		0.000851471		yes				AT1G62400		AT1G62400.1		high leaf temperature 1 (HT1); CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase domain (InterPro:IPR002290), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT5G58950.1); Has 132835 Blast hits to 130849 proteins in 5233 species: Archae - 136; Bacteria - 14325; Metazoa - 51137; Fungi - 12092; Plants - 33829; Viruses - 555; Other Eukaryotes - 20761 (source: NCBI BLink).		protein_coding		HIGH LEAF TEMPERATURE 1 (HT1)		HIGH LEAF TEMPERATURE 1 (HT1)

		XLOC_032947		XLOC_032947		ATMG00020		Mt:8847-11415		WT leaves		ebs leaves		OK		4.95571		11.7654		1.25		5.12869		5.00E-05		0.000851471		yes				AT5G61070		AT5G61070.1		Encodes a protein with similarity to histone deacetylases, a class of chromatin remodeling factors which act on H3/H4 histones. Expressed in roots where it appears to regulate the expression of epidermal cell fate genes controlling hair cell differentiation.		protein_coding		HISTONE DEACETYLASE OF THE RPD3/HDA1 SUPERFAMILY 18 (HDA18)		HISTONE DEACETYLASE OF THE RPD3/HDA1 SUPERFAMILY 18 (HDA18);A. THALIANA HISTONE DEACETYLASE OF THE RPD3/HDA1 SUPERFAMILY 18 (ATHDA18)

		XLOC_004017		XLOC_004017		AT1G76610		1:28750987-28751851		WT leaves		ebs leaves		OK		1.69181		4.00804		1.24		1.56561		0.00035		0.00459263		yes				AT3G03260		AT3G03260.1		Encodes a homeobox-leucine zipper family protein belonging to the HD-ZIP IV family.		protein_coding		HOMEODOMAIN GLABROUS 8 (HDG8)		HOMEODOMAIN GLABROUS 8 (HDG8)

		XLOC_027902		XLOC_027902		AT5G44910		5:18137353-18138235		WT leaves		ebs leaves		OK		0.863467		2.04458		1.24		1.62796		0.00355		0.0286849		yes				AT3G50470		AT3G50470.1		Homolog of RPW8		protein_coding		HOMOLOG OF RPW8 3 (HR3)		INTRACELLULAR MILDEW A 10 (MLA10);HOMOLOG OF RPW8 3 (HR3)

		XLOC_012191		XLOC_012191		AT2G20620		2:8891928-8893244		WT leaves		ebs leaves		OK		1.28027		3.03143		1.24		2.13798		0.00025		0.00348795		yes				AT3G47360		AT3G47360.1		Encodes a putative hydroxysteroid dehydrogenase (HSD). Genes that encode HSD include:   At5g50600 and At5g50700 (HSD1), At3g47350(HSD2), At3g47360(HSD3), At5g50590 and At5g50690(HSD4), At5g50770(HSD6) (Plant Cell Physiology 50:1463).  Two copies of HSD1 and HSD4 exist due to a gene duplication event.  In Plant Physiology 145:87, At5g50690 is HSD7, At4g10020 is HSD5.		protein_coding		HYDROXYSTEROID DEHYDROGENASE 3 (HSD3)		HYDROXYSTEROID DEHYDROGENASE 3 (HSD3);HYDROXYSTEROID DEHYDROGENASE 3 (AtHSD3)

		XLOC_029716		XLOC_029716		AT5G10760		5:3400341-3402207		WT leaves		ebs leaves		OK		1.20631		2.84954		1.24		2.04413		5.00E-05		0.000851471		yes				AT5G50770		AT5G50770.1		Encodes a putative hydroxysteroid dehydrogenase (HSD). Genes that encode HSD include:   At5g50600 and At5g50700 (HSD1), At3g47350(HSD2), At3g47360(HSD3), At5g50590 and At5g50690(HSD4), At5g50770(HSD6) (Plant Cell Physiology 50:1463).  Two copies of HSD1 and HSD4 exist due to a gene duplication event.  In Plant Physiology 145:87, At5g50690 is HSD7, At4g10020 is HSD5.		protein_coding		HYDROXYSTEROID DEHYDROGENASE 6 (HSD6)		HYDROXYSTEROID DEHYDROGENASE 6 (HSD6);HYDROXYSTEROID DEHYDROGENASE 6 (AtHSD6)

		XLOC_014910		XLOC_014910		AT3G21050		3:7375157-7376420		WT leaves		ebs leaves		OK		1.07972		2.5482		1.24		2.37973		0.00025		0.00348795		yes				AT3G01290		AT3G01290.1		SPFH/Band 7/PHB domain-containing membrane-associated protein family; INVOLVED IN: N-terminal protein myristoylation; LOCATED IN: mitochondrion, plasma membrane, vacuole, membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Band 7 protein (InterPro:IPR001107); BEST Arabidopsis thaliana protein match is: SPFH/Band 7/PHB domain-containing membrane-associated protein family (TAIR:AT5G62740.1); Has 7523 Blast hits to 7522 proteins in 1968 species: Archae - 210; Bacteria - 4831; Metazoa - 573; Fungi - 279; Plants - 280; Viruses - 3; Other Eukaryotes - 1347 (source: NCBI BLink).		protein_coding		HYPERSENSITIVE INDUCED REACTION 2 (HIR2)		 (AtHIR2);HYPERSENSITIVE INDUCED REACTION 2 (HIR2)

		XLOC_016593		XLOC_016593		AT3G55290		3:20502611-20503797		WT leaves		ebs leaves		OK		1.6612		3.91795		1.24		1.31351		0.0011		0.0114951		yes				AT1G25250		AT1G25250.1		indeterminate(ID)-domain 16 (IDD16); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: indeterminate(ID)-domain 14 (TAIR:AT1G68130.1); Has 32987 Blast hits to 15964 proteins in 303 species: Archae - 1; Bacteria - 31; Metazoa - 31048; Fungi - 164; Plants - 739; Viruses - 10; Other Eukaryotes - 994 (source: NCBI BLink).		protein_coding		INDETERMINATE(ID)-DOMAIN 16 (IDD16)		INDETERMINATE(ID)-DOMAIN 16 (IDD16);INDETERMINATE(ID)-DOMAIN 16 (AtIDD16)

		XLOC_004377		XLOC_004377		AT1G03410		1:844435-847739		WT leaves		ebs leaves		OK		1.74573		4.08608		1.23		2.45729		5.00E-05		0.000851471		yes				AT1G21100		AT1G21100.1		O-methyltransferase family protein; FUNCTIONS IN: methyltransferase activity, O-methyltransferase activity, protein dimerization activity; LOCATED IN: cytosol; EXPRESSED IN: stem, cotyledon, hypocotyl, root, leaf; EXPRESSED DURING: LP.04 four leaves visible; CONTAINS InterPro DOMAIN/s: Winged helix-turn-helix transcription repressor DNA-binding (InterPro:IPR011991), Plant methyltransferase dimerisation (InterPro:IPR012967), O-methyltransferase, family 2 (InterPro:IPR001077), O-methyltransferase, COMT, eukaryota (InterPro:IPR016461); BEST Arabidopsis thaliana protein match is: O-methyltransferase family protein (TAIR:AT1G21130.1); Has 3375 Blast hits to 3370 proteins in 588 species: Archae - 3; Bacteria - 947; Metazoa - 107; Fungi - 659; Plants - 1542; Viruses - 0; Other Eukaryotes - 117 (source: NCBI BLink).		protein_coding		INDOLE GLUCOSINOLATE O-METHYLTRANSFERASE 1 (IGMT1)		INDOLE GLUCOSINOLATE O-METHYLTRANSFERASE 1 (IGMT1)

		XLOC_007080		XLOC_007080		AT1G58280		1:21620330-21622611		WT leaves		ebs leaves		OK		1.93787		4.51429		1.22		1.73916		0.0001		0.00156486		yes				AT1G17380		AT1G17380.1		jasmonate-zim-domain protein 5 (JAZ5); CONTAINS InterPro DOMAIN/s: Tify (InterPro:IPR010399), CCT domain-like (InterPro:IPR018467); BEST Arabidopsis thaliana protein match is: jasmonate-zim-domain protein 6 (TAIR:AT1G72450.1); Has 301 Blast hits to 296 proteins in 28 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 301; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		JASMONATE-ZIM-DOMAIN PROTEIN 5 (JAZ5)		 (tify11a);JASMONATE-ZIM-DOMAIN PROTEIN 5 (JAZ5)

		XLOC_028210		XLOC_028210		AT5G50200		5:20436179-20437726		WT leaves		ebs leaves		OK		2.00122		4.65819		1.22		1.57556		0.00015		0.0022305		yes				AT1G19640		AT1G19640.1		Encodes a S-adenosyl-L-methionine:jasmonic acid carboxyl methyltransferase that catalyzes the formation of methyljasmonate from jasmonic acid.  Its expression is induced in response to wounding or methyljasmonate treatment.		protein_coding		JASMONIC ACID CARBOXYL METHYLTRANSFERASE (JMT)		JASMONIC ACID CARBOXYL METHYLTRANSFERASE (JMT)

		XLOC_013673		XLOC_013673		AT2G46400		2:19043413-19044826		WT leaves		ebs leaves		OK		1.43005		3.32811		1.22		1.65587		0.0001		0.00156486		yes				AT5G01040		AT5G01040.1		putative laccase, knockout mutant showed early flowering		protein_coding		LACCASE 8 (LAC8)		LACCASE 8 (LAC8)

		XLOC_004485		XLOC_004485		transcript:AT1G05135.1		1:1477499-1478821		WT leaves		ebs leaves		OK		37.4363		87.0727		1.22		5.92778		5.00E-05		0.000851471		yes				AT2G14560		AT2G14560.1		Encodes LURP1, a member of the LURP cluster (late upregulated in response to Hyaloperonospora parasitica) which exhibits a pronounced upregulation after recognition of the pathogenic oomycte H. parasitica.  LURP1 is required for full basal defense to H. parasitica and resistance to this pathogen mediated by the R-proteins RPP4 and RPP5.		protein_coding		LATE UPREGULATED IN RESPONSE TO HYALOPERONOSPORA PARASITICA (LURP1)		LATE UPREGULATED IN RESPONSE TO HYALOPERONOSPORA PARASITICA (LURP1)

		XLOC_033117		XLOC_033117		ATCG00580		Pt:64070-64322		WT leaves		ebs leaves		OK		15.5651		36.1564		1.22		2.17633		0.00025		0.00348795		yes				AT5G12330		AT5G12330.4		A member of SHI gene family. Arabidopsis thaliana has ten members that encode proteins with a RING finger-like zinc finger motif. Despite being highly divergent in sequence, many of the SHI-related genes are partially redundant in function and synergistically promote gynoecium, stamen and leaf development in Arabidopsis. Expressed in lateral root primordia and induced by auxin.  SWP1 is involved in the repression of LRP1 via histone deacetylation.		protein_coding		LATERAL ROOT PRIMORDIUM 1 (LRP1)		LATERAL ROOT PRIMORDIUM 1 (LRP1)

		XLOC_025936		XLOC_025936		AT5G09220		5:2866251-2869054		WT leaves		ebs leaves		OK		4.47967		10.4041		1.22		4.10062		5.00E-05		0.000851471		yes				AT3G23290		AT3G23290.2		LIGHT SENSITIVE HYPOCOTYLS 4 (LSH4); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF640 (InterPro:IPR006936); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF640) (TAIR:AT2G31160.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		LIGHT SENSITIVE HYPOCOTYLS 4 (LSH4)		LIGHT SENSITIVE HYPOCOTYLS 4 (LSH4)

		XLOC_020460		XLOC_020460		AT4G00970		4:418436-421694		WT leaves		ebs leaves		OK		7.78425		18.0779		1.22		5.16661		5.00E-05		0.000851471		yes				AT1G07090		AT1G07090.1		LIGHT SENSITIVE HYPOCOTYLS 6 (LSH6); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF640 (InterPro:IPR006936); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF640) (TAIR:AT5G58500.1); Has 311 Blast hits to 311 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 14; Fungi - 0; Plants - 297; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		LIGHT SENSITIVE HYPOCOTYLS 6 (LSH6)		LIGHT SENSITIVE HYPOCOTYLS 6 (LSH6)

		XLOC_028935		XLOC_028935		AT5G62730		5:25197493-25200033		WT leaves		ebs leaves		OK		0.778982		1.80872		1.22		2.40156		5.00E-05		0.000851471		yes				AT1G64400		AT1G64400.1		long-chain acyl-CoA synthetase 3 (LACS3); FUNCTIONS IN: catalytic activity; INVOLVED IN: fatty acid biosynthetic process; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: AMP-binding, conserved site (InterPro:IPR020845), AMP-dependent synthetase/ligase (InterPro:IPR000873); BEST Arabidopsis thaliana protein match is: AMP-dependent synthetase and ligase family protein (TAIR:AT4G23850.1); Has 56096 Blast hits to 52077 proteins in 3262 species: Archae - 1018; Bacteria - 35853; Metazoa - 2423; Fungi - 1951; Plants - 2073; Viruses - 1; Other Eukaryotes - 12777 (source: NCBI BLink).		protein_coding		LONG-CHAIN ACYL-COA SYNTHETASE 3 (LACS3)		LONG-CHAIN ACYL-COA SYNTHETASE 3 (LACS3)

		XLOC_018091		XLOC_018091		AT3G19010		3:6556196-6558009		WT leaves		ebs leaves		OK		24.0939		55.8886		1.21		1.57816		0.00205		0.0188125		yes				AT4G28280		AT4G28280.2		LORELEI-LIKE-GPI ANCHORED PROTEIN 3 (LLG3); BEST Arabidopsis thaliana protein match is: LORELEI-LIKE-GPI ANCHORED PROTEIN 2 (TAIR:AT2G20700.1).		protein_coding		LORELEI-LIKE-GPI ANCHORED PROTEIN 3 (LLG3)		LORELEI-LIKE-GPI ANCHORED PROTEIN 3 (LLG3)

		XLOC_029029		XLOC_029029		AT5G64530		5:25795232-25796938		WT leaves		ebs leaves		OK		1.3033		3.01625		1.21		1.6013		0.00065		0.00761746		yes				AT5G40780		AT5G40780.1		Encodes LHT1 (lysine histidine transporter), a high-affinity transporter for cellular amino acid uptake in both root epidermis and leaf mesophyll.		protein_coding		LYSINE HISTIDINE TRANSPORTER 1 (LHT1)		LYSINE HISTIDINE TRANSPORTER 1 (LHT1); (LHT1)

		XLOC_007406		XLOC_007406		AT1G64400		1:23915597-23919783		WT leaves		ebs leaves		OK		1.99576		4.61447		1.21		1.90741		5.00E-05		0.000851471		yes				AT5G65080		AT5G65080.1		Is upregulated during vernalization and regulates flowering time. Encodes MADS-domain protein. Two variants encoding proteins of 198 and 184 amino acids have been reported.		protein_coding		MADS AFFECTING FLOWERING 5 (MAF5)		AGAMOUS-LIKE 68 (AGL68);MADS AFFECTING FLOWERING 5 (MAF5)

		XLOC_001150		XLOC_001150		AT1G21270		1:7444930-7448463		WT leaves		ebs leaves		OK		8.71396		20.1253		1.21		3.96681		5.00E-05		0.000851471		yes				AT1G01560		AT1G01560.2		member of MAP Kinase		protein_coding		MAP KINASE 11 (MPK11)		MAP KINASE 11 (MPK11);MAP KINASE 11 (ATMPK11)

		XLOC_019243		XLOC_019243		AT3G44260		3:15952044-15953084		WT leaves		ebs leaves		OK		16.9013		39.0132		1.21		4.49267		5.00E-05		0.000851471		yes				ATCG00040		ATCG00040.1		Encodes a maturase located in the trnK intron in the chloroplast genome.		protein_coding		MATURASE K (MATK)		MATURASE K (MATK)

		XLOC_022224		XLOC_022224		AT4G27657		4:13813043-13813516		WT leaves		ebs leaves		OK		7.83903		18.0912		1.21		2.26968		5.00E-05		0.000851471		yes				AT3G02980		AT3G02980.1		Encodes MEIOTIC CONTROL OF CROSSOVERS1 (MCC1), a GCN5-related histone N-acetyltransferase. MCC1 appeared to be required in meiosis for normal chiasma number and distribution and for chromosome segregation.  Activation tagging line has increased level of histone H3 acetylation.		protein_coding		MEIOTIC CONTROL OF CROSSOVERS1 (MCC1)		MEIOTIC CONTROL OF CROSSOVERS1 (MCC1)

		XLOC_032139		XLOC_032139		AT5G54148		5:21975784-21977104		WT leaves		ebs leaves		OK		0.877764		2.02543		1.21		1.87825		0.00045		0.0056757		yes				AT4G21830		AT4G21830.1		methionine sulfoxide reductase B7 (MSRB7); CONTAINS InterPro DOMAIN/s: Methionine sulphoxide reductase B (InterPro:IPR002579), Mss4-like (InterPro:IPR011057); BEST Arabidopsis thaliana protein match is: methionine sulfoxide reductase B8 (TAIR:AT4G21840.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		METHIONINE SULFOXIDE REDUCTASE B7 (MSRB7)		METHIONINE SULFOXIDE REDUCTASE B7 (MSRB7);METHIONINE SULFOXIDE REDUCTASE B7 (ATMSRB7)

		XLOC_029388		XLOC_029388		AT5G04340		5:1216130-1217106		WT leaves		ebs leaves		OK		2.71882		6.26441		1.20		2.22047		5.00E-05		0.000851471		yes				AT4G21850		AT4G21850.1		methionine sulfoxide reductase B9 (MSRB9); FUNCTIONS IN: peptide-methionine-(S)-S-oxide reductase activity; INVOLVED IN: oxidation reduction; LOCATED IN: cytosol; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Methionine sulphoxide reductase B (InterPro:IPR002579), Mss4-like (InterPro:IPR011057); BEST Arabidopsis thaliana protein match is: methionine sulfoxide reductase B7 (TAIR:AT4G21830.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		METHIONINE SULFOXIDE REDUCTASE B9 (MSRB9)		METHIONINE SULFOXIDE REDUCTASE B9 (ATMSRB9);METHIONINE SULFOXIDE REDUCTASE B9 (MSRB9)

		XLOC_033141		XLOC_033141		ATCG01050		Pt:115664-117185		WT leaves		ebs leaves		OK		0.907129		2.0893		1.20		2.36092		5.00E-05		0.000851471		yes				AT2G23610		AT2G23610.1		Encodes a protein shown to have carboxylesterase activity, methyl IAA esterase activity, and methyl jasmonate esterase activity in vitro. This protein does not act on methyl salicylate, MeGA4, or MEGA9 in vitro.		protein_coding		METHYL ESTERASE 3 (MES3)		METHYL ESTERASE 3 (MES3);ARABIDOPSIS THALIANA METHYL ESTERASE 3 (ATMES3)

		XLOC_020490		XLOC_020490		AT4G01500		4:639246-640940		WT leaves		ebs leaves		OK		0.988739		2.27679		1.20		1.94311		5.00E-05		0.000851471		yes				AT1G66725		AT1G66725.1		Encodes a microRNA that targets several SAMT family members. miR163, is highly expressed in A. thaliana diploids but down-regulated in A. thaliana autotetraploids and repressed in A. arenosa and A. suecica.  MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage.Mature sequence: UUGAAGAGGACUUGGAACUUCGAU		miRNA		MICRORNA163 (MIR163)		MICRORNA163 (MIR163)

		XLOC_025533		XLOC_025533		AT5G02030		5:395633-399041		WT leaves		ebs leaves		OK		5.62107		12.9386		1.20		3.28754		5.00E-05		0.000851471		yes				AT1G78206		AT1G78206.1		Encodes a microRNA that targets a Galactosyltransferase Avr9 elicitor. MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage. Mature sequence: UUCGAUGUCUAGCAGUGCCAA		miRNA		MICRORNA775A (MIR775A)		MICRORNA775A (MIR775A)

		XLOC_032721		XLOC_032721		AT5G64870		5:25929537-25931384		WT leaves		ebs leaves		OK		0.724252		1.66373		1.20		1.50891		0.0005		0.00615957		yes				AT2G39200		AT2G39200.1		A member of a large family of seven-transmembrane domain proteins specific to plants, homologs of the barley mildew resistance locus o (MLO) protein. The Arabidopsis genome contains 15 genes encoding MLO proteins, with localization in plasma membrane. Phylogenetic analysis revealed four clades of closely-related AtMLO genes. ATMLO6 belongs to the clade IV, with AtMLO2, AtMLO3 and AtMLO12. The gene is expressed during early seedling growth, in root tips and cotyledon vascular system, in floral organs (anthers and stigma), and in fruit abscission zone, as shown by GUS activity patterns. The expression of several phylogenetically closely-related AtMLO genes showed similar or overlapping tissue specificity and analogous responsiveness to external stimuli, suggesting functional redundancy, co-function, or antagonistic function(s).		protein_coding		MILDEW RESISTANCE LOCUS O 12 (MLO12)		MILDEW RESISTANCE LOCUS O 12 (ATMLO12);MILDEW RESISTANCE LOCUS O 12 (MLO12)

		XLOC_005320		XLOC_005320		AT1G20070		1:6956520-6959123		WT leaves		ebs leaves		OK		7.20313		16.4829		1.19		4.0801		5.00E-05		0.000851471		yes				AT1G07150		AT1G07150.1		member of MEKK subfamily		protein_coding		MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 13 (MAPKKK13)		MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 13 (MAPKKK13)

		XLOC_005176		XLOC_005176		AT1G17380		1:5955487-5957212		WT leaves		ebs leaves		OK		1.81993		4.16302		1.19		1.55021		0.0001		0.00156486		yes				AT1G70890		AT1G70890.1		MLP-like protein 43 (MLP43); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: chloroplast; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: MLP-like protein 28 (TAIR:AT1G70830.5); Has 440 Blast hits to 408 proteins in 49 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 440; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		MLP-LIKE PROTEIN 43 (MLP43)		MLP-LIKE PROTEIN 43 (MLP43)

		XLOC_024915		XLOC_024915		AT4G30270		4:14819191-14820592		WT leaves		ebs leaves		OK		24.7002		56.422		1.19		5.51835		5.00E-05		0.000851471		yes				AT2G25680		AT2G25680.1		Encodes a high-affinity molybdate transporter. Mutant has reduced concentrations of molybdate  in roots and shoots, and reduced shoot and root length when growing on Mo-limited medium.		protein_coding		MOLYBDATE TRANSPORTER 1 (MOT1)		MOLYBDATE TRANSPORTER 1 (MOT1)

		XLOC_025510		XLOC_025510		AT5G01610		5:230986-232205		WT leaves		ebs leaves		OK		1.62442		3.70922		1.19		1.60692		0.00055		0.00661714		yes				AT5G35490		AT5G35490.1		Encodes MRU1 (mto 1 responding up).  Up-regulated in mto1-1 mutant that over-accumulates soluble methionine. A maternally expressed imprinted gene.		protein_coding		MTO 1 RESPONDING UP 1 (MRU1)		MTO 1 RESPONDING UP 1 (MRU1);ARABIDOPSIS MTO 1 RESPONDING UP 1 (ATMRU1)

		XLOC_018130		XLOC_018130		AT3G19710		3:6843661-6849497		WT leaves		ebs leaves		OK		7.73615		17.6563		1.19		2.449		5.00E-05		0.000851471		yes				AT1G18570		AT1G18570.1		Encodes a member of the R2R3-MYB transcription family. Involved in indole glucosinolate biosynthesis.		protein_coding		MYB DOMAIN PROTEIN 51 (MYB51)		 (BW51B); (BW51A);MYB DOMAIN PROTEIN 51 (MYB51);MYB DOMAIN PROTEIN 51 (AtMYB51);HIGH INDOLIC GLUCOSINOLATE 1 (HIG1)

		XLOC_024173		XLOC_024173		AT4G17470		4:9742758-9744860		WT leaves		ebs leaves		OK		4.67474		10.6531		1.19		1.55357		0.0034		0.0277146		yes				AT5G59780		AT5G59780.3		Encodes a putative transcription factor (MYB59).		protein_coding		MYB DOMAIN PROTEIN 59 (MYB59)		 (ATMYB59-3);MYB DOMAIN PROTEIN 59 (MYB59)

		XLOC_032167		XLOC_032167		AT5G54720		5:22232194-22232949		WT leaves		ebs leaves		OK		3.08727		7.02541		1.19		1.65264		0.0001		0.00156486		yes				AT1G14520		AT1G14520.1		Encodes MIOX1.  Belongs to  myo-inositol oxygenase gene family.		protein_coding		MYO-INOSITOL OXYGENASE 1 (MIOX1)		MYO-INOSITOL OXYGENASE 1 (MIOX1)

		XLOC_032549		XLOC_032549		AT5G61660		5:24779214-24779930		WT leaves		ebs leaves		OK		44.4706		101.081		1.18		5.40705		5.00E-05		0.000851471		yes				AT2G17040		AT2G17040.1		Member of the NAC transcription factor family and more specifically, the ONAC022 subfamily. Involved in leaf and inflorescence stem morphogenesis.		protein_coding		NAC DOMAIN CONTAINING PROTEIN 36 (NAC036)		NAC DOMAIN CONTAINING PROTEIN 36 (anac036);NAC DOMAIN CONTAINING PROTEIN 36 (NAC036)

		XLOC_028822		XLOC_028822		AT5G60610		5:24363590-24365528		WT leaves		ebs leaves		OK		1.12709		2.56107		1.18		1.08187		0.0056		0.0410106		yes				AT2G33480		AT2G33480.1		NAC domain containing protein 41 (NAC041); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 83 (TAIR:AT5G13180.1); Has 3047 Blast hits to 3036 proteins in 86 species: Archae - 0; Bacteria - 0; Metazoa - 16; Fungi - 0; Plants - 3023; Viruses - 0; Other Eukaryotes - 8 (source: NCBI BLink).		protein_coding		NAC DOMAIN CONTAINING PROTEIN 41 (NAC041)		NAC DOMAIN CONTAINING PROTEIN 41 (ANAC041);NAC DOMAIN CONTAINING PROTEIN 41 (NAC041)

		XLOC_013533		XLOC_013533		AT2G43590		2:18081330-18082767		WT leaves		ebs leaves		OK		6.6169		15.0204		1.18		3.30022		5.00E-05		0.000851471		yes				AT4G01500		AT4G01500.1		NGATHA4 (NGA4); CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT1G01030.1); Has 1433 Blast hits to 1432 proteins in 74 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 1431; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		NGATHA4 (NGA4)		NGATHA4 (NGA4)

		XLOC_008116		XLOC_008116		AT1G77330		1:29062989-29064537		WT leaves		ebs leaves		OK		1.2337		2.79488		1.18		1.30227		0.00315		0.0261601		yes				AT1G09240		AT1G09240.1		Encodes a nicotianamine synthase.		protein_coding		NICOTIANAMINE SYNTHASE 3 (NAS3)		ARABIDOPSIS THALIANA NICOTIANAMINE SYNTHASE 3 (ATNAS3);NICOTIANAMINE SYNTHASE 3 (NAS3)

		XLOC_027704		XLOC_027704		AT5G41900		5:16768952-16771696		WT leaves		ebs leaves		OK		10.763		24.3805		1.18		1.52757		0.00215		0.0195366		yes				AT3G25882		AT3G25882.1		encodes a kinase that physically interacts with NPR1/NIM1		protein_coding		NIM1-INTERACTING 2 (NIMIN-2)		NIM1-INTERACTING 2 (NIMIN-2)

		XLOC_000076		XLOC_000076		AT1G02400		1:486800-489577		WT leaves		ebs leaves		OK		1.07002		2.41918		1.18		1.79483		0.0005		0.00615957		yes				AT4G25434		AT4G25434.2		nudix hydrolase homolog 10 (NUDT10); FUNCTIONS IN: ADP-ribose diphosphatase activity, NAD or NADH binding, catalytic activity; INVOLVED IN: metabolic process; LOCATED IN: cytosol; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: NUDIX hydrolase domain-like (InterPro:IPR015797), NUDIX hydrolase, conserved site (InterPro:IPR020084), NUDIX hydrolase domain (InterPro:IPR000086); BEST Arabidopsis thaliana protein match is: nudix hydrolase homolog 2 (TAIR:AT5G47650.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		NUDIX HYDROLASE HOMOLOG 10 (NUDT10)		NUDIX HYDROLASE HOMOLOG 10 (ATNUDT10);NUDIX HYDROLASE HOMOLOG 10 (NUDT10)

		XLOC_012364		XLOC_012364		AT2G23610		2:10044178-10046532		WT leaves		ebs leaves		OK		6.44536		14.5691		1.18		3.82665		5.00E-05		0.000851471		yes				AT1G12880		AT1G12880.1		nudix hydrolase homolog 12 (NUDT12); FUNCTIONS IN: hydrolase activity; INVOLVED IN: biological_process unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: NUDIX hydrolase domain-like (InterPro:IPR015797), NUDIX hydrolase, conserved site (InterPro:IPR020084), NUDIX hydrolase domain (InterPro:IPR000086); BEST Arabidopsis thaliana protein match is: nudix hydrolase homolog 13 (TAIR:AT3G26690.2); Has 1294 Blast hits to 1293 proteins in 373 species: Archae - 0; Bacteria - 562; Metazoa - 265; Fungi - 111; Plants - 235; Viruses - 0; Other Eukaryotes - 121 (source: NCBI BLink).		protein_coding		NUDIX HYDROLASE HOMOLOG 12 (NUDT12)		NUDIX HYDROLASE HOMOLOG 12 (NUDT12);NUDIX HYDROLASE HOMOLOG 12 (atnudt12)

		XLOC_029176		XLOC_029176		AT5G67060		5:26766127-26767250		WT leaves		ebs leaves		OK		2.03539		4.59345		1.17		2.29757		5.00E-05		0.000851471		yes				AT5G16690		AT5G16690.1		Origin Recognition Complex subunit 3. Involved in the initiation of DNA replication. Regulated transcriptionally during cell cycle, peaking at G1/S-phase. Target of E2F/DF family of transcription factors. Interacts with all ORC subunits except ORC1b.		protein_coding		ORIGIN RECOGNITION COMPLEX SUBUNIT 3 (ORC3)		 (ATORC3);ORIGIN RECOGNITION COMPLEX SUBUNIT 3 (ORC3)

		XLOC_031532		XLOC_031532		AT5G43450		5:17457124-17458797		WT leaves		ebs leaves		OK		11.5476		25.9606		1.17		4.43842		5.00E-05		0.000851471		yes				AT3G28857		AT3G28857.1		Encodes a atypical member of the bHLH (basic helix-loop-helix) family transcriptional factors.		protein_coding		PACLOBUTRAZOL RESISTANCE 5 (PRE5)		PACLOBUTRAZOL RESISTANCE 5 (PRE5)

		XLOC_012303		XLOC_012303		AT2G22500		2:9563223-9564751		WT leaves		ebs leaves		OK		10.3297		23.221		1.17		4.89247		5.00E-05		0.000851471		yes				AT3G22231		AT3G22231.1		Encodes a member of a novel 6 member Arabidopsis gene family.  Expression of PCC1 is regulated by the circadian clock and is upregulated in response to both virulent and avirulent strains of Pseudomonas syringae pv. tomato.		protein_coding		PATHOGEN AND CIRCADIAN CONTROLLED 1 (PCC1)		PATHOGEN AND CIRCADIAN CONTROLLED 1 (PCC1)

		XLOC_017318		XLOC_017318		AT3G05650		3:1645679-1648573		WT leaves		ebs leaves		OK		1.4217		3.1881		1.17		1.0465		0.00705		0.0487943		yes				AT1G75040		AT1G75040.1		Thaumatin-like protein involved in response to pathogens.  mRNA level of the PR-5 gene (At1g75040)is significantly changed after cutting the inflorescence stem indicating the existence of a network of signal transducing pathways as other stress-regulated genes (At5g01410, At3g17800, At1g29930)do not response to the treatment.		protein_coding		PATHOGENESIS-RELATED GENE 5 (PR5)		 (PR-5);PATHOGENESIS-RELATED GENE 5 (PR5)

		XLOC_023905		XLOC_023905		AT4G13395		4:7785686-7786113		WT leaves		ebs leaves		OK		2.98947		6.70232		1.16		1.25601		0.00685		0.047749		yes				AT1G53830		AT1G53830.1		encodes a pectin methylesterase		protein_coding		PECTIN METHYLESTERASE 2 (PME2)		PECTIN METHYLESTERASE 2 (PME2);PECTIN METHYLESTERASE 2 (ATPME2)

		XLOC_010785		XLOC_010785		AT2G43200		2:17958229-17960536		WT leaves		ebs leaves		OK		3.69038		8.24077		1.16		4.01694		5.00E-05		0.000851471		yes				AT3G49120		AT3G49120.1		Class III peroxidase Perx34. Expressed in roots, leaves and stems. Located in the cell wall. Involved in cell elongation. Expression activated by light. May play a role in generating H2O2 during defense response.		protein_coding		PEROXIDASE CB (PRXCB)		PEROXIDASE CB (PRXCB);PEROXIDASE 34 (PRX34);ARABIDOPSIS THALIANA PEROXIDASE CB (ATPCB);PEROXIDASE 34 (PERX34); (ATPERX34)

		XLOC_027630		XLOC_027630		AT5G40780		5:16323650-16327281		WT leaves		ebs leaves		OK		3.17859		7.08881		1.16		2.84523		5.00E-05		0.000851471		yes				AT1G65390		AT1G65390.1		phloem protein 2 A5 (PP2-A5); FUNCTIONS IN: carbohydrate binding; INVOLVED IN: signal transduction, defense response, innate immune response; LOCATED IN: intrinsic to membrane, chloroplast; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: phloem protein 2-A6 (TAIR:AT5G45080.1); Has 2031 Blast hits to 1936 proteins in 66 species: Archae - 0; Bacteria - 4; Metazoa - 0; Fungi - 0; Plants - 2027; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		PHLOEM PROTEIN 2 A5 (PP2-A5)		PHLOEM PROTEIN 2 A5 (PP2-A5);PHLOEM PROTEIN 2 A5 (ATPP2-A5)

		XLOC_031562		XLOC_031562		AT5G44010		5:17706964-17709199		WT leaves		ebs leaves		OK		5.52506		12.2905		1.15		1.33258		0.00595		0.0429624		yes				AT3G61060		AT3G61060.2		phloem protein 2-A13 (PP2-A13); CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364); BEST Arabidopsis thaliana protein match is: phloem protein 2-A12 (TAIR:AT1G12710.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		PHLOEM PROTEIN 2-A13 (PP2-A13)		PHLOEM PROTEIN 2-A13 (PP2-A13);PHLOEM PROTEIN 2-A13 (AtPP2-A13)

		XLOC_016129		XLOC_016129		AT3G46900		3:17268874-17269510		WT leaves		ebs leaves		OK		2.1859		4.86114		1.15		1.80105		0.0003		0.00405131		yes				AT1G73010		AT1G73010.1		Encodes PPsPase1, a pyrophosphate-specific phosphatase catalyzing the specific cleavage of pyrophosphate (Km 38.8 uM) with an alkaline catalytic pH optimum. Expression is upregulated in the shoot of cax1/cax3 mutant.		protein_coding		PHOSPHATE STARVATION-INDUCED GENE 2 (PS2)		PYROPHOSPHATE-SPECIFIC PHOSPHATASE1 (PPsPase1);PHOSPHATE STARVATION-INDUCED GENE 2 (ATPS2);PHOSPHATE STARVATION-INDUCED GENE 2 (PS2);PYROPHOSPHATE-SPECIFIC PHOSPHATASE1 (AtPPsPase1)

		XLOC_002920		XLOC_002920		AT1G56510		1:21167588-21173632		WT leaves		ebs leaves		OK		2.66525		5.9051		1.15		4.32385		5.00E-05		0.000851471		yes				AT2G26560		AT2G26560.1		Encodes a lipid acyl hydrolase with wide substrate  specificity that accumulates upon infection by fungal  and bacterial pathogens. Protein is localized in the cytoplasm in healthy leaves, and in membranes in infected cells. Plays a role in cell death and differentially affects the accumulation of oxylipins. Contributes to resistance to virus.		protein_coding		PHOSPHOLIPASE A 2A (PLA2A)		PHOSPHOLIPASE A 2A (PLP2); (PLAII ALPHA);PHOSPHOLIPASE A 2A (PLA2A);PATATIN-LIKE PROTEIN 2 (PLP2);PHOSPHOLIPASE A 2A (PLA IIA)

		XLOC_005049		XLOC_005049		AT1G14790		1:5090989-5098032		WT leaves		ebs leaves		OK		0.723492		1.60068		1.15		1.8535		0.0005		0.00615957		yes				AT5G58670		AT5G58670.1		phosphatidylinositol-specific phospholipase C is induced to a significant extent under various environmental stresses, such as dehydration, salinity, and low temperature. May play a role in secondary ABA response.  There are two genes called ATPLC1, one corresponding to AT4g38530 and one corresponding ot AT5g58670 (this one).		protein_coding		PHOSPHOLIPASE C1 (PLC1)		PHOSPHOLIPASE C1 (ATPLC1);PHOSPHOLIPASE C1 (PLC1);PHOSPHOLIPASE C 1 (PLC1);ARABIDOPSIS THALIANA PHOSPHOLIPASE C (ATPLC)

		XLOC_032383		XLOC_032383		AT5G58670		5:23704230-23706800		WT leaves		ebs leaves		OK		4.86011		10.7527		1.15		2.92291		5.00E-05		0.000851471		yes				ATCG00540		ATCG00540.1		Encodes cytochrome f apoprotein; involved in photosynthetic electron transport chain; encoded by the chloroplast genome and is transcriptionally repressed by a nuclear gene HCF2.		protein_coding		PHOTOSYNTHETIC ELECTRON TRANSFER A (PETA)		PHOTOSYNTHETIC ELECTRON TRANSFER A (PETA)

		XLOC_019453		XLOC_019453		AT3G47340		3:17437883-17441243		WT leaves		ebs leaves		OK		3.59154		7.92814		1.14		3.52176		5.00E-05		0.000851471		yes				ATCG00720		ATCG00720.1		Encodes the cytochrome b(6) subunit of the cytochrome b6f complex.		protein_coding		PHOTOSYNTHETIC ELECTRON TRANSFER B (PETB)		PHOTOSYNTHETIC ELECTRON TRANSFER B (PETB)

		XLOC_032315		XLOC_032315		AT5G57480		5:23279405-23280968		WT leaves		ebs leaves		OK		0.5077		1.11879		1.14		1.76998		0.0011		0.0114951		yes				ATCG00730		ATCG00730.1		A chloroplast gene encoding subunit IV of the cytochrome b6/f complex		protein_coding		PHOTOSYNTHETIC ELECTRON TRANSFER D (PETD)		PHOTOSYNTHETIC ELECTRON TRANSFER D (PETD)

		XLOC_018302		XLOC_018302		AT3G22820		3:8073270-8074138		WT leaves		ebs leaves		OK		2.21268		4.8725		1.14		1.46252		0.00095		0.0102873		yes				ATCG00020		ATCG00020.1		Encodes chlorophyll binding protein D1, a part of the photosystem II reaction center core		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN A (PSBA)		PHOTOSYSTEM II REACTION CENTER PROTEIN A (PSBA)

		XLOC_025315		XLOC_025315		AT4G37370		4:17569827-17571704		WT leaves		ebs leaves		OK		0.961884		2.11377		1.14		1.3723		0.0011		0.0114951		yes				ATCG00680		ATCG00680.1		encodes for CP47, subunit of the photosystem II reaction center.		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN B (PSBB)		PHOTOSYSTEM II REACTION CENTER PROTEIN B (PSBB)

		XLOC_019438		XLOC_019438		AT3G47090		3:17341511-17344645		WT leaves		ebs leaves		OK		0.423623		0.929742		1.13		2.22506		0.0001		0.00156486		yes				ATCG00280		ATCG00280.1		chloroplast gene encoding a CP43 subunit of  the photosystem II reaction center. promoter contains a blue-light responsive element.		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN C (PSBC)		PHOTOSYSTEM II REACTION CENTER PROTEIN C (PSBC)

		XLOC_007777		XLOC_007777		AT1G70890		1:26725625-26726544		WT leaves		ebs leaves		OK		57.2463		125.352		1.13		5.30434		5.00E-05		0.000851471		yes				ATCG00270		ATCG00270.1		PSII D2 protein		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN D (PSBD)		PHOTOSYSTEM II REACTION CENTER PROTEIN D (PSBD)

		XLOC_014652		XLOC_014652		AT3G17050		3:5814747-5816592		WT leaves		ebs leaves		OK		2.94581		6.45021		1.13		3.60534		5.00E-05		0.000851471		yes				ATCG00580		ATCG00580.1		PSII cytochrome b559. There have been many speculations about the function of Cyt b559, but the most favored at present is that it plays a protective role by acting as an electron acceptor or electron donor under conditions when electron flow through PSII is not optimized.		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN E (PSBE)		PHOTOSYSTEM II REACTION CENTER PROTEIN E (PSBE)

		XLOC_024526		XLOC_024526		AT4G23260		4:12167353-12170086		WT leaves		ebs leaves		OK		1.0865		2.37867		1.13		0.943996		0.0057		0.041595		yes				ATCG00710		ATCG00710.1		Encodes a 8 kD phosphoprotein that is a component of the photosystem II oxygen evolving core. Its exact molecular function has not been determined but it may play a role in mediating electron transfer between the secondary quinone acceptors, QA and QB, associated with the acceptor side of PSII.		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN H (PSBH)		PHOTOSYSTEM II REACTION CENTER PROTEIN H (PSBH)

		XLOC_010803		XLOC_010803		AT2G43535		2:18070972-18071676		WT leaves		ebs leaves		OK		41.1189		89.9831		1.13		4.8291		5.00E-05		0.000851471		yes				ATCG00080		ATCG00080.1		PSII I protein		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN I (PSBI)		PHOTOSYSTEM II REACTION CENTER PROTEIN I (PSBI)

		XLOC_010605		XLOC_010605		AT2G40130		2:16765919-16769268		WT leaves		ebs leaves		OK		1.08241		2.36744		1.13		1.1105		0.00365		0.0293139		yes				ATCG00550		ATCG00550.1		PSII component		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN J (PSBJ)		PHOTOSYSTEM II REACTION CENTER PROTEIN J (PSBJ)

		XLOC_007915		XLOC_007915		AT1G73805		1:27745426-27749178		WT leaves		ebs leaves		OK		0.963322		2.10381		1.13		1.08682		0.0043		0.0332931		yes				ATCG00560		ATCG00560.1		PSII L protein		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN L (PSBL)		PHOTOSYSTEM II REACTION CENTER PROTEIN L (PSBL)

		XLOC_025620		XLOC_025620		AT5G03390		5:834987-836751		WT leaves		ebs leaves		OK		1.77137		3.86738		1.13		2.27869		5.00E-05		0.000851471		yes				AT3G49780		AT3G49780.1		Phytosulfokine 3 precursor, coding for a unique plant peptide growth factor. Plants overexpressing this gene (under a 35S promoter), develop normal cotyledons and hypocotyls but their growth, in particular that of their roots, was faster than that of wildtype.		protein_coding		PHYTOSULFOKINE 4 PRECURSOR (PSK4)		PHYTOSULFOKINE 4 PRECURSOR (ATPSK4);PHYTOSULFOKINE 4 PRECURSOR (PSK4); (ATPSK3 (FORMER SYMBOL))

		XLOC_030049		XLOC_030049		AT5G17090		5:5621248-5622476		WT leaves		ebs leaves		OK		18.373		40.0938		1.13		4.56838		5.00E-05		0.000851471		yes				AT5G20240		AT5G20240.1		Floral homeotic gene encoding a MADS domain transcription factor. Required for the specification of petal and stamen identities.		protein_coding		PISTILLATA (PI)		PISTILLATA (PI)

		XLOC_012183		XLOC_012183		AT2G20560		2:8847444-8850010		WT leaves		ebs leaves		OK		0.678281		1.47807		1.12		1.14663		0.0056		0.0410106		yes				AT1G14880		AT1G14880.1		PLANT CADMIUM RESISTANCE 1 (PCR1); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: vacuole; CONTAINS InterPro DOMAIN/s: Protein of unknown function Cys-rich (InterPro:IPR006461); BEST Arabidopsis thaliana protein match is: PLANT CADMIUM RESISTANCE 2 (TAIR:AT1G14870.1); Has 778 Blast hits to 777 proteins in 111 species: Archae - 0; Bacteria - 0; Metazoa - 123; Fungi - 110; Plants - 511; Viruses - 0; Other Eukaryotes - 34 (source: NCBI BLink).		protein_coding		PLANT CADMIUM RESISTANCE 1 (PCR1)		 (AtPCR1);PLANT CADMIUM RESISTANCE 1 (PCR1)

		XLOC_016436		XLOC_016436		AT3G52310		3:19398627-19402953		WT leaves		ebs leaves		OK		2.99633		6.52505		1.12		1.06518		0.00285		0.0242224		yes				AT1G14870		AT1G14870.1		PCR2 encodes a membrane protein involved in zinc transport and detoxification.		protein_coding		PLANT CADMIUM RESISTANCE 2 (PCR2)		 (AtPCR2);PLANT CADMIUM RESISTANCE 2 (PCR2)

		XLOC_010800		XLOC_010800		AT2G43510		2:18067171-18067802		WT leaves		ebs leaves		OK		6.78518		14.7583		1.12		2.11584		5.00E-05		0.000851471		yes				AT3G52450		AT3G52450.1		Encodes a cytoplasmically localized U-box domain E3 ubiquitin ligase protein that is involved in the response to water stress and acts as a negative regulator of PAMP-triggered immunity.		protein_coding		PLANT U-BOX 22 (PUB22)		PLANT U-BOX 22 (PUB22); (ATPUB22)

		XLOC_021261		XLOC_021261		AT4G11320		4:6887253-6889059		WT leaves		ebs leaves		OK		10.2619		22.3174		1.12		2.45603		5.00E-05		0.000851471		yes				AT5G02190		AT5G02190.1		encodes an aspartic protease, has an important role in determining cell fate during embryonic development and in reproduction processes. The loss-of-function mutation of PCS1 causes degeneration of both male and female gametophytes and excessive cell death of developing embryos during torpedo stage.		protein_coding		PROMOTION OF CELL SURVIVAL 1 (PCS1)		EMBRYO DEFECTIVE 24 (EMB24);PROMOTION OF CELL SURVIVAL 1 (PCS1);ARABIDOPSIS THALIANA ASPARTIC PROTEASE 38 (ATASP38);PHYTOCHELATIN SYNTHASE 1 (PCS1)

		XLOC_019804		XLOC_019804		AT3G53310		3:19766663-19768599		WT leaves		ebs leaves		OK		1.22559		2.66343		1.12		1.7267		0.001		0.010716		yes				AT2G40330		AT2G40330.1		Encodes a member of the PYR (pyrabactin resistance  )/PYL(PYR1-like)/RCAR (regulatory components of ABA receptor) family proteins with 14 members.  PYR/PYL/RCAR family proteins function as abscisic acid sensors. Mediate ABA-dependent regulation of protein phosphatase 2Cs ABI1 and ABI2.		protein_coding		PYR1-LIKE 6 (PYL6)		REGULATORY COMPONENTS OF ABA RECEPTOR 9 (RCAR9);PYR1-LIKE 6 (PYL6)

		XLOC_005710		XLOC_005710		AT1G27730		1:9648140-9649073		WT leaves		ebs leaves		OK		7.73328		16.7943		1.12		1.34463		0.0054		0.0398135		yes				AT1G65790		AT1G65790.1		An alternatively spliced gene that encodes a functional transmembrane receptor serine/threonine kinase, alternate form may not have transmembrane domain.		protein_coding		RECEPTOR KINASE 1 (RK1)		RECEPTOR KINASE 1 (RK1);RECEPTOR KINASE 1 (ARK1)

		XLOC_017106		XLOC_017106		AT3G02020		3:340545-343835		WT leaves		ebs leaves		OK		2.50583		5.41527		1.11		3.29369		5.00E-05		0.000851471		yes				AT2G15080		AT2G15080.1		receptor like protein 19 (RLP19); FUNCTIONS IN: kinase activity; INVOLVED IN: signal transduction, defense response; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: receptor like protein 53 (TAIR:AT5G27060.1); Has 148554 Blast hits to 34281 proteins in 1300 species: Archae - 57; Bacteria - 11858; Metazoa - 32168; Fungi - 1631; Plants - 90272; Viruses - 42; Other Eukaryotes - 12526 (source: NCBI BLink).		protein_coding		RECEPTOR LIKE PROTEIN 19 (RLP19)		RECEPTOR LIKE PROTEIN 19 (RLP19);RECEPTOR LIKE PROTEIN 19 (AtRLP19)

		XLOC_027691		XLOC_027691		AT5G41750		5:16693908-16698943		WT leaves		ebs leaves		OK		0.832684		1.79364		1.11		2.2067		5.00E-05		0.000851471		yes				AT3G05650		AT3G05650.1		receptor like protein 32 (RLP32); FUNCTIONS IN: kinase activity; INVOLVED IN: signal transduction, defense response; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: receptor like protein 35 (TAIR:AT3G11080.1); Has 113074 Blast hits to 30005 proteins in 1111 species: Archae - 53; Bacteria - 9058; Metazoa - 26342; Fungi - 1162; Plants - 67072; Viruses - 12; Other Eukaryotes - 9375 (source: NCBI BLink).		protein_coding		RECEPTOR LIKE PROTEIN 32 (RLP32)		RECEPTOR LIKE PROTEIN 32 (AtRLP32);RECEPTOR LIKE PROTEIN 32 (RLP32)

		XLOC_024644		XLOC_024644		AT4G25480		4:13018213-13019121		WT leaves		ebs leaves		OK		14.7432		31.7055		1.10		1.53057		0.0026		0.0224687		yes				AT5G60900		AT5G60900.1		Encodes a receptor-like protein kinase.		protein_coding		RECEPTOR-LIKE PROTEIN KINASE 1 (RLK1)		RECEPTOR-LIKE PROTEIN KINASE 1 (RLK1)

		XLOC_025545		XLOC_025545		AT5G02190		5:435210-436897		WT leaves		ebs leaves		OK		2.791		5.99914		1.10		2.25249		5.00E-05		0.000851471		yes				AT1G46768		AT1G46768.1		encodes a member of the DREB subfamily A-5 of ERF/AP2 transcription factor family (RAP2.1). The protein contains one AP2 domain. There are 16 members in this subfamily including RAP2.9 and RAP2.10.		protein_coding		RELATED TO AP2 1 (RAP2.1)		RELATED TO AP2 1 (RAP2.1)

		XLOC_006121		XLOC_006121		AT1G35350		1:12981250-12984583		WT leaves		ebs leaves		OK		3.15519		6.75755		1.10		3.86692		5.00E-05		0.000851471		yes				AT5G02030		AT5G02030.1		Mutant has additional lateral organs and phyllotaxy defect. Encodes a homeodomain transcription factor. Has sequence similarity to the Arabidopsis ovule development regulator Bell1. Binds directly to the AGAMOUS cis-regulatory element.  Its localization to the nucleus is dependent on the coexpression of either STM or BP.		protein_coding		REPLUMLESS (RPL)		LARSON (LSN);PENNYWISE (PNY); (HB-6);VAAMANA (VAN);REPLUMLESS (RPL);BEL1-LIKE HOMEODOMAIN 9 (BLH9);BELLRINGER (BLR)

		XLOC_010560		XLOC_010560		AT2G39420		2:16460363-16463061		WT leaves		ebs leaves		OK		4.16956		8.89598		1.09		1.82116		0.00025		0.00348795		yes				AT4G16990		AT4G16990.2		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3); FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: defense response to fungus, incompatible interaction, regulation of defense response by callose deposition, defense response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance/zinc finger/chromosome condensation-like region (InterPro:IPR013591), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: disease resistance protein (TIR-NBS-LRR class), putative (TAIR:AT4G16890.1); Has 6697 Blast hits to 6313 proteins in 180 species: Archae - 0; Bacteria - 4; Metazoa - 2; Fungi - 0; Plants - 6691; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3)		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3)

		XLOC_020215		XLOC_020215		AT3G60540		3:22374962-22375865		WT leaves		ebs leaves		OK		1.86031		3.96067		1.09		1.29248		0.00505		0.0377284		yes				AT5G59820		AT5G59820.1		Encodes a zinc finger protein involved in high light and cold acclimation. Overexpression of this putative transcription factor increases the expression level of 9 cold-responsive genes and represses the expression level of 15 cold-responsive genes, including CBF genes. Also, lines overexpressing this gene exhibits a small but reproducible increase in freeze tolerance. Because of the repression of the CBF genes by the overexpression of this gene, the authors speculate that this gene may be involved in negative regulatory circuit of the CBF pathway.		protein_coding		RESPONSIVE TO HIGH LIGHT 41 (RHL41)		RESPONSIVE TO HIGH LIGHT 41 (RHL41); (ATZAT12); (ZAT12)

		XLOC_004376		XLOC_004376		AT1G03400		1:842746-844190		WT leaves		ebs leaves		OK		9.23008		19.6489		1.09		1.68704		5.00E-05		0.000851471		yes				AT1G52580		AT1G52580.1		RHOMBOID-like protein 5 (RBL5); FUNCTIONS IN: serine-type endopeptidase activity; INVOLVED IN: biological_process unknown; LOCATED IN: integral to membrane; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase S54, rhomboid (InterPro:IPR002610); BEST Arabidopsis thaliana protein match is: RHOMBOID-like 1 (TAIR:AT2G29050.1); Has 6054 Blast hits to 6053 proteins in 1760 species: Archae - 140; Bacteria - 3757; Metazoa - 520; Fungi - 179; Plants - 346; Viruses - 0; Other Eukaryotes - 1112 (source: NCBI BLink).		protein_coding		RHOMBOID-LIKE PROTEIN 5 (RBL5)		RHOMBOID-LIKE PROTEIN 5 (RBL5);RHOMBOID-LIKE PROTEIN 5 (ATRBL5)

		XLOC_029766		XLOC_029766		AT5G11610		5:3735349-3738217		WT leaves		ebs leaves		OK		4.50043		9.57738		1.09		3.36302		5.00E-05		0.000851471		yes				ATMG00020		ATMG00020.1		mitochondrial 26S ribosomal RNA protein		ribosomal_rna		RIBOSOMAL RNA26S (RRN26)		RIBOSOMAL RNA26S (RRN26)

		XLOC_023899		XLOC_023899		AT4G13260		4:7721617-7723989		WT leaves		ebs leaves		OK		4.4565		9.46838		1.09		3.86244		5.00E-05		0.000851471		yes				AT1G14790		AT1G14790.1		Encodes RNA-dependent RNA polymerase.   While not required for virus-induced post-transcriptional gene silencing (PTGS), it can promote turnover of viral RNAs in infected plants. Nomenclature according to Xie, et al. (2004). Involved in the production of Cucumber Mosaic Virus siRNAs.		protein_coding		RNA-DEPENDENT RNA POLYMERASE 1 (RDR1)		 (ATRDRP1);RNA-DEPENDENT RNA POLYMERASE 1 (RDR1)

		XLOC_030552		XLOC_030552		AT5G26340		5:9243510-9247066		WT leaves		ebs leaves		OK		10.431		22.1578		1.09		4.74691		5.00E-05		0.000851471		yes				AT1G16440		AT1G16440.1		root hair specific 3 (RSH3); FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: plasma membrane; EXPRESSED IN: root hair; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase domain (InterPro:IPR002290), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: AGC kinase 1.7 (TAIR:AT1G79250.2); Has 101577 Blast hits to 89577 proteins in 2716 species: Archae - 38; Bacteria - 12727; Metazoa - 39279; Fungi - 11275; Plants - 19035; Viruses - 382; Other Eukaryotes - 18841 (source: NCBI BLink).		protein_coding		ROOT HAIR SPECIFIC 3 (RSH3)		ROOT HAIR SPECIFIC 3 (RSH3);ROOT HAIR SPECIFIC 4 (RHS4)

		XLOC_000861		XLOC_000861		AT1G16410		1:5608806-5611426		WT leaves		ebs leaves		OK		4.47919		9.51134		1.09		2.95378		5.00E-05		0.000851471		yes				AT4G13395		AT4G13395.1		ROTUNDIFOLIA like 12 (RTFL12); CONTAINS InterPro DOMAIN/s: DVL (InterPro:IPR012552); BEST Arabidopsis thaliana protein match is: ROTUNDIFOLIA like 10 (TAIR:AT3G14362.1); Has 139 Blast hits to 139 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 139; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		ROTUNDIFOLIA LIKE 12 (RTFL12)		DEVIL 10 (DVL10);ROTUNDIFOLIA LIKE 12 (RTFL12)

		XLOC_019637		XLOC_019637		AT3G50560		3:18761087-18764016		WT leaves		ebs leaves		OK		1.05694		2.23953		1.08		1.52958		0.002		0.018491		yes				AT1G67265		AT1G67265.1		ROTUNDIFOLIA like 21 (RTFL21); CONTAINS InterPro DOMAIN/s: DVL (InterPro:IPR012552); BEST Arabidopsis thaliana protein match is: ROTUNDIFOLIA like 18 (TAIR:AT5G16023.1); Has 118 Blast hits to 118 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 118; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		ROTUNDIFOLIA LIKE 21 (RTFL21)		DEVIL 3 (DVL3);ROTUNDIFOLIA LIKE 21 (RTFL21)

		XLOC_022911		XLOC_022911		AT4G39830		4:18478928-18481343		WT leaves		ebs leaves		OK		1.27297		2.68753		1.08		1.77556		5.00E-05		0.000851471		yes				AT3G58865		AT3G58865.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 10-1 (SADHU10-1)		SADHU NON-CODING RETROTRANSPOSON 10-1 (SADHU10-1)

		XLOC_032338		XLOC_032338		AT5G57785		5:23408895-23409422		WT leaves		ebs leaves		OK		7.74411		16.3437		1.08		2.59863		5.00E-05		0.000851471		yes				AT1G03420		AT1G03420.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 4-2 (Sadhu4-2)		SADHU NON-CODING RETROTRANSPOSON 4-2 (Sadhu4-2)

		XLOC_024802		XLOC_024802		AT4G28140		4:13974690-13975908		WT leaves		ebs leaves		OK		1.68438		3.54925		1.08		1.83085		5.00E-05		0.000851471		yes				AT4G01525		AT4G01525.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 5-1 (SADHU5-1)		SADHU NON-CODING RETROTRANSPOSON 5-1 (SADHU5-1)

		XLOC_012321		XLOC_012321		AT2G22890		2:9742392-9743347		WT leaves		ebs leaves		OK		5.14267		10.8276		1.07		1.4043		0.00545		0.0400705		yes				AT1G27730		AT1G27730.1		Related to Cys2/His2-type zinc-finger proteins found in higher plants. Compensated for a subset of calcineurin deficiency in yeast. Salt tolerance produced by ZAT10 appeared to be partially dependent on ENA1/PMR2, a P-type ATPase required for Li+ and Na+ efflux in yeast. The protein is localized to the nucleus, acts as a transcriptional repressor and is responsive to chitin oligomers. Also involved in response to photooxidative stress.		protein_coding		SALT TOLERANCE ZINC FINGER (STZ)		 (ZAT10);SALT TOLERANCE ZINC FINGER (STZ)

		XLOC_014907		XLOC_014907		AT3G21020		3:7368266-7369526		WT leaves		ebs leaves		OK		2.93792		6.17622		1.07		2.9377		5.00E-05		0.000851471		yes				AT1G73805		AT1G73805.1		Encodes SAR Deficient 1 (SARD1), a key regulator for ICS1 (Isochorismate Synthase 1) induction and salicylic acid (SA) synthesis.		protein_coding		SAR DEFICIENT 1 (SARD1)		SAR DEFICIENT 1 (SARD1)

		XLOC_022056		XLOC_022056		AT4G24570		4:12686458-12687650		WT leaves		ebs leaves		OK		12.5544		26.3703		1.07		3.69786		5.00E-05		0.000851471		yes				AT2G03710		AT2G03710.1		This gene belongs to the family of SEP genes. It is involved in the development of sepals, petals, stamens and carpels. Additionally, it plays a central role in the determination of flower meristem and organ identity.		protein_coding		SEPALLATA 4 (SEP4)		AGAMOUS-LIKE 3 (AGL3);SEPALLATA 4 (SEP4)

		XLOC_032508		XLOC_032508		AT5G60950		5:24526846-24528084		WT leaves		ebs leaves		OK		0.816331		1.71434		1.07		1.22631		0.0053		0.039201		yes				AT1G24260		AT1G24260.2		Member of the MADs box transcription factor family. SEP3 is redundant with SEP1 and 2. Flowers of SEP1/2/3 triple mutants show a conversion of petals and stamens to sepals.SEP3 forms heterotetrameric complexes with other MADS box family members and binds to the CArG box motif.		protein_coding		SEPALLATA3 (SEP3)		AGAMOUS-LIKE 9 (AGL9);SEPALLATA3 (SEP3)

		XLOC_033060		XLOC_033060		ATCG00720		Pt:74840-76292		WT leaves		ebs leaves		OK		3.13785		6.58458		1.07		2.20861		5.00E-05		0.000851471		yes				AT3G58780		AT3G58780.3		One of two genes (SHP1 and SHP2) that are required for fruit dehiscence. The two genes control dehiscence zone differentiation and promote the lignification of adjacent cells.		protein_coding		SHATTERPROOF 1 (SHP1)		SHATTERPROOF 1 (SHP1)

		XLOC_019304		XLOC_019304		AT3G45160		3:16533450-16534082		WT leaves		ebs leaves		OK		4.26083		8.93082		1.07		2.14781		0.0001		0.00156486		yes				AT3G56710		AT3G56710.1		Sig1 binding protein; interacts with Sig1R4. As well as Sig1, SibI is imported into chloroplasts and its expression is light-dependent in mature chloroplasts.		protein_coding		SIGMA FACTOR BINDING PROTEIN 1 (SIB1)		SIGMA FACTOR BINDING PROTEIN 1 (SIB1)

		XLOC_005578		XLOC_005578		AT1G24575		1:8711035-8711528		WT leaves		ebs leaves		OK		11.0604		23.1826		1.07		2.77076		5.00E-05		0.000851471		yes				AT5G51480		AT5G51480.1		SKU5  similar 2 (SKS2); FUNCTIONS IN: oxidoreductase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, type 2 (InterPro:IPR011706), Multicopper oxidase, type 1 (InterPro:IPR001117); BEST Arabidopsis thaliana protein match is: SKU5 similar 1 (TAIR:AT4G25240.1); Has 5377 Blast hits to 5350 proteins in 989 species: Archae - 4; Bacteria - 1723; Metazoa - 282; Fungi - 1915; Plants - 1288; Viruses - 0; Other Eukaryotes - 165 (source: NCBI BLink).		protein_coding		SKU5  SIMILAR 2 (SKS2)		SKU5  SIMILAR 2 (SKS2)

		XLOC_022005		XLOC_022005		AT4G23870		4:12414229-12415049		WT leaves		ebs leaves		OK		7.50681		15.7266		1.07		3.29718		5.00E-05		0.000851471		yes				AT1G74000		AT1G74000.1		encodes a protein similar to strictosidine synthase, which is involved in the production of monoterpene indole alkaloids. This gene belongs to a family of 13 members in Arabidopsis.		protein_coding		STRICTOSIDINE SYNTHASE 3 (SS3)		STRICTOSIDINE SYNTHASE 3 (SS3)

		XLOC_005031		XLOC_005031		AT1G14520		1:4968141-4970311		WT leaves		ebs leaves		OK		5.33422		11.1677		1.07		1.9459		5.00E-05		0.000851471		yes				AT3G52400		AT3G52400.1		syntaxin protein, involved in the negative regulation of defense pathways such as programmed cell death, salicylic acid signalling pathway, jasmonic acid signalling pathway		protein_coding		SYNTAXIN OF PLANTS 122 (SYP122)		SYNTAXIN OF PLANTS 122 (SYP122); (ATSYP122)

		XLOC_012194		XLOC_012194		AT2G20670		2:8911859-8913534		WT leaves		ebs leaves		OK		59.2259		123.818		1.06		5.21991		5.00E-05		0.000851471		yes				AT1G68800		AT1G68800.1		Encodes a TCP transcription factor, closely related to teosinte branched1, arrests axillary bud development and prevents axillary bud outgrowth. Transcription level and mutant phenotype are weaker than its homolog BRC1 (At3G18550).		protein_coding		TCP DOMAIN PROTEIN 12 (TCP12)		TCP DOMAIN PROTEIN 12 (TCP12);BRANCHED 2 (BRC2)

		XLOC_001801		XLOC_001801		AT1G32940		1:11937595-11940978		WT leaves		ebs leaves		OK		2.49773		5.21731		1.06		2.2478		0.0004		0.005161		yes				AT4G16740		AT4G16740.1		Encodes an (E,E)-alpha-farnesene synthase in the Col ecotype of Arabidopsis. This enzyme can also catalyze the formation of (E)-beta-ocimene as well as trace amounts of myrcene and other related compounds in vitro. The cytosolic localization of the protein may make it favor (E,E)-alpha-farnesene biosynthesis because the precursor of this product, FPP, is primarily cytosolic. Transcript levels for this gene increase in response to treatment with the jasmonic acid mimic coronalon or in response to the insect <i>Plutella xylostella</i>. TPS03 transcripts can also be detected in flowers. A similar protein from the C24 ecotype with one amino acid change (S267F) has a different substrate specificity.		protein_coding		TERPENE SYNTHASE 03 (TPS03)		TERPENE SYNTHASE 03 (ATTPS03);TERPENE SYNTHASE 03 (TPS03)

		XLOC_019991		XLOC_019991		AT3G56710		3:21006749-21007565		WT leaves		ebs leaves		OK		8.8019		18.3543		1.06		3.36503		5.00E-05		0.000851471		yes				AT1G45145		AT1G45145.1		encodes a cytosolic thioredoxin that reduces disulfide bridges of target proteins by the reversible formation of a disulfide bridge between two neighboring Cys residues present in the active site. Thioredoxins have been found to regulate a variety of biological reactions in prokaryotic and eukaryotic cells.		protein_coding		THIOREDOXIN H-TYPE 5 (TRX5)		THIOREDOXIN H-TYPE 5 (ATTRX5);THIOREDOXIN H-TYPE 5 (TRX5);LOCUS OF INSENSITIVITY TO VICTORIN 1 (LIV1);THIOREDOXIN H-TYPE 5 (ATH5)

		XLOC_018315		XLOC_018315		AT3G23085		3:8209763-8211155		WT leaves		ebs leaves		OK		0.622313		1.29668		1.06		1.68715		0.00195		0.0181465		yes				AT2G41100		AT2G41100.1		encodes a calmodulin-like protein, with six potential calcium binding domains. Calcium binding shown by Ca(2+)-specific shift in electrophoretic mobility. Expression induced by touch and darkness. Expression may also be developmentally controlled. Expression in growing regions of roots, vascular tissue, root/shoot junctions, trichomes, branch points of the shoot, and regions of siliques and flowers.		protein_coding		TOUCH 3 (TCH3)		TOUCH 3 (TCH3);ARABIDOPSIS THALIANA CALMODULIN LIKE 4 (ATCAL4)

		XLOC_010782		XLOC_010782		AT2G43150		2:17945892-17947022		WT leaves		ebs leaves		OK		5.75435		11.9564		1.06		3.27429		5.00E-05		0.000851471		yes				AT3G27070		AT3G27070.2		Form of TOM20, which is a component of the TOM complex, involved in transport of nuclear-encoded mitochondrial proteins		protein_coding		TRANSLOCASE OUTER MEMBRANE 20-1 (TOM20-1)		TRANSLOCASE OUTER MEMBRANE 20-1 (TOM20-1)

		XLOC_004923		XLOC_004923		AT1G12610		1:4289943-4291017		WT leaves		ebs leaves		OK		1.0231		2.11787		1.05		1.29647		0.0045		0.0345242		yes				AT5G10100		AT5G10100.1		Haloacid dehalogenase-like hydrolase (HAD) superfamily protein; FUNCTIONS IN: catalytic activity, trehalose-phosphatase activity; INVOLVED IN: trehalose biosynthetic process, metabolic process; LOCATED IN: chloroplast; EXPRESSED IN: embryo, root; EXPRESSED DURING: C globular stage; CONTAINS InterPro DOMAIN/s: HAD-superfamily hydrolase, subfamily IIB (InterPro:IPR006379), Trehalose-phosphatase (InterPro:IPR003337); BEST Arabidopsis thaliana protein match is: Haloacid dehalogenase-like hydrolase (HAD) superfamily protein (TAIR:AT5G65140.1); Has 2366 Blast hits to 2362 proteins in 838 species: Archae - 41; Bacteria - 1352; Metazoa - 219; Fungi - 152; Plants - 467; Viruses - 0; Other Eukaryotes - 135 (source: NCBI BLink).		protein_coding		TREHALOSE-6-PHOSPHATE PHOSPHATASE I (TPPI)		TREHALOSE-6-PHOSPHATE PHOSPHATASE I (TPPI)

		XLOC_007682		XLOC_007682		transcript:AT1G69140.1		1:25991519-25991872		WT leaves		ebs leaves		OK		15.36		31.727		1.05		2.57397		5.00E-05		0.000851471		yes				AT2G43510		AT2G43510.1		Member of the defensin-like (DEFL) family. Encodes putative trypsin inhibitor protein which may function in defense against herbivory.		protein_coding		TRYPSIN INHIBITOR PROTEIN 1 (TI1)		TRYPSIN INHIBITOR PROTEIN 1 (TI1);TRYPSIN INHIBITOR PROTEIN 1 (ATTI1)

		XLOC_026125		XLOC_026125		AT5G13370		5:4286818-4289554		WT leaves		ebs leaves		OK		2.99377		6.18382		1.05		1.42232		0.00655		0.0460563		yes				AT1G16070		AT1G16070.2		Member of TLP family		protein_coding		TUBBY LIKE PROTEIN 8 (TLP8)		TUBBY LIKE PROTEIN 8 (AtTLP8);TUBBY LIKE PROTEIN 8 (TLP8)

		XLOC_015199		XLOC_015199		AT3G25600		3:9307253-9307967		WT leaves		ebs leaves		OK		5.06782		10.4592		1.05		1.67186		0.00025		0.00348795		yes				AT2G24850		AT2G24850.1		Encodes a tyrosine aminotransferase that is responsive to treatment with jasmonic acid.		protein_coding		TYROSINE AMINOTRANSFERASE 3 (TAT3)		TYROSINE AMINOTRANSFERASE 3 (TAT3);TYROSINE AMINOTRANSFERASE (TAT)

		XLOC_005463		XLOC_005463		AT1G22490		1:7938250-7940592		WT leaves		ebs leaves		OK		1.92295		3.96827		1.05		1.86961		5.00E-05		0.000851471		yes				AT2G22500		AT2G22500.1		Encodes one of the mitochondrial dicarboxylate carriers (DIC): DIC1 (AT2G22500), DIC2 (AT4G24570), DIC3 (AT5G09470).		protein_coding		UNCOUPLING PROTEIN 5 (UCP5)		DICARBOXYLATE CARRIER 1 (DIC1);PLANT UNCOUPLING MITOCHONDRIAL PROTEIN 5 (ATPUMP5);UNCOUPLING PROTEIN 5 (UCP5)

		XLOC_004589		XLOC_004589		AT1G07000		1:2150193-2152325		WT leaves		ebs leaves		OK		1.93233		3.98582		1.04		2.27767		5.00E-05		0.000851471		yes				AT1G49320		AT1G49320.1		Encodes USPL1, a BURP domain protein targeted to the protein storage vacuoles.  Overexpression of USPL1 affects seed development, protein storage vacuoles and lipid vesicles morphology and function.		protein_coding		UNKNOWN SEED PROTEIN LIKE 1 (USPL1)		UNKNOWN SEED PROTEIN LIKE 1 (ATUSPL1);UNKNOWN SEED PROTEIN LIKE 1 (USPL1)

		XLOC_011868		XLOC_011868		AT2G15020		2:6491433-6493352		WT leaves		ebs leaves		OK		1.99664		4.10684		1.04		2.40625		5.00E-05		0.000851471		yes				AT1G16110		AT1G16110.1		WAK-like kinase		protein_coding		WALL ASSOCIATED KINASE-LIKE 6 (WAKL6)		WALL ASSOCIATED KINASE-LIKE 6 (WAKL6)

		XLOC_013536		XLOC_013536		AT2G43620		2:18093769-18095025		WT leaves		ebs leaves		OK		2.49298		5.1216		1.04		1.56731		5.00E-05		0.000851471		yes				AT1G21270		AT1G21270.1		cytoplasmic serine/threonine protein kinase induced by salicylic acid. mutant plants exhibit a loss of cell expansion and dependence on sugars and salts for seedling growth, affecting the expression and activity of vacuolar invertase.		protein_coding		WALL-ASSOCIATED KINASE 2 (WAK2)		WALL-ASSOCIATED KINASE 2 (WAK2)

		XLOC_003479		XLOC_003479		AT1G66880		1:24945483-24955611		WT leaves		ebs leaves		OK		3.03367		6.22914		1.04		2.69492		5.00E-05		0.000851471		yes				AT1G56510		AT1G56510.1		TIR-NB-LRR protein that confers resistance to four races of Albugo candida.		protein_coding		WHITE RUST RESISTANCE 4 (WRR4)		ACTIVATED DISEASE RESISTANCE 2 (ADR2);WHITE RUST RESISTANCE 4 (WRR4)

		XLOC_000992		XLOC_000992		AT1G18570		1:6389410-6391267		WT leaves		ebs leaves		OK		1.23996		2.54556		1.04		1.99978		0.0001		0.00156486		yes				AT5G50200		AT5G50200.3		Wound-responsive gene 3 (WR3).  Encodes a high-affinity nitrate transporter. Up-regulated by nitrate. Involved in jasmonic acid-independent wound signal transduction.		protein_coding		WOUND-RESPONSIVE 3 (WR3)		WOUND-RESPONSIVE 3 (WR3)

		XLOC_026085		XLOC_026085		AT5G12170		5:3931561-3935129		WT leaves		ebs leaves		OK		3.33134		6.83398		1.04		1.39213		0.0019		0.0177704		yes				AT4G39410		AT4G39410.1		member of WRKY Transcription Factor; Group II-c		protein_coding		WRKY DNA-BINDING PROTEIN 13 (WRKY13)		ARABIDOPSIS THALIANA WRKY DNA-BINDING PROTEIN 13 (ATWRKY13);WRKY DNA-BINDING PROTEIN 13 (WRKY13)

		XLOC_032825		XLOC_032825		AT5G66650		5:26603002-26604376		WT leaves		ebs leaves		OK		0.994615		2.03851		1.04		1.0646		0.006		0.043172		yes				AT2G30250		AT2G30250.1		member of WRKY Transcription Factor; Group I. Located in nucleus. Involved in response to various abiotic stresses - especially salt stress.		protein_coding		WRKY DNA-BINDING PROTEIN 25 (WRKY25)		WRKY DNA-BINDING PROTEIN 25 (WRKY25); (AtWRKY25)

		XLOC_019261		XLOC_019261		AT3G44450		3:16074095-16074678		WT leaves		ebs leaves		OK		13.0924		26.7652		1.03		3.12612		5.00E-05		0.000851471		yes				AT4G18170		AT4G18170.1		member of WRKY Transcription Factor; Group II-c.  Involved in the activation of salicylic acid biosynthesis genes ICS1 and PBS3.		protein_coding		WRKY DNA-BINDING PROTEIN 28 (WRKY28)		 (AtWRKY28);WRKY DNA-BINDING PROTEIN 28 (WRKY28)

		XLOC_025994		XLOC_025994		AT5G10380		5:3267634-3268813		WT leaves		ebs leaves		OK		2.34902		4.80207		1.03		1.41146		0.0006		0.0071353		yes				AT1G80840		AT1G80840.1		Pathogen-induced transcription factor. Binds W-box sequences  in vitro. Forms protein complexes with itself and with WRKY40 and WRKY60. Coexpression with WRKY18 or WRKY60 made plants more susceptible to both P. syringae and B. cinerea. WRKY18, WRKY40, and WRKY60 have partially redundant roles in response to the hemibiotrophic bacterial pathogen Pseudomonas syringae and the necrotrophic fungal pathogen Botrytis cinerea, with WRKY18 playing a more important role than the other two.		protein_coding		WRKY DNA-BINDING PROTEIN 40 (WRKY40)		 (ATWRKY40);WRKY DNA-BINDING PROTEIN 40 (WRKY40)

		XLOC_021188		XLOC_021188		AT4G10120		4:6314786-6319936		WT leaves		ebs leaves		OK		11.4097		23.3218		1.03		2.31374		5.00E-05		0.000851471		yes				AT2G46400		AT2G46400.1		member of WRKY Transcription Factor; Group III		protein_coding		WRKY DNA-BINDING PROTEIN 46 (WRKY46)		WRKY DNA-BINDING PROTEIN 46 (WRKY46);WRKY DNA-BINDING PROTEIN 46 (ATWRKY46)

		XLOC_010989		XLOC_010989		AT2G46690		2:19180729-19181467		WT leaves		ebs leaves		OK		5.81303		11.8574		1.03		2.58189		5.00E-05		0.000851471		yes				AT1G69310		AT1G69310.1		member of WRKY Transcription Factor; Group II-c		protein_coding		WRKY DNA-BINDING PROTEIN 57 (WRKY57)		 (AtWRKY57);WRKY DNA-BINDING PROTEIN 57 (WRKY57)

		XLOC_021616		XLOC_021616		AT4G16990		4:9560134-9565555		WT leaves		ebs leaves		OK		37.0702		75.6143		1.03		4.90219		5.00E-05		0.000851471		yes				AT5G13080		AT5G13080.1		WRKY75 is one of several transcription factors induced during Pi deprivation. It is nuclear localized and regulated differentially during Pi starvation. RNAi mediated suppression of WRKY75 made the plants  more susceptible to Pi stress as indicated by the  higher accumulation of anthocyanin during Pi starvation.		protein_coding		WRKY DNA-BINDING PROTEIN 75 (WRKY75)		ARABIDOPSIS THALIANA WRKY DNA-BINDING PROTEIN 75 (ATWRKY75);WRKY DNA-BINDING PROTEIN 75 (WRKY75)

		XLOC_003372		XLOC_003372		AT1G64900		1:24113214-24114984		WT leaves		ebs leaves		OK		18.36		37.2371		1.02		2.30398		5.00E-05		0.000851471		yes				AT4G14365		AT4G14365.1		XB3 ortholog 4 in Arabidopsis thaliana (XBAT34); FUNCTIONS IN: zinc ion binding; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: XB3 ortholog 5 in Arabidopsis thaliana (TAIR:AT3G23280.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		XB3 ORTHOLOG 4 IN ARABIDOPSIS THALIANA (XBAT34)		XB3 ORTHOLOG 4 IN ARABIDOPSIS THALIANA (XBAT34)

		XLOC_003644		XLOC_003644		AT1G69720		1:26226865-26228580		WT leaves		ebs leaves		OK		13.4865		27.3252		1.02		3.85982		5.00E-05		0.000851471		yes				AT5G64530		AT5G64530.1		xylem NAC domain 1 (XND1); CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 25 (TAIR:AT1G61110.1); Has 2741 Blast hits to 2738 proteins in 73 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2741; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		XYLEM NAC DOMAIN 1 (XND1)		XYLEM NAC DOMAIN 1 (XND1);ARABIDOPSIS NAC DOMAIN CONTAINING PROTEIN 104 (ANAC104)

		XLOC_029343		XLOC_029343		AT5G03700		5:965873-967322		WT leaves		ebs leaves		OK		1.56314		3.16137		1.02		2.34494		5.00E-05		0.000851471		yes				AT4G30280		AT4G30280.1		Encodes a xyloglucan endotransglucosylase/hydrolase with only only the endotransglucosylase (XET; EC   2.4.1.207) activity towards xyloglucan and non-detectable endohydrolytic (XEH; EC 3.2.1.151) activity. Expressed in the mature or basal regions of both the main and lateral roots, but not in the tip of these roots where cell division occurs.		protein_coding		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 18 (XTH18)		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 18 (ATXTH18);XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 18 (XTH18)

		XLOC_033051		XLOC_033051		ATCG00540		Pt:61656-62619		WT leaves		ebs leaves		OK		1.86925		3.77658		1.01		2.08995		0.00025		0.00348795		yes				AT4G30270		AT4G30270.1		encodes a protein similar to endo xyloglucan transferase in sequence. It is also very similar to BRU1 in soybean, which is involved in brassinosteroid response.		protein_coding		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 24 (XTH24)		MERISTEM-5 (MERI5B);SENESCENCE 4 (SEN4);XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 24 (XTH24);MERISTEM 5 (MERI-5)

		XLOC_020009		XLOC_020009		AT3G57020		3:21098314-21100360		WT leaves		ebs leaves		OK		17.239		34.8128		1.01		3.86011		5.00E-05		0.000851471		yes				AT1G10550		AT1G10550.1		Encodes a membrane-localized protein that is predicted to function during cell wall modification.Overexpression of XTH33 results in abnormal cell morphology. It's expression is under epigenetic control by ATX1.		protein_coding		XYLOGLUCAN:XYLOGLUCOSYL TRANSFERASE 33 (XTH33)		XYLOGLUCAN:XYLOGLUCOSYL TRANSFERASE 33 (XTH33);XYLOGLUCAN:XYLOGLUCOSYL TRANSFERASE 33 (XET)

		XLOC_016908		XLOC_016908		AT3G61060		3:22602909-22606878		WT leaves		ebs leaves		OK		9.60353		19.3286		1.01		2.66361		5.00E-05		0.000851471		yes				AT2G35980		AT2G35980.1		Encodes a protein whose sequence is similar to tobacco hairpin-induced gene (HIN1) and Arabidopsis non-race specific disease resistance gene (NDR1). Expression of this gene is induced by cucumber mosaic virus, spermine and during senescence. The gene product is localized to the chloroplast.		protein_coding		YELLOW-LEAF-SPECIFIC GENE 9 (YLS9)		YELLOW-LEAF-SPECIFIC GENE 9 (YLS9);NDR1/HIN1-LIKE (NHL10);ARABIDOPSIS NDR1/HIN1-LIKE 10 (ATNHL10)

		XLOC_021974		XLOC_021974		AT4G23270		4:12171102-12173925		WT leaves		ebs leaves		OK		12.2376		24.6253		1.01		1.42948		0.0004		0.005161		yes				AT4G13260		AT4G13260.1		Encodes YUC2. Catalyzes conversion of IPA (indole-3-pyruvic acid) to IAA (indole-3-acetic acid) in auxin biosynthesis pathway.		protein_coding		YUCCA2 (YUC2)		YUCCA2 (YUC2); (ATYUC2)

		XLOC_004985		XLOC_004985		AT1G13650		1:4680431-4682196		WT leaves		ebs leaves		OK		108.717		218.387		1.01		4.97694		5.00E-05		0.000851471		yes				AT5G04340		AT5G04340.1		putative c2h2 zinc finger transcription factor mRNA,		protein_coding		ZINC FINGER OF ARABIDOPSIS THALIANA 6 (ZAT6)		 (C2H2);ZINC FINGER OF ARABIDOPSIS THALIANA 6 (ZAT6);COLD INDUCED ZINC FINGER PROTEIN 2 (CZF2)

		XLOC_007613		XLOC_007613		AT1G67865		1:25446288-25446737		WT leaves		ebs leaves		OK		6.44062		12.9285		1.01		1.60223		0.00185		0.0174525		yes

		XLOC_016458		XLOC_016458		AT3G52670		3:19525246-19526737		WT leaves		ebs leaves		OK		2.6451		5.30882		1.01		2.56893		5.00E-05		0.000851471		yes				downregulated

		XLOC_010303		XLOC_010303		AT2G34810		2:14685255-14687062		WT leaves		ebs leaves		OK		6.04395		12.1231		1.00		1.13414		0.00245		0.0214424		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_026574		XLOC_026574		AT5G22300		5:7379198-7381935		WT leaves		ebs leaves		OK		3.44459		6.90267		1.00		2.6474		5.00E-05		0.000851471		yes				AT3G49510		AT3G49510.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G49520.1); Has 2110 Blast hits to 1239 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2108; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_022292		XLOC_022292		AT4G28720		4:14192582-14194256		WT leaves		ebs leaves		OK		7.44701		14.9201		1.00		3.82916		5.00E-05		0.000851471		yes				AT1G75060		AT1G75060.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G19330.2); Has 104 Blast hits to 104 proteins in 22 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 104; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017666		XLOC_017666		AT3G11750		3:3715070-3715904		WT leaves		ebs leaves		OK		13.2547		26.5535		1.00		2.77087		5.00E-05		0.000851471		yes				AT4G06534		AT4G06534.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 22 Blast hits to 22 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 22; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005918		XLOC_005918		AT1G31540		1:11288451-11293753		WT leaves		ebs leaves		OK		2.64573		5.29875		1.00		1.44408		0.00225		0.0201977		yes				AT1G72210		AT1G72210.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT1G22490.1); Has 1596 Blast hits to 1587 proteins in 129 species: Archae - 0; Bacteria - 0; Metazoa - 28; Fungi - 30; Plants - 1534; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_012860		XLOC_012860		AT2G31865		2:13546595-13549536		WT leaves		ebs leaves		OK		0.731005		1.46317		1.00		0.97506		0.0064		0.0453111		yes				AT5G04690		AT5G04690.1		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT5G04700.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_029460		XLOC_029460		AT5G05840		5:1757097-1760666		WT leaves		ebs leaves		OK		2.54221		5.08725		1.00		2.51169		5.00E-05		0.000851471		yes				AT1G04425		AT1G04425.1		other RNA		other_rna

		XLOC_018214		XLOC_018214		AT3G21320		3:7497289-7501841		WT leaves		ebs leaves		OK		1.74771		3.49522		1.00		1.83111		0.00075		0.00852515		yes				AT3G03970		AT3G03970.1		ARM repeat superfamily protein; FUNCTIONS IN: binding; INVOLVED IN: spliceosome assembly, nuclear mRNA splicing, via spliceosome; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Armadillo-type fold (InterPro:IPR016024), Survival motor neuron interacting protein 1 (InterPro:IPR007022); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT1G54385.2); Has 89 Blast hits to 89 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 89; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_007446		XLOC_007446		AT1G65190		1:24215643-24217328		WT leaves		ebs leaves		OK		4.01793		8.02242		1.00		3.22255		5.00E-05		0.000851471		yes				AT3G10290		AT3G10290.1		Nucleotide-sugar transporter family protein; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF250 (InterPro:IPR004853); BEST Arabidopsis thaliana protein match is: Nucleotide-sugar transporter family protein (TAIR:AT5G04160.1); Has 2900 Blast hits to 2898 proteins in 294 species: Archae - 4; Bacteria - 137; Metazoa - 666; Fungi - 435; Plants - 1330; Viruses - 0; Other Eukaryotes - 328 (source: NCBI BLink).		protein_coding

		XLOC_013192		XLOC_013192		AT2G37540		2:15750969-15753967		WT leaves		ebs leaves		OK		17.9865		35.9018		1.00		1.85987		0.00015		0.0022305		yes				AT5G07810		AT5G07810.1		SNF2 domain-containing protein / helicase domain-containing protein / HNH endonuclease domain-containing protein; FUNCTIONS IN: helicase activity, DNA binding, ATP binding, nucleic acid binding, endonuclease activity; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: DEAD-like helicase, N-terminal (InterPro:IPR014001), DNA/RNA helicase, C-terminal (InterPro:IPR001650), HNH endonuclease (InterPro:IPR002711), Helicase, superfamily 1/2, ATP-binding domain (InterPro:IPR014021), SNF2-related (InterPro:IPR000330); BEST Arabidopsis thaliana protein match is: chromatin remodeling factor18 (TAIR:AT1G48310.1); Has 16904 Blast hits to 14939 proteins in 1977 species: Archae - 110; Bacteria - 5677; Metazoa - 3556; Fungi - 3371; Plants - 1315; Viruses - 123; Other Eukaryotes - 2752 (source: NCBI BLink).		protein_coding

		XLOC_016719		XLOC_016719		AT3G57450		3:21261933-21262622		WT leaves		ebs leaves		OK		16.488		32.8974		1.00		3.6329		5.00E-05		0.000851471		yes				AT4G06536		AT4G06536.1		SPla/RYanodine receptor (SPRY) domain-containing protein; CONTAINS InterPro DOMAIN/s: B302 (SPRY)-like (InterPro:IPR001870), SPla/RYanodine receptor SPRY (InterPro:IPR003877); Has 40 Blast hits to 40 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 7; Plants - 29; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_029581		XLOC_029581		AT5G08150		5:2622029-2622720		WT leaves		ebs leaves		OK		7.28017		14.5223		1.00		2.1147		5.00E-05		0.000851471		yes				AT5G17250		AT5G17250.1		Alkaline-phosphatase-like family protein; FUNCTIONS IN: transferase activity, catalytic activity; INVOLVED IN: GPI anchor biosynthetic process, metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase (InterPro:IPR002591), Alkaline-phosphatase-like, core domain (InterPro:IPR017850); BEST Arabidopsis thaliana protein match is: Alkaline-phosphatase-like family protein (TAIR:AT2G22530.1); Has 1431 Blast hits to 1201 proteins in 306 species: Archae - 0; Bacteria - 228; Metazoa - 476; Fungi - 488; Plants - 85; Viruses - 0; Other Eukaryotes - 154 (source: NCBI BLink).		protein_coding

		XLOC_003687		XLOC_003687		AT1G70560		1:26604854-26607503		WT leaves		ebs leaves		OK		5.02407		10.0149		1.00		1.73678		5.00E-05		0.000851471		yes				AT4G00870		AT4G00870.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT4G16430.1); Has 3066 Blast hits to 2737 proteins in 159 species: Archae - 0; Bacteria - 0; Metazoa - 62; Fungi - 39; Plants - 2956; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_025270		XLOC_025270		AT4G36648		4:17280527-17282730		WT leaves		ebs leaves		OK		17.6171		35.1093		0.99		4.75808		5.00E-05		0.000851471		yes				AT4G03100		AT4G03100.1		Rho GTPase activating protein with PAK-box/P21-Rho-binding domain; FUNCTIONS IN: Rac GTPase activator activity; INVOLVED IN: signal transduction; LOCATED IN: intracellular; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: PAK-box/P21-Rho-binding (InterPro:IPR000095), Rho GTPase activation protein (InterPro:IPR008936), RhoGAP (InterPro:IPR000198); BEST Arabidopsis thaliana protein match is: Rho GTPase activating protein with PAK-box/P21-Rho-binding domain (TAIR:AT5G22400.1); Has 3907 Blast hits to 3903 proteins in 187 species: Archae - 0; Bacteria - 0; Metazoa - 2865; Fungi - 460; Plants - 187; Viruses - 0; Other Eukaryotes - 395 (source: NCBI BLink).		protein_coding

		XLOC_006997		XLOC_006997		AT1G56120		1:20987287-20993072		WT leaves		ebs leaves		OK		2.36319		4.70928		0.99		3.50326		5.00E-05		0.000851471		yes				AT4G30180		AT4G30180.1		sequence-specific DNA binding transcription factors;transcription regulators; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G18969.1); Has 115 Blast hits to 115 proteins in 16 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 115; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002701		XLOC_002701		AT1G52800		1:19664043-19665362		WT leaves		ebs leaves		OK		1.75498		3.49566		0.99		1.97282		0.00015		0.0022305		yes				AT2G33793		AT2G33793.1		unknown protein; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_026588		XLOC_026588		AT5G22580		5:7502673-7503449		WT leaves		ebs leaves		OK		16.223		32.2514		0.99		3.57945		5.00E-05		0.000851471		yes				AT3G49950		AT3G49950.1		GRAS family transcription factor; CONTAINS InterPro DOMAIN/s: Transcription factor GRAS (InterPro:IPR005202); BEST Arabidopsis thaliana protein match is: GRAS family transcription factor (TAIR:AT5G67411.1); Has 2188 Blast hits to 2164 proteins in 278 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 2186; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012481		XLOC_012481		AT2G25460		2:10832753-10835483		WT leaves		ebs leaves		OK		0.84988		1.68941		0.99		1.46335		0.0011		0.0114951		yes				AT5G61360		AT5G61360.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G07730.1); Has 20 Blast hits to 20 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 16; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_006748		XLOC_006748		AT1G52040		1:19350374-19352782		WT leaves		ebs leaves		OK		52.751		104.75		0.99		3.53504		5.00E-05		0.000851471		yes				AT1G48580		AT1G48580.1		unknown protein; Has 91 Blast hits to 91 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 49; Fungi - 0; Plants - 28; Viruses - 0; Other Eukaryotes - 14 (source: NCBI BLink).		protein_coding

		XLOC_021291		XLOC_021291		AT4G11780		4:7085969-7088212		WT leaves		ebs leaves		OK		1.1957		2.37404		0.99		2.03546		0.00025		0.00348795		yes				AT3G14360		AT3G14360.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: triglyceride lipase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, class 3 (InterPro:IPR002921); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT5G42930.1); Has 1400 Blast hits to 1392 proteins in 294 species: Archae - 0; Bacteria - 352; Metazoa - 56; Fungi - 304; Plants - 428; Viruses - 0; Other Eukaryotes - 260 (source: NCBI BLink).		protein_coding

		XLOC_000942		XLOC_000942		AT1G17610		1:6056894-6058357		WT leaves		ebs leaves		OK		0.512249		1.01351		0.98		1.47177		0.0048		0.0362554		yes				AT1G54050		AT1G54050.1		HSP20-like chaperones superfamily protein; CONTAINS InterPro DOMAIN/s: Heat shock protein Hsp20 (InterPro:IPR002068), HSP20-like chaperone (InterPro:IPR008978); BEST Arabidopsis thaliana protein match is: heat shock protein 17.6A (TAIR:AT5G12030.1); Has 4491 Blast hits to 4491 proteins in 1181 species: Archae - 166; Bacteria - 2520; Metazoa - 2; Fungi - 140; Plants - 1242; Viruses - 0; Other Eukaryotes - 421 (source: NCBI BLink).		protein_coding

		XLOC_016222		XLOC_016222		AT3G48390		3:17920814-17923496		WT leaves		ebs leaves		OK		1.85145		3.66296		0.98		2.75278		5.00E-05		0.000851471		yes				AT1G29730		AT1G29730.1		Leucine-rich repeat transmembrane protein kinase; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase-like domain (InterPro:IPR011009), Malectin/receptor-like protein kinase (InterPro:IPR021720), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat, typical subtype (InterPro:IPR003591), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat transmembrane protein kinase (TAIR:AT1G29740.1); Has 190606 Blast hits to 135535 proteins in 4784 species: Archae - 125; Bacteria - 16883; Metazoa - 53128; Fungi - 11226; Plants - 86237; Viruses - 443; Other Eukaryotes - 22564 (source: NCBI BLink).		protein_coding

		XLOC_015357		XLOC_015357		AT3G28270		3:10538104-10540024		WT leaves		ebs leaves		OK		11.9988		23.6492		0.98		4.08971		5.00E-05		0.000851471		yes				AT1G25510		AT1G25510.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT3G18490.1); Has 4139 Blast hits to 4120 proteins in 342 species: Archae - 0; Bacteria - 0; Metazoa - 1183; Fungi - 740; Plants - 2035; Viruses - 0; Other Eukaryotes - 181 (source: NCBI BLink).		protein_coding

		XLOC_002818		XLOC_002818		AT1G54730		1:20424409-20430123		WT leaves		ebs leaves		OK		14.439		28.4364		0.98		3.44234		5.00E-05		0.000851471		yes				AT5G44582		AT5G44582.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G44580.1); Has 24 Blast hits to 24 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 24; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_033073		XLOC_033073		ATCG01020		Pt:113448-113607		WT leaves		ebs leaves		OK		47.248		92.767		0.97		1.43855		0.0061		0.0437218		yes				AT5G16360		AT5G16360.1		NC domain-containing protein-related; CONTAINS InterPro DOMAIN/s: NC (InterPro:IPR007053); BEST Arabidopsis thaliana protein match is: NC domain-containing protein-related (TAIR:AT3G02700.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_022704		XLOC_022704		AT4G35770		4:16944940-16946192		WT leaves		ebs leaves		OK		22.1117		43.3648		0.97		3.81503		5.00E-05		0.000851471		yes				AT1G63100		AT1G63100.1		GRAS family transcription factor; CONTAINS InterPro DOMAIN/s: Transcription factor GRAS (InterPro:IPR005202); BEST Arabidopsis thaliana protein match is: GRAS family transcription factor (TAIR:AT3G54220.1); Has 2506 Blast hits to 2453 proteins in 309 species: Archae - 0; Bacteria - 4; Metazoa - 16; Fungi - 0; Plants - 2441; Viruses - 0; Other Eukaryotes - 45 (source: NCBI BLink).		protein_coding

		XLOC_033093		XLOC_033093		ATCG00150		Pt:14020-14770		WT leaves		ebs leaves		OK		3.36342		6.59331		0.97		2.18501		0.0001		0.00156486		yes				AT2G13431		AT2G13431.1		Transposable element gene		transposable_element_gene

		XLOC_015577		XLOC_015577		AT3G30841		3:12591391-12593527		WT leaves		ebs leaves		OK		2.55082		4.98942		0.97		2.49178		5.00E-05		0.000851471		yes				AT3G44050		AT3G44050.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: microtubule motor activity, ATP binding; INVOLVED IN: microtubule-based movement; LOCATED IN: chloroplast; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Kinesin, motor region, conserved site (InterPro:IPR019821), Kinesin, motor domain (InterPro:IPR001752); BEST Arabidopsis thaliana protein match is: phragmoplast orienting kinesin 2 (TAIR:AT3G19050.1); Has 120776 Blast hits to 67955 proteins in 2875 species: Archae - 1602; Bacteria - 19178; Metazoa - 52262; Fungi - 9870; Plants - 7347; Viruses - 361; Other Eukaryotes - 30156 (source: NCBI BLink).		protein_coding

		XLOC_024400		XLOC_024400		AT4G21380		4:11388924-11393226		WT leaves		ebs leaves		OK		1.34948		2.63531		0.97		1.57125		0.0004		0.005161		yes				AT1G73620		AT1G73620.1		Pathogenesis-related thaumatin superfamily protein; INVOLVED IN: response to other organism; LOCATED IN: membrane; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Thaumatin, conserved site (InterPro:IPR017949), Thaumatin, pathogenesis-related (InterPro:IPR001938); BEST Arabidopsis thaliana protein match is: Pathogenesis-related thaumatin superfamily protein (TAIR:AT1G18250.1); Has 1554 Blast hits to 1550 proteins in 171 species: Archae - 0; Bacteria - 25; Metazoa - 54; Fungi - 76; Plants - 1392; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_011948		XLOC_011948		AT2G16367,transcript:AT2G16367.1		2:7079795-7080248		WT leaves		ebs leaves		OK		170.55		332.773		0.96		3.82686		5.00E-05		0.000851471		yes				AT1G53070		AT1G53070.1		Legume lectin family protein; FUNCTIONS IN: carbohydrate binding, binding; INVOLVED IN: response to karrikin; LOCATED IN: cell wall, plant-type cell wall; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Legume lectin, beta chain (InterPro:IPR001220), Concanavalin A-like lectin/glucanase, subgroup (InterPro:IPR013320), Concanavalin A-like lectin/glucanase (InterPro:IPR008985), Lectin (InterPro:IPR016363); BEST Arabidopsis thaliana protein match is: Legume lectin family protein (TAIR:AT1G53080.1); Has 1891 Blast hits to 1870 proteins in 117 species: Archae - 0; Bacteria - 20; Metazoa - 0; Fungi - 0; Plants - 1861; Viruses - 0; Other Eukaryotes - 10 (source: NCBI BLink).		protein_coding

		XLOC_009572		XLOC_009572		AT2G22122		2:9403263-9403808		WT leaves		ebs leaves		OK		7.32106		14.2833		0.96		2.37251		5.00E-05		0.000851471		yes				AT5G67090		AT5G67090.1		Subtilisin-like serine endopeptidase family protein; FUNCTIONS IN: identical protein binding, serine-type endopeptidase activity; INVOLVED IN: proteolysis, negative regulation of catalytic activity; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Protease-associated PA (InterPro:IPR003137), Proteinase inhibitor, propeptide (InterPro:IPR009020), Peptidase S8/S53, subtilisin/kexin/sedolisin (InterPro:IPR000209), Peptidase S8, subtilisin-related (InterPro:IPR015500), Peptidase S8/S53, subtilisin, active site (InterPro:IPR022398), Proteinase inhibitor I9, subtilisin propeptide (InterPro:IPR010259); BEST Arabidopsis thaliana protein match is: Subtilase family protein (TAIR:AT3G14240.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_005255		XLOC_005255		AT1G18810		1:6485595-6487030		WT leaves		ebs leaves		OK		10.8127		21.0423		0.96		3.49689		5.00E-05		0.000851471		yes				AT1G26450		AT1G26450.1		Carbohydrate-binding X8 domain superfamily protein; CONTAINS InterPro DOMAIN/s: X8 (InterPro:IPR012946); BEST Arabidopsis thaliana protein match is: plasmodesmata callose-binding protein 3 (TAIR:AT1G18650.1); Has 11073 Blast hits to 3511 proteins in 410 species: Archae - 18; Bacteria - 672; Metazoa - 2248; Fungi - 1003; Plants - 1218; Viruses - 195; Other Eukaryotes - 5719 (source: NCBI BLink).		protein_coding

		XLOC_016165		XLOC_016165		AT3G47510		3:17511078-17511858		WT leaves		ebs leaves		OK		6.13416		11.9364		0.96		2.22094		5.00E-05		0.000851471		yes				AT5G34930		AT5G34930.1		arogenate dehydrogenase; FUNCTIONS IN: binding, prephenate dehydrogenase (NADP+) activity, catalytic activity; INVOLVED IN: tyrosine biosynthetic process, metabolic process; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Prephenate dehydrogenase (InterPro:IPR003099), NAD(P)-binding domain (InterPro:IPR016040); BEST Arabidopsis thaliana protein match is: prephenate dehydrogenase family protein (TAIR:AT1G15710.1); Has 1942 Blast hits to 1528 proteins in 619 species: Archae - 162; Bacteria - 1128; Metazoa - 21; Fungi - 62; Plants - 205; Viruses - 0; Other Eukaryotes - 364 (source: NCBI BLink).		protein_coding

		XLOC_008576		XLOC_008576		AT2G05380		2:1966815-1968037		WT leaves		ebs leaves		OK		69.8657		135.841		0.96		3.93899		5.00E-05		0.000851471		yes				AT5G61865		AT5G61865.1		unknown protein; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_016220		XLOC_016220		AT3G48350		3:17905724-17907561		WT leaves		ebs leaves		OK		21.0315		40.8549		0.96		2.92113		5.00E-05		0.000851471		yes				AT3G51280		AT3G51280.1		Tetratricopeptide repeat (TPR)-like superfamily protein; FUNCTIONS IN: binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Tetratricopeptide TPR-1 (InterPro:IPR001440), Tetratricopeptide-like helical (InterPro:IPR011990), Tetratricopeptide repeat-containing (InterPro:IPR013026), Tetratricopeptide repeat (InterPro:IPR019734); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G48850.1); Has 898 Blast hits to 725 proteins in 125 species: Archae - 8; Bacteria - 246; Metazoa - 0; Fungi - 4; Plants - 180; Viruses - 0; Other Eukaryotes - 460 (source: NCBI BLink).		protein_coding

		XLOC_003695		XLOC_003695		AT1G70640		1:26636254-26637127		WT leaves		ebs leaves		OK		4.17204		8.0992		0.96		1.47546		0.00105		0.0111359		yes				AT2G45120		AT2G45120.1		C2H2-like zinc finger protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: C2H2-like zinc finger protein (TAIR:AT3G60580.1); Has 2765 Blast hits to 2574 proteins in 176 species: Archae - 0; Bacteria - 8; Metazoa - 1573; Fungi - 69; Plants - 926; Viruses - 18; Other Eukaryotes - 171 (source: NCBI BLink).		protein_coding

		XLOC_008033		XLOC_008033		AT1G76020		1:28532096-28533567		WT leaves		ebs leaves		OK		22.2702		43.2167		0.96		1.50722		0.00375		0.0299483		yes				AT5G35740		AT5G35740.1		Carbohydrate-binding X8 domain superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: X8 (InterPro:IPR012946); BEST Arabidopsis thaliana protein match is: Carbohydrate-binding X8 domain superfamily protein (TAIR:AT2G04910.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_027425		XLOC_027425		AT5G37410		5:14836660-14838508		WT leaves		ebs leaves		OK		0.821405		1.59231		0.95		1.92387		0.0004		0.005161		yes				AT1G62500		AT1G62500.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G22142.1); Has 57491 Blast hits to 29077 proteins in 1537 species: Archae - 155; Bacteria - 10434; Metazoa - 25836; Fungi - 4596; Plants - 8968; Viruses - 1548; Other Eukaryotes - 5954 (source: NCBI BLink).		protein_coding

		XLOC_000751		XLOC_000751		AT1G14370		1:4915575-4921596		WT leaves		ebs leaves		OK		2.70092		5.23346		0.95		1.34479		0.00565		0.0412626		yes				AT2G41080		AT2G41080.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Pentatricopeptide repeat (PPR) superfamily protein (TAIR:AT4G13650.1); Has 35775 Blast hits to 12998 proteins in 218 species: Archae - 0; Bacteria - 5; Metazoa - 12; Fungi - 37; Plants - 35395; Viruses - 0; Other Eukaryotes - 326 (source: NCBI BLink).		protein_coding

		XLOC_028768		XLOC_028768		AT5G59720		5:24062576-24063277		WT leaves		ebs leaves		OK		2.78903		5.39938		0.95		1.56101		0.0008		0.00899964		yes				AT3G21660		AT3G21660.1		UBX domain-containing protein; CONTAINS InterPro DOMAIN/s: UBX (InterPro:IPR001012), SEP domain (InterPro:IPR012989); BEST Arabidopsis thaliana protein match is: serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B prime gamma (TAIR:AT4G15410.1); Has 1125 Blast hits to 712 proteins in 211 species: Archae - 0; Bacteria - 35; Metazoa - 526; Fungi - 227; Plants - 187; Viruses - 0; Other Eukaryotes - 150 (source: NCBI BLink).		protein_coding

		XLOC_023004		XLOC_023004		AT4G01010		4:434568-437242		WT leaves		ebs leaves		OK		0.776652		1.50214		0.95		1.96436		0.0004		0.005161		yes				AT2G22610		AT2G22610.1		Di-glucose binding protein with Kinesin motor domain; FUNCTIONS IN: microtubule motor activity, ATP binding; INVOLVED IN: microtubule-based movement; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Kinesin, motor region, conserved site (InterPro:IPR019821), Malectin/receptor-like protein kinase (InterPro:IPR021720), Kinesin, motor domain (InterPro:IPR001752); BEST Arabidopsis thaliana protein match is: Di-glucose binding protein with Kinesin motor domain (TAIR:AT1G72250.2); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_018164		XLOC_018164		AT3G20470		3:7140439-7141228		WT leaves		ebs leaves		OK		9.44867		18.2681		0.95		1.4324		0.00445		0.0342115		yes				AT5G64572		AT5G64572.1		Potential natural antisense gene, locus overlaps with AT5G64570		other_rna

		XLOC_029108		XLOC_029108		AT5G65870		5:26351507-26352269		WT leaves		ebs leaves		OK		3.33049		6.43871		0.95		1.41144		0.0026		0.0224687		yes				AT5G56120		AT5G56120.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G12870.1); Has 77 Blast hits to 75 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 77; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030255		XLOC_030255		AT5G20740		5:7025685-7026532		WT leaves		ebs leaves		OK		9.30138		17.9693		0.95		2.37951		5.00E-05		0.000851471		yes				AT1G03940		AT1G03940.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT1G03495.1); Has 1873 Blast hits to 1858 proteins in 109 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 18; Plants - 1853; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_031034		XLOC_031034		AT5G35735		5:13900751-13902997		WT leaves		ebs leaves		OK		23.1487		44.6555		0.95		3.92976		5.00E-05		0.000851471		yes				AT4G12540		AT4G12540.1		unknown protein; Has 29 Blast hits to 26 proteins in 11 species: Archae - 2; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 27; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_027869		XLOC_027869		AT5G44490		5:17924034-17925843		WT leaves		ebs leaves		OK		2.71035		5.22504		0.95		2.58712		5.00E-05		0.000851471		yes				AT5G36260		AT5G36260.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: anchored to membrane; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT1G65240.1); Has 4213 Blast hits to 4200 proteins in 361 species: Archae - 0; Bacteria - 0; Metazoa - 1149; Fungi - 904; Plants - 1912; Viruses - 0; Other Eukaryotes - 248 (source: NCBI BLink).		protein_coding

		XLOC_009958		XLOC_009958		AT2G28720		2:12326977-12327678		WT leaves		ebs leaves		OK		141.395		271.927		0.94		4.66563		5.00E-05		0.000851471		yes				AT3G63050		AT3G63050.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G48075.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_025259		XLOC_025259		AT4G36500		4:17225911-17226610		WT leaves		ebs leaves		OK		39.7608		76.3723		0.94		4.15777		5.00E-05		0.000851471		yes				AT1G75260		AT1G75260.1		oxidoreductases, acting on NADH or NADPH; FUNCTIONS IN: oxidoreductase activity, acting on NADH or NADPH; LOCATED IN: chloroplast; Has 10100 Blast hits to 7713 proteins in 844 species: Archae - 18; Bacteria - 1249; Metazoa - 3819; Fungi - 1280; Plants - 459; Viruses - 67; Other Eukaryotes - 3208 (source: NCBI BLink).		protein_coding

		XLOC_010619		XLOC_010619		AT2G40400		2:16869333-16873258		WT leaves		ebs leaves		OK		19.3998		37.2431		0.94		3.64809		5.00E-05		0.000851471		yes				AT5G51380		AT5G51380.1		RNI-like superfamily protein; BEST Arabidopsis thaliana protein match is: RNI-like superfamily protein (TAIR:AT5G51370.2); Has 3650 Blast hits to 2073 proteins in 189 species: Archae - 0; Bacteria - 108; Metazoa - 1506; Fungi - 242; Plants - 1431; Viruses - 0; Other Eukaryotes - 363 (source: NCBI BLink).		protein_coding

		XLOC_026204		XLOC_026204		AT5G14930		5:4828639-4830955		WT leaves		ebs leaves		OK		11.5342		22.1274		0.94		1.88757		0.00055		0.00661714		yes				AT2G28790		AT2G28790.1		Pathogenesis-related thaumatin superfamily protein; CONTAINS InterPro DOMAIN/s: Thaumatin, pathogenesis-related (InterPro:IPR001938); BEST Arabidopsis thaliana protein match is: Pathogenesis-related thaumatin superfamily protein (TAIR:AT1G75800.1); Has 1542 Blast hits to 1521 proteins in 166 species: Archae - 0; Bacteria - 19; Metazoa - 54; Fungi - 86; Plants - 1377; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_004020		XLOC_004020		AT1G76680		1:28776845-28778467		WT leaves		ebs leaves		OK		15.5633		29.8288		0.94		3.9137		5.00E-05		0.000851471		yes				AT2G37870		AT2G37870.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/Par allergen (InterPro:IPR000528); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT5G05960.1); Has 479 Blast hits to 479 proteins in 51 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 479; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_027847		XLOC_027847		AT5G44130		5:17761089-17762003		WT leaves		ebs leaves		OK		41.0165		78.5393		0.94		4.06953		5.00E-05		0.000851471		yes				AT3G17710		AT3G17710.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G18340.1); Has 1766 Blast hits to 1720 proteins in 37 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1764; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_024637		XLOC_024637		AT4G25420		4:12990883-12992458		WT leaves		ebs leaves		OK		2.25713		4.32109		0.94		1.73441		0.00015		0.0022305		yes				AT1G42705		AT1G42705.1		transposable element gene; hAT-like transposase family (hobo/Ac/Tam3), has a 2.3e-66 P-value blast match to GB:AAD24567 transposase Tag2 (hAT-element) (Arabidopsis thaliana)		transposable_element_gene

		XLOC_007782		XLOC_007782		AT1G71000		1:26769335-26770111		WT leaves		ebs leaves		OK		2.0891		3.99411		0.93		1.37693		0.00725		0.0497695		yes				AT4G38080		AT4G38080.1		hydroxyproline-rich glycoprotein family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: embryo, hypocotyl, root; EXPRESSED DURING: C globular stage; BEST Arabidopsis thaliana protein match is: hydroxyproline-rich glycoprotein family protein (TAIR:AT2G22510.1); Has 4732 Blast hits to 2740 proteins in 428 species: Archae - 22; Bacteria - 604; Metazoa - 1100; Fungi - 265; Plants - 1375; Viruses - 486; Other Eukaryotes - 880 (source: NCBI BLink).		protein_coding

		XLOC_015070		XLOC_015070		AT3G23450		3:8410432-8412193		WT leaves		ebs leaves		OK		77.543		148.055		0.93		4.50361		5.00E-05		0.000851471		yes				AT3G05600		AT3G05600.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: epoxide hydrolase activity, catalytic activity; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Epoxide hydrolase-like (InterPro:IPR000639), Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT4G02340.1); Has 14882 Blast hits to 14851 proteins in 1621 species: Archae - 134; Bacteria - 10471; Metazoa - 578; Fungi - 458; Plants - 569; Viruses - 1; Other Eukaryotes - 2671 (source: NCBI BLink).		protein_coding

		XLOC_017523		XLOC_017523		AT3G09260		3:2838999-2843781		WT leaves		ebs leaves		OK		6.49776		12.3879		0.93		1.61179		0.0013		0.0131764		yes				AT1G06100		AT1G06100.1		Fatty acid desaturase family protein; FUNCTIONS IN: oxidoreductase activity, oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water; INVOLVED IN: oxidation reduction, lipid metabolic process; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Fatty acid desaturase, type 1, core (InterPro:IPR015876), Fatty acid desaturase, type 1 (InterPro:IPR005804); BEST Arabidopsis thaliana protein match is: Fatty acid desaturase family protein (TAIR:AT1G06090.1); Has 3412 Blast hits to 3412 proteins in 822 species: Archae - 0; Bacteria - 1532; Metazoa - 796; Fungi - 236; Plants - 106; Viruses - 4; Other Eukaryotes - 738 (source: NCBI BLink).		protein_coding

		XLOC_013488		XLOC_013488		AT2G42760		2:17795983-17797231		WT leaves		ebs leaves		OK		1.88418		3.58908		0.93		2.00164		0.0001		0.00156486		yes				AT2G40205		AT2G40205.1		Ribosomal protein L41 family; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: translation; LOCATED IN: ribosome, cytosolic large ribosomal subunit; CONTAINS InterPro DOMAIN/s: Ribosomal protein L41 (InterPro:IPR007836); Has 185 Blast hits to 185 proteins in 75 species: Archae - 0; Bacteria - 0; Metazoa - 88; Fungi - 40; Plants - 48; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_018645		XLOC_018645		AT3G28340		3:10588946-10590552		WT leaves		ebs leaves		OK		2.26819		4.31814		0.93		2.40899		5.00E-05		0.000851471		yes				AT3G13277		AT3G13277.1		other RNA		other_rna

		XLOC_001113		XLOC_001113		AT1G20693		1:7176774-7178820		WT leaves		ebs leaves		OK		154.794		294.277		0.93		4.62769		5.00E-05		0.000851471		yes				AT2G36080		AT2G36080.1		Encodes a plant-specific B3 DNA-binding domain transcription factor.  Has transcription repressor activity.		protein_coding

		XLOC_007317		XLOC_007317		AT1G62770		1:23245885-23246890		WT leaves		ebs leaves		OK		2.12864		4.04576		0.93		1.17435		0.00635		0.0450604		yes				AT1G01880		AT1G01880.1		5'-3' exonuclease family protein; FUNCTIONS IN: DNA binding, catalytic activity, nuclease activity; INVOLVED IN: DNA repair; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: XPG N-terminal (InterPro:IPR006085), DNA repair protein (XPGC)/yeast Rad (InterPro:IPR006084), 5'-3' exonuclease, C-terminal subdomain (InterPro:IPR020045), Helix-hairpin-helix motif, class 2 (InterPro:IPR008918), XPG/RAD2 endonuclease (InterPro:IPR006086); BEST Arabidopsis thaliana protein match is: single-stranded DNA endonuclease family protein (TAIR:AT3G48900.2); Has 2133 Blast hits to 1941 proteins in 373 species: Archae - 274; Bacteria - 9; Metazoa - 492; Fungi - 719; Plants - 217; Viruses - 17; Other Eukaryotes - 405 (source: NCBI BLink).		protein_coding

		XLOC_012395		XLOC_012395		transcript:AT2G24160.1		2:10268007-10270612		WT leaves		ebs leaves		OK		0.604062		1.1467		0.92		1.9008		0.0008		0.00899964		yes				AT5G12970		AT5G12970.1		Calcium-dependent lipid-binding (CaLB domain) plant phosphoribosyltransferase family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: tryptophan biosynthetic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: C2 membrane targeting protein (InterPro:IPR018029), C2 calcium/lipid-binding domain, CaLB (InterPro:IPR008973), Phosphoribosyltransferase C-terminal (InterPro:IPR013583), C2 calcium-dependent membrane targeting (InterPro:IPR000008); BEST Arabidopsis thaliana protein match is: Calcium-dependent lipid-binding (CaLB domain) plant phosphoribosyltransferase family protein (TAIR:AT3G57880.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_021680		XLOC_021680		AT4G18205		4:10073757-10075271		WT leaves		ebs leaves		OK		5.55717		10.5459		0.92		2.01001		0.0005		0.00615957		yes				AT5G33370		AT5G33370.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: Li-tolerant lipase 1 (TAIR:AT3G04290.1); Has 3330 Blast hits to 3291 proteins in 163 species: Archae - 0; Bacteria - 218; Metazoa - 0; Fungi - 9; Plants - 3088; Viruses - 0; Other Eukaryotes - 15 (source: NCBI BLink).		protein_coding

		XLOC_010511		XLOC_010511		AT2G38470		2:16108360-16111797		WT leaves		ebs leaves		OK		6.04406		11.4629		0.92		2.59869		5.00E-05		0.000851471		yes				AT1G05310		AT1G05310.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: pectinesterase activity; INVOLVED IN: cell wall modification; LOCATED IN: endomembrane system, cell wall, plant-type cell wall; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Pectinesterase, active site (InterPro:IPR018040), Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectinesterase, catalytic (InterPro:IPR000070); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT2G36710.1); Has 4576 Blast hits to 3466 proteins in 439 species: Archae - 11; Bacteria - 724; Metazoa - 994; Fungi - 355; Plants - 1773; Viruses - 6; Other Eukaryotes - 713 (source: NCBI BLink).		protein_coding

		XLOC_017658		XLOC_017658		AT3G11660		3:3678834-3679943		WT leaves		ebs leaves		OK		8.9885		17.0366		0.92		3.37164		5.00E-05		0.000851471		yes				AT2G03980		AT2G03980.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT2G04020.1); Has 3198 Blast hits to 3166 proteins in 143 species: Archae - 0; Bacteria - 189; Metazoa - 0; Fungi - 13; Plants - 2979; Viruses - 0; Other Eukaryotes - 17 (source: NCBI BLink).		protein_coding

		XLOC_006807		XLOC_006807		AT1G52890		1:19697003-19698482		WT leaves		ebs leaves		OK		2.06536		3.9127		0.92		1.75963		0.00025		0.00348795		yes				AT3G62060		AT3G62060.1		Pectinacetylesterase family protein; FUNCTIONS IN: carboxylesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Pectinacetylesterase (InterPro:IPR004963); BEST Arabidopsis thaliana protein match is: Pectinacetylesterase family protein (TAIR:AT2G46930.1); Has 544 Blast hits to 534 proteins in 92 species: Archae - 0; Bacteria - 38; Metazoa - 118; Fungi - 0; Plants - 304; Viruses - 0; Other Eukaryotes - 84 (source: NCBI BLink).		protein_coding

		XLOC_011383		XLOC_011383		AT2G06050		2:2359113-2362302		WT leaves		ebs leaves		OK		35.213		66.6792		0.92		1.37392		0.0033		0.0271623		yes				AT5G19340		AT5G19340.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G05980.1); Has 1000 Blast hits to 906 proteins in 61 species: Archae - 0; Bacteria - 4; Metazoa - 62; Fungi - 36; Plants - 128; Viruses - 4; Other Eukaryotes - 766 (source: NCBI BLink).		protein_coding

		XLOC_003547		XLOC_003547		AT1G68130		1:25532243-25534586		WT leaves		ebs leaves		OK		5.57596		10.5546		0.92		3.32795		5.00E-05		0.000851471		yes				AT1G77270		AT1G77270.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G07730.1); Has 428 Blast hits to 388 proteins in 92 species: Archae - 0; Bacteria - 31; Metazoa - 189; Fungi - 10; Plants - 97; Viruses - 0; Other Eukaryotes - 101 (source: NCBI BLink).		protein_coding

		XLOC_022494		XLOC_022494		AT4G32280		4:15583386-15584769		WT leaves		ebs leaves		OK		129.44		244.901		0.92		1.97079		5.00E-05		0.000851471		yes				AT5G33365		AT5G33365.1		pseudogene of unknown protein		transposable_element_gene

		XLOC_031905		XLOC_031905		AT5G49730		5:20201100-20204513		WT leaves		ebs leaves		OK		28.0323		52.9341		0.92		4.17009		5.00E-05		0.000851471		yes				AT5G10890		AT5G10890.1		myosin heavy chain-related; BEST Arabidopsis thaliana protein match is: WRKY family transcription factor (TAIR:AT4G31805.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_024645		XLOC_024645		AT4G25490		4:13021779-13022725		WT leaves		ebs leaves		OK		3.7459		7.06757		0.92		1.52695		0.0033		0.0271623		yes				AT2G33510		AT2G33510.2		unknown protein; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G28070.1).		protein_coding

		XLOC_021262		XLOC_021262		AT4G11330		4:6892054-6894149		WT leaves		ebs leaves		OK		15.5129		29.2572		0.92		4.07093		5.00E-05		0.000851471		yes				AT4G22960		AT4G22960.1		Protein of unknown function (DUF544)     ; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF544 (InterPro:IPR007518); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF544)      (TAIR:AT4G11860.1); Has 737 Blast hits to 425 proteins in 174 species: Archae - 0; Bacteria - 23; Metazoa - 282; Fungi - 261; Plants - 75; Viruses - 0; Other Eukaryotes - 96 (source: NCBI BLink).		protein_coding

		XLOC_014622		XLOC_014622		AT3G16450		3:5588393-5590055		WT leaves		ebs leaves		OK		3.55237		6.689		0.91		2.21915		5.00E-05		0.000851471		yes				AT3G02640		AT3G02640.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G16250.1); Has 96 Blast hits to 96 proteins in 16 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 95; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_027573		XLOC_027573		AT5G39860		5:15957416-15958455		WT leaves		ebs leaves		OK		44.3453		83.4322		0.91		4.10696		5.00E-05		0.000851471		yes				AT3G04000		AT3G04000.1		ChlADR is an aldehyde reductase that catalyzes the reduction of the aldehyde carbonyl groups on saturated and alpha,beta-unsaturated aldehydes with more than 5 carbons in vitro. The N-terminal region of this protein directs GFP to the chloroplast where where ChlADR likely helps to maintain the photosynthetic process by detoxifying reactive carbonyls formed during lipid peroxidation. In addition, this enzyme can also reduce cis-3-hexenal, a major plant volatile compound that contributes to green leaf odor, as well as methylglyoxal in vitro.		protein_coding

		XLOC_033028		XLOC_033028		ATMG01390		Mt:361349-363284		WT leaves		ebs leaves		OK		11.7854		22.153		0.91		4.09426		5.00E-05		0.000851471		yes				AT4G31805		AT4G31805.1		WRKY family transcription factor; BEST Arabidopsis thaliana protein match is: myosin heavy chain-related (TAIR:AT5G10890.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_028913		XLOC_028913		AT5G62360		5:25040648-25041462		WT leaves		ebs leaves		OK		55.5222		104.325		0.91		4.13043		5.00E-05		0.000851471		yes				AT2G42110		AT2G42110.1		unknown protein; Has 27 Blast hits to 27 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 25; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_030631		XLOC_030631		AT5G28030		5:10030405-10032451		WT leaves		ebs leaves		OK		33.8861		63.6388		0.91		3.49665		5.00E-05		0.000851471		yes				AT3G51930		AT3G51930.1		Transducin/WD40 repeat-like superfamily protein; CONTAINS InterPro DOMAIN/s: WD40 repeat-like-containing domain (InterPro:IPR011046), WD40 repeat 2 (InterPro:IPR019782), WD40-repeat-containing domain (InterPro:IPR017986), WD40 repeat (InterPro:IPR001680), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), WD40 repeat, subgroup (InterPro:IPR019781); BEST Arabidopsis thaliana protein match is: Transducin/WD40 repeat-like superfamily protein (TAIR:AT2G26490.1); Has 18652 Blast hits to 11636 proteins in 586 species: Archae - 30; Bacteria - 3325; Metazoa - 6348; Fungi - 4425; Plants - 2130; Viruses - 0; Other Eukaryotes - 2394 (source: NCBI BLink).		protein_coding

		XLOC_013407		XLOC_013407		AT2G41370		2:17237744-17240440		WT leaves		ebs leaves		OK		4.23735		7.95245		0.91		3.14284		5.00E-05		0.000851471		yes				AT4G36770		AT4G36770.1		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: UDP-glycosyltransferase activity, transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: embryo, sepal, flower, pedicel, synergid; EXPRESSED DURING: 4 anthesis, C globular stage; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-glucosyl transferase 72E1 (TAIR:AT3G50740.1); Has 8229 Blast hits to 8179 proteins in 484 species: Archae - 0; Bacteria - 520; Metazoa - 2565; Fungi - 32; Plants - 4963; Viruses - 88; Other Eukaryotes - 61 (source: NCBI BLink).		protein_coding

		XLOC_027572		XLOC_027572		AT5G39850		5:15950021-15951425		WT leaves		ebs leaves		OK		5.6149		10.5314		0.91		2.19133		5.00E-05		0.000851471		yes				AT1G52990		AT1G52990.1		thioredoxin family protein; FUNCTIONS IN: nucleic acid binding; INVOLVED IN: cell redox homeostasis; LOCATED IN: endomembrane system; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Thioredoxin fold (InterPro:IPR012335), Thioredoxin, core (InterPro:IPR015467), Thioredoxin domain (InterPro:IPR013766), Thioredoxin, conserved site (InterPro:IPR017937), Polynucleotidyl transferase, ribonuclease H fold (InterPro:IPR012337), Thioredoxin-like (InterPro:IPR017936), Thioredoxin-like fold (InterPro:IPR012336); BEST Arabidopsis thaliana protein match is: Polynucleotidyl transferase, ribonuclease H-like superfamily protein (TAIR:AT5G65005.1); Has 15228 Blast hits to 15210 proteins in 2870 species: Archae - 230; Bacteria - 9375; Metazoa - 871; Fungi - 596; Plants - 1211; Viruses - 5; Other Eukaryotes - 2940 (source: NCBI BLink).		protein_coding

		XLOC_000515		XLOC_000515		AT1G10560		1:3484579-3486965		WT leaves		ebs leaves		OK		1.45561		2.72999		0.91		1.26089		0.00055		0.00661714		yes				AT5G66220		AT5G66220.1		Chalcone-flavanone isomerase family protein; CONTAINS InterPro DOMAIN/s: Chalcone isomerase, subgroup (InterPro:IPR003466), Chalcone isomerase, 3-layer sandwich (InterPro:IPR016088), Chalcone isomerase (InterPro:IPR016087); BEST Arabidopsis thaliana protein match is: Chalcone-flavanone isomerase family protein (TAIR:AT5G66230.2); Has 378 Blast hits to 377 proteins in 81 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 378; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_001831		XLOC_001831		AT1G33340		1:12087579-12088958		WT leaves		ebs leaves		OK		1.42768		2.65422		0.89		1.23794		0.00245		0.0214424		yes				AT2G33850		AT2G33850.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G28400.1); Has 3053 Blast hits to 2119 proteins in 133 species: Archae - 6; Bacteria - 52; Metazoa - 135; Fungi - 96; Plants - 73; Viruses - 2; Other Eukaryotes - 2689 (source: NCBI BLink).		protein_coding

		XLOC_017923		XLOC_017923		AT3G15720		3:5325289-5327639		WT leaves		ebs leaves		OK		3.09864		5.75541		0.89		1.03316		0.00245		0.0214424		yes				AT2G34190		AT2G34190.1		Xanthine/uracil permease family protein; FUNCTIONS IN: transmembrane transporter activity; INVOLVED IN: transport, transmembrane transport; LOCATED IN: membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Xanthine/uracil/vitamin C permease (InterPro:IPR006043); BEST Arabidopsis thaliana protein match is: Xanthine/uracil permease family protein (TAIR:AT2G05760.1); Has 8712 Blast hits to 8692 proteins in 1893 species: Archae - 67; Bacteria - 7003; Metazoa - 354; Fungi - 119; Plants - 444; Viruses - 1; Other Eukaryotes - 724 (source: NCBI BLink).		protein_coding

		XLOC_014028		XLOC_014028		AT3G05730		3:1695975-1696708		WT leaves		ebs leaves		OK		202.518		376.138		0.89		4.30834		5.00E-05		0.000851471		yes				AT1G08400		AT1G08400.1		RINT-1 / TIP-1 family; CONTAINS InterPro DOMAIN/s: RINT-1/TIP-1 (InterPro:IPR007528); BEST Arabidopsis thaliana protein match is: RINT-1 / TIP-1 family (TAIR:AT3G47700.1); Has 146 Blast hits to 144 proteins in 62 species: Archae - 0; Bacteria - 0; Metazoa - 64; Fungi - 34; Plants - 43; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_009361		XLOC_009361		AT2G18570		2:8063319-8065008		WT leaves		ebs leaves		OK		1.63704		3.03791		0.89		1.59023		0.0003		0.00405131		yes				AT3G61490		AT3G61490.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: polygalacturonase activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Glycoside hydrolase, family 28 (InterPro:IPR000743), Pectin lyase fold (InterPro:IPR012334), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT4G23500.1); Has 4119 Blast hits to 4104 proteins in 500 species: Archae - 6; Bacteria - 1446; Metazoa - 14; Fungi - 1115; Plants - 1406; Viruses - 0; Other Eukaryotes - 132 (source: NCBI BLink).		protein_coding

		XLOC_031178		XLOC_031178		AT5G37600		5:14933335-14935841		WT leaves		ebs leaves		OK		24.0076		44.4764		0.89		4.15567		5.00E-05		0.000851471		yes				AT1G09470		AT1G09470.1		unknown protein; FUNCTIONS IN: molecular_function unknown; EXPRESSED IN: cotyledon; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G26770.1); Has 55019 Blast hits to 30094 proteins in 2088 species: Archae - 730; Bacteria - 6553; Metazoa - 28961; Fungi - 4800; Plants - 2559; Viruses - 111; Other Eukaryotes - 11305 (source: NCBI BLink).		protein_coding

		XLOC_024054		XLOC_024054		AT4G15530		4:8864827-8870967		WT leaves		ebs leaves		OK		2.2559		4.17454		0.89		1.752		0.00035		0.00459263		yes				AT4G29020		AT4G29020.1		glycine-rich protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; Has 92355 Blast hits to 23750 proteins in 1587 species: Archae - 185; Bacteria - 38167; Metazoa - 25977; Fungi - 4591; Plants - 7302; Viruses - 1155; Other Eukaryotes - 14978 (source: NCBI BLink).		protein_coding

		XLOC_002264		XLOC_002264		AT1G43675		1:16470871-16471248		WT leaves		ebs leaves		OK		6.19757		11.443		0.88		1.60749		0.00245		0.0214424		yes				AT5G19870		AT5G19870.1		Family of unknown function (DUF716) ; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, 4 leaf senescence stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF716 (InterPro:IPR006904); BEST Arabidopsis thaliana protein match is: Family of unknown function (DUF716)  (TAIR:AT1G55230.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007904		XLOC_007904		AT1G73540		1:27645657-27646698		WT leaves		ebs leaves		OK		22.992		42.4467		0.88		3.78637		5.00E-05		0.000851471		yes				AT1G68600		AT1G68600.1		Aluminium activated malate transporter family protein; INVOLVED IN: response to aluminum ion; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Malate transporter, aliminium toerance (InterPro:IPR020966); BEST Arabidopsis thaliana protein match is: Aluminium activated malate transporter family protein (TAIR:AT1G25480.1); Has 818 Blast hits to 814 proteins in 251 species: Archae - 0; Bacteria - 420; Metazoa - 0; Fungi - 36; Plants - 336; Viruses - 0; Other Eukaryotes - 26 (source: NCBI BLink).		protein_coding

		XLOC_007291		XLOC_007291		AT1G62300		1:23016682-23019279		WT leaves		ebs leaves		OK		2.81607		5.19787		0.88		1.98195		5.00E-05		0.000851471		yes				AT5G47160		AT5G47160.1		YDG/SRA domain-containing protein; CONTAINS InterPro DOMAIN/s: SRA-YDG (InterPro:IPR003105); BEST Arabidopsis thaliana protein match is: YDG/SRA domain-containing protein (TAIR:AT5G47150.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_012883		XLOC_012883		AT2G32290		2:13714546-13716929		WT leaves		ebs leaves		OK		2.1034		3.88095		0.88		1.26821		0.0012		0.0123451		yes				AT2G01210		AT2G01210.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: chloroplast stroma, chloroplast, plasma membrane, plant-type cell wall; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT1G25320.1); Has 133812 Blast hits to 98087 proteins in 4104 species: Archae - 103; Bacteria - 11207; Metazoa - 34549; Fungi - 6957; Plants - 66297; Viruses - 188; Other Eukaryotes - 14511 (source: NCBI BLink).		protein_coding

		XLOC_008226		XLOC_008226		transcript:AT1G79245.1		1:29804734-29809514		WT leaves		ebs leaves		OK		36.0877		66.5626		0.88		4.39899		5.00E-05		0.000851471		yes				AT4G29030		AT4G29030.1		Putative membrane lipoprotein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; Has 83209 Blast hits to 19401 proteins in 1362 species: Archae - 122; Bacteria - 36227; Metazoa - 23555; Fungi - 3961; Plants - 7492; Viruses - 888; Other Eukaryotes - 10964 (source: NCBI BLink).		protein_coding

		XLOC_015894		XLOC_015894		AT3G43350		3:15286072-15290808		WT leaves		ebs leaves		OK		1.61875		2.9854		0.88		2.5476		5.00E-05		0.000851471		yes				AT4G38070		AT4G38070.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: mitochondrion; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G11940.1); Has 194780 Blast hits to 83936 proteins in 3334 species: Archae - 2743; Bacteria - 33979; Metazoa - 84944; Fungi - 15379; Plants - 11807; Viruses - 735; Other Eukaryotes - 45193 (source: NCBI BLink).		protein_coding

		XLOC_017229		XLOC_017229		AT3G04230		3:1112989-1113659		WT leaves		ebs leaves		OK		5.53351		10.1877		0.88		1.96553		0.0001		0.00156486		yes				AT1G61450		AT1G61450.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G61415.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_028857		XLOC_028857		AT5G61350		5:24667972-24670501		WT leaves		ebs leaves		OK		1.49549		2.74742		0.88		2.47647		5.00E-05		0.000851471		yes				AT3G10310		AT3G10310.1		P-loop nucleoside triphosphate hydrolases superfamily protein with CH (Calponin Homology) domain; FUNCTIONS IN: microtubule motor activity, ATP binding; INVOLVED IN: microtubule-based movement; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Calponin-homology (InterPro:IPR016146), Calponin-like actin-binding (InterPro:IPR001715), Kinesin, motor domain (InterPro:IPR001752); BEST Arabidopsis thaliana protein match is: kinesin 4 (TAIR:AT5G27000.1); Has 11194 Blast hits to 10379 proteins in 346 species: Archae - 2; Bacteria - 8; Metazoa - 5167; Fungi - 1411; Plants - 1943; Viruses - 0; Other Eukaryotes - 2663 (source: NCBI BLink).		protein_coding

		XLOC_010984		XLOC_010984		AT2G46600		2:19136018-19140747		WT leaves		ebs leaves		OK		42.9955		78.932		0.88		2.77371		5.00E-05		0.000851471		yes				AT5G38590		AT5G38590.2		F-box/RNI-like/FBD-like domains-containing protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT5G38570.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_010602		XLOC_010602		AT2G40110		2:16747939-16749545		WT leaves		ebs leaves		OK		2.45986		4.51578		0.88		1.45111		0.0013		0.0131764		yes				AT2G24310		AT2G24310.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G47170.1); Has 9168 Blast hits to 2316 proteins in 376 species: Archae - 2; Bacteria - 1905; Metazoa - 1700; Fungi - 1409; Plants - 76; Viruses - 48; Other Eukaryotes - 4028 (source: NCBI BLink).		protein_coding

		XLOC_017605		XLOC_017605		AT3G10720		3:3354446-3357614		WT leaves		ebs leaves		OK		36.4668		66.8327		0.87		2.67182		5.00E-05		0.000851471		yes				AT5G20110		AT5G20110.1		Dynein light chain type 1 family protein; FUNCTIONS IN: microtubule motor activity; INVOLVED IN: microtubule-based process; LOCATED IN: microtubule associated complex; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Dynein light chain, type 1/2 (InterPro:IPR001372); BEST Arabidopsis thaliana protein match is: Dynein light chain type 1 family protein (TAIR:AT1G23220.1); Has 1201 Blast hits to 1201 proteins in 224 species: Archae - 0; Bacteria - 0; Metazoa - 594; Fungi - 104; Plants - 259; Viruses - 0; Other Eukaryotes - 244 (source: NCBI BLink).		protein_coding

		XLOC_012374		XLOC_012374		AT2G23770		2:10120241-10122080		WT leaves		ebs leaves		OK		2.53015		4.62478		0.87		2.61632		5.00E-05		0.000851471		yes				AT5G47510		AT5G47510.1		Sec14p-like phosphatidylinositol transfer family protein; CONTAINS InterPro DOMAIN/s: Cellular retinaldehyde-binding/triple function, C-terminal (InterPro:IPR001251), Cellular retinaldehyde-binding/triple function, N-terminal (InterPro:IPR008273), Phosphatidylinositol transfer protein-like, N-terminal (InterPro:IPR011074); BEST Arabidopsis thaliana protein match is: SEC14-like 3 (TAIR:AT2G21540.2); Has 2204 Blast hits to 2198 proteins in 226 species: Archae - 0; Bacteria - 0; Metazoa - 651; Fungi - 429; Plants - 772; Viruses - 0; Other Eukaryotes - 352 (source: NCBI BLink).		protein_coding

		XLOC_018509		XLOC_018509		AT3G26445		3:9680119-9680746		WT leaves		ebs leaves		OK		8.66551		15.8242		0.87		1.72633		0.00145		0.014382		yes				AT3G17680		AT3G17680.2		Kinase interacting (KIP1-like) family protein; CONTAINS InterPro DOMAIN/s: KIP1-like (InterPro:IPR011684); BEST Arabidopsis thaliana protein match is: Kinase interacting (KIP1-like) family protein (TAIR:AT1G48405.1).		protein_coding

		XLOC_016883		XLOC_016883		AT3G60690		3:22435120-22435949		WT leaves		ebs leaves		OK		11.752		21.298		0.86		2.24697		5.00E-05		0.000851471		yes				AT1G11125		AT1G11125.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G61170.1).		protein_coding

		XLOC_020544		XLOC_020544		AT4G02330		4:1032412-1035037		WT leaves		ebs leaves		OK		12.1749		22.0592		0.86		1.40896		0.0006		0.0071353		yes				AT1G80280		AT1G80280.1		alpha/beta-Hydrolases superfamily protein; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT1G15490.1); Has 7676 Blast hits to 7658 proteins in 1204 species: Archae - 71; Bacteria - 5735; Metazoa - 276; Fungi - 71; Plants - 550; Viruses - 0; Other Eukaryotes - 973 (source: NCBI BLink).		protein_coding

		XLOC_017010		XLOC_017010		AT3G62950		3:23266248-23266934		WT leaves		ebs leaves		OK		13.753		24.9096		0.86		2.93687		5.00E-05		0.000851471		yes				AT2G17010		AT2G17010.1		Mechanosensitive ion channel family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: transmembrane transport; LOCATED IN: membrane; CONTAINS InterPro DOMAIN/s: Membrane protein, At2g17000, predicted (InterPro:IPR016688), Mechanosensitive ion channel MscS (InterPro:IPR006685), Like-Sm ribonucleoprotein (LSM)-related domain (InterPro:IPR010920); BEST Arabidopsis thaliana protein match is: Mechanosensitive ion channel family protein (TAIR:AT2G17000.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_010987		XLOC_010987		AT2G46650		2:19151645-19152600		WT leaves		ebs leaves		OK		17.421		31.5406		0.86		2.13449		5.00E-05		0.000851471		yes				AT5G03870		AT5G03870.1		Glutaredoxin family protein; FUNCTIONS IN: electron carrier activity, protein disulfide oxidoreductase activity; INVOLVED IN: N-terminal protein myristoylation, cell redox homeostasis; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Thioredoxin fold (InterPro:IPR012335), Glutaredoxin (InterPro:IPR002109), Thioredoxin-like fold (InterPro:IPR012336); BEST Arabidopsis thaliana protein match is: Glutaredoxin family protein (TAIR:AT4G10630.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_025100		XLOC_025100		AT4G33467		4:16101463-16102196		WT leaves		ebs leaves		OK		24.868		45.0072		0.86		3.39384		5.00E-05		0.000851471		yes				AT3G12870		AT3G12870.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G56120.1); Has 70 Blast hits to 70 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 70; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032804		XLOC_032804		AT5G66350		5:26504466-26506569		WT leaves		ebs leaves		OK		0.807177		1.45896		0.85		1.40052		0.0034		0.0277146		yes				AT4G33160		AT4G33160.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT1G27340.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_025734		XLOC_025734		AT5G05440		5:1609249-1610446		WT leaves		ebs leaves		OK		2.0018		3.61327		0.85		1.85241		0.00035		0.00459263		yes				AT1G16480		AT1G16480.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Pentatricopeptide repeat (PPR) superfamily protein (TAIR:AT4G13650.1); Has 59612 Blast hits to 13645 proteins in 226 species: Archae - 0; Bacteria - 4; Metazoa - 112; Fungi - 34; Plants - 58832; Viruses - 0; Other Eukaryotes - 630 (source: NCBI BLink).		protein_coding

		XLOC_001259		XLOC_001259		AT1G23130		1:8200382-8201235		WT leaves		ebs leaves		OK		164.092		296.139		0.85		4.19287		5.00E-05		0.000851471		yes				AT3G05470		AT3G05470.1		Actin-binding FH2 (formin homology 2) family protein; FUNCTIONS IN: actin binding; INVOLVED IN: cellular component organization, actin cytoskeleton organization; LOCATED IN: endomembrane system; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Actin-binding FH2/DRF autoregulatory (InterPro:IPR003104), Actin-binding FH2 (InterPro:IPR015425); BEST Arabidopsis thaliana protein match is: formin homolog 6 (TAIR:AT5G67470.1); Has 5495 Blast hits to 4819 proteins in 357 species: Archae - 2; Bacteria - 168; Metazoa - 2550; Fungi - 658; Plants - 1088; Viruses - 235; Other Eukaryotes - 794 (source: NCBI BLink).		protein_coding

		XLOC_028662		XLOC_028662		AT5G57760		5:23400714-23403130		WT leaves		ebs leaves		OK		33.2379		59.9354		0.85		2.23933		5.00E-05		0.000851471		yes				AT4G13540		AT4G13540.1		unknown protein; INVOLVED IN: N-terminal protein myristoylation; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G23930.1); Has 4658 Blast hits to 3455 proteins in 431 species: Archae - 39; Bacteria - 387; Metazoa - 1842; Fungi - 436; Plants - 133; Viruses - 38; Other Eukaryotes - 1783 (source: NCBI BLink).		protein_coding

		XLOC_013330		XLOC_013330		AT2G39980		2:16687672-16689956		WT leaves		ebs leaves		OK		2.28698		4.11796		0.85		2.51148		5.00E-05		0.000851471		yes				AT5G66230		AT5G66230.1		Chalcone-flavanone isomerase family protein; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 8 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G51230.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_025215		XLOC_025215		AT4G35750		4:16940506-16941862		WT leaves		ebs leaves		OK		31.7124		56.9732		0.85		3.96986		5.00E-05		0.000851471		yes				AT2G25450		AT2G25450.1		encodes a protein whose sequence is similar to ACC oxidase		protein_coding

		XLOC_001438		XLOC_001438		AT1G27030		1:9381802-9383984		WT leaves		ebs leaves		OK		20.0795		36.0549		0.84		3.67335		5.00E-05		0.000851471		yes				AT5G60930		AT5G60930.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: microtubule motor activity, ATP binding; INVOLVED IN: microtubule-based movement; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Kinesin, motor region, conserved site (InterPro:IPR019821), Kinesin, motor domain (InterPro:IPR001752); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT5G47820.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_001840		XLOC_001840		AT1G33600		1:12180775-12182363		WT leaves		ebs leaves		OK		20.1172		36.1103		0.84		3.93957		5.00E-05		0.000851471		yes				AT1G70950		AT1G70950.1		TPX2 (targeting protein for Xklp2) protein family; CONTAINS InterPro DOMAIN/s: Xklp2 targeting protein (InterPro:IPR009675); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G23060.1); Has 1245 Blast hits to 1139 proteins in 232 species: Archae - 0; Bacteria - 257; Metazoa - 305; Fungi - 75; Plants - 372; Viruses - 3; Other Eukaryotes - 233 (source: NCBI BLink).		protein_coding

		XLOC_018461		XLOC_018461		AT3G25717		3:9375101-9375671		WT leaves		ebs leaves		OK		61.2122		109.813		0.84		3.83873		5.00E-05		0.000851471		yes				AT5G42330		AT5G42330.1		unknown protein; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_004252		XLOC_004252		AT1G01060		1:33378-37871		WT leaves		ebs leaves		OK		0.647582		1.16126		0.84		1.30697		0.00055		0.00661714		yes				AT4G00480		AT4G00480.2		MYC-related protein with a basic helix-loop-helix motif at the C-terminus and a region similar to the maize B/R family at the N-terminus		protein_coding		 (ATMYC1)		 (myc1); (ATMYC1)

		XLOC_014262		XLOC_014262		AT3G10420		3:3239179-3242537		WT leaves		ebs leaves		OK		19.6959		35.2439		0.84		3.40891		5.00E-05		0.000851471		yes				AT3G23670		AT3G23670.1		Microtubule motor kinesin PAKRP1L/Kinesin-12B. Together with PAKRP1/Kinesin-12A, serve as linkers of the plus ends of antiparallel microtubules in the phragmoplast.		protein_coding		 (KINESIN-12B)		 (KINESIN-12B); (PAKRP1L)

		XLOC_012537		XLOC_012537		AT2G26530		2:11282774-11284229		WT leaves		ebs leaves		OK		9.37276		16.7623		0.84		3.31031		5.00E-05		0.000851471		yes				AT4G15500		AT4G15500.1		Encodes a protein that might have sinapic acid:UDP-glucose glucosyltransferase activity.		protein_coding		 (UGT84A4)		 (UGT84A4)

		XLOC_027473		XLOC_027473		AT5G38210		5:15261004-15265630		WT leaves		ebs leaves		OK		1.78304		3.18343		0.84		1.63142		0.0014		0.0140212		yes				AT3G14630		AT3G14630.1		putative cytochrome P450		protein_coding		CYTOCHROME P450, FAMILY 72, SUBFAMILY A, POLYPEPTIDE 9 (CYP72A9)		CYTOCHROME P450, FAMILY 72, SUBFAMILY A, POLYPEPTIDE 9 (CYP72A9)

		XLOC_028686		XLOC_028686		AT5G58180		5:23544010-23545760		WT leaves		ebs leaves		OK		2.42506		4.3282		0.84		1.68646		0.00095		0.0102873		yes				AT1G11600		AT1G11600.1		member of CYP77B		protein_coding		CYTOCHROME P450, FAMILY 77, SUBFAMILY B, POLYPEPTIDE 1 (CYP77B1)		CYTOCHROME P450, FAMILY 77, SUBFAMILY B, POLYPEPTIDE 1 (CYP77B1)

		XLOC_029750		XLOC_029750		AT5G11410		5:3638430-3639883		WT leaves		ebs leaves		OK		1.2115		2.16147		0.84		1.43374		0.00525		0.0389088		yes				AT1G01600		AT1G01600.1		Encodes a member of the CYP86A subfamily of cytochrome p450 genes. Expressed significantly at highest level in mature stems and flowers.		protein_coding		CYTOCHROME P450, FAMILY 86, SUBFAMILY A, POLYPEPTIDE 4 (CYP86A4)		CYTOCHROME P450, FAMILY 86, SUBFAMILY A, POLYPEPTIDE 4 (CYP86A4)

		XLOC_025854		XLOC_025854		AT5G07440		5:2355936-2358194		WT leaves		ebs leaves		OK		5.66217		10.1002		0.83		2.22472		5.00E-05		0.000851471		yes				AT4G23800		AT4G23800.1		Encodes a protein containing three copies of the HMG (high mobility group)-box domain.  The two Arabidopsis 3xHMG-box proteins are: AT4G11080 (3xHMG-box1) and AT4G23800 (3xHMG-box2).  Interacts with mitotic and meiotic chromosomes.		protein_coding		3XHIGH MOBILITY GROUP-BOX2 (3xHMG-box2)		3XHIGH MOBILITY GROUP-BOX2 (3xHMG-box2)

		XLOC_016944		XLOC_016944		AT3G61630		3:22805179-22806527		WT leaves		ebs leaves		OK		1.63304		2.90841		0.83		1.41698		0.0012		0.0123451		yes				AT2G33385		AT2G33385.2		actin-related protein C2B (arpc2b); CONTAINS InterPro DOMAIN/s: Arp2/3 complex, 34kDa subunit p34-Arc (InterPro:IPR007188); BEST Arabidopsis thaliana protein match is: Arp2/3 complex, 34 kD subunit p34-Arc (TAIR:AT1G30825.1).		protein_coding		ACTIN-RELATED PROTEIN C2B (arpc2b)		ACTIN-RELATED PROTEIN C2B (arpc2b)

		XLOC_021946		XLOC_021946		AT4G22690		4:11929358-11931693		WT leaves		ebs leaves		OK		8.82095		15.709		0.83		3.64175		5.00E-05		0.000851471		yes				AT2G37760		AT2G37760.2		Encodes an NADPH-dependent aldo-keto reductase that can act on a wide variety of substrates in vitro including aliphatic and aromatic aldehydes and steroids. Transcript levels for this gene are up-regulated in response to cold, salt, and drought stress.		protein_coding		ALDO-KETO REDUCTASE FAMILY 4 MEMBER C8 (AKR4C8)		ALDO-KETO REDUCTASE FAMILY 4 MEMBER C8 (AKR4C8)

		XLOC_012728		XLOC_012728		AT2G29720		2:12700400-12702341		WT leaves		ebs leaves		OK		1.6797		2.98751		0.83		0.990206		0.00615		0.0439951		yes				AT1G65620		AT1G65620.1		required for formation of a symmetric flat leaf lamina, encodes a member of a family of proteins characterized by cysteine repeats and a leucine zipper; involved in KNOX gene regulation.   Acts together with ASL1 in proximal-distal symmetry determination. Forms a complex with AS1 that binds to the BP promoter and leads to silencing of BP.		protein_coding		ASYMMETRIC LEAVES 2 (AS2)		ASYMMETRIC LEAVES 2 (AS2)

		XLOC_022772		XLOC_022772		AT4G37180		4:17504563-17506367		WT leaves		ebs leaves		OK		7.84651		13.9072		0.83		2.88736		5.00E-05		0.000851471		yes				AT3G21090		AT3G21090.1		ABC-2 type transporter family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of substances; INVOLVED IN: response to karrikin; LOCATED IN: membrane; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ABC transporter-like (InterPro:IPR003439), ABC-2 type transporter (InterPro:IPR013525), ABC transporter, conserved site (InterPro:IPR017871); BEST Arabidopsis thaliana protein match is: ABC-2 type transporter family protein (TAIR:AT1G51500.1); Has 380370 Blast hits to 349027 proteins in 4089 species: Archae - 6846; Bacteria - 303738; Metazoa - 8409; Fungi - 6671; Plants - 5430; Viruses - 12; Other Eukaryotes - 49264 (source: NCBI BLink).		protein_coding		ATP-BINDING CASSETTE G15 (ABCG15)		ATP-BINDING CASSETTE G15 (ABCG15)

		XLOC_018399		XLOC_018399		AT3G24460		3:8885817-8893050		WT leaves		ebs leaves		OK		1.42778		2.52999		0.83		1.70341		0.00095		0.0102873		yes				AT3G55110		AT3G55110.1		ABC-2 type transporter family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of substances; LOCATED IN: membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ABC transporter-like (InterPro:IPR003439), ABC-2 type transporter (InterPro:IPR013525), ABC transporter, conserved site (InterPro:IPR017871); BEST Arabidopsis thaliana protein match is: white-brown complex homolog 19 (TAIR:AT3G55130.1); Has 385599 Blast hits to 351876 proteins in 4105 species: Archae - 7169; Bacteria - 305821; Metazoa - 8275; Fungi - 6295; Plants - 5429; Viruses - 12; Other Eukaryotes - 52598 (source: NCBI BLink).		protein_coding		ATP-BINDING CASSETTE G18 (ABCG18)		ATP-BINDING CASSETTE G18 (ABCG18)

		XLOC_003388		XLOC_003388		AT1G65250		1:24234337-24235808		WT leaves		ebs leaves		OK		5.39451		9.55316		0.82		2.57887		5.00E-05		0.000851471		yes				AT5G52860		AT5G52860.1		ABC-2 type transporter family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of substances; LOCATED IN: membrane; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ABC transporter-like (InterPro:IPR003439), ABC-2 type transporter (InterPro:IPR013525), ABC transporter, conserved site (InterPro:IPR017871); BEST Arabidopsis thaliana protein match is: ABC-2 type transporter family protein (TAIR:AT4G25750.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		ATP-BINDING CASSETTE G8 (ABCG8)		ATP-BINDING CASSETTE G8 (ABCG8)

		XLOC_006951		XLOC_006951		AT1G55450		1:20704917-20706893		WT leaves		ebs leaves		OK		19.7757		35.0126		0.82		3.4226		5.00E-05		0.000851471		yes				AT5G64570		AT5G64570.1		Encodes a beta-d-xylosidase that belongs to family 3 of glycoside hydrolases.		protein_coding		BETA-D-XYLOSIDASE 4 (XYL4)		BETA-D-XYLOSIDASE 4 (XYL4);ARABIDOPSIS THALIANA BETA-D-XYLOSIDASE 4 (ATBXL4)

		XLOC_019153		XLOC_019153		transcript:AT3G43310.1		3:15265922-15268370		WT leaves		ebs leaves		OK		2.60823		4.6147		0.82		2.74707		5.00E-05		0.000851471		yes				AT5G60880		AT5G60880.1		Encodes BASL (BREAKING OF ASYMMETRY IN THE STOMATAL LINEAGE), a regulator of asymmetric divisions. In asymmetrically dividing stomatal-lineage cells, BASL accumulates in a polarized crescent at the cell periphery before division, and then localizes differentially to the nucleus and a peripheral crescent in self-renewing cells and their sisters after division.		protein_coding		BREAKING OF ASYMMETRY IN THE STOMATAL LINEAGE (BASL)		BREAKING OF ASYMMETRY IN THE STOMATAL LINEAGE (BASL)

		XLOC_032414		XLOC_032414		AT5G59130		5:23870097-23873720		WT leaves		ebs leaves		OK		14.0222		24.795		0.82		2.37972		5.00E-05		0.000851471		yes				AT1G49910		AT1G49910.1		Encodes a homolog of the yeast and human BUB3 (BUDDING UNINHIBITED BY BENZYMIDAZOL 3) protein.  Yeast and human BUB3s function in spindle assembly checkpoint control.		protein_coding		BUB (BUDDING UNINHIBITED BY BENZYMIDAZOL) 3.2 (BUB3.2)		BUB (BUDDING UNINHIBITED BY BENZYMIDAZOL) 3.2 (BUB3.2)

		XLOC_004322		XLOC_004322		AT1G02340		1:465717-467844		WT leaves		ebs leaves		OK		22.1588		39.1582		0.82		3.33426		5.00E-05		0.000851471		yes				AT3G51860		AT3G51860.1		cation exchanger 3 (CAX3); CONTAINS InterPro DOMAIN/s: Sodium/calcium exchanger membrane region (InterPro:IPR004837), Calcium/proton exchanger superfamily (InterPro:IPR004798), Calcium/proton exchanger (InterPro:IPR004713); BEST Arabidopsis thaliana protein match is: cation exchanger 1 (TAIR:AT2G38170.1); Has 3567 Blast hits to 3405 proteins in 1022 species: Archae - 24; Bacteria - 2167; Metazoa - 14; Fungi - 725; Plants - 252; Viruses - 0; Other Eukaryotes - 385 (source: NCBI BLink).		protein_coding		CATION EXCHANGER 3 (CAX3)		 (ATCAX3); (CAX1-LIKE); (ATHCX1);CATION EXCHANGER 3 (CAX3)

		XLOC_032660		XLOC_032660		AT5G63760		5:25515877-25517833		WT leaves		ebs leaves		OK		2.82879		4.99703		0.82		1.93724		0.0001		0.00156486		yes				AT1G02730		AT1G02730.1		Encodes a gene similar to cellulose synthase. Knock-out mutant has reduced growth, reduced xylan level and reduced xylan synthase activity in stems.		protein_coding		CELLULOSE SYNTHASE-LIKE D5 (CSLD5)		CELLULOSE SYNTHASE-LIKE D5 (ATCSLD5);CELLULOSE SYNTHASE-LIKE D5 (CSLD5);SALT OVERLY SENSITIVE 6 (SOS6);CELLULOSE SYNTHASE LIKE D5 (CSLD5)

		XLOC_006438		XLOC_006438		AT1G44510		1:16853446-16857835		WT leaves		ebs leaves		OK		5.10084		8.99516		0.82		3.70155		5.00E-05		0.000851471		yes				AT2G37770		AT2G37770.2		Encodes an NADPH-dependent aldo-keto reductase that can act on a wide variety of substrates in vitro including saturated and unsaturated aldehydes, steroids, and sugars. GFP-tagged AKR4C9 localizes to the chloroplast where it may play a role in detoxifying reactive carbonyl compounds that threaten to impair the photosynthetic process. Transcript levels for this gene are up-regulated in response to cold, salt, and drought stress.		protein_coding		CHLOROPLASTIC ALDO-KETO REDUCTASE (ChlAKR)		CHLOROPLASTIC ALDO-KETO REDUCTASE (ChlAKR);ALDO-KETO REDUCTASE FAMILY 4 MEMBER C9 (AKR4C9)

		XLOC_009400		XLOC_009400		AT2G19130		2:8293681-8296275		WT leaves		ebs leaves		OK		2.21935		3.91372		0.82		2.6541		5.00E-05		0.000851471		yes				AT1G77390		AT1G77390.1		Encodes a core cell cycle gene involved in meiosis II during microsporogenesis. Recessive mutants exhibit delayed and asynchronous meiosis in pollen mother cell populations and uncoordinated nuclear division and cytokinesis resulting in dyad microspores.		protein_coding		CYCLIN A1;2 (CYCA1;2)		TARDY ASYNCHRONOUS MEIOSIS (TAM);CYCLIN A1 (CYCA1); (DYP);CYCLIN A1;2 (CYCA1;2)

		XLOC_001777		XLOC_001777		AT1G32540		1:11767503-11769898		WT leaves		ebs leaves		OK		23.7578		41.8856		0.82		3.3206		5.00E-05		0.000851471		yes				AT4G37490		AT4G37490.1		Cyclin-dependent protein kinase CYCB1;1. Functions as an effector of growth control at G2/M. Regulated by TCP20.		protein_coding		CYCLIN B1;1 (CYCB1;1)		CYCLIN 1 (CYC1); (CYCB1);CYCLIN B1;1 (CYCB1;1)

		XLOC_000217		XLOC_000217		AT1G05000		1:1425592-1428782		WT leaves		ebs leaves		OK		1.09863		1.93539		0.82		1.06593		0.00705		0.0487943		yes				AT2G17620		AT2G17620.1		Cyclin B2;1 (CYCB2;1); FUNCTIONS IN: cyclin-dependent protein kinase regulator activity; INVOLVED IN: regulation of cell cycle; LOCATED IN: nucleus; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Cyclin, C-terminal (InterPro:IPR004367), Cyclin-like (InterPro:IPR011028), Cyclin, N-terminal (InterPro:IPR006671), Cyclin, A/B/D/E (InterPro:IPR014400), Cyclin (InterPro:IPR006670); BEST Arabidopsis thaliana protein match is: Cyclin B2;2 (TAIR:AT4G35620.1); Has 4386 Blast hits to 4385 proteins in 373 species: Archae - 0; Bacteria - 0; Metazoa - 1994; Fungi - 552; Plants - 1134; Viruses - 37; Other Eukaryotes - 669 (source: NCBI BLink).		protein_coding		CYCLIN B2;1 (CYCB2;1)		CYCLIN B2;1 (CYCB2;1)

		XLOC_032218		XLOC_032218		AT5G55570		5:22514474-22517929		WT leaves		ebs leaves		OK		12.3682		21.7735		0.82		1.38338		0.00715		0.0493758		yes				AT1G16330		AT1G16330.1		core cell cycle genes		protein_coding		CYCLIN B3;1 (CYCB3;1)		CYCLIN B3;1 (CYCB3;1)

		XLOC_033113		XLOC_033113		ATCG00470,ATCG00480		Pt:52264-54156		WT leaves		ebs leaves		OK		58.7644		103.36		0.81		2.60164		5.00E-05		0.000851471		yes				AT5G66610		AT5G66610.2		DA1-related protein 7 (DAR7); FUNCTIONS IN: zinc ion binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, LIM-type (InterPro:IPR001781), Protein of unknown function DUF3633 (InterPro:IPR022087); BEST Arabidopsis thaliana protein match is: DA1-related protein 6 (TAIR:AT5G66620.1).		protein_coding		DA1-RELATED PROTEIN 7 (DAR7)		DA1-RELATED PROTEIN 7 (DAR7)

		XLOC_006895		XLOC_006895		AT1G54410		1:20309774-20310767		WT leaves		ebs leaves		OK		1481.29		2604.36		0.81		3.88997		5.00E-05		0.000851471		yes				AT3G22880		AT3G22880.1		Expression of the AtDMC1 is restricted to pollen mother cells in anthers and to megaspore mother cells in ovules. Similar to meiosis-specific yeast DMC gene.		protein_coding		DISRUPTION OF MEIOTIC CONTROL 1 (DMC1)		ARABIDOPSIS THALIANA DISRUPTION OF MEIOTIC CONTROL 1 (ATDMC1);ARABIDOPSIS HOMOLOG OF LILY MESSAGES INDUCED AT MEIOSIS 15 (ARLIM15);DISRUPTION OF MEIOTIC CONTROL 1 (DMC1)

		XLOC_008153		XLOC_008153		AT1G77990		1:29317898-29323358		WT leaves		ebs leaves		OK		2.42431		4.26142		0.81		1.37408		0.00255		0.0221918		yes				AT4G15910		AT4G15910.1		encodes a gene whose transcript level in root and leaves increases to progressive drought stress. The transcript level is also affected by changes of endogenous or exogenous abscisic acid level. It appears to be a member of plant-specific gene family that includes late embryo-abundant and zinc- IAA-induced proteins in other plants.		protein_coding		DROUGHT-INDUCED 21 (DI21)		DROUGHT-INDUCED 21 (DI21);DROUGHT-INDUCED 21 (ATDI21)

		XLOC_023930		XLOC_023930		AT4G13770		4:7990484-7992311		WT leaves		ebs leaves		OK		34.2921		60.273		0.81		3.64666		5.00E-05		0.000851471		yes				AT3G61760		AT3G61760.1		DYNAMIN-like 1B (DL1B); FUNCTIONS IN: GTP binding, GTPase activity; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Dynamin GTPase effector (InterPro:IPR003130), Dynamin, GTPase domain (InterPro:IPR001401), Dynamin, GTPase region, conserved site (InterPro:IPR019762), GTPase effector domain, GED (InterPro:IPR020850), Dynamin central region (InterPro:IPR000375); BEST Arabidopsis thaliana protein match is: dynamin-like protein (TAIR:AT5G42080.1); Has 2850 Blast hits to 2733 proteins in 320 species: Archae - 2; Bacteria - 48; Metazoa - 1057; Fungi - 814; Plants - 580; Viruses - 0; Other Eukaryotes - 349 (source: NCBI BLink).		protein_coding		DYNAMIN-LIKE 1B (DL1B)		DYNAMIN-LIKE 1B (DL1B);DYNAMIN-LIKE 1B (ADL1B)

		XLOC_006595		XLOC_006595		AT1G49160		1:18179303-18182391		WT leaves		ebs leaves		OK		1.07183		1.88362		0.81		1.25267		0.0019		0.0177704		yes				AT5G25090		AT5G25090.1		early nodulin-like protein 13 (ENODL13); FUNCTIONS IN: electron carrier activity, copper ion binding; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Plastocyanin-like (InterPro:IPR003245), Cupredoxin (InterPro:IPR008972); BEST Arabidopsis thaliana protein match is: early nodulin-like protein 15 (TAIR:AT4G31840.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		EARLY NODULIN-LIKE PROTEIN 13 (ENODL13)		 (AtENODL13);EARLY NODULIN-LIKE PROTEIN 13 (ENODL13)

		XLOC_022849		XLOC_022849		AT4G38550		4:18025619-18028800		WT leaves		ebs leaves		OK		21.0101		36.9108		0.81		3.54349		5.00E-05		0.000851471		yes				AT2G25060		AT2G25060.1		early nodulin-like protein 14 (ENODL14); FUNCTIONS IN: electron carrier activity, copper ion binding; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Plastocyanin-like (InterPro:IPR003245), Cupredoxin (InterPro:IPR008972); BEST Arabidopsis thaliana protein match is: early nodulin-like protein 15 (TAIR:AT4G31840.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		EARLY NODULIN-LIKE PROTEIN 14 (ENODL14)		 (AtENODL14);EARLY NODULIN-LIKE PROTEIN 14 (ENODL14)

		XLOC_020612		XLOC_020612		AT4G03420		4:1511838-1514030		WT leaves		ebs leaves		OK		6.80787		11.9558		0.81		3.17755		5.00E-05		0.000851471		yes				AT2G06255		AT2G06255.1		ELF4-like 3 (ELF4-L3); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1313 (InterPro:IPR009741); BEST Arabidopsis thaliana protein match is: ELF4-like 4 (TAIR:AT1G17455.2); Has 149 Blast hits to 148 proteins in 34 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 148; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding		ELF4-LIKE 3 (ELF4-L3)		ELF4-LIKE 3 (ELF4-L3)

		XLOC_033091		XLOC_033091		ATCG00130		Pt:11528-12798		WT leaves		ebs leaves		OK		7.86853		13.7838		0.81		2.08446		5.00E-05		0.000851471		yes				AT5G62500		AT5G62500.1		encodes a homolog of animal microtubule-end-binding protein. There are two other members of this family. EB1 forms foci at regions where the minus ends of microtubules are gathered during mitosis and early cytokinesis.		protein_coding		END BINDING PROTEIN 1B (EB1B)		END BINDING PROTEIN 1B (ATEB1B);END BINDING PROTEIN 1B (EB1B); (ATEB1)

		XLOC_012337		XLOC_012337		AT2G23170		2:9863854-9866562		WT leaves		ebs leaves		OK		9.98428		17.4586		0.81		3.26593		5.00E-05		0.000851471		yes				AT1G34245		AT1G34245.1		Encodes a secretory peptide EPF2 expressed in proliferating cells of the stomatal lineage, known as meristemoids, and in guard mother cells, the progenitors of stomata.  Controls asymmetric cell divisions during stomatal development.  EPF2 is related to EPF1, also involved in stomatal development.		protein_coding		EPIDERMAL PATTERNING FACTOR 2 (EPF2)		EPIDERMAL PATTERNING FACTOR 2 (EPF2)

		XLOC_032450		XLOC_032450		AT5G59800		5:24094473-24096532		WT leaves		ebs leaves		OK		4.13514		7.22135		0.80		1.33192		0.0064		0.0453111		yes				AT1G47560		AT1G47560.1		Encodes a member of the exocyst complex gene family. The exocyst is a protein complex involved in tethering vesicles to the plasma membrane during regulated or polarized secretion.		protein_coding		EXOCYST COMPLEX COMPONENT SEC3B (SEC3B)		EXOCYST COMPLEX COMPONENT SEC3B (SEC3B)

		XLOC_014245		XLOC_014245		AT3G10120		3:3130071-3130891		WT leaves		ebs leaves		OK		6.16347		10.7555		0.80		2.0636		0.0001		0.00156486		yes				AT4G17030		AT4G17030.1		Encodes EXLB1 (expansin-like B1), a member of the expansin family.		protein_coding		EXPANSIN-LIKE B1 (EXLB1)		EXPANSIN-LIKE B1 (ATEXLB1); (EXPR);EXPANSIN-LIKE B1 (EXLB1); (ATEXPR1); (ATHEXP BETA 3.1); (AT-EXPR)

		XLOC_031652		XLOC_031652		AT5G45440		5:18412307-18413555		WT leaves		ebs leaves		OK		1.37549		2.39792		0.80		1.2215		0.0045		0.0345242		yes				AT5G13840		AT5G13840.1		FIZZY-related 3 (FZR3); FUNCTIONS IN: signal transducer activity; INVOLVED IN: signal transduction; LOCATED IN: chloroplast, heterotrimeric G-protein complex; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: WD40 repeat-like-containing domain (InterPro:IPR011046), WD40 repeat 2 (InterPro:IPR019782), WD40 repeat, conserved site (InterPro:IPR019775), WD40-repeat-containing domain (InterPro:IPR017986), WD40 repeat (InterPro:IPR001680), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), WD40 repeat, subgroup (InterPro:IPR019781); BEST Arabidopsis thaliana protein match is: FIZZY-related 2 (TAIR:AT4G22910.1); Has 48305 Blast hits to 24690 proteins in 714 species: Archae - 60; Bacteria - 7363; Metazoa - 18902; Fungi - 10741; Plants - 5341; Viruses - 0; Other Eukaryotes - 5898 (source: NCBI BLink).		protein_coding		FIZZY-RELATED 3 (FZR3)		FIZZY-RELATED 3 (FZR3);CELL CYCLE SWITCH PROTEIN 52 B (CCS52B)

		XLOC_031400		XLOC_031400		AT5G41400		5:16569376-16570177		WT leaves		ebs leaves		OK		3.97106		6.91924		0.80		1.58781		0.001		0.010716		yes				AT1G24150		AT1G24150.1		Encodes a group I formin. Localized to cell junctions. Polymerizes actin. Binds profilin.		protein_coding		FORMIN HOMOLOGUE 4 (FH4)		FORMIN HOMOLOGUE 4 (FH4);FORMIN HOMOLOGUE 4 (ATFH4)

		XLOC_033050		XLOC_033050		ATCG00530		Pt:60740-61430		WT leaves		ebs leaves		OK		2.85825		4.97627		0.80		1.60657		0.00205		0.0188125		yes				AT3G52115		AT3G52115.1		Induced in response to ionizing radiation, shows basal expression in mitotically active cells and high expression in endoreduplicating cells.  May be involved in DNA damage-induced growth arrest.  Protein sequence contains a PEST destruction box.		protein_coding		GAMMA RESPONSE GENE 1 (GR1)		GAMMA RESPONSE GENE 1 (ATGR1); (AtCOM1); (COM1);GAMMA RESPONSE GENE 1 (GR1)

		XLOC_000315		XLOC_000315		AT1G06830		1:2097150-2097655		WT leaves		ebs leaves		OK		19.3037		33.56		0.80		2.2348		5.00E-05		0.000851471		yes				AT3G53760		AT3G53760.1		Encodes GCP4 (gamma-Tubulin Complex Protein 4), required for microtubule organization.		protein_coding		GAMMA-TUBULIN COMPLEX PROTEIN 4 (GCP4)		 (ATGCP4);GAMMA-TUBULIN COMPLEX PROTEIN 4 (GCP4)

		XLOC_021832		XLOC_021832		AT4G20830		4:11155452-11157806		WT leaves		ebs leaves		OK		22.9033		39.8113		0.80		3.36339		5.00E-05		0.000851471		yes				AT4G36620		AT4G36620.1		Encodes a member of the GATA factor family of zinc finger transcription factors.		protein_coding		GATA TRANSCRIPTION FACTOR 19 (GATA19)		HANABA TARANU LIKE 2 (HANL2);GATA TRANSCRIPTION FACTOR 19 (GATA19)

		XLOC_013097		XLOC_013097		AT2G35930		2:15082854-15084473		WT leaves		ebs leaves		OK		2.23952		3.88287		0.79		1.53821		0.00385		0.0305232		yes				AT2G38110		AT2G38110.1		Encodes a protein with glycerol-3-phosphate acyltransferase activity.		protein_coding		GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6 (GPAT6)		GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6 (ATGPAT6);GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 6 (GPAT6)

		XLOC_033110		XLOC_033110		ATCG00430		Pt:49256-49934		WT leaves		ebs leaves		OK		3.49863		6.05977		0.79		1.70198		0.00125		0.0127815		yes				AT5G43840		AT5G43840.1		member of Heat Stress Transcription Factor (Hsf) family		protein_coding		HEAT SHOCK TRANSCRIPTION FACTOR  A6A (HSFA6A)		HEAT SHOCK TRANSCRIPTION FACTOR  A6A (AT-HSFA6A);HEAT SHOCK TRANSCRIPTION FACTOR  A6A (HSFA6A)

		XLOC_032445		XLOC_032445		AT5G59730		5:24063876-24066170		WT leaves		ebs leaves		OK		11.0643		19.1606		0.79		1.79797		0.00145		0.014382		yes				AT1G07430		AT1G07430.1		highly ABA-induced PP2C gene 2 (HAI2); FUNCTIONS IN: protein serine/threonine phosphatase activity, catalytic activity; INVOLVED IN: protein amino acid dephosphorylation; LOCATED IN: protein serine/threonine phosphatase complex; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein phosphatase 2C,  manganese/magnesium aspartate binding site (InterPro:IPR000222), Protein phosphatase 2C-related (InterPro:IPR001932), Protein phosphatase 2C (InterPro:IPR015655), Protein phosphatase 2C, N-terminal (InterPro:IPR014045); BEST Arabidopsis thaliana protein match is: highly ABA-induced PP2C gene 3 (TAIR:AT2G29380.1); Has 6753 Blast hits to 6737 proteins in 407 species: Archae - 6; Bacteria - 193; Metazoa - 1700; Fungi - 794; Plants - 2782; Viruses - 7; Other Eukaryotes - 1271 (source: NCBI BLink).		protein_coding		HIGHLY ABA-INDUCED PP2C GENE 2 (HAI2)		HIGHLY ABA-INDUCED PP2C GENE 2 (HAI2); (ATAIP1);AKT1 INTERACTING PROTEIN PHOSPHATASE 1 (AIP1)

		XLOC_007244		XLOC_007244		AT1G61580		1:22720691-22723152		WT leaves		ebs leaves		OK		7.48767		12.9437		0.79		2.72135		5.00E-05		0.000851471		yes				AT1G18370		AT1G18370.1		Encodes a kinesin HINKEL. Required for cytokinesis in pollen. Mutant has cytokinesis defects; seedling lethal.		protein_coding		HINKEL (HIK)		HINKEL (HIK);NPK1-ACTIVATING KINESIN 1 (NACK1);ARABIDOPSIS NPK1-ACTIVATING KINESIN 1 (ATNACK1)

		XLOC_010966		XLOC_010966		AT2G46310		2:19011502-19012857		WT leaves		ebs leaves		OK		3.32595		5.74544		0.79		2.10237		5.00E-05		0.000851471		yes				AT5G64520		AT5G64520.1		Encodes a protein of the XRCC2 family involved in DNA repair. atxrcc2-1 Mutants are sensitive to MitomycinC but do not show fertility defects.		protein_coding		HOMOLOG OF X-RAY REPAIR CROSS COMPLEMENTING 2 (XRCC2) (XRCC2)		HOMOLOG OF X-RAY REPAIR CROSS COMPLEMENTING 2 (XRCC2) (XRCC2); (ATXRCC2)

		XLOC_017103		XLOC_017103		AT3G01960		3:324580-325087		WT leaves		ebs leaves		OK		14.1096		24.3474		0.79		2.09628		5.00E-05		0.000851471		yes				AT5G48820		AT5G48820.2		Kip-related protein (KRP) gene, encodes CDK (cyclin-dependent kinase) inhibitor (CKI), negative regulator of cell division. Binds to D type and CDC2A cyclins and may inhibit cell cycle.  Seven KRP genes were found in Arabidopsis thaliana. Differential expression patterns for distinct KRPs were revealed by in situ hybridization.		protein_coding		INHIBITOR/INTERACTOR WITH CYCLIN-DEPENDENT KINASE (ICK6)		INHIBITOR/INTERACTOR WITH CYCLIN-DEPENDENT KINASE (ICK6)

		XLOC_004335		XLOC_004335		AT1G02610		1:553049-555994		WT leaves		ebs leaves		OK		18.7426		32.3393		0.79		1.38286		0.00645		0.0455607		yes				AT3G59690		AT3G59690.1		IQ-domain 13 (IQD13); FUNCTIONS IN: calmodulin binding; LOCATED IN: plasma membrane; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: IQ calmodulin-binding region (InterPro:IPR000048); BEST Arabidopsis thaliana protein match is: IQ-domain 14 (TAIR:AT2G43680.1); Has 1694 Blast hits to 1201 proteins in 100 species: Archae - 0; Bacteria - 16; Metazoa - 93; Fungi - 40; Plants - 1224; Viruses - 44; Other Eukaryotes - 277 (source: NCBI BLink).		protein_coding		IQ-DOMAIN 13 (IQD13)		IQ-DOMAIN 13 (IQD13)

		XLOC_022790		XLOC_022790		AT4G37520		4:17631561-17633249		WT leaves		ebs leaves		OK		3.65145		6.29933		0.79		1.19158		0.00455		0.0348213		yes				AT1G52690		AT1G52690.1		Late embryogenesis abundant protein (LEA) family protein; BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant protein (LEA) family protein (TAIR:AT3G15670.1); Has 2929 Blast hits to 1441 proteins in 420 species: Archae - 10; Bacteria - 766; Metazoa - 298; Fungi - 136; Plants - 1347; Viruses - 16; Other Eukaryotes - 356 (source: NCBI BLink).		protein_coding		LATE EMBRYOGENESIS ABUNDANT 7 (LEA7)		LATE EMBRYOGENESIS ABUNDANT 7 (LEA7)

		XLOC_031588		XLOC_031588		AT5G44410		5:17891221-17892978		WT leaves		ebs leaves		OK		4.72665		8.14741		0.79		1.28122		0.00175		0.0166962		yes				AT2G38530		AT2G38530.1		Involved in lipid transfer between membranes. Belongs to a family of Lipid transfer proteins. Sequence similarity to other plant/Arabidopsis LPT genes but highest similarity to LPT1. Stress and pathogen-inducible motifs found in the upstream region. Expressed in flower, leaves and siliques but absent in roots. Predicted to be a member of PR-14 pathogenesis-related protein family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 2 (LTP2)		LIPID TRANSFER PROTEIN 2 (LTP2);CELL GROWTH DEFECT FACTOR-3 (cdf3); (LP2)

		XLOC_013204		XLOC_013204		AT2G37710		2:15814717-15817004		WT leaves		ebs leaves		OK		11.4189		19.6434		0.78		2.44087		5.00E-05		0.000851471		yes				AT5G59320		AT5G59320.1		Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the lipid transfer protein (PR-14) family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 3 (LTP3)		LIPID TRANSFER PROTEIN 3 (LTP3)

		XLOC_004816		XLOC_004816		AT1G10682		1:3544990-3545471		WT leaves		ebs leaves		OK		20.4818		35.1757		0.78		2.56679		5.00E-05		0.000851471		yes				AT5G59310		AT5G59310.1		Encodes a member of the lipid transfer protein family. Proteins of this family are generally small (~9 kD), basic, expressed abundantly and contain eight Cys residues. The proteins can bind fatty acids and acylCoA esters and can transfer several different phospholipids. They are localized to the cell wall. The mRNA is present in flowers and siliques, and is strongly up-regulated by abscisic acid. Predicted to be a member of PR-14 pathogenesis-related protein family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 4 (LTP4)		LIPID TRANSFER PROTEIN 4 (LTP4)

		XLOC_006728		XLOC_006728		AT1G51805		1:19220976-19225690		WT leaves		ebs leaves		OK		23.3589		39.9872		0.78		2.59988		5.00E-05		0.000851471		yes				AT5G52300		AT5G52300.1		encodes a protein that is induced in expression in response to water deprivation such as cold, high-salt, and dessication. The response appears to be via abscisic acid. The promoter region contains two ABA-responsive elements (ABREs) that are required for the dehydration-responsive expression of rd29B as cis-acting elements. Protein is a member of a gene family with other members found plants, animals and fungi.		protein_coding		LOW-TEMPERATURE-INDUCED 65 (LTI65)		LOW-TEMPERATURE-INDUCED 65 (LTI65);RESPONSIVE TO DESSICATION 29B (RD29B)

		XLOC_014573		XLOC_014573		AT3G15750		3:5335077-5336476		WT leaves		ebs leaves		OK		12.9613		22.1865		0.78		2.78924		5.00E-05		0.000851471		yes				AT3G18850		AT3G18850.1		lysophosphatidyl acyltransferase 5 (LPAT5); FUNCTIONS IN: acyltransferase activity; INVOLVED IN: metabolic process; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Phospholipid/glycerol acyltransferase (InterPro:IPR002123); BEST Arabidopsis thaliana protein match is: lysophosphatidyl acyltransferase 4 (TAIR:AT1G75020.2); Has 1763 Blast hits to 1758 proteins in 511 species: Archae - 0; Bacteria - 640; Metazoa - 539; Fungi - 189; Plants - 155; Viruses - 6; Other Eukaryotes - 234 (source: NCBI BLink).		protein_coding		LYSOPHOSPHATIDYL ACYLTRANSFERASE 5 (LPAT5)		LYSOPHOSPHATIDYL ACYLTRANSFERASE 5 (LPAT5)

		XLOC_024154		XLOC_024154		AT4G17090		4:9604501-9607334		WT leaves		ebs leaves		OK		96.9183		165.824		0.77		3.75281		5.00E-05		0.000851471		yes				AT1G18075		AT1G18075.1		Encodes a microRNA that targets several MYB family members. MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage.Mature sequence: UUUGGAUUGAAGGGAGCUCUU. Functions redundantly with MIR159A. Plants that are doubly mutated for MIR159AB have curled leaves and reduced stature.		miRNA		MICRORNA159B (MIR159B)		MICRORNA 159 (MIR159);MICRORNA159B (MIR159B)

		XLOC_030486		XLOC_030486		AT5G25190		5:8706789-8707748		WT leaves		ebs leaves		OK		10.8583		18.5754		0.77		1.8327		0.00115		0.0119101		yes				AT1G53480		AT1G53480.1		Encodes MRD1 (mto 1 responding down).  Down-regulated in mto1-1 mutant that over-accumulates soluble methionine.		protein_coding		MTO 1 RESPONDING DOWN 1 (MRD1)		MTO 1 RESPONDING DOWN 1 (MRD1);ARABIDOPSIS MTO 1 RESPONDING DOWN 1 (ATMRD1)

		XLOC_023823		XLOC_023823		AT4G12320		4:7314777-7316669		WT leaves		ebs leaves		OK		28.5281		48.799		0.77		2.7535		5.00E-05		0.000851471		yes				AT4G34990		AT4G34990.1		Member of the R2R3 factor gene family.		protein_coding		MYB DOMAIN PROTEIN 32 (MYB32)		MYB DOMAIN PROTEIN 32 (MYB32);MYB DOMAIN PROTEIN 32 (AtMYB32)

		XLOC_018453		XLOC_018453		AT3G25620		3:9316073-9319571		WT leaves		ebs leaves		OK		2.04608		3.49932		0.77		2.28635		5.00E-05		0.000851471		yes				AT5G14180		AT5G14180.1		Myzus persicae-induced lipase 1 (MPL1); FUNCTIONS IN: catalytic activity; INVOLVED IN: glycerol biosynthetic process, lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: AB-hydrolase-associated lipase region (InterPro:IPR006693), Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: lipase 1 (TAIR:AT2G15230.1); Has 1911 Blast hits to 1879 proteins in 244 species: Archae - 0; Bacteria - 109; Metazoa - 1225; Fungi - 283; Plants - 181; Viruses - 0; Other Eukaryotes - 113 (source: NCBI BLink).		protein_coding		MYZUS PERSICAE-INDUCED LIPASE 1 (MPL1)		MYZUS PERSICAE-INDUCED LIPASE 1 (MPL1)

		XLOC_006770		XLOC_006770		AT1G52290		1:19470032-19472449		WT leaves		ebs leaves		OK		16.0563		27.4588		0.77		1.32055		0.0071		0.0490854		yes				AT1G02220		AT1G02220.1		NAC domain containing protein 3 (NAC003); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, 4 leaf senescence stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 48 (TAIR:AT3G04420.1); Has 2600 Blast hits to 2593 proteins in 71 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 2598; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		NAC DOMAIN CONTAINING PROTEIN 3 (NAC003)		NAC DOMAIN CONTAINING PROTEIN 3 (NAC003);NAC DOMAIN CONTAINING PROTEIN 3 (ANAC003)

		XLOC_032078		XLOC_032078		AT5G52900		5:21452441-21453808		WT leaves		ebs leaves		OK		34.1115		58.2348		0.77		3.61938		5.00E-05		0.000851471		yes				AT1G03470		AT1G03470.1		Encodes a member of the NET superfamily of proteins that potentially couples different membranes to the actin cytoskeleton in plant cells. It colocalizes with filamentous actin and is localized to the nuclear membrane and the vacuolar membrane.		protein_coding		NETWORKED 3A (NET3A)		NETWORKED 3A (NET3A)

		XLOC_033030		XLOC_033030		ATCG00070		Pt:7016-7202		WT leaves		ebs leaves		OK		55.6212		94.8725		0.77		1.47754		0.00415		0.0323616		yes				AT3G63280		AT3G63280.1		Encodes AtNek4, a member of the NIMA-related serine/threonine kinases (Neks) that have been linked to cell-cycle regulation in fungi and mammals.  Plant Neks might be involved in plant development processes.		protein_coding		NIMA-RELATED KINASE 4 (NEK4)		NIMA-RELATED KINASE 4 (NEK4);NIMA-RELATED KINASE 4 (ATNEK4)

		XLOC_024669		XLOC_024669		AT4G25940		4:13169640-13172881		WT leaves		ebs leaves		OK		5.76051		9.82446		0.77		2.33403		5.00E-05		0.000851471		yes				AT3G44300		AT3G44300.1		Encodes an enzyme that catalyzes the hydrolysis of indole-3-acetonitrile (IAN) to indole-3-acetic acid (IAA) (nitrile aminohydrolase, EC 3.5.5.1) and IAN to indole-3-acetamide (IAM) at lower levels. Mutants have reduced sensitivity to IAN and are sensitive to IAA. This enzyme likely participates in other non-auxin-related metabolic pathways.		protein_coding		NITRILASE 2 (NIT2)		NITRILASE 2 (AtNIT2);NITRILASE 2 (NIT2)

		XLOC_012586		XLOC_012586		AT2G27310		2:11683861-11684967		WT leaves		ebs leaves		OK		6.57002		11.175		0.77		2.56368		5.00E-05		0.000851471		yes				AT1G54960		AT1G54960.1		member of MEKK subfamily		protein_coding		NPK1-RELATED PROTEIN KINASE 2 (NP2)		NPK1-RELATED PROTEIN KINASE 2 (ANP2);NPK1-RELATED PROTEIN KINASE 2 (NP2);MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASES 2 (MAPKKK2)

		XLOC_001862		XLOC_001862		AT1G33960		1:12346231-12348513		WT leaves		ebs leaves		OK		1.08686		1.84705		0.77		1.40509		0.00365		0.0293139		yes				AT1G30110		AT1G30110.1		nudix hydrolase homolog 25 (NUDX25); CONTAINS InterPro DOMAIN/s: NUDIX hydrolase domain-like (InterPro:IPR015797), NUDIX hydrolase (InterPro:IPR020476), NUDIX hydrolase, conserved site (InterPro:IPR020084), NUDIX hydrolase domain (InterPro:IPR000086); BEST Arabidopsis thaliana protein match is: nudix hydrolase homolog 26 (TAIR:AT3G10620.1); Has 5811 Blast hits to 5811 proteins in 1324 species: Archae - 37; Bacteria - 3778; Metazoa - 23; Fungi - 1; Plants - 106; Viruses - 0; Other Eukaryotes - 1866 (source: NCBI BLink).		protein_coding		NUDIX HYDROLASE HOMOLOG 25 (NUDX25)		NUDIX HYDROLASE HOMOLOG 25 (ATNUDX25);NUDIX HYDROLASE HOMOLOG 25 (NUDX25)

		XLOC_000169		XLOC_000169		AT1G03990		1:1024846-1027616		WT leaves		ebs leaves		OK		0.926654		1.57443		0.76		1.71335		0.00115		0.0119101		yes				AT1G34355		AT1G34355.1		Encodes PS1 (Parallel Spindle 1). Mutations in PS1 lead to diploid male spores, diploid pollen grains, and spontaneous triploid plants in the next generation. Female meiosis is not affected in the mutants.		protein_coding		PARALLEL SPINDLE 1 (PS1)		PARALLEL SPINDLE 1 (PS1);PARALLEL SPINDLE 1 (ATPS1)

		XLOC_012662		XLOC_012662		AT2G28630		2:12275318-12277245		WT leaves		ebs leaves		OK		14.7174		25.0052		0.76		3.50454		5.00E-05		0.000851471		yes				AT5G23940		AT5G23940.1		Encodes PERMEABLE LEAVES3 (PEL3), a putative acyl-transferase.  Mutation in this locus results in altered trichome phenotype (trcichomes become tangled during leaf expansion).  Additional phenotype includes altered cuticle layer.		protein_coding		PERMEABLE LEAVES3 (PEL3)		EMBRYO DEFECTIVE 3009 (EMB3009);DEFECTIVE IN CUTICULAR RIDGES (DCR);PERMEABLE LEAVES3 (PEL3)

		XLOC_007756		XLOC_007756		AT1G70420		1:26539573-26540762		WT leaves		ebs leaves		OK		16.7184		28.3995		0.76		3.25549		5.00E-05		0.000851471		yes				AT5G51600		AT5G51600.1		Mutant has defective roots. Essential for giant cell ontogenesis. Role in organizing the mitotic microtubule array during both early and late mitosis in all plant organs.		protein_coding		PLEIADE (PLE)		PLEIADE (PLE);MICROTUBULE-ASSOCIATED PROTEIN 65-3 (MAP65-3);ARABIDOPSIS THALIANA MICROTUBULE-ASSOCIATED PROTEIN 65-3 (ATMAP65-3)

		XLOC_004415		XLOC_004415		AT1G04040		1:1040382-1043864		WT leaves		ebs leaves		OK		77.9687		132.344		0.76		2.48953		5.00E-05		0.000851471		yes				AT1G01690		AT1G01690.1		Encodes a novel plant-specific protein that is involved in meiotic double strand break formation.		protein_coding		PUTATIVE RECOMBINATION INITIATION DEFECTS 3 (PRD3)		PUTATIVE RECOMBINATION INITIATION DEFECTS 3 (PRD3);ARABIDOPSIS THALIANA PUTATIVE RECOMBINATION INITIATION DEFECTS 3 (ATPRD3)

		XLOC_025816		XLOC_025816		AT5G06860		5:2132196-2133746		WT leaves		ebs leaves		OK		5.44116		9.22358		0.76		1.47198		0.0059		0.0426846		yes				AT2G45890		AT2G45890.1		Encodes a member of KPP-like gene family, homolog of KPP (kinase partner protein) gene in tomato.  Also a member of the RopGEF (guanine nucleotide exchange factor) family, containing the novel PRONE domain (plant-specific Rop nucleotide exchanger), which is exclusively active towards members of the Rop subfamily. Mutants exhibit longer root hairs under phosphate-deficient conditions.		protein_coding		RHO GUANYL-NUCLEOTIDE EXCHANGE FACTOR 4 (ROPGEF4)		ROOT HAIR SPECIFIC 11 (RHS11);RHO GUANYL-NUCLEOTIDE EXCHANGE FACTOR 4 (ATROPGEF4);RHO GUANYL-NUCLEOTIDE EXCHANGE FACTOR 4 (ROPGEF4)

		XLOC_032047		XLOC_032047		AT5G52320		5:21244977-21246682		WT leaves		ebs leaves		OK		4.70661		7.97242		0.76		1.21889		0.0011		0.0114951		yes				AT4G02380		AT4G02380.1		Encodes AtLEA5 (late embryogenesis abundant like protein).  Also known as SENESCENCE-ASSOCIATED GENE 21 (SAG21).  Has a role on oxidative stress tolerance. mRNA levels are elevated in response to various stresses.		protein_coding		SENESCENCE-ASSOCIATED GENE 21 (SAG21)		ARABIDOPSIS THALIANA LATE EMBRYOGENENSIS ABUNDANT LIKE 5 (AtLEA5);SENESCENCE-ASSOCIATED GENE 21 (SAG21)

		XLOC_023456		XLOC_023456		AT4G06746		4:4073961-4074545		WT leaves		ebs leaves		OK		3.3457		5.66388		0.76		1.45222		0.0052		0.038662		yes				AT5G17240		AT5G17240.1		SET domain group 40 (SDG40); CONTAINS InterPro DOMAIN/s: SET domain (InterPro:IPR001214); BEST Arabidopsis thaliana protein match is: SET domain-containing protein (TAIR:AT3G55080.1); Has 770 Blast hits to 763 proteins in 162 species: Archae - 0; Bacteria - 0; Metazoa - 214; Fungi - 160; Plants - 288; Viruses - 0; Other Eukaryotes - 108 (source: NCBI BLink).		protein_coding		SET DOMAIN GROUP 40 (SDG40)		SET DOMAIN GROUP 40 (SDG40)

		XLOC_010546		XLOC_010546		AT2G39030		2:16298226-16299202		WT leaves		ebs leaves		OK		4.45116		7.5278		0.76		1.71283		0.00115		0.0119101		yes				AT3G03750		AT3G03750.2		SET domain protein 20 (SDG20); FUNCTIONS IN: zinc ion binding, histone-lysine N-methyltransferase activity; INVOLVED IN: chromatin modification; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: SET domain (InterPro:IPR001214), Pre-SET domain (InterPro:IPR007728), Post-SET domain (InterPro:IPR003616), AWS (InterPro:IPR006560); BEST Arabidopsis thaliana protein match is: nucleic acid binding;sequence-specific DNA binding transcription factors;zinc ion binding (TAIR:AT2G23740.2); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		SET DOMAIN PROTEIN 20 (SDG20)		SET DOMAIN PROTEIN 20 (SDG20); (SUVR3)

		XLOC_018472		XLOC_018472		AT3G25870		3:9463315-9464283		WT leaves		ebs leaves		OK		2.80547		4.74421		0.76		1.65367		0.00095		0.0102873		yes				AT1G05820		AT1G05820.1		SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (SPPL5); FUNCTIONS IN: peptidase activity, aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system, integral to membrane; CONTAINS InterPro DOMAIN/s: Protease-associated PA (InterPro:IPR003137), Peptidase A22, presenilin signal peptide (InterPro:IPR006639), Peptidase A22B, signal peptide peptidase (InterPro:IPR007369); BEST Arabidopsis thaliana protein match is: SIGNAL PEPTIDE PEPTIDASE-LIKE 3 (TAIR:AT2G43070.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (SPPL5)		ARABIDOPSIS THALIANA SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (ATSPPL5);SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (SPPL5)

		XLOC_012029		XLOC_012029		AT2G17695		2:7684111-7685187		WT leaves		ebs leaves		OK		58.3299		98.5181		0.76		2.25064		5.00E-05		0.000851471		yes				AT1G44800		AT1G44800.1		Encodes Siliques Are Red 1 (SIAR1). Functions as a bidirectional amino acid transporter that is crucial for the amino acid homeostasis of siliques. Member of nodulin MtN21-like transporter family.		protein_coding		SILIQUES ARE RED 1 (SIAR1)		SILIQUES ARE RED 1 (SIAR1)

		XLOC_007950		XLOC_007950		AT1G74440		1:27975178-27980404		WT leaves		ebs leaves		OK		2.34496		3.9593		0.76		1.39968		0.0069		0.0480072		yes				AT4G25240		AT4G25240.1		Encodes GPI-anchored SKU5-like protein.		protein_coding		SKU5 SIMILAR 1 (SKS1)		SKU5 SIMILAR 1 (SKS1)

		XLOC_019950		XLOC_019950		AT3G55970		3:20766734-20769324		WT leaves		ebs leaves		OK		2.06451		3.48458		0.76		1.49743		0.00115		0.0119101		yes				AT5G53210		AT5G53210.1		Encodes a basic helix-loop-helix (bHLH) transcription factor that is necessary and sufficient for the asymmetric divisions that establish the stomatal lineage in Arabidopsis thaliana.  Expression of SPCH in young epidermal cells allows these cells to make asymmetric divisions.  SPCH is a substrate of a kinase MPK3 and MPK6.		protein_coding		SPEECHLESS (SPCH)		SPEECHLESS (SPCH)

		XLOC_000333		XLOC_000333		AT1G07180		1:2204319-2206934		WT leaves		ebs leaves		OK		15.2804		25.7394		0.75		2.73303		5.00E-05		0.000851471		yes				AT2G41300		AT2G41300.1		Although this enzyme is predicted to encode a strictosidine synthase (SS), it lacks a conserved catalytic glutamate residue found in active SS enzymes and it is not expected to have SS activity.		protein_coding		STRICTOSIDINE SYNTHASE-LIKE 1 (SSL1)		STRICTOSIDINE SYNTHASE-LIKE 1 (SSL1)

		XLOC_010720		XLOC_010720		AT2G42040		2:17543033-17545230		WT leaves		ebs leaves		OK		21.5599		36.2712		0.75		3.35776		5.00E-05		0.000851471		yes				AT5G49190		AT5G49190.1		Encodes a sucrose synthase (SUS2). The activity of the enzyme could not be assayed as proved to be insoluble (PMID 17257168). However, analyses of an sus2 mutant revealed a deficiency in sucrose synthase activity 12 and 15 days after flowering. There are some reports that SUS2 transcript levels are increased in leaves specifically by O(2) deficiency whereas other reports indicate that SUS2 is expressed only in seeds. Immulocalization shows that SUS2 is present in the cytosol of developing seeds, but, it also associated with plastids, though not located within them.		protein_coding		SUCROSE SYNTHASE 2 (SUS2)		SUCROSE SYNTHASE 2 (SUS2); (ATSUS2);SUCROSE SYNTHASE FROM ARABIDOPSIS (SSA)

		XLOC_031900		XLOC_031900		AT5G49630		5:20142469-20146498		WT leaves		ebs leaves		OK		7.05577		11.8668		0.75		2.21941		5.00E-05		0.000851471		yes				AT1G08560		AT1G08560.1		member of SYP11 syntaxin Gene Family		protein_coding		SYNTAXIN  OF PLANTS 111 (SYP111)		SYNTAXIN  OF PLANTS 111 (SYP111); (ATSYP111);KNOLLE (KN)

		XLOC_027424		XLOC_027424		AT5G37400		5:14834342-14836346		WT leaves		ebs leaves		OK		0.843721		1.41867		0.75		1.53784		0.0039		0.0308142		yes				AT3G43210		AT3G43210.1		Encodes a kinesin TETRASPORE. Required for cytokinesis in pollen. In mutants, all four microspore nuclei remain within the same cytoplasm after meiosis.		protein_coding		TETRASPORE (TES)		TETRASPORE (TES);NPK1-ACTIVATING KINESIN 2 (NACK2);ARABIDOPSIS NPK1-ACTIVATING KINESIN 2 (ATNACK2)

		XLOC_000688		XLOC_000688		AT1G13260		1:4542167-4543742		WT leaves		ebs leaves		OK		23.5786		39.6206		0.75		3.51629		5.00E-05		0.000851471		yes				AT2G45900		AT2G45900.1		Phosphatidylinositol N-acetyglucosaminlytransferase subunit P-related; BEST Arabidopsis thaliana protein match is: Phosphatidylinositol N-acetyglucosaminlytransferase subunit P-related (TAIR:AT3G61380.1); Has 396 Blast hits to 374 proteins in 94 species: Archae - 0; Bacteria - 31; Metazoa - 55; Fungi - 42; Plants - 167; Viruses - 0; Other Eukaryotes - 101 (source: NCBI BLink).		protein_coding		TON1 RECRUITING MOTIF 13 (TRM13)		TON1 RECRUITING MOTIF 13 (TRM13)

		XLOC_004600		XLOC_004600		AT1G07135		1:2189927-2190659		WT leaves		ebs leaves		OK		61.2867		102.957		0.75		3.33981		5.00E-05		0.000851471		yes				AT3G58650		AT3G58650.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 8 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G26910.1); Has 2350 Blast hits to 1412 proteins in 248 species: Archae - 0; Bacteria - 487; Metazoa - 577; Fungi - 236; Plants - 184; Viruses - 4; Other Eukaryotes - 862 (source: NCBI BLink).		protein_coding		TON1 RECRUITING MOTIF 7 (TRM7)		TON1 RECRUITING MOTIF 7 (TRM7)

		XLOC_009619		XLOC_009619		AT2G22770		2:9684724-9686595		WT leaves		ebs leaves		OK		1.48377		2.49214		0.75		1.27495		0.0054		0.0398135		yes				AT2G37720		AT2G37720.1		Encodes a member of the TBL (TRICHOME BIREFRINGENCE-LIKE) gene family containing a plant-specific DUF231 (domain of unknown function) domain. TBL gene family has 46 members, two of which (TBR/AT5G06700 and TBL3/AT5G01360) have been shown to be involved in the synthesis and deposition of secondary wall cellulose, presumably by influencing the esterification state of pectic polymers. A nomenclature for this gene family has been proposed (Volker Bischoff & Wolf Scheible, 2010, personal communication).		protein_coding		TRICHOME BIREFRINGENCE-LIKE 15 (TBL15)		TRICHOME BIREFRINGENCE-LIKE 15 (TBL15)

		XLOC_017082		XLOC_017082		AT3G01500		3:194723-198019		WT leaves		ebs leaves		OK		1492.63		2506.67		0.75		2.68189		5.00E-05		0.000851471		yes				AT2G47770		AT2G47770.1		Encodes a membrane-bound protein designated AtTSPO (Arabidopsis thaliana TSPO-related). AtTSPO is related to the bacterial outer membrane tryptophan-rich sensory protein (TspO) and the mammalian mitochondrial 18 kDa Translocator Protein (18 kDa TSPO), members of the TspO/MBR domain-containing membrane proteins. Mainly detected in dry seeds, but can be induced in vegetative tissues by osmotic or salt stress or abscisic acid treatment. Located in endoplasmic reticulum and the Golgi stacks.  It is degraded through the autophagy pathway.		protein_coding		TSPO(OUTER MEMBRANE TRYPTOPHAN-RICH SENSORY PROTEIN)-RELATED (TSPO)		TSPO(OUTER MEMBRANE TRYPTOPHAN-RICH SENSORY PROTEIN)-RELATED (ATTSPO);TSPO(OUTER MEMBRANE TRYPTOPHAN-RICH SENSORY PROTEIN)-RELATED (TSPO)

		XLOC_022229		XLOC_022229		AT4G27740		4:13839074-13839763		WT leaves		ebs leaves		OK		23.149		38.8735		0.75		2.3961		5.00E-05		0.000851471		yes				AT3G57860		AT3G57860.1		Encodes a protein that controls entry into the second meiotic division. Negatively regulates the Anaphase-Promoting Complex/Cyclosome.		protein_coding		UV-B-INSENSITIVE 4-LIKE (UVI4-LIKE)		UV-B-INSENSITIVE 4-LIKE (UVI4-LIKE);GIGAS CELL 1 (GIG1);OMISSION OF SECOND DIVISION (OSD1)

		XLOC_021741		XLOC_021741		AT4G19170		4:10481785-10483857		WT leaves		ebs leaves		OK		63.8675		107.203		0.75		3.67649		5.00E-05		0.000851471		yes				AT2G34940		AT2G34940.1		VACUOLAR SORTING RECEPTOR 5 (VSR5); FUNCTIONS IN: calcium ion binding; INVOLVED IN: protein targeting to vacuole; LOCATED IN: integral to plasma membrane, Golgi transport complex; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protease-associated PA (InterPro:IPR003137), EGF-like calcium-binding, conserved site (InterPro:IPR018097), EGF-like calcium-binding (InterPro:IPR001881), Growth factor, receptor (InterPro:IPR009030); BEST Arabidopsis thaliana protein match is: VACUOLAR SORTING RECEPTOR 6 (TAIR:AT1G30900.1); Has 10681 Blast hits to 5483 proteins in 264 species: Archae - 0; Bacteria - 175; Metazoa - 9320; Fungi - 5; Plants - 378; Viruses - 0; Other Eukaryotes - 803 (source: NCBI BLink).		protein_coding		VACUOLAR SORTING RECEPTOR 5 (VSR5)		VACUOLAR SORTING RECEPTOR 5 (VSR5);BINDING PROTEIN OF 80 KDA 3;2 (BP80-3;2);VACUOLAR SORTING RECEPTOR 3;2 (VSR3;2)

		XLOC_017952		XLOC_017952		AT3G16470		3:5595928-5599224		WT leaves		ebs leaves		OK		17.0607		28.6078		0.75		3.24302		5.00E-05		0.000851471		yes				AT3G18010		AT3G18010.1		Encodes a WUSCHEL-related homeobox gene family member with 65 amino acids in its homeodomain. Proteins in this family contain a sequence of eight residues (TLPLFPMH) downstream of the homeodomain called the WUS box.  Its mRNA is expressed in the initiating vascular primordium of the cotyledons during  heart and torpedo stages.		protein_coding		WUSCHEL RELATED HOMEOBOX 1 (WOX1)		WUSCHEL RELATED HOMEOBOX 1 (WOX1)

		XLOC_024720		XLOC_024720		AT4G26795		4:13487208-13489601		WT leaves		ebs leaves		OK		3.6348		6.09359		0.75		1.64017		0.00205		0.0188125		yes

		XLOC_026439		XLOC_026439		AT5G19140		5:6423152-6428467		WT leaves		ebs leaves		OK		331.761		556.101		0.75		3.6154		5.00E-05		0.000851471		yes

		XLOC_028771		XLOC_028771		AT5G59790		5:24090714-24093168		WT leaves		ebs leaves		OK		2.16499		3.62598		0.74		1.96216		5.00E-05		0.000851471		yes

		XLOC_007320		XLOC_007320		AT1G62810		1:23257725-23261966		WT leaves		ebs leaves		OK		6.82296		11.4187		0.74		3.20593		5.00E-05		0.000851471		yes

		XLOC_001283		XLOC_001283		AT1G23710		1:8385250-8386426		WT leaves		ebs leaves		OK		8.24381		13.7885		0.74		1.50289		0.002		0.018491		yes

		XLOC_012066		XLOC_012066		AT2G18350		2:7969319-7972081		WT leaves		ebs leaves		OK		4.00332		6.68698		0.74		1.64251		0.0002		0.00287925		yes

		XLOC_010772		XLOC_010772		AT2G43060		2:17909184-17910082		WT leaves		ebs leaves		OK		3.04511		5.08563		0.74		1.62557		0.00085		0.00943042		yes

		XLOC_010996		XLOC_010996		AT2G46790		2:19232648-19235087		WT leaves		ebs leaves		OK		2.69071		4.49335		0.74		1.76085		5.00E-05		0.000851471		yes

		XLOC_017968		XLOC_017968		AT3G16690		3:5684358-5686490		WT leaves		ebs leaves		OK		5.84004		9.74619		0.74		1.67802		0.00065		0.00761746		yes

		XLOC_022027		XLOC_022027		AT4G24120		4:12524490-12527341		WT leaves		ebs leaves		OK		6.09177		10.1607		0.74		2.69293		5.00E-05		0.000851471		yes

		XLOC_009541		XLOC_009541		AT2G21650		2:9259582-9260656		WT leaves		ebs leaves		OK		5.15305		8.58765		0.74		1.36061		0.0035		0.0283675		yes

		XLOC_007901		XLOC_007901		AT1G73500		1:27639090-27640529		WT leaves		ebs leaves		OK		3.13282		5.21932		0.74		2.02491		5.00E-05		0.000851471		yes

		XLOC_023093		XLOC_023093		AT4G02420		4:1064362-1066372		WT leaves		ebs leaves		OK		2.99727		4.99334		0.74		2.38694		5.00E-05		0.000851471		yes

		XLOC_026539		XLOC_026539		AT5G20960,AT5G20970		5:7116737-7128359		WT leaves		ebs leaves		OK		5.4482		9.07382		0.74		1.24272		0.00695		0.0482464		yes

		XLOC_029990		XLOC_029990		AT5G16080		5:5252314-5253618		WT leaves		ebs leaves		OK		2.61618		4.35167		0.73		1.52034		0.0006		0.0071353		yes

		XLOC_033125		XLOC_033125		ATCG00750		Pt:78959-79376		WT leaves		ebs leaves		OK		7.75731		12.9012		0.73		1.56521		0.0019		0.0177704		yes

		XLOC_000739		XLOC_000739		AT1G14190		1:4852801-4854307		WT leaves		ebs leaves		OK		1.01086		1.67909		0.73		1.42642		0.00635		0.0450604		yes

		XLOC_003408		XLOC_003408		AT1G65490		1:24354770-24355351		WT leaves		ebs leaves		OK		6.87173		11.411		0.73		1.21616		0.00465		0.0354402		yes

		XLOC_013710		XLOC_013710		AT2G47000		2:19309867-19315241		WT leaves		ebs leaves		OK		1.5575		2.58612		0.73		2.17431		5.00E-05		0.000851471		yes

		XLOC_019665		XLOC_019665		AT3G50840		3:18896174-18898621		WT leaves		ebs leaves		OK		5.42044		8.9884		0.73		2.68451		5.00E-05		0.000851471		yes

		XLOC_003530		XLOC_003530		AT1G67850		1:25437899-25442142		WT leaves		ebs leaves		OK		2.87834		4.77121		0.73		2.29809		5.00E-05		0.000851471		yes

		XLOC_029369		XLOC_029369		AT5G04020		5:1081610-1086546		WT leaves		ebs leaves		OK		3.44172		5.70304		0.73		2.04635		5.00E-05		0.000851471		yes

		XLOC_013639		XLOC_013639		AT2G45660		2:18807537-18811047		WT leaves		ebs leaves		OK		36.004		59.5915		0.73		3.50825		5.00E-05		0.000851471		yes

		XLOC_033124		XLOC_033124		ATCG00740		Pt:77900-78890		WT leaves		ebs leaves		OK		3.25168		5.3796		0.73		1.81335		0.0002		0.00287925		yes

		XLOC_007614		XLOC_007614		AT1G67870		1:25449366-25451012		WT leaves		ebs leaves		OK		166.815		275.664		0.72		3.59496		5.00E-05		0.000851471		yes

		XLOC_016057		XLOC_016057		AT3G45650		3:16759252-16761266		WT leaves		ebs leaves		OK		3.30586		5.46265		0.72		2.26876		5.00E-05		0.000851471		yes

		XLOC_004571		XLOC_004571		AT1G06690		1:2049601-2052154		WT leaves		ebs leaves		OK		45.4217		74.8848		0.72		3.4444		5.00E-05		0.000851471		yes

		XLOC_018395		XLOC_018395		AT3G24420		3:8862839-8864914		WT leaves		ebs leaves		OK		52.9312		87.2493		0.72		3.43858		5.00E-05		0.000851471		yes

		XLOC_005260		XLOC_005260		AT1G18890		1:6520747-6525962		WT leaves		ebs leaves		OK		7.22917		11.9149		0.72		3.08315		5.00E-05		0.000851471		yes

		XLOC_000785		XLOC_000785		AT1G15125		1:5204624-5205912		WT leaves		ebs leaves		OK		3.02954		4.99056		0.72		1.77463		0.0005		0.00615957		yes

		XLOC_020260		XLOC_020260		AT3G61210		3:22658677-22659870		WT leaves		ebs leaves		OK		23.8367		39.2122		0.72		3.04495		5.00E-05		0.000851471		yes

		XLOC_013172		XLOC_013172		AT2G37170		2:15613401-15614857		WT leaves		ebs leaves		OK		35.1655		57.8006		0.72		1.65163		0.0006		0.0071353		yes

		XLOC_003078		XLOC_003078		AT1G59620		1:21902283-21905685		WT leaves		ebs leaves		OK		6.08748		9.98967		0.71		2.32029		5.00E-05		0.000851471		yes

		XLOC_026203		XLOC_026203		AT5G14920		5:4826478-4827980		WT leaves		ebs leaves		OK		95.9374		157.183		0.71		3.47425		5.00E-05		0.000851471		yes

		XLOC_002585		XLOC_002585		AT1G50732		1:18802687-18803363		WT leaves		ebs leaves		OK		38.3283		62.7475		0.71		2.24462		5.00E-05		0.000851471		yes

		XLOC_012060		XLOC_012060		AT2G18210		2:7924957-7925875		WT leaves		ebs leaves		OK		6.32215		10.3487		0.71		2.13644		5.00E-05		0.000851471		yes

		XLOC_003421		XLOC_003421		AT1G65800		1:24473120-24476715		WT leaves		ebs leaves		OK		4.25547		6.96368		0.71		1.186		0.00235		0.0208329		yes

		XLOC_032016		XLOC_032016		AT5G51795		5:21043082-21044194		WT leaves		ebs leaves		OK		2.36675		3.87251		0.71		1.61735		0.00185		0.0174525		yes

		XLOC_010087		XLOC_010087		AT2G31200		2:13293985-13295410		WT leaves		ebs leaves		OK		8.35828		13.6598		0.71		2.49442		5.00E-05		0.000851471		yes

		XLOC_002646		XLOC_002646		AT1G51700		1:19174069-19175189		WT leaves		ebs leaves		OK		13.7178		22.3757		0.71		2.87646		5.00E-05		0.000851471		yes

		XLOC_030429		XLOC_030429		AT5G24280		5:8251377-8262154		WT leaves		ebs leaves		OK		0.7971		1.29978		0.71		1.74413		0.0002		0.00287925		yes

		XLOC_013286		XLOC_013286		AT2G39310		2:16414072-16416815		WT leaves		ebs leaves		OK		1.09199		1.78023		0.71		1.23244		0.0059		0.0426846		yes

		XLOC_022116		XLOC_022116		AT4G25780		4:13121067-13121955		WT leaves		ebs leaves		OK		13.6032		22.1572		0.70		2.57329		5.00E-05		0.000851471		yes

		XLOC_012028		XLOC_012028		AT2G17640		2:7668077-7670495		WT leaves		ebs leaves		OK		5.29827		8.62306		0.70		2.26878		5.00E-05		0.000851471		yes

		XLOC_002922		XLOC_002922		AT1G56540		1:21181663-21185306		WT leaves		ebs leaves		OK		0.641647		1.04407		0.70		1.5903		0.00245		0.0214424		yes

		XLOC_016243		XLOC_016243		AT3G48720		3:18046322-18049463		WT leaves		ebs leaves		OK		43.1257		70.12		0.70		3.42226		5.00E-05		0.000851471		yes

		XLOC_012911		XLOC_012911		AT2G32870		2:13944610-13946790		WT leaves		ebs leaves		OK		38.436		62.436		0.70		3.41366		5.00E-05		0.000851471		yes

		XLOC_033092		XLOC_033092		ATCG00140		Pt:13261-13507		WT leaves		ebs leaves		OK		36.873		59.8553		0.70		1.61124		0.0021		0.0191763		yes

		XLOC_001800		XLOC_001800		AT1G32928		1:11931202-11931801		WT leaves		ebs leaves		OK		4.43757		7.19908		0.70		1.40036		0.00355		0.0286849		yes

		XLOC_005407		XLOC_005407		AT1G21520		1:7534153-7534789		WT leaves		ebs leaves		OK		6.11284		9.91054		0.70		1.70706		0.00035		0.00459263		yes

		XLOC_013263		XLOC_013263		AT2G38860		2:16233314-16235235		WT leaves		ebs leaves		OK		5.81449		9.42447		0.70		1.99246		5.00E-05		0.000851471		yes

		XLOC_010062		XLOC_010062		AT2G30870		2:13141356-13142613		WT leaves		ebs leaves		OK		74.3381		120.47		0.70		3.42821		5.00E-05		0.000851471		yes

		XLOC_010860		XLOC_010860		AT2G44490		2:18364755-18367725		WT leaves		ebs leaves		OK		61.9551		100.276		0.69		3.4682		5.00E-05		0.000851471		yes

		XLOC_014623		XLOC_014623		AT3G16460		3:5592581-5595717		WT leaves		ebs leaves		OK		5.52426		8.93759		0.69		1.79244		5.00E-05		0.000851471		yes

		XLOC_010066		XLOC_010066		AT2G30930		2:13162368-13163398		WT leaves		ebs leaves		OK		70.0879		113.308		0.69		3.33993		5.00E-05		0.000851471		yes

		XLOC_001841		XLOC_001841		AT1G33610		1:12188909-12190418		WT leaves		ebs leaves		OK		3.5744		5.77145		0.69		2.12199		5.00E-05		0.000851471		yes

		XLOC_022467		XLOC_022467		AT4G31800		4:15383200-15385029		WT leaves		ebs leaves		OK		5.57221		8.99508		0.69		1.94801		0.0001		0.00156486		yes

		XLOC_022361		XLOC_022361		AT4G29780		4:14579703-14581700		WT leaves		ebs leaves		OK		7.19825		11.6091		0.69		2.60139		5.00E-05		0.000851471		yes

		XLOC_003231		XLOC_003231		AT1G62570		1:23169135-23172105		WT leaves		ebs leaves		OK		3.24036		5.22455		0.69		1.87325		0.00015		0.0022305		yes

		XLOC_005574		XLOC_005574		AT1G24400		1:8651406-8653828		WT leaves		ebs leaves		OK		7.67593		12.3744		0.69		2.67309		5.00E-05		0.000851471		yes

		XLOC_000487		XLOC_000487		AT1G09970		1:3252239-3255693		WT leaves		ebs leaves		OK		24.5981		39.5247		0.68		1.63775		0.0054		0.0398135		yes

		XLOC_032588		XLOC_032588		AT5G62470		5:25078990-25081101		WT leaves		ebs leaves		OK		12.3927		19.9108		0.68		2.85123		5.00E-05		0.000851471		yes

		XLOC_009650		XLOC_009650		AT2G23180		2:9874906-9876594		WT leaves		ebs leaves		OK		3.81899		6.13522		0.68		1.31952		0.003		0.0250717		yes

		XLOC_019648		XLOC_019648		AT3G50685		3:18834154-18834834		WT leaves		ebs leaves		OK		296.993		476.902		0.68		1.43069		0.00365		0.0293139		yes

		XLOC_019407		XLOC_019407		AT3G46620		3:17178696-17180067		WT leaves		ebs leaves		OK		15.5184		24.8786		0.68		2.61002		5.00E-05		0.000851471		yes

		XLOC_010371		XLOC_010371		AT2G35960		2:15106939-15107993		WT leaves		ebs leaves		OK		19.0625		30.5572		0.68		2.90321		5.00E-05		0.000851471		yes

		XLOC_012501		XLOC_012501		AT2G25850		2:11025419-11030776		WT leaves		ebs leaves		OK		11.9857		19.1989		0.68		2.00471		5.00E-05		0.000851471		yes

		XLOC_009246		XLOC_009246		AT2G16740		2:7267721-7268942		WT leaves		ebs leaves		OK		9.81403		15.7083		0.68		2.18466		5.00E-05		0.000851471		yes

		XLOC_004954		XLOC_004954		AT1G13210		1:4508962-4513938		WT leaves		ebs leaves		OK		12.8292		20.5165		0.68		3.22249		5.00E-05		0.000851471		yes

		XLOC_003819		XLOC_003819		AT1G72910		1:27435613-27437144		WT leaves		ebs leaves		OK		3.24822		5.19148		0.68		1.19677		0.00405		0.0317421		yes

		XLOC_012726		XLOC_012726		AT2G29670		2:12681957-12685087		WT leaves		ebs leaves		OK		44.5362		71.1684		0.68		3.32567		5.00E-05		0.000851471		yes

		XLOC_004872		XLOC_004872		AT1G11670		1:3928161-3931576		WT leaves		ebs leaves		OK		6.09145		9.73141		0.68		2.53908		5.00E-05		0.000851471		yes

		XLOC_013572		XLOC_013572		AT2G44290		2:18305200-18306251		WT leaves		ebs leaves		OK		5.21529		8.33057		0.68		1.42429		0.0015		0.0147359		yes

		XLOC_033090		XLOC_033090		ATCG00120		Pt:9937-11461		WT leaves		ebs leaves		OK		6.44716		10.2926		0.67		2.4987		5.00E-05		0.000851471		yes

		XLOC_030010		XLOC_030010		AT5G16370		5:5356604-5358511		WT leaves		ebs leaves		OK		4.53495		7.23779		0.67		2.19108		5.00E-05		0.000851471		yes

		XLOC_000878		XLOC_000878		AT1G16670		1:5697323-5699769		WT leaves		ebs leaves		OK		4.42431		7.05274		0.67		2.29571		5.00E-05		0.000851471		yes

		XLOC_022816		XLOC_022816		AT4G37980		4:17852440-17854500		WT leaves		ebs leaves		OK		112.926		179.972		0.67		3.32925		5.00E-05		0.000851471		yes

		XLOC_025543		XLOC_025543		AT5G02170		5:427832-430695		WT leaves		ebs leaves		OK		4.06658		6.48027		0.67		0.948229		0.00725		0.0497695		yes

		XLOC_007616		XLOC_007616		AT1G67910		1:25471287-25472440		WT leaves		ebs leaves		OK		7.95389		12.6737		0.67		1.8581		0.0002		0.00287925		yes

		XLOC_021682		XLOC_021682		AT4G18220		4:10078767-10080109		WT leaves		ebs leaves		OK		8.53661		13.5641		0.67		2.33986		5.00E-05		0.000851471		yes

		XLOC_013244		XLOC_013244		AT2G38465		2:16106262-16106913		WT leaves		ebs leaves		OK		19.1191		30.3722		0.67		1.88297		5.00E-05		0.000851471		yes

		XLOC_027567		XLOC_027567		AT5G39760		5:15911415-15912830		WT leaves		ebs leaves		OK		17.8863		28.4005		0.67		2.96946		5.00E-05		0.000851471		yes

		XLOC_016347		XLOC_016347		AT3G50700		3:18840410-18842950		WT leaves		ebs leaves		OK		18.9377		30.0643		0.67		3.15896		5.00E-05		0.000851471		yes

		XLOC_025506		XLOC_025506		AT5G01542		5:210978-213472		WT leaves		ebs leaves		OK		1.60661		2.54938		0.67		1.64478		0.00095		0.0102873		yes

		XLOC_004257		XLOC_004257		AT1G01120		1:57268-59167		WT leaves		ebs leaves		OK		69.8356		110.742		0.67		3.30676		5.00E-05		0.000851471		yes

		XLOC_019238		XLOC_019238		AT3G44205		3:15913020-15915321		WT leaves		ebs leaves		OK		1.18033		1.87143		0.66		1.63147		0.00115		0.0119101		yes

		XLOC_005989		XLOC_005989		AT1G32900		1:11920389-11923766		WT leaves		ebs leaves		OK		6.57949		10.4197		0.66		2.57755		5.00E-05		0.000851471		yes

		XLOC_002739		XLOC_002739		AT1G53350,AT1G53360		1:19903898-19908548		WT leaves		ebs leaves		OK		2.00458		3.17394		0.66		2.06197		5.00E-05		0.000851471		yes

		XLOC_022137		XLOC_022137		AT4G26070		4:13217648-13219933		WT leaves		ebs leaves		OK		6.80142		10.7574		0.66		1.67206		0.0001		0.00156486		yes

		XLOC_024327		XLOC_024327		AT4G19830		4:10772401-10774023		WT leaves		ebs leaves		OK		29.9795		47.4101		0.66		2.90912		5.00E-05		0.000851471		yes

		XLOC_017042		XLOC_017042		AT3G01060		3:16642-18840		WT leaves		ebs leaves		OK		42.2826		66.8157		0.66		2.33125		5.00E-05		0.000851471		yes

		XLOC_013259		XLOC_013259		AT2G38750		2:16196264-16198491		WT leaves		ebs leaves		OK		25.0538		39.5649		0.66		3.05218		5.00E-05		0.000851471		yes

		XLOC_008212		XLOC_008212		AT1G78990		1:29713530-29714969		WT leaves		ebs leaves		OK		2.97029		4.68807		0.66		1.81589		0.00035		0.00459263		yes

		XLOC_012743		XLOC_012743		AT2G29995		2:12796906-12799419		WT leaves		ebs leaves		OK		9.27652		14.6379		0.66		1.63948		0.0007		0.00809588		yes

		XLOC_012419		XLOC_012419		AT2G24550		2:10427855-10429222		WT leaves		ebs leaves		OK		12.585		19.8543		0.66		2.53912		5.00E-05		0.000851471		yes

		XLOC_031555		XLOC_031555		AT5G43890		5:17648856-17650131		WT leaves		ebs leaves		OK		1.9529		3.07931		0.66		1.49966		0.0034		0.0277146		yes

		XLOC_014561		XLOC_014561		AT3G15540		3:5264023-5265678		WT leaves		ebs leaves		OK		13.1404		20.7134		0.66		2.48332		5.00E-05		0.000851471		yes

		XLOC_003884		XLOC_003884		AT1G74090		1:27862908-27864193		WT leaves		ebs leaves		OK		25.3908		40.0016		0.66		1.56195		0.00565		0.0412626		yes

		XLOC_016158		XLOC_016158		AT3G47380		3:17457794-17458570		WT leaves		ebs leaves		OK		8.66516		13.6471		0.66		2.04645		5.00E-05		0.000851471		yes

		XLOC_022554		XLOC_022554		AT4G33220		4:16022438-16026360		WT leaves		ebs leaves		OK		28.4336		44.7568		0.65		3.12284		5.00E-05		0.000851471		yes

		XLOC_014880		XLOC_014880		AT3G20600		3:7194845-7195736		WT leaves		ebs leaves		OK		4.76503		7.50003		0.65		1.65907		0.00085		0.00943042		yes

		XLOC_000306		XLOC_000306		AT1G06640		1:2032337-2034018		WT leaves		ebs leaves		OK		15.1157		23.7875		0.65		1.5239		0.00145		0.014382		yes

		XLOC_000092		XLOC_000092		AT1G02650		1:568703-570418		WT leaves		ebs leaves		OK		1.49003		2.34345		0.65		1.48292		0.00325		0.0268701		yes

		XLOC_029210		XLOC_029210		AT5G01180		5:60207-63848		WT leaves		ebs leaves		OK		2.34478		3.68759		0.65		1.24792		0.00385		0.0305232		yes

		XLOC_009334		XLOC_009334		AT2G18050		2:7845922-7846884		WT leaves		ebs leaves		OK		13.9719		21.9191		0.65		1.68536		0.00025		0.00348795		yes

		XLOC_016021		XLOC_016021		AT3G44900		3:16388723-16391360		WT leaves		ebs leaves		OK		0.764266		1.19897		0.65		1.38451		0.0072		0.0495732		yes

		XLOC_014634		XLOC_014634		AT3G16720		3:5692737-5694127		WT leaves		ebs leaves		OK		6.0139		9.43318		0.65		2.2064		5.00E-05		0.000851471		yes

		XLOC_009230		XLOC_009230		AT2G16380		2:7085783-7089157		WT leaves		ebs leaves		OK		10.2761		16.1157		0.65		2.52758		5.00E-05		0.000851471		yes

		XLOC_018081		XLOC_018081		AT3G18830		3:6488861-6491273		WT leaves		ebs leaves		OK		20.4685		32.0991		0.65		2.40581		5.00E-05		0.000851471		yes

		XLOC_014434		XLOC_014434		AT3G13600		3:4445101-4447383		WT leaves		ebs leaves		OK		1.61097		2.52489		0.65		1.61314		0.00145		0.014382		yes

		XLOC_001245		XLOC_001245		AT1G22890		1:8102817-8103532		WT leaves		ebs leaves		OK		33.6616		52.7473		0.65		2.58749		5.00E-05		0.000851471		yes

		XLOC_014116		XLOC_014116		AT3G07350		3:2347467-2348791		WT leaves		ebs leaves		OK		4.94054		7.73176		0.65		1.96114		0.0001		0.00156486		yes

		XLOC_032846		XLOC_032846		AT5G67030		5:26753509-26757236		WT leaves		ebs leaves		OK		100.132		156.631		0.65		3.22136		5.00E-05		0.000851471		yes

		XLOC_029523		XLOC_029523		AT5G07000		5:2171402-2172939		WT leaves		ebs leaves		OK		16.4464		25.7107		0.64		2.85533		5.00E-05		0.000851471		yes

		XLOC_028444		XLOC_028444		AT5G54160		5:21981995-21984363		WT leaves		ebs leaves		OK		55.9549		87.4674		0.64		1.66485		0.0019		0.0177704		yes

		XLOC_012763		XLOC_012763		AT2G30350		2:12934149-12935773		WT leaves		ebs leaves		OK		9.39594		14.6803		0.64		1.40179		0.0036		0.0290256		yes

		XLOC_022042		XLOC_022042		AT4G24350		4:12609527-12612131		WT leaves		ebs leaves		OK		38.8471		60.694		0.64		2.5098		5.00E-05		0.000851471		yes

		XLOC_032396		XLOC_032396		AT5G58870		5:23769810-23773780		WT leaves		ebs leaves		OK		32.8435		51.3016		0.64		1.62243		0.0024		0.0211749		yes

		XLOC_003847		XLOC_003847		AT1G73480		1:27628938-27632806		WT leaves		ebs leaves		OK		20.5295		32.0464		0.64		3.04324		5.00E-05		0.000851471		yes

		XLOC_005340		XLOC_005340		AT1G20440		1:7084408-7085772		WT leaves		ebs leaves		OK		433.652		676.732		0.64		3.08602		5.00E-05		0.000851471		yes

		XLOC_011003		XLOC_011003		AT2G46870		2:19260917-19262404		WT leaves		ebs leaves		OK		10.9944		17.1415		0.64		2.65681		5.00E-05		0.000851471		yes

		XLOC_008088		XLOC_008088		AT1G76955		1:28918809-28919545		WT leaves		ebs leaves		OK		12.1244		18.8694		0.64		1.95329		0.00015		0.0022305		yes

		XLOC_026148		XLOC_026148		AT5G13770		5:4445422-4448646		WT leaves		ebs leaves		OK		38.7375		60.2828		0.64		2.39156		5.00E-05		0.000851471		yes

		XLOC_024811		XLOC_024811		AT4G28290		4:14011843-14012583		WT leaves		ebs leaves		OK		27.8614		43.3374		0.64		1.63153		0.0009		0.00987867		yes

		XLOC_032608		XLOC_032608		AT5G62920		5:25252385-25254212		WT leaves		ebs leaves		OK		10.8227		16.8175		0.64		1.76284		0.00075		0.00852515		yes

		XLOC_002337		XLOC_002337		AT1G45201		1:17123820-17128651		WT leaves		ebs leaves		OK		29.2191		45.4004		0.64		1.11969		0.007		0.0484845		yes

		XLOC_012863		XLOC_012863		AT2G31900		2:13560759-13569623		WT leaves		ebs leaves		OK		1.01015		1.56887		0.64		1.76313		0.00085		0.00943042		yes

		XLOC_003083		XLOC_003083		AT1G59700		1:21936295-21937959		WT leaves		ebs leaves		OK		3.38072		5.24779		0.63		1.47778		0.00175		0.0166962		yes

		XLOC_001135		XLOC_001135		AT1G21010		1:7346155-7346973		WT leaves		ebs leaves		OK		18.5829		28.7889		0.63		1.6599		0.00025		0.00348795		yes

		XLOC_017298		XLOC_017298		AT3G05320		3:1513449-1514895		WT leaves		ebs leaves		OK		2.14968		3.32938		0.63		1.58079		0.002		0.018491		yes

		XLOC_029272		XLOC_029272		AT5G02290		5:469297-472784		WT leaves		ebs leaves		OK		12.1785		18.8607		0.63		2.3887		5.00E-05		0.000851471		yes

		XLOC_003996		XLOC_003996		AT1G76185		1:28590324-28591518		WT leaves		ebs leaves		OK		5.68079		8.79457		0.63		1.57081		0.0019		0.0177704		yes

		XLOC_032337		XLOC_032337		AT5G57780		5:23405323-23406351		WT leaves		ebs leaves		OK		20.8277		32.224		0.63		2.48741		5.00E-05		0.000851471		yes

		XLOC_007842		XLOC_007842		AT1G72416		1:27258828-27260291		WT leaves		ebs leaves		OK		18.867		29.1657		0.63		2.04396		5.00E-05		0.000851471		yes

		XLOC_023620		XLOC_023620		AT4G08850		4:5636488-5640636		WT leaves		ebs leaves		OK		12.5765		19.4414		0.63		2.73861		5.00E-05		0.000851471		yes

		XLOC_019546		XLOC_019546		AT3G49160		3:18221993-18224885		WT leaves		ebs leaves		OK		6.93168		10.7119		0.63		2.6208		5.00E-05		0.000851471		yes

		XLOC_012912		XLOC_012912		AT2G32880		2:13948749-13950556		WT leaves		ebs leaves		OK		27.5122		42.4381		0.63		2.76839		5.00E-05		0.000851471		yes

		XLOC_018562		XLOC_018562		AT3G27050		3:9978094-9979699		WT leaves		ebs leaves		OK		24.6242		37.9423		0.62		2.4953		5.00E-05		0.000851471		yes

		XLOC_004963		XLOC_004963		AT1G13360		1:4576872-4577967		WT leaves		ebs leaves		OK		47.8186		73.6555		0.62		2.22756		5.00E-05		0.000851471		yes

		XLOC_003286		XLOC_003286		AT1G63540,AT1G63550		1:23566957-23571107		WT leaves		ebs leaves		OK		4.20077		6.47006		0.62		2.02491		5.00E-05		0.000851471		yes

		XLOC_016460		XLOC_016460		AT3G52710		3:19532194-19538403		WT leaves		ebs leaves		OK		4.62879		7.12912		0.62		1.98439		0.00015		0.0022305		yes

		XLOC_026722		XLOC_026722		AT5G25120		5:8662098-8664533		WT leaves		ebs leaves		OK		7.84322		12.0749		0.62		2.49984		5.00E-05		0.000851471		yes

		XLOC_017539		XLOC_017539		AT3G09540		3:2928810-2931228		WT leaves		ebs leaves		OK		12.469		19.1898		0.62		2.57739		5.00E-05		0.000851471		yes

		XLOC_002819		XLOC_002819		AT1G54740		1:20430768-20431986		WT leaves		ebs leaves		OK		14.1401		21.7345		0.62		2.48623		5.00E-05		0.000851471		yes

		XLOC_012528		XLOC_012528		AT2G26360		2:11220707-11223213		WT leaves		ebs leaves		OK		4.9814		7.65607		0.62		1.45812		0.00525		0.0389088		yes

		XLOC_004131		XLOC_004131		AT1G78670		1:29590944-29593499		WT leaves		ebs leaves		OK		8.43144		12.9479		0.62		2.0192		0.0001		0.00156486		yes

		XLOC_024391		XLOC_024391		AT4G21215		4:11310384-11313709		WT leaves		ebs leaves		OK		27.1267		41.6402		0.62		2.76484		5.00E-05		0.000851471		yes

		XLOC_005445		XLOC_005445		AT1G22180		1:7826288-7830392		WT leaves		ebs leaves		OK		5.57252		8.55037		0.62		1.51691		0.00145		0.014382		yes

		XLOC_014831		XLOC_014831		AT3G19930		3:6934772-6937120		WT leaves		ebs leaves		OK		20.7579		31.8434		0.62		2.95699		5.00E-05		0.000851471		yes

		XLOC_029484		XLOC_029484		AT5G06320		5:1928390-1931768		WT leaves		ebs leaves		OK		100.116		153.58		0.62		2.99822		5.00E-05		0.000851471		yes

		XLOC_019490		XLOC_019490		AT3G48100		3:17758426-17760874		WT leaves		ebs leaves		OK		4.9268		7.55086		0.62		1.99215		0.0001		0.00156486		yes

		XLOC_003335		XLOC_003335		AT1G64370		1:23888919-23889661		WT leaves		ebs leaves		OK		186.671		285.793		0.61		3.02359		5.00E-05		0.000851471		yes

		XLOC_028513		XLOC_028513		AT5G55180		5:22388781-22390714		WT leaves		ebs leaves		OK		27.2764		41.7532		0.61		2.18002		5.00E-05		0.000851471		yes

		XLOC_004724		XLOC_004724		AT1G09220		1:2977791-2979466		WT leaves		ebs leaves		OK		1.43241		2.19146		0.61		1.39958		0.0063		0.044843		yes

		XLOC_027881		XLOC_027881		AT5G44580		5:17979310-17980411		WT leaves		ebs leaves		OK		18.7102		28.6235		0.61		1.72845		0.0006		0.0071353		yes

		XLOC_002902		XLOC_002902		AT1G56190		1:21028215-21030649		WT leaves		ebs leaves		OK		99.1914		151.669		0.61		3.0416		5.00E-05		0.000851471		yes

		XLOC_000419		XLOC_000419		AT1G08830		1:2827060-2838469		WT leaves		ebs leaves		OK		48.7301		74.4879		0.61		2.38485		5.00E-05		0.000851471		yes

		XLOC_000008		XLOC_000008		AT1G01180		1:75582-76758		WT leaves		ebs leaves		OK		7.62181		11.6472		0.61		1.92644		5.00E-05		0.000851471		yes

		XLOC_005010		XLOC_005010		AT1G14200		1:4854383-4855200		WT leaves		ebs leaves		OK		9.11697		13.9316		0.61		1.50578		0.0026		0.0224687		yes

		XLOC_000884		XLOC_000884		AT1G16720		1:5723087-5727312		WT leaves		ebs leaves		OK		79.0737		120.829		0.61		3.04489		5.00E-05		0.000851471		yes

		XLOC_019723		XLOC_019723		AT3G51920		3:19268042-19269479		WT leaves		ebs leaves		OK		19.2071		29.3444		0.61		2.32566		5.00E-05		0.000851471		yes

		XLOC_019400		XLOC_019400		AT3G46530		3:17130366-17133338		WT leaves		ebs leaves		OK		4.20064		6.41272		0.61		2.23015		5.00E-05		0.000851471		yes

		XLOC_005381		XLOC_005381		AT1G21120		1:7395227-7396773		WT leaves		ebs leaves		OK		23.7095		36.1843		0.61		2.81028		5.00E-05		0.000851471		yes

		XLOC_017620		XLOC_017620		AT3G10940		3:3422077-3423445		WT leaves		ebs leaves		OK		39.3455		60.0153		0.61		2.77157		5.00E-05		0.000851471		yes

		XLOC_023674		XLOC_023674		AT4G09760		4:6146689-6151399		WT leaves		ebs leaves		OK		8.43954		12.8729		0.61		1.51578		0.0019		0.0177704		yes

		XLOC_018322		XLOC_018322		AT3G23170		3:8267941-8268735		WT leaves		ebs leaves		OK		17.9449		27.3631		0.61		2.35598		5.00E-05		0.000851471		yes

		XLOC_001644		XLOC_001644		AT1G30270		1:10654856-10658897		WT leaves		ebs leaves		OK		4.8983		7.46843		0.61		2.10601		5.00E-05		0.000851471		yes

		XLOC_000178		XLOC_000178		AT1G04180		1:1104622-1105988		WT leaves		ebs leaves		OK		8.19759		12.4971		0.61		2.24355		5.00E-05		0.000851471		yes

		XLOC_030547		XLOC_030547		AT5G26230		5:9173516-9174542		WT leaves		ebs leaves		OK		4.27966		6.52403		0.61		1.67794		0.0014		0.0140212		yes

		XLOC_014365		XLOC_014365		AT3G12320		3:3923734-3925465		WT leaves		ebs leaves		OK		4.76229		7.25647		0.61		1.61102		0.0013		0.0131764		yes

		XLOC_012064		XLOC_012064		AT2G18300		2:7952441-7954739		WT leaves		ebs leaves		OK		101.231		154.21		0.61		2.38118		0.0001		0.00156486		yes

		XLOC_008201		XLOC_008201		AT1G78860		1:29646167-29647499		WT leaves		ebs leaves		OK		2.7457		4.1741		0.60		1.59397		0.00195		0.0181465		yes

		XLOC_032289		XLOC_032289		AT5G56980		5:23056079-23057742		WT leaves		ebs leaves		OK		11.0165		16.7371		0.60		2.54959		5.00E-05		0.000851471		yes

		XLOC_025551		XLOC_025551		AT5G02260		5:463157-465246		WT leaves		ebs leaves		OK		6.9405		10.54		0.60		1.72647		0.0005		0.00615957		yes

		XLOC_028989		XLOC_028989		AT5G63800		5:25530054-25535849		WT leaves		ebs leaves		OK		34.1256		51.8128		0.60		2.91342		5.00E-05		0.000851471		yes

		XLOC_002756		XLOC_002756		AT1G53670		1:20036640-20038219		WT leaves		ebs leaves		OK		85.1936		129.327		0.60		2.81098		5.00E-05		0.000851471		yes

		XLOC_010463		XLOC_010463		AT2G37580		2:15764727-15765553		WT leaves		ebs leaves		OK		6.71741		10.1917		0.60		1.57773		0.0008		0.00899964		yes

		XLOC_028617		XLOC_028617		AT5G56870		5:23004195-23008649		WT leaves		ebs leaves		OK		4.6732		7.08722		0.60		1.66946		0.0012		0.0123451		yes

		XLOC_027790		XLOC_027790		AT5G43150		5:17325012-17325923		WT leaves		ebs leaves		OK		9.40355		14.2585		0.60		1.55701		0.00115		0.0119101		yes

		XLOC_018313		XLOC_018313		AT3G23030		3:8180767-8181800		WT leaves		ebs leaves		OK		150.763		228.28		0.60		2.52774		5.00E-05		0.000851471		yes

		XLOC_007786		XLOC_007786		AT1G71030		1:26795122-26796364		WT leaves		ebs leaves		OK		133.97		202.798		0.60		2.98143		5.00E-05		0.000851471		yes

		XLOC_025764		XLOC_025764		AT5G05890		5:1772542-1774113		WT leaves		ebs leaves		OK		3.63284		5.49605		0.60		1.42033		0.00175		0.0166962		yes

		XLOC_032157		XLOC_032157		AT5G54510		5:22131092-22133678		WT leaves		ebs leaves		OK		3.66946		5.55137		0.60		1.38067		0.00685		0.047749		yes

		XLOC_000449		XLOC_000449		AT1G09310		1:3009054-3009880		WT leaves		ebs leaves		OK		949.192		1435.76		0.60		2.90272		5.00E-05		0.000851471		yes

		XLOC_027398		XLOC_027398		AT5G37070		5:14651011-14652286		WT leaves		ebs leaves		OK		13.1281		19.8569		0.60		1.60034		0.00075		0.00852515		yes

		XLOC_012426		XLOC_012426		AT2G24645		2:10480531-10482795		WT leaves		ebs leaves		OK		4.60202		6.95956		0.60		1.75902		0.00035		0.00459263		yes

		XLOC_030308		XLOC_030308		AT5G22270		5:7372232-7373102		WT leaves		ebs leaves		OK		25.0596		37.89		0.60		2.3283		5.00E-05		0.000851471		yes

		XLOC_031906		XLOC_031906		AT5G49740		5:20205341-20208730		WT leaves		ebs leaves		OK		8.89497		13.4358		0.60		2.17018		5.00E-05		0.000851471		yes

		XLOC_032719		XLOC_032719		AT5G64840		5:25916722-25919810		WT leaves		ebs leaves		OK		105.591		159.42		0.59		2.97869		5.00E-05		0.000851471		yes

		XLOC_015115		XLOC_015115		AT3G24190		3:8743252-8751634		WT leaves		ebs leaves		OK		25.7555		38.8836		0.59		2.5155		5.00E-05		0.000851471		yes

		XLOC_020131		XLOC_020131		AT3G58990		3:21797057-21798303		WT leaves		ebs leaves		OK		7.63104		11.5204		0.59		2.03737		5.00E-05		0.000851471		yes

		XLOC_003858		XLOC_003858		AT1G73670		1:27700049-27703440		WT leaves		ebs leaves		OK		9.45097		14.2569		0.59		1.33857		0.00635		0.0450604		yes

		XLOC_016992		XLOC_016992		AT3G62550		3:23135983-23137173		WT leaves		ebs leaves		OK		278.295		419.678		0.59		2.95655		5.00E-05		0.000851471		yes

		XLOC_023744		XLOC_023744		AT4G10920		4:6696711-6699199		WT leaves		ebs leaves		OK		98.8666		149.085		0.59		2.7954		5.00E-05		0.000851471		yes

		XLOC_014618		XLOC_014618		AT3G16420		3:5579385-5580953		WT leaves		ebs leaves		OK		14.4592		21.8001		0.59		2.33554		5.00E-05		0.000851471		yes

		XLOC_031852		XLOC_031852		AT5G48790		5:19779859-19782050		WT leaves		ebs leaves		OK		68.5601		103.288		0.59		2.81541		5.00E-05		0.000851471		yes

		XLOC_026438		XLOC_026438		AT5G19120		5:6414487-6415907		WT leaves		ebs leaves		OK		28.1275		42.3712		0.59		2.65546		5.00E-05		0.000851471		yes

		XLOC_012579		XLOC_012579		AT2G27190		2:11621221-11623618		WT leaves		ebs leaves		OK		8.64734		12.9919		0.59		2.27326		5.00E-05		0.000851471		yes

		XLOC_022028		XLOC_022028		AT4G24130		4:12527752-12528593		WT leaves		ebs leaves		OK		6.01094		9.02498		0.59		1.41994		0.0024		0.0211749		yes

		XLOC_031647		XLOC_031647		AT5G45340		5:18368641-18370991		WT leaves		ebs leaves		OK		3.53138		5.29707		0.58		1.51242		0.001		0.010716		yes

		XLOC_004010		XLOC_004010		AT1G76520		1:28715077-28717416		WT leaves		ebs leaves		OK		19.176		28.754		0.58		1.90746		0.00095		0.0102873		yes

		XLOC_000263		XLOC_000263		AT1G05900		1:1786855-1789676		WT leaves		ebs leaves		OK		9.76786		14.6334		0.58		1.23464		0.0067		0.0469329		yes

		XLOC_021403		XLOC_021403		AT4G13830		4:8011423-8012780		WT leaves		ebs leaves		OK		125.232		187.261		0.58		1.84312		0.00025		0.00348795		yes

		XLOC_032408		XLOC_032408		AT5G59080		5:23847404-23848557		WT leaves		ebs leaves		OK		17.6079		26.3292		0.58		2.28403		5.00E-05		0.000851471		yes

		XLOC_012215		XLOC_012215		transcript:AT2G20910.1		2:8994147-8996804		WT leaves		ebs leaves		OK		5.2841		7.8961		0.58		2.37236		5.00E-05		0.000851471		yes

		XLOC_018837		XLOC_018837		AT3G30700		3:12254559-12255180		WT leaves		ebs leaves		OK		5.85601		8.74193		0.58		1.39593		0.00565		0.0412626		yes

		XLOC_027564		XLOC_027564		AT5G39730		5:15901678-15902870		WT leaves		ebs leaves		OK		18.0659		26.9683		0.58		2.21754		5.00E-05		0.000851471		yes

		XLOC_000466		XLOC_000466		AT1G09560		1:3093838-3094864		WT leaves		ebs leaves		OK		21.8109		32.5404		0.58		2.37534		5.00E-05		0.000851471		yes

		XLOC_008137		XLOC_008137		AT1G77690		1:29200940-29203340		WT leaves		ebs leaves		OK		3.77577		5.63291		0.58		1.38724		0.0023		0.0205272		yes

		XLOC_022126		XLOC_022126		AT4G25900		4:13161345-13163636		WT leaves		ebs leaves		OK		7.56502		11.2805		0.58		2.00553		0.0001		0.00156486		yes

		XLOC_004577		XLOC_004577		AT1G06800		1:2087231-2091686		WT leaves		ebs leaves		OK		3.74722		5.58593		0.58		1.2353		0.0049		0.0368604		yes

		XLOC_021679		XLOC_021679		AT4G18197		4:10071633-10073236		WT leaves		ebs leaves		OK		2.37072		3.53091		0.57		1.20996		0.0049		0.0368604		yes

		XLOC_018498		XLOC_018498		AT3G26290		3:9632681-9634470		WT leaves		ebs leaves		OK		6.09429		9.07596		0.57		1.46408		0.0019		0.0177704		yes

		XLOC_003095		XLOC_003095		AT1G59870		1:22034505-22040038		WT leaves		ebs leaves		OK		113.895		169.61		0.57		2.79473		5.00E-05		0.000851471		yes

		XLOC_012209		XLOC_012209		AT2G20835		2:8970885-8971303		WT leaves		ebs leaves		OK		17.8454		26.5312		0.57		1.41594		0.0022		0.0198837		yes

		XLOC_018501		XLOC_018501		AT3G26310		3:9641088-9642779		WT leaves		ebs leaves		OK		10.8406		16.1148		0.57		2.38108		5.00E-05		0.000851471		yes

		XLOC_028404		XLOC_028404		AT5G53550		5:21755290-21758921		WT leaves		ebs leaves		OK		6.80179		10.1078		0.57		2.30326		5.00E-05		0.000851471		yes

		XLOC_032546		XLOC_032546		AT5G61600		5:24766385-24767430		WT leaves		ebs leaves		OK		28.2421		41.9687		0.57		2.46663		5.00E-05		0.000851471		yes

		XLOC_021388		XLOC_021388		AT4G13530		4:7866718-7868742		WT leaves		ebs leaves		OK		39.5282		58.733		0.57		1.55776		0.00095		0.0102873		yes

		XLOC_018487		XLOC_018487		AT3G26170		3:9573359-9575148		WT leaves		ebs leaves		OK		4.15009		6.1658		0.57		1.45717		0.0013		0.0131764		yes

		XLOC_004792		XLOC_004792		AT1G10350		1:3393406-3395055		WT leaves		ebs leaves		OK		11.6976		17.3751		0.57		1.60552		0.0048		0.0362554		yes

		XLOC_010404		XLOC_010404		AT2G36430		2:15290203-15291763		WT leaves		ebs leaves		OK		14.6583		21.7539		0.57		2.40684		5.00E-05		0.000851471		yes

		XLOC_014398		XLOC_014398		AT3G13062,AT3G13065		3:4184568-4191298		WT leaves		ebs leaves		OK		15.8249		23.4781		0.57		2.32651		5.00E-05		0.000851471		yes

		XLOC_033127		XLOC_033127		ATCG00770		Pt:80067-80472		WT leaves		ebs leaves		OK		12.7463		18.9036		0.57		1.39324		0.00545		0.0400705		yes

		XLOC_032622		XLOC_032622		AT5G63160		5:25333262-25335485		WT leaves		ebs leaves		OK		35.1174		52.0581		0.57		1.39994		0.00515		0.0383364		yes

		XLOC_032532		XLOC_032532		AT5G61340		5:24662003-24663117		WT leaves		ebs leaves		OK		3.97345		5.88888		0.57		1.24124		0.0058		0.0421587		yes

		XLOC_026080		XLOC_026080		AT5G12050		5:3890103-3891513		WT leaves		ebs leaves		OK		97.5594		144.567		0.57		2.82389		5.00E-05		0.000851471		yes

		XLOC_002919		XLOC_002919		AT1G56500		1:21159743-21167321		WT leaves		ebs leaves		OK		43.9368		65.0712		0.57		2.77855		5.00E-05		0.000851471		yes

		XLOC_031233		XLOC_031233		AT5G38510		5:15417732-15420606		WT leaves		ebs leaves		OK		75.5608		111.819		0.57		2.75225		5.00E-05		0.000851471		yes

		XLOC_024555		XLOC_024555		AT4G23670		4:12332559-12333804		WT leaves		ebs leaves		OK		671.815		993.823		0.56		2.77257		5.00E-05		0.000851471		yes

		XLOC_031042		XLOC_031042		transcript:AT5G35796.1		5:13968536-13969932		WT leaves		ebs leaves		OK		8.6595		12.7984		0.56		2.18138		5.00E-05		0.000851471		yes

		XLOC_013882		XLOC_013882		AT3G03000		3:677239-678084		WT leaves		ebs leaves		OK		5.74219		8.48286		0.56		1.44785		0.0034		0.0277146		yes

		XLOC_003981		XLOC_003981		AT1G75900		1:28499059-28501138		WT leaves		ebs leaves		OK		24.839		36.6891		0.56		2.57464		5.00E-05		0.000851471		yes

		XLOC_003739		XLOC_003739		AT1G71480		1:26931939-26935825		WT leaves		ebs leaves		OK		21.7091		32.0519		0.56		2.15675		5.00E-05		0.000851471		yes

		XLOC_024141		XLOC_024141		AT4G16900		4:9511858-9516541		WT leaves		ebs leaves		OK		2.10467		3.10494		0.56		1.78394		0.0001		0.00156486		yes

		XLOC_021730		XLOC_021730		AT4G18930		4:10370703-10372045		WT leaves		ebs leaves		OK		16.4549		24.2737		0.56		1.94752		0.00015		0.0022305		yes

		XLOC_007520		XLOC_007520		AT1G66400		1:24770574-24771371		WT leaves		ebs leaves		OK		10.1744		14.999		0.56		1.78555		0.0003		0.00405131		yes

		XLOC_029715		XLOC_029715		AT5G10740		5:3393568-3396200		WT leaves		ebs leaves		OK		3.10752		4.57951		0.56		1.41593		0.00235		0.0208329		yes

		XLOC_009987		XLOC_009987		AT2G29320		2:12592147-12593686		WT leaves		ebs leaves		OK		12.2255		18.0152		0.56		2.13193		5.00E-05		0.000851471		yes

		XLOC_019712		XLOC_019712		AT3G51750,AT3G51760		3:19196361-19199506		WT leaves		ebs leaves		OK		12.1462		17.8911		0.56		1.34494		0.0023		0.0205272		yes

		XLOC_019316		XLOC_019316		AT3G45310		3:16628383-16630521		WT leaves		ebs leaves		OK		9.83826		14.4781		0.56		2.14893		5.00E-05		0.000851471		yes

		XLOC_019930		XLOC_019930		AT3G55500		3:20574830-20576182		WT leaves		ebs leaves		OK		39.2118		57.6108		0.56		1.5551		0.0019		0.0177704		yes

		XLOC_028565		XLOC_028565		AT5G56100		5:22717114-22717751		WT leaves		ebs leaves		OK		55.5418		81.5789		0.55		2.29604		5.00E-05		0.000851471		yes

		XLOC_004276		XLOC_004276		AT1G01470		1:172145-172948		WT leaves		ebs leaves		OK		60.8307		89.3403		0.55		2.5659		5.00E-05		0.000851471		yes

		XLOC_004263		XLOC_004263		AT1G01190		1:83044-84864		WT leaves		ebs leaves		OK		3.23938		4.75631		0.55		1.65461		0.00135		0.013631		yes

		XLOC_028907		XLOC_028907		AT5G62280		5:25017072-25018246		WT leaves		ebs leaves		OK		29.2391		42.8966		0.55		2.45841		5.00E-05		0.000851471		yes

		XLOC_010606		XLOC_010606		AT2G40140		2:16772072-16774657		WT leaves		ebs leaves		OK		7.95096		11.6626		0.55		2.25236		5.00E-05		0.000851471		yes

		XLOC_013438		XLOC_013438		AT2G41870		2:17470865-17472936		WT leaves		ebs leaves		OK		12.4214		18.2135		0.55		2.31697		5.00E-05		0.000851471		yes

		XLOC_015956		XLOC_015956		AT3G44020		3:15801371-15802730		WT leaves		ebs leaves		OK		28.1003		41.1774		0.55		1.5861		0.0005		0.00615957		yes

		XLOC_009349		XLOC_009349		AT2G18328		2:7964392-7964909		WT leaves		ebs leaves		OK		66.597		97.5812		0.55		2.34278		5.00E-05		0.000851471		yes

		XLOC_019822		XLOC_019822		AT3G53610		3:19876231-19878519		WT leaves		ebs leaves		OK		16.7063		24.4754		0.55		2.16328		5.00E-05		0.000851471		yes

		XLOC_025714		XLOC_025714		AT5G05090		5:1503231-1504494		WT leaves		ebs leaves		OK		8.19678		12.0066		0.55		1.98038		5.00E-05		0.000851471		yes

		XLOC_024845		XLOC_024845		AT4G29190		4:14391937-14393373		WT leaves		ebs leaves		OK		28.0687		41.0999		0.55		2.41911		5.00E-05		0.000851471		yes

		XLOC_028443		XLOC_028443		AT5G54145		5:21972464-21973083		WT leaves		ebs leaves		OK		19.0913		27.9442		0.55		1.96882		0.0001		0.00156486		yes

		XLOC_031572		XLOC_031572		AT5G44260		5:17829625-17831225		WT leaves		ebs leaves		OK		8.57111		12.5436		0.55		2.06374		5.00E-05		0.000851471		yes

		XLOC_009567		XLOC_009567		AT2G22080		2:9386515-9388183		WT leaves		ebs leaves		OK		53.8663		78.8072		0.55		2.61707		5.00E-05		0.000851471		yes

		XLOC_000925		XLOC_000925		AT1G17330		1:5929908-5931831		WT leaves		ebs leaves		OK		5.34838		7.82317		0.55		1.30657		0.0037		0.0296384		yes

		XLOC_007519		XLOC_007519		AT1G66330		1:24729628-24732491		WT leaves		ebs leaves		OK		23.5648		34.4574		0.55		2.54457		5.00E-05		0.000851471		yes

		XLOC_017903		XLOC_017903		AT3G15353		3:5179412-5181586		WT leaves		ebs leaves		OK		1595.93		2331.98		0.55		1.9905		5.00E-05		0.000851471		yes

		XLOC_012287		XLOC_012287		AT2G22170		2:9426848-9427817		WT leaves		ebs leaves		OK		47.3139		69.1043		0.55		2.46282		5.00E-05		0.000851471		yes

		XLOC_007147		XLOC_007147		AT1G60270		1:22221676-22224257		WT leaves		ebs leaves		OK		13.628		19.8887		0.55		1.75488		0.00045		0.0056757		yes

		XLOC_020450		XLOC_020450		AT4G00780		4:334731-336344		WT leaves		ebs leaves		OK		52.9467		77.2059		0.54		2.62228		5.00E-05		0.000851471		yes

		XLOC_001610		XLOC_001610		AT1G29670		1:10375762-10378961		WT leaves		ebs leaves		OK		204.835		298.549		0.54		1.90924		0.00125		0.0127815		yes

		XLOC_013829		XLOC_013829		AT3G02150		3:391056-392758		WT leaves		ebs leaves		OK		7.22374		10.5274		0.54		1.95522		5.00E-05		0.000851471		yes

		XLOC_015314		XLOC_015314		AT3G27690		3:10255946-10257011		WT leaves		ebs leaves		OK		2211.29		3222.51		0.54		2.51113		5.00E-05		0.000851471		yes

		XLOC_028307		XLOC_028307		AT5G52030		5:21128128-21130090		WT leaves		ebs leaves		OK		14.176		20.6479		0.54		1.64277		0.0001		0.00156486		yes

		XLOC_022166		XLOC_022166		AT4G26530		4:13391292-13393107		WT leaves		ebs leaves		OK		415.874		605.585		0.54		2.51848		5.00E-05		0.000851471		yes

		XLOC_011818		XLOC_011818		AT2G14220		2:6024059-6027028		WT leaves		ebs leaves		OK		1.70556		2.48346		0.54		1.64846		0.00145		0.014382		yes

		XLOC_031189		XLOC_031189		AT5G37770		5:14998853-14999619		WT leaves		ebs leaves		OK		61.271		89.1747		0.54		2.5097		5.00E-05		0.000851471		yes

		XLOC_028379		XLOC_028379		AT5G53150		5:21554790-21557491		WT leaves		ebs leaves		OK		13.2085		19.2225		0.54		1.76602		0.00205		0.0188125		yes

		XLOC_005793		XLOC_005793		AT1G29357		1:10274047-10275718		WT leaves		ebs leaves		OK		3.05067		4.43889		0.54		1.38678		0.0069		0.0480072		yes

		XLOC_012770		XLOC_012770		AT2G30432		2:12968614-12970209		WT leaves		ebs leaves		OK		14.1314		20.5521		0.54		1.61074		0.00075		0.00852515		yes

		XLOC_001205		XLOC_001205		AT1G22190		1:7835781-7837288		WT leaves		ebs leaves		OK		9.7164		14.1249		0.54		2.1805		5.00E-05		0.000851471		yes

		XLOC_016938		XLOC_016938		AT3G61550		3:22776400-22777225		WT leaves		ebs leaves		OK		26.1744		38.0413		0.54		1.54666		0.00315		0.0261601		yes

		XLOC_007817		XLOC_007817		AT1G71810		1:27002413-27008176		WT leaves		ebs leaves		OK		14.1539		20.5669		0.54		2.4891		5.00E-05		0.000851471		yes

		XLOC_024565		XLOC_024565		AT4G23890		4:12419393-12421464		WT leaves		ebs leaves		OK		164.879		239.501		0.54		2.66726		5.00E-05		0.000851471		yes

		XLOC_007620		XLOC_007620		AT1G67970		1:25484698-25486462		WT leaves		ebs leaves		OK		10.0704		14.6002		0.54		1.92381		5.00E-05		0.000851471		yes

		XLOC_017532		XLOC_017532		AT3G09390		3:2889485-2890229		WT leaves		ebs leaves		OK		472.509		684.914		0.54		2.63667		5.00E-05		0.000851471		yes

		XLOC_018733		XLOC_018733		AT3G29400		3:11297282-11299620		WT leaves		ebs leaves		OK		7.00482		10.146		0.53		1.75906		0.0006		0.0071353		yes

		XLOC_000905		XLOC_000905		AT1G17050		1:5829079-5831343		WT leaves		ebs leaves		OK		16.9185		24.4995		0.53		2.1817		5.00E-05		0.000851471		yes

		XLOC_016310		XLOC_016310		AT3G49940		3:18514342-18515475		WT leaves		ebs leaves		OK		15.2761		22.117		0.53		1.96884		5.00E-05		0.000851471		yes

		XLOC_016638		XLOC_016638		AT3G55800		3:20709385-20711640		WT leaves		ebs leaves		OK		542.134		784.645		0.53		2.56732		5.00E-05		0.000851471		yes

		XLOC_018687		XLOC_018687		AT3G28940		3:10968099-10969387		WT leaves		ebs leaves		OK		56.6568		81.9828		0.53		2.51423		5.00E-05		0.000851471		yes

		XLOC_030440		XLOC_030440		AT5G24420		5:8336613-8338008		WT leaves		ebs leaves		OK		40.6843		58.8506		0.53		2.55463		5.00E-05		0.000851471		yes

		XLOC_010571		XLOC_010571		AT2G39660		2:16531687-16533931		WT leaves		ebs leaves		OK		6.26823		9.06699		0.53		1.9851		5.00E-05		0.000851471		yes

		XLOC_008591		XLOC_008591		AT2G05520		2:2026161-2027117		WT leaves		ebs leaves		OK		644.72		932.298		0.53		2.5488		5.00E-05		0.000851471		yes

		XLOC_005454		XLOC_005454		AT1G22360		1:7894857-7897591		WT leaves		ebs leaves		OK		26.1718		37.8401		0.53		2.44676		5.00E-05		0.000851471		yes

		XLOC_003902		XLOC_003902		AT1G74450		1:27982508-27984280		WT leaves		ebs leaves		OK		9.06868		13.1112		0.53		2.18755		5.00E-05		0.000851471		yes

		XLOC_001944		XLOC_001944		AT1G35190		1:12890422-12892874		WT leaves		ebs leaves		OK		4.63554		6.70092		0.53		1.4928		0.00145		0.014382		yes

		XLOC_026450		XLOC_026450		AT5G19250		5:6471905-6472945		WT leaves		ebs leaves		OK		156.465		225.915		0.53		2.61429		5.00E-05		0.000851471		yes

		XLOC_001668		XLOC_001668		AT1G30640		1:10860654-10864700		WT leaves		ebs leaves		OK		2.63797		3.80729		0.53		1.51481		0.0018		0.017094		yes

		XLOC_016463		XLOC_016463		AT3G52800		3:19569310-19570682		WT leaves		ebs leaves		OK		44.0312		63.5192		0.53		2.51577		5.00E-05		0.000851471		yes

		XLOC_026554		XLOC_026554		AT5G21430		5:7222225-7223621		WT leaves		ebs leaves		OK		99.21		143.105		0.53		2.61754		5.00E-05		0.000851471		yes

		XLOC_029645		XLOC_029645		AT5G09660		5:2993443-2995675		WT leaves		ebs leaves		OK		546.779		788.531		0.53		2.53913		5.00E-05		0.000851471		yes

		XLOC_025168		XLOC_025168		AT4G34710		4:16560061-16562969		WT leaves		ebs leaves		OK		25.1661		36.2547		0.53		2.51545		5.00E-05		0.000851471		yes

		XLOC_010382		XLOC_010382		AT2G36130,AT2G36145		2:15166772-15169514		WT leaves		ebs leaves		OK		180.509		260.007		0.53		2.5699		5.00E-05		0.000851471		yes

		XLOC_003360		XLOC_003360		AT1G64710		1:24044544-24046552		WT leaves		ebs leaves		OK		17.7613		25.5621		0.53		2.17498		5.00E-05		0.000851471		yes

		XLOC_014146		XLOC_014146		AT3G07870		3:2510782-2512394		WT leaves		ebs leaves		OK		5.06008		7.28213		0.53		1.62429		0.0005		0.00615957		yes

		XLOC_013822		XLOC_013822		AT3G02030		3:344907-350010		WT leaves		ebs leaves		OK		3.95407		5.68908		0.52		1.82104		0.0003		0.00405131		yes

		XLOC_013347		XLOC_013347		AT2G40270		2:16821933-16824506		WT leaves		ebs leaves		OK		8.50404		12.2308		0.52		1.88619		0.00015		0.0022305		yes

		XLOC_005969		XLOC_005969		AT1G32520		1:11758210-11759280		WT leaves		ebs leaves		OK		11.8096		16.9837		0.52		1.50029		0.0019		0.0177704		yes

		XLOC_006436		XLOC_006436		AT1G44446		1:16848358-16851224		WT leaves		ebs leaves		OK		170.324		244.887		0.52		1.84264		0.00055		0.00661714		yes

		XLOC_022992		XLOC_022992		AT4G00880		4:366372-367274		WT leaves		ebs leaves		OK		17.4222		25.0412		0.52		1.98411		5.00E-05		0.000851471		yes

		XLOC_010392		XLOC_010392		AT2G36320		2:15228787-15230496		WT leaves		ebs leaves		OK		28.3505		40.7239		0.52		2.45244		5.00E-05		0.000851471		yes

		XLOC_001225		XLOC_001225		AT1G22630		1:8003314-8004304		WT leaves		ebs leaves		OK		68.5599		98.4806		0.52		2.43126		5.00E-05		0.000851471		yes

		XLOC_032162		XLOC_032162		AT5G54630		5:22192498-22194308		WT leaves		ebs leaves		OK		52.2444		75.0437		0.52		1.86996		5.00E-05		0.000851471		yes

		XLOC_010958		XLOC_010958		AT2G46220		2:18979470-18980770		WT leaves		ebs leaves		OK		95.7734		137.568		0.52		2.60056		5.00E-05		0.000851471		yes

		XLOC_031598		XLOC_031598		AT5G44520		5:17934286-17936527		WT leaves		ebs leaves		OK		33.1537		47.6189		0.52		2.45311		5.00E-05		0.000851471		yes

		XLOC_009282		XLOC_009282		AT2G17290		2:7516414-7519633		WT leaves		ebs leaves		OK		3.98437		5.71895		0.52		1.88985		0.0002		0.00287925		yes

		XLOC_001472		XLOC_001472		AT1G27570		1:9575537-9582376		WT leaves		ebs leaves		OK		6.92532		9.93927		0.52		2.0959		5.00E-05		0.000851471		yes

		XLOC_032869		XLOC_032869		AT5G67370		5:26877552-26879542		WT leaves		ebs leaves		OK		30.2571		43.4059		0.52		1.92863		0.0001		0.00156486		yes

		XLOC_003702		XLOC_003702		AT1G70760		1:26687229-26691277		WT leaves		ebs leaves		OK		266.344		382.047		0.52		2.18894		5.00E-05		0.000851471		yes

		XLOC_002890		XLOC_002890		AT1G55920		1:20912115-20913447		WT leaves		ebs leaves		OK		5.1881		7.43794		0.52		1.56013		0.00105		0.0111359		yes

		XLOC_006624		XLOC_006624		AT1G49750		1:18410928-18412801		WT leaves		ebs leaves		OK		91.4215		131.046		0.52		2.58418		5.00E-05		0.000851471		yes

		XLOC_031991		XLOC_031991		AT5G51260		5:20832024-20833782		WT leaves		ebs leaves		OK		3.2183		4.61198		0.52		1.34446		0.0045		0.0345242		yes

		XLOC_019959		XLOC_019959		AT3G56090		3:20814046-20816035		WT leaves		ebs leaves		OK		70.3649		100.78		0.52		2.5588		5.00E-05		0.000851471		yes

		XLOC_029380		XLOC_029380		AT5G04235		5:1164286-1168411		WT leaves		ebs leaves		OK		1.53876		2.20247		0.52		1.704		0.00085		0.00943042		yes

		XLOC_014346		XLOC_014346		AT3G11900		3:3758451-3760378		WT leaves		ebs leaves		OK		9.41138		13.4643		0.52		1.99384		5.00E-05		0.000851471		yes

		XLOC_013413		XLOC_013413		AT2G41475		2:17295073-17296420		WT leaves		ebs leaves		OK		27.3989		39.1958		0.52		2.15256		5.00E-05		0.000851471		yes

		XLOC_004410		XLOC_004410		AT1G03950		1:1011171-1013365		WT leaves		ebs leaves		OK		9.72186		13.906		0.52		1.36497		0.00695		0.0482464		yes

		XLOC_000618		XLOC_000618		AT1G12140		1:4121368-4125648		WT leaves		ebs leaves		OK		17.198		24.598		0.52		1.45416		0.0009		0.00987867		yes

		XLOC_025581		XLOC_025581		AT5G02790		5:632795-635125		WT leaves		ebs leaves		OK		100.219		143.251		0.52		2.56676		5.00E-05		0.000851471		yes

		XLOC_019970		XLOC_019970		AT3G56290		3:20878538-20879568		WT leaves		ebs leaves		OK		36.085		51.5546		0.51		2.12936		5.00E-05		0.000851471		yes

		XLOC_025604		XLOC_025604		AT5G03120		5:733978-734943		WT leaves		ebs leaves		OK		49.5692		70.8132		0.51		2.23396		5.00E-05		0.000851471		yes

		XLOC_017740		XLOC_017740		AT3G12920		3:4121882-4123508		WT leaves		ebs leaves		OK		18.7828		26.823		0.51		2.3094		5.00E-05		0.000851471		yes

		XLOC_022955		XLOC_022955		AT4G00330		4:142600-144523		WT leaves		ebs leaves		OK		22.3696		31.9371		0.51		2.29048		5.00E-05		0.000851471		yes

		XLOC_004016		XLOC_004016		AT1G76600		1:28746887-28747845		WT leaves		ebs leaves		OK		12.1144		17.2956		0.51		1.80777		0.00035		0.00459263		yes

		XLOC_017259		XLOC_017259		AT3G04730		3:1288611-1290602		WT leaves		ebs leaves		OK		74.2727		106.028		0.51		2.55786		5.00E-05		0.000851471		yes

		XLOC_025862		XLOC_025862		AT5G07610		5:2406067-2407330		WT leaves		ebs leaves		OK		6.52352		9.31017		0.51		1.76198		0.00075		0.00852515		yes

		XLOC_001032		XLOC_001032		AT1G19180		1:6622093-6623620		WT leaves		ebs leaves		OK		11.9577		17.0624		0.51		2.07494		5.00E-05		0.000851471		yes

		XLOC_019913		XLOC_019913		AT3G55130		3:20433877-20436390		WT leaves		ebs leaves		OK		19.4715		27.769		0.51		2.41733		5.00E-05		0.000851471		yes

		XLOC_029546		XLOC_029546		AT5G07460		5:2360633-2362013		WT leaves		ebs leaves		OK		8.06573		11.4996		0.51		1.60514		0.0011		0.0114951		yes

		XLOC_029495		XLOC_029495		AT5G06530		5:1989746-1994912		WT leaves		ebs leaves		OK		23.5994		33.597		0.51		1.74072		0.0006		0.0071353		yes

		XLOC_027846		XLOC_027846		AT5G44070		5:17734737-17737859		WT leaves		ebs leaves		OK		21.1344		30.0716		0.51		2.34958		5.00E-05		0.000851471		yes

		XLOC_001706		XLOC_001706		AT1G31173		1:11137364-11138969		WT leaves		ebs leaves		OK		11.404		16.2236		0.51		2.15546		5.00E-05		0.000851471		yes

		XLOC_007609		XLOC_007609		AT1G67800		1:25420779-25423731		WT leaves		ebs leaves		OK		9.98813		14.1922		0.51		1.68562		0.0008		0.00899964		yes

		XLOC_008055		XLOC_008055		AT1G76360		1:28639576-28646712		WT leaves		ebs leaves		OK		11.0711		15.7253		0.51		1.58599		0.0026		0.0224687		yes

		XLOC_018255		XLOC_018255		AT3G21870		3:7703865-7704829		WT leaves		ebs leaves		OK		11.4918		16.3006		0.50		1.45706		0.0022		0.0198837		yes

		XLOC_021973		XLOC_021973		AT4G23180		4:12138136-12140921		WT leaves		ebs leaves		OK		18.865		26.7568		0.50		1.22264		0.0026		0.0224687		yes

		XLOC_007762		XLOC_007762		AT1G70530		1:26588749-26591379		WT leaves		ebs leaves		OK		16.0056		22.6994		0.50		2.33835		5.00E-05		0.000851471		yes

		XLOC_006011		XLOC_006011		AT1G33440		1:12127388-12130407		WT leaves		ebs leaves		OK		2.93696		4.16488		0.50		1.35915		0.0041		0.0320662		yes

		XLOC_029340		XLOC_029340		AT5G03630		5:922165-924683		WT leaves		ebs leaves		OK		17.3569		24.6063		0.50		2.12541		5.00E-05		0.000851471		yes

		XLOC_017569		XLOC_017569		AT3G10080		3:3107274-3108177		WT leaves		ebs leaves		OK		16.9264		23.9843		0.50		1.61166		0.0003		0.00405131		yes

		XLOC_032247		XLOC_032247		AT5G56210		5:22750554-22752732		WT leaves		ebs leaves		OK		10.658		15.1018		0.50		2.02037		0.0002		0.00287925		yes

		XLOC_001989		XLOC_001989		AT1G35720		1:13225196-13227195		WT leaves		ebs leaves		OK		54.1811		76.7568		0.50		2.42802		5.00E-05		0.000851471		yes

		XLOC_001361		XLOC_001361		AT1G25275		1:8860670-8861364		WT leaves		ebs leaves		OK		155.881		220.804		0.50		2.38117		5.00E-05		0.000851471		yes

		XLOC_023621		XLOC_023621		AT4G08870		4:5646438-5648727		WT leaves		ebs leaves		OK		59.2109		83.6699		0.50		1.69954		0.0007		0.00809588		yes

		XLOC_023999		XLOC_023999		AT4G14622		4:8389039-8390833		WT leaves		ebs leaves		OK		10.2596		14.4956		0.50		2.06715		5.00E-05		0.000851471		yes

		XLOC_020214		XLOC_020214		AT3G60520		3:22361529-22362579		WT leaves		ebs leaves		OK		17.1587		24.2406		0.50		1.44805		0.0061		0.0437218		yes

		XLOC_009923		XLOC_009923		AT2G28190		2:12014497-12016569		WT leaves		ebs leaves		OK		125.261		176.954		0.50		2.44701		5.00E-05		0.000851471		yes

		XLOC_003822		XLOC_003822		AT1G72940		1:27442237-27443856		WT leaves		ebs leaves		OK		4.34118		6.12957		0.50		1.4699		0.00205		0.0188125		yes

		XLOC_013515		XLOC_013515		AT2G43290		2:17991051-17992047		WT leaves		ebs leaves		OK		40.6209		57.344		0.50		2.31282		5.00E-05		0.000851471		yes

		XLOC_004216		XLOC_004216		AT1G80440		1:30241606-30243071		WT leaves		ebs leaves		OK		39.5664		55.8544		0.50		2.39405		5.00E-05		0.000851471		yes

		XLOC_023253		XLOC_023253		AT4G04695		4:2381633-2383996		WT leaves		ebs leaves		OK		4.58912		6.47792		0.50		1.60928		0.0021		0.0191763		yes

		XLOC_011101		XLOC_011101		AT2G01350		2:163953-167259		WT leaves		ebs leaves		OK		41.6871		58.8442		0.50		2.12101		5.00E-05		0.000851471		yes

		XLOC_000308		XLOC_000308		AT1G06650		1:2035838-2040246		WT leaves		ebs leaves		OK		41.9665		59.2162		0.50		1.81952		0.00045		0.0056757		yes

		XLOC_011141		XLOC_011141		AT2G01930		2:427116-428839		WT leaves		ebs leaves		OK		23.8186		33.5768		0.50		2.23496		5.00E-05		0.000851471		yes

		XLOC_004007		XLOC_004007		AT1G76450		1:28684550-28689121		WT leaves		ebs leaves		OK		134.808		190.009		0.50		2.02094		5.00E-05		0.000851471		yes

		XLOC_016642		XLOC_016642		AT3G55880		3:20736570-20738913		WT leaves		ebs leaves		OK		7.45648		10.5092		0.50		1.5102		0.0019		0.0177704		yes

		XLOC_012420		XLOC_012420		AT2G24570		2:10437397-10439298		WT leaves		ebs leaves		OK		4.02837		5.67688		0.49		1.26637		0.0063		0.044843		yes

		XLOC_023260		XLOC_023260		AT4G04770		4:2427798-2429850		WT leaves		ebs leaves		OK		150.473		211.907		0.49		2.47149		5.00E-05		0.000851471		yes

		XLOC_005216		XLOC_005216		AT1G18060		1:6211872-6213444		WT leaves		ebs leaves		OK		98.0791		138.059		0.49		2.44816		5.00E-05		0.000851471		yes

		XLOC_006610		XLOC_006610		AT1G49500		1:18321294-18322284		WT leaves		ebs leaves		OK		48.5152		68.2549		0.49		2.34048		5.00E-05		0.000851471		yes

		XLOC_026029		XLOC_026029		AT5G11090		5:3524679-3525846		WT leaves		ebs leaves		OK		10.5487		14.8372		0.49		1.86773		0.0001		0.00156486		yes

		XLOC_004473		XLOC_004473		AT1G04985		1:1416342-1418482		WT leaves		ebs leaves		OK		25.4391		35.7721		0.49		2.14333		5.00E-05		0.000851471		yes

		XLOC_005527		XLOC_005527		AT1G23740		1:8395556-8399749		WT leaves		ebs leaves		OK		92.2879		129.763		0.49		2.4181		5.00E-05		0.000851471		yes

		XLOC_000426		XLOC_000426		AT1G08930		1:2873464-2877270		WT leaves		ebs leaves		OK		22.1413		31.1071		0.49		2.13004		0.00015		0.0022305		yes

		XLOC_012350		XLOC_012350		AT2G23430		2:9976745-9978021		WT leaves		ebs leaves		OK		19.821		27.8395		0.49		2.02816		5.00E-05		0.000851471		yes

		XLOC_030081		XLOC_030081		AT5G17650		5:5816697-5818347		WT leaves		ebs leaves		OK		4.36015		6.12348		0.49		1.2739		0.00725		0.0497695		yes

		XLOC_010775		XLOC_010775		AT2G43100		2:17920659-17921689		WT leaves		ebs leaves		OK		14.8714		20.8699		0.49		1.7551		0.0003		0.00405131		yes

		XLOC_016633		XLOC_016633		AT3G55760		3:20700391-20703083		WT leaves		ebs leaves		OK		38.5663		54.1156		0.49		2.38742		5.00E-05		0.000851471		yes

		XLOC_007405		XLOC_007405		AT1G64380		1:23890645-23892173		WT leaves		ebs leaves		OK		13.112		18.3973		0.49		2.09374		5.00E-05		0.000851471		yes

		XLOC_032061		XLOC_032061		AT5G52552		5:21327711-21330136		WT leaves		ebs leaves		OK		13.7399		19.2757		0.49		2.13698		5.00E-05		0.000851471		yes

		XLOC_031363		XLOC_031363		AT5G40610		5:16264860-16267354		WT leaves		ebs leaves		OK		17.47		24.5028		0.49		2.10926		5.00E-05		0.000851471		yes

		XLOC_024528		XLOC_024528		AT4G23290		4:12177737-12180826		WT leaves		ebs leaves		OK		21.7137		30.4494		0.49		1.81077		5.00E-05		0.000851471		yes

		XLOC_025540		XLOC_025540		AT5G02120		5:419090-422032		WT leaves		ebs leaves		OK		278.244		390.12		0.49		2.34441		5.00E-05		0.000851471		yes

		XLOC_008178		XLOC_008178		AT1G78510		1:29535284-29537417		WT leaves		ebs leaves		OK		12.378		17.3424		0.49		2.0156		5.00E-05		0.000851471		yes

		XLOC_023791		XLOC_023791		AT4G11830		4:7115735-7121245		WT leaves		ebs leaves		OK		2.56468		3.5926		0.49		1.74438		0.0005		0.00615957		yes

		XLOC_003821		XLOC_003821		AT1G72930		1:27439451-27440464		WT leaves		ebs leaves		OK		72.6675		101.777		0.49		2.32341		5.00E-05		0.000851471		yes

		XLOC_016536		XLOC_016536		AT3G54050		3:20016891-20020926		WT leaves		ebs leaves		OK		683.466		957.136		0.49		2.34414		5.00E-05		0.000851471		yes

		XLOC_017036		XLOC_017036		AT3G63440		3:23422652-23426536		WT leaves		ebs leaves		OK		6.96193		9.74399		0.49		1.59098		0.0011		0.0114951		yes

		XLOC_024111		XLOC_024111		AT4G16520		4:9306662-9308462		WT leaves		ebs leaves		OK		135.822		189.969		0.48		2.32883		5.00E-05		0.000851471		yes

		XLOC_007304		XLOC_007304		AT1G62510		1:23136368-23137191		WT leaves		ebs leaves		OK		16.2556		22.7237		0.48		1.80537		0.00015		0.0022305		yes

		XLOC_027841		XLOC_027841		AT5G44020		5:17712408-17714336		WT leaves		ebs leaves		OK		301.207		421.033		0.48		2.42127		5.00E-05		0.000851471		yes

		XLOC_010133		XLOC_010133		AT2G32010		2:13624791-13629146		WT leaves		ebs leaves		OK		10.2629		14.3446		0.48		2.15535		5.00E-05		0.000851471		yes

		XLOC_006075		XLOC_006075		AT1G34570		1:12654939-12656486		WT leaves		ebs leaves		OK		16.9906		23.7326		0.48		1.96953		0.00015		0.0022305		yes

		XLOC_015230		XLOC_015230		AT3G26080		3:9528773-9530496		WT leaves		ebs leaves		OK		9.83298		13.7332		0.48		1.60724		0.00105		0.0111359		yes

		XLOC_032086		XLOC_032086		AT5G53050		5:21509860-21513576		WT leaves		ebs leaves		OK		15.3146		21.387		0.48		2.09976		5.00E-05		0.000851471		yes

		XLOC_008504		XLOC_008504		AT2G04039		2:1333261-1336489		WT leaves		ebs leaves		OK		49.4775		69.0236		0.48		1.96694		0.00015		0.0022305		yes

		XLOC_008021		XLOC_008021		AT1G75750		1:28441525-28442429		WT leaves		ebs leaves		OK		49.7944		69.4493		0.48		1.57683		0.002		0.018491		yes

		XLOC_017461		XLOC_017461		AT3G07700		3:2457107-2463965		WT leaves		ebs leaves		OK		21.6984		30.244		0.48		2.11793		5.00E-05		0.000851471		yes

		XLOC_012244		XLOC_012244		AT2G21330		2:9128146-9130240		WT leaves		ebs leaves		OK		571.772		796.729		0.48		2.29784		5.00E-05		0.000851471		yes

		XLOC_005838		XLOC_005838		AT1G30280		1:10662662-10664763		WT leaves		ebs leaves		OK		16.8327		23.4432		0.48		1.51164		0.00655		0.0460563		yes

		XLOC_019489		XLOC_019489		AT3G48090		3:17755373-17757780		WT leaves		ebs leaves		OK		7.4355		10.3521		0.48		1.29488		0.00245		0.0214424		yes

		XLOC_006786		XLOC_006786		AT1G52570		1:19583939-19587050		WT leaves		ebs leaves		OK		3.02505		4.21132		0.48		1.44282		0.0028		0.0238741		yes

		XLOC_000047		XLOC_000047		AT1G01790		1:284609-291094		WT leaves		ebs leaves		OK		61.7475		85.9468		0.48		1.62167		0.0001		0.00156486		yes

		XLOC_031762		XLOC_031762		AT5G47250		5:19185793-19188745		WT leaves		ebs leaves		OK		4.63292		6.43696		0.47		1.64394		0.00105		0.0111359		yes

		XLOC_016696		XLOC_016696		AT3G57040		3:21109613-21111432		WT leaves		ebs leaves		OK		11.4544		15.9078		0.47		1.9021		0.00015		0.0022305		yes

		XLOC_009759		XLOC_009759		AT2G25080		2:10668048-10670019		WT leaves		ebs leaves		OK		395.402		548.925		0.47		2.35677		5.00E-05		0.000851471		yes

		XLOC_018488		XLOC_018488		AT3G26180		3:9578216-9580086		WT leaves		ebs leaves		OK		8.94421		12.4093		0.47		1.61373		0.00065		0.00761746		yes

		XLOC_010563		XLOC_010563		AT2G39470		2:16476215-16485039		WT leaves		ebs leaves		OK		204.781		284.055		0.47		2.10471		5.00E-05		0.000851471		yes

		XLOC_000450		XLOC_000450		AT1G09340		1:3015327-3018234		WT leaves		ebs leaves		OK		500.895		694.661		0.47		2.2893		5.00E-05		0.000851471		yes

		XLOC_033129		XLOC_033129		ATCG00790		Pt:81188-82652		WT leaves		ebs leaves		OK		32.037		44.4292		0.47		1.58326		0.00175		0.0166962		yes

		XLOC_032249		XLOC_032249		AT5G56240		5:22759802-22764587		WT leaves		ebs leaves		OK		13.124		18.1866		0.47		2.26306		5.00E-05		0.000851471		yes

		XLOC_028716		XLOC_028716		AT5G58787		5:23742449-23744619		WT leaves		ebs leaves		OK		7.21948		10.0041		0.47		1.63051		0.0007		0.00809588		yes

		XLOC_008018		XLOC_008018		AT1G75690		1:28422109-28423285		WT leaves		ebs leaves		OK		317.994		440.592		0.47		2.3591		5.00E-05		0.000851471		yes

		XLOC_003135		XLOC_003135		AT1G60870		1:22409471-22410654		WT leaves		ebs leaves		OK		36.1797		50.1064		0.47		2.21343		5.00E-05		0.000851471		yes

		XLOC_025518		XLOC_025518		AT5G01750		5:289764-291326		WT leaves		ebs leaves		OK		215.081		297.816		0.47		2.34785		5.00E-05		0.000851471		yes

		XLOC_022553		XLOC_022553		AT4G33180		4:16000176-16002269		WT leaves		ebs leaves		OK		10.4453		14.4591		0.47		1.69955		0.00035		0.00459263		yes

		XLOC_012976		XLOC_012976		AT2G33855		2:14324308-14325192		WT leaves		ebs leaves		OK		23.0426		31.8923		0.47		1.97325		0.0002		0.00287925		yes

		XLOC_009124		XLOC_009124		AT2G14750		2:6314031-6315766		WT leaves		ebs leaves		OK		29.2713		40.4904		0.47		2.12724		5.00E-05		0.000851471		yes

		XLOC_007787		XLOC_007787		AT1G71040		1:26796965-26800322		WT leaves		ebs leaves		OK		11.689		16.162		0.47		1.97598		5.00E-05		0.000851471		yes

		XLOC_004945		XLOC_004945		AT1G13000		1:4436104-4439476		WT leaves		ebs leaves		OK		9.8312		13.5931		0.47		1.44037		0.00585		0.0424555		yes

		XLOC_007659		XLOC_007659		AT1G68780		1:25831802-25833844		WT leaves		ebs leaves		OK		13.9218		19.2488		0.47		2.1035		5.00E-05		0.000851471		yes

		XLOC_000717		XLOC_000717		AT1G13820		1:4735546-4737808		WT leaves		ebs leaves		OK		42.7125		59.0521		0.47		2.22213		5.00E-05		0.000851471		yes

		XLOC_014872		XLOC_014872		AT3G20510		3:7160676-7162206		WT leaves		ebs leaves		OK		10.5364		14.565		0.47		1.51387		0.0024		0.0211749		yes

		XLOC_028076		XLOC_028076		AT5G47910		5:19397442-19402061		WT leaves		ebs leaves		OK		7.0812		9.78252		0.47		1.97427		5.00E-05		0.000851471		yes

		XLOC_031561		XLOC_031561		AT5G44005		5:17704902-17705558		WT leaves		ebs leaves		OK		14.8379		20.4956		0.47		1.556		0.0018		0.017094		yes

		XLOC_031534		XLOC_031534		AT5G43470,AT5G43480		5:17462546-17467643		WT leaves		ebs leaves		OK		10.4307		14.4064		0.47		2.00093		5.00E-05		0.000851471		yes

		XLOC_002867		XLOC_002867		AT1G55480		1:20713683-20715547		WT leaves		ebs leaves		OK		203.566		280.747		0.46		2.32513		5.00E-05		0.000851471		yes

		XLOC_000736		XLOC_000736		AT1G14150		1:4839852-4841848		WT leaves		ebs leaves		OK		213.923		294.897		0.46		2.18932		5.00E-05		0.000851471		yes

		XLOC_028288		XLOC_028288		AT5G51720		5:21009591-21010345		WT leaves		ebs leaves		OK		264.826		365.009		0.46		2.27095		5.00E-05		0.000851471		yes

		XLOC_015210		XLOC_015210		AT3G25770		3:9406872-9407955		WT leaves		ebs leaves		OK		270.759		373.117		0.46		1.80683		0.0001		0.00156486		yes

		XLOC_022392		XLOC_022392		AT4G30530		4:14920533-14922494		WT leaves		ebs leaves		OK		77.2288		106.423		0.46		2.00317		0.00035		0.00459263		yes

		XLOC_000994		XLOC_000994		AT1G18590		1:6398579-6399942		WT leaves		ebs leaves		OK		6.48074		8.92487		0.46		1.39128		0.00285		0.0242224		yes

		XLOC_024871		XLOC_024871		AT4G29590		4:14512548-14514492		WT leaves		ebs leaves		OK		38.243		52.6577		0.46		2.13882		5.00E-05		0.000851471		yes

		XLOC_029118		XLOC_029118		AT5G66040		5:26410519-26411355		WT leaves		ebs leaves		OK		60.8112		83.7002		0.46		1.89729		5.00E-05		0.000851471		yes

		XLOC_029138		XLOC_029138		AT5G66520		5:26551878-26553741		WT leaves		ebs leaves		OK		9.98614		13.7435		0.46		1.96745		0.0002		0.00287925		yes

		XLOC_029084		XLOC_029084		AT5G65480		5:26176020-26180316		WT leaves		ebs leaves		OK		45.4233		62.5007		0.46		1.76767		0.0004		0.005161		yes

		XLOC_014760		XLOC_014760		AT3G18773		3:6465824-6467175		WT leaves		ebs leaves		OK		7.38111		10.1546		0.46		1.66202		0.00095		0.0102873		yes

		XLOC_009825		XLOC_009825		AT2G26210		2:11157117-11159292		WT leaves		ebs leaves		OK		15.0579		20.7045		0.46		1.81856		0.0002		0.00287925		yes

		XLOC_006083		XLOC_006083		AT1G34750		1:12736091-12738196		WT leaves		ebs leaves		OK		5.54607		7.6228		0.46		1.48782		0.00295		0.0247543		yes

		XLOC_022477		XLOC_022477		AT4G31980		4:15464904-15469204		WT leaves		ebs leaves		OK		3.59436		4.93815		0.46		1.53673		0.0022		0.0198837		yes

		XLOC_027498		XLOC_027498		AT5G38520		5:15421572-15423431		WT leaves		ebs leaves		OK		178.094		244.533		0.46		2.28943		5.00E-05		0.000851471		yes

		XLOC_008044		XLOC_008044		AT1G76180		1:28586675-28587931		WT leaves		ebs leaves		OK		251.343		345.084		0.46		2.24908		5.00E-05		0.000851471		yes

		XLOC_003758		XLOC_003758		AT1G71880		1:27054179-27056341		WT leaves		ebs leaves		OK		37.5652		51.4962		0.46		2.22299		5.00E-05		0.000851471		yes

		XLOC_000338		XLOC_000338		AT1G07280		1:2238086-2241217		WT leaves		ebs leaves		OK		67.999		93.1669		0.45		2.0425		0.0001		0.00156486		yes

		XLOC_022399		XLOC_022399		AT4G30660		4:14955372-14956790		WT leaves		ebs leaves		OK		366.78		502.246		0.45		2.09291		5.00E-05		0.000851471		yes

		XLOC_015059		XLOC_015059		AT3G23310		3:8338899-8343632		WT leaves		ebs leaves		OK		26.2267		35.9119		0.45		2.23119		5.00E-05		0.000851471		yes

		XLOC_025719		XLOC_025719		AT5G05180		5:1536225-1538492		WT leaves		ebs leaves		OK		7.97305		10.9157		0.45		1.71679		0.00065		0.00761746		yes

		XLOC_029594		XLOC_029594		AT5G08370		5:2689712-2693550		WT leaves		ebs leaves		OK		6.77185		9.26639		0.45		1.37265		0.00195		0.0181465		yes

		XLOC_019293		XLOC_019293		AT3G44990		3:16446974-16448764		WT leaves		ebs leaves		OK		25.0537		34.2816		0.45		2.03302		0.0001		0.00156486		yes

		XLOC_028038		XLOC_028038		AT5G47240		5:19183600-19185644		WT leaves		ebs leaves		OK		39.548		54.1142		0.45		2.18259		5.00E-05		0.000851471		yes

		XLOC_002706		XLOC_002706		AT1G52870		1:19685744-19687907		WT leaves		ebs leaves		OK		99.4152		136.005		0.45		1.69586		0.0009		0.00987867		yes

		XLOC_018330		XLOC_018330		AT3G23400		3:8376443-8378305		WT leaves		ebs leaves		OK		226.13		309.277		0.45		2.26442		5.00E-05		0.000851471		yes

		XLOC_022761		XLOC_022761		AT4G36990		4:17440176-17442151		WT leaves		ebs leaves		OK		3.26371		4.46299		0.45		1.35794		0.00485		0.0365734		yes

		XLOC_001004		XLOC_001004		AT1G18740		1:6463921-6465476		WT leaves		ebs leaves		OK		17.8735		24.4369		0.45		2.02733		5.00E-05		0.000851471		yes

		XLOC_016377		XLOC_016377		AT3G51240		3:19025109-19026872		WT leaves		ebs leaves		OK		7.43765		10.1648		0.45		1.5049		0.0014		0.0140212		yes

		XLOC_010719		XLOC_010719		AT2G41990		2:17527256-17528937		WT leaves		ebs leaves		OK		6.84093		9.34787		0.45		1.58525		0.0009		0.00987867		yes

		XLOC_013883		XLOC_013883		AT3G03020		3:680943-681999		WT leaves		ebs leaves		OK		11.6028		15.8511		0.45		1.40963		0.00525		0.0389088		yes

		XLOC_000438		XLOC_000438		AT1G09070		1:2927702-2928968		WT leaves		ebs leaves		OK		84.6803		115.561		0.45		2.22733		5.00E-05		0.000851471		yes

		XLOC_009242		XLOC_009242		AT2G16600		2:7200806-7201574		WT leaves		ebs leaves		OK		609.85		831.998		0.45		2.2332		5.00E-05		0.000851471		yes

		XLOC_021158		XLOC_021158		AT4G09650		4:6100742-6101708		WT leaves		ebs leaves		OK		1475.44		2012.72		0.45		2.12588		5.00E-05		0.000851471		yes

		XLOC_023258		XLOC_023258		AT4G04740		4:2403608-2408737		WT leaves		ebs leaves		OK		11.8048		16.0968		0.45		1.72463		0.0003		0.00405131		yes

		XLOC_032328		XLOC_032328		AT5G57630		5:23340846-23343258		WT leaves		ebs leaves		OK		34.7178		47.3402		0.45		1.58131		0.00385		0.0305232		yes

		XLOC_026131		XLOC_026131		AT5G13490		5:4335466-4337680		WT leaves		ebs leaves		OK		6.93205		9.45196		0.45		1.59106		0.0011		0.0114951		yes

		XLOC_028657		XLOC_028657		AT5G57700		5:23374873-23377142		WT leaves		ebs leaves		OK		19.3743		26.417		0.45		1.16331		0.0064		0.0453111		yes

		XLOC_019704		XLOC_019704		AT3G51600		3:19138393-19139252		WT leaves		ebs leaves		OK		293.254		399.853		0.45		2.23303		5.00E-05		0.000851471		yes

		XLOC_004686		XLOC_004686		AT1G08450		1:2667797-2671892		WT leaves		ebs leaves		OK		20.3943		27.8059		0.45		1.24013		0.00245		0.0214424		yes

		XLOC_014303		XLOC_014303		AT3G11110		3:3479978-3480455		WT leaves		ebs leaves		OK		19.0966		26.0113		0.45		1.3931		0.0056		0.0410106		yes

		XLOC_004425		XLOC_004425		AT1G04240		1:1128187-1129551		WT leaves		ebs leaves		OK		50.8772		69.2937		0.45		2.13978		5.00E-05		0.000851471		yes

		XLOC_031058		XLOC_031058		AT5G35970		5:14118875-14123340		WT leaves		ebs leaves		OK		84.7367		115.384		0.45		2.22361		5.00E-05		0.000851471		yes

		XLOC_022954		XLOC_022954		AT4G00280,AT4G00290		4:122408-125591		WT leaves		ebs leaves		OK		5.75716		7.83765		0.45		1.52772		0.00105		0.0111359		yes

		XLOC_022438		XLOC_022438		AT4G31310		4:15191324-15192596		WT leaves		ebs leaves		OK		15.1561		20.6311		0.44		1.48503		0.0023		0.0205272		yes

		XLOC_017857		XLOC_017857		AT3G14440		3:4831287-4833599		WT leaves		ebs leaves		OK		8.24877		11.2267		0.44		1.8396		0.00025		0.00348795		yes

		XLOC_010756		XLOC_010756		AT2G42750		2:17793306-17795680		WT leaves		ebs leaves		OK		37.0209		50.369		0.44		2.12149		5.00E-05		0.000851471		yes

		XLOC_006845		XLOC_006845		AT1G53560		1:19984741-19985983		WT leaves		ebs leaves		OK		42.092		57.2604		0.44		1.64917		0.0004		0.005161		yes

		XLOC_021345		XLOC_021345		AT4G12830		4:7531140-7536263		WT leaves		ebs leaves		OK		43.9807		59.8284		0.44		2.12944		5.00E-05		0.000851471		yes

		XLOC_005468		XLOC_005468		AT1G22570		1:7976619-7978573		WT leaves		ebs leaves		OK		10.194		13.8619		0.44		1.85205		0.00015		0.0022305		yes

		XLOC_014920		XLOC_014920		AT3G21270		3:7474678-7475757		WT leaves		ebs leaves		OK		15.4149		20.9578		0.44		1.79868		0.00035		0.00459263		yes

		XLOC_028658		XLOC_028658		AT5G57710		5:23384793-23388353		WT leaves		ebs leaves		OK		55.4362		75.3552		0.44		2.20135		5.00E-05		0.000851471		yes

		XLOC_019955		XLOC_019955		AT3G56060		3:20803132-20806013		WT leaves		ebs leaves		OK		20.7412		28.1918		0.44		1.7506		0.0001		0.00156486		yes

		XLOC_013776		XLOC_013776		AT3G01210		3:71625-73220		WT leaves		ebs leaves		OK		10.7374		14.594		0.44		1.59219		0.00125		0.0127815		yes

		XLOC_018515		XLOC_018515		AT3G26510		3:9710336-9712660		WT leaves		ebs leaves		OK		59.6542		81.0426		0.44		2.08136		5.00E-05		0.000851471		yes

		XLOC_001192		XLOC_001192		AT1G21980		1:7734738-7738661		WT leaves		ebs leaves		OK		11.2752		15.3168		0.44		2.01581		5.00E-05		0.000851471		yes

		XLOC_004413		XLOC_004413		AT1G04000		1:1028105-1029119		WT leaves		ebs leaves		OK		9.67649		13.1435		0.44		1.55545		0.0013		0.0131764		yes

		XLOC_021099		XLOC_021099		AT4G08920		4:5724102-5727253		WT leaves		ebs leaves		OK		73.878		100.344		0.44		2.21491		5.00E-05		0.000851471		yes

		XLOC_004207		XLOC_004207		AT1G80270		1:30180953-30183507		WT leaves		ebs leaves		OK		11.9665		16.253		0.44		1.78563		0.00035		0.00459263		yes

		XLOC_005455		XLOC_005455		AT1G22370		1:7898012-7899879		WT leaves		ebs leaves		OK		14.3864		19.5356		0.44		1.59826		0.00215		0.0195366		yes

		XLOC_022328		XLOC_022328		AT4G29160		4:14380752-14382666		WT leaves		ebs leaves		OK		39.5971		53.7642		0.44		2.06573		5.00E-05		0.000851471		yes

		XLOC_026061		XLOC_026061		AT5G11670		5:3754248-3758242		WT leaves		ebs leaves		OK		67.2209		91.2616		0.44		2.20064		5.00E-05		0.000851471		yes

		XLOC_033130		XLOC_033130		ATCG00800,ATCG00810		Pt:82825-83949		WT leaves		ebs leaves		OK		18.533		25.1557		0.44		1.45138		0.00405		0.0317421		yes

		XLOC_025471		XLOC_025471		AT4G40045		4:18559102-18560657		WT leaves		ebs leaves		OK		27.914		37.8873		0.44		1.67464		0.0009		0.00987867		yes

		XLOC_017837		XLOC_017837		AT3G14200		3:4712573-4714653		WT leaves		ebs leaves		OK		11.799		16.0138		0.44		1.77204		0.00045		0.0056757		yes

		XLOC_009367		XLOC_009367		AT2G18700		2:8109042-8112010		WT leaves		ebs leaves		OK		43.1998		58.5393		0.44		0.971322		0.0051		0.0380253		yes

		XLOC_023572		XLOC_023572		AT4G08230		4:5187784-5189644		WT leaves		ebs leaves		OK		31.5233		42.7139		0.44		1.4866		0.00225		0.0201977		yes

		XLOC_013787		XLOC_013787		AT3G01440		3:168434-172022		WT leaves		ebs leaves		OK		55.2428		74.8471		0.44		1.86855		0.0002		0.00287925		yes

		XLOC_003589		XLOC_003589		AT1G68840		1:25880322-25882222		WT leaves		ebs leaves		OK		22.1796		30.048		0.44		1.975		0.0001		0.00156486		yes

		XLOC_011069		XLOC_011069		AT2G48020		2:19644099-19647180		WT leaves		ebs leaves		OK		16.6807		22.5928		0.44		1.90676		5.00E-05		0.000851471		yes

		XLOC_014036		XLOC_014036		AT3G05840		3:1739980-1743163		WT leaves		ebs leaves		OK		27.0803		36.6628		0.44		2.08933		5.00E-05		0.000851471		yes

		XLOC_026956		XLOC_026956		AT5G28626		5:10632240-10633944		WT leaves		ebs leaves		OK		4.50636		6.10002		0.44		1.47514		0.00365		0.0293139		yes

		XLOC_022413		XLOC_022413		AT4G30960		4:15067052-15069010		WT leaves		ebs leaves		OK		74.9864		101.476		0.44		2.17731		5.00E-05		0.000851471		yes

		XLOC_012707		XLOC_012707		AT2G29420		2:12616563-12618899		WT leaves		ebs leaves		OK		13.3328		18.0302		0.44		1.40725		0.0032		0.0264922		yes

		XLOC_019231		XLOC_019231		AT3G44100		3:15866038-15867310		WT leaves		ebs leaves		OK		43.2329		58.4603		0.44		1.38067		0.002		0.018491		yes

		XLOC_012070		XLOC_012070		AT2G18440		2:7994940-7997239		WT leaves		ebs leaves		OK		136.03		183.768		0.43		2.14089		5.00E-05		0.000851471		yes

		XLOC_030040		XLOC_030040		AT5G16970		5:5576167-5578075		WT leaves		ebs leaves		OK		44.2206		59.6967		0.43		1.67456		0.00015		0.0022305		yes

		XLOC_030175		XLOC_030175		AT5G19220		5:6461390-6466831		WT leaves		ebs leaves		OK		199.924		269.827		0.43		2.04474		5.00E-05		0.000851471		yes

		XLOC_005662		XLOC_005662		AT1G26800		1:9285098-9286324		WT leaves		ebs leaves		OK		11.2973		15.2443		0.43		1.68346		0.00095		0.0102873		yes

		XLOC_017777		XLOC_017777		AT3G13310		3:4310607-4311441		WT leaves		ebs leaves		OK		20.1933		27.2357		0.43		1.7212		0.0003		0.00405131		yes

		XLOC_019441		XLOC_019441		AT3G47160		3:17359987-17362118		WT leaves		ebs leaves		OK		39.65		53.4542		0.43		2.06608		0.0001		0.00156486		yes

		XLOC_007071		XLOC_007071		AT1G58180		1:21537769-21539914		WT leaves		ebs leaves		OK		11.6323		15.6779		0.43		1.56659		0.0016		0.0154884		yes

		XLOC_003905		XLOC_003905		AT1G74470		1:27991164-27993006		WT leaves		ebs leaves		OK		1254.99		1690.94		0.43		1.57829		0.00075		0.00852515		yes

		XLOC_017672		XLOC_017672		AT3G11850		3:3738896-3741714		WT leaves		ebs leaves		OK		5.08552		6.85017		0.43		1.50813		0.0014		0.0140212		yes

		XLOC_014254		XLOC_014254		AT3G10300		3:3186313-3188205		WT leaves		ebs leaves		OK		22.46		30.2421		0.43		1.52929		0.0007		0.00809588		yes

		XLOC_004802		XLOC_004802		AT1G10470		1:3442326-3443957		WT leaves		ebs leaves		OK		51.8888		69.8575		0.43		2.06559		5.00E-05		0.000851471		yes

		XLOC_007560		XLOC_007560		AT1G67050		1:25028626-25029788		WT leaves		ebs leaves		OK		14.4309		19.4159		0.43		1.71866		0.00045		0.0056757		yes

		XLOC_019248		XLOC_019248		AT3G44280		3:15968592-15971167		WT leaves		ebs leaves		OK		11.3282		15.2375		0.43		1.41752		0.0049		0.0368604		yes

		XLOC_030833		XLOC_030833		AT5G32460		5:12081802-12084148		WT leaves		ebs leaves		OK		6.91678		9.3034		0.43		1.60972		0.00085		0.00943042		yes

		XLOC_016362		XLOC_016362		AT3G50950		3:18935673-18940428		WT leaves		ebs leaves		OK		32.4258		43.605		0.43		1.88066		5.00E-05		0.000851471		yes

		XLOC_010294		XLOC_010294		AT2G34620		2:14577173-14578288		WT leaves		ebs leaves		OK		147.254		198.002		0.43		1.22911		0.0032		0.0264922		yes

		XLOC_007647		XLOC_007647		AT1G68530		1:25712587-25714807		WT leaves		ebs leaves		OK		144.078		193.69		0.43		1.64034		0.00365		0.0293139		yes

		XLOC_013849		XLOC_013849		AT3G02460		3:505433-508428		WT leaves		ebs leaves		OK		5.6015		7.52933		0.43		1.55527		0.00205		0.0188125		yes

		XLOC_001030		XLOC_001030		AT1G19150		1:6612748-6613972		WT leaves		ebs leaves		OK		229.288		308.169		0.43		2.13622		5.00E-05		0.000851471		yes

		XLOC_032573		XLOC_032573		AT5G62140		5:24954505-24955385		WT leaves		ebs leaves		OK		26.1113		35.0866		0.43		1.65987		0.0008		0.00899964		yes

		XLOC_014295		XLOC_014295		AT3G10985		3:3442527-3443445		WT leaves		ebs leaves		OK		37.5319		50.4237		0.43		1.77604		0.0001		0.00156486		yes

		XLOC_016805		XLOC_016805		AT3G59300		3:21918454-21924415		WT leaves		ebs leaves		OK		16.0213		21.5209		0.43		1.67812		0.00065		0.00761746		yes

		XLOC_014534		XLOC_014534		AT3G15210		3:5121421-5122562		WT leaves		ebs leaves		OK		14.2427		19.1127		0.42		1.71478		0.00035		0.00459263		yes

		XLOC_031576		XLOC_031576		AT5G44290		5:17840423-17843751		WT leaves		ebs leaves		OK		21.8033		29.2471		0.42		2.0232		0.0001		0.00156486		yes

		XLOC_002232		XLOC_002232		AT1G42970		1:16127380-16129843		WT leaves		ebs leaves		OK		967.146		1297.24		0.42		1.97987		5.00E-05		0.000851471		yes

		XLOC_017294		XLOC_017294		AT3G05270		3:1500802-1503407		WT leaves		ebs leaves		OK		13.774		18.4714		0.42		1.36148		0.0065		0.0457916		yes

		XLOC_025544		XLOC_025544		AT5G02180		5:430876-433741		WT leaves		ebs leaves		OK		5.84916		7.84039		0.42		1.43229		0.0023		0.0205272		yes

		XLOC_010046		XLOC_010046		AT2G30440		2:12972876-12975497		WT leaves		ebs leaves		OK		37.489		50.2471		0.42		2.07908		5.00E-05		0.000851471		yes

		XLOC_017670		XLOC_017670		AT3G11820		3:3729304-3731149		WT leaves		ebs leaves		OK		14.7533		19.7725		0.42		1.81612		0.00015		0.0022305		yes

		XLOC_030522		XLOC_030522		AT5G25840		5:9010723-9011498		WT leaves		ebs leaves		OK		28.8422		38.65		0.42		1.72487		0.0003		0.00405131		yes

		XLOC_000680		XLOC_000680		AT1G13110		1:4467219-4469033		WT leaves		ebs leaves		OK		43.9924		58.8416		0.42		1.97487		5.00E-05		0.000851471		yes

		XLOC_006044		XLOC_006044		AT1G33970		1:12349459-12351246		WT leaves		ebs leaves		OK		58.4092		78.1127		0.42		1.97743		5.00E-05		0.000851471		yes

		XLOC_012601		XLOC_012601		AT2G27500		2:11752169-11754028		WT leaves		ebs leaves		OK		17.5325		23.4457		0.42		1.46873		0.00315		0.0261601		yes

		XLOC_000182		XLOC_000182		AT1G04250		1:1136257-1138613		WT leaves		ebs leaves		OK		28.7658		38.4664		0.42		1.89517		5.00E-05		0.000851471		yes

		XLOC_019527		XLOC_019527		AT3G48740		3:18052465-18054755		WT leaves		ebs leaves		OK		71.5978		95.7081		0.42		2.08168		5.00E-05		0.000851471		yes

		XLOC_016438		XLOC_016438		AT3G52360		3:19412119-19412918		WT leaves		ebs leaves		OK		13.8035		18.4496		0.42		1.41045		0.00455		0.0348213		yes

		XLOC_030143		XLOC_030143		AT5G18600		5:6183257-6183954		WT leaves		ebs leaves		OK		85.8225		114.671		0.42		2.01075		5.00E-05		0.000851471		yes

		XLOC_017534		XLOC_017534		AT3G09405,AT3G09410		3:2894811-2901019		WT leaves		ebs leaves		OK		11.276		15.064		0.42		1.60196		0.0011		0.0114951		yes

		XLOC_011407		XLOC_011407		AT2G06530		2:2588544-2590453		WT leaves		ebs leaves		OK		39.884		53.2811		0.42		1.96191		5.00E-05		0.000851471		yes

		XLOC_007987		XLOC_007987		AT1G75100		1:28190815-28193800		WT leaves		ebs leaves		OK		11.3788		15.1913		0.42		1.74849		0.0002		0.00287925		yes

		XLOC_002429		XLOC_002429		AT1G47970		1:17687268-17688816		WT leaves		ebs leaves		OK		74.052		98.8464		0.42		2.03047		5.00E-05		0.000851471		yes

		XLOC_017669		XLOC_017669		AT3G11780		3:3724133-3725593		WT leaves		ebs leaves		OK		42.0156		56.0765		0.42		1.66138		0.0014		0.0140212		yes

		XLOC_010198		XLOC_010198		AT2G33050		2:14021869-14025085		WT leaves		ebs leaves		OK		3.60925		4.81695		0.42		1.4586		0.00355		0.0286849		yes

		XLOC_017049		XLOC_017049		AT3G01180		3:62244-65845		WT leaves		ebs leaves		OK		16.83		22.451		0.42		1.95384		5.00E-05		0.000851471		yes

		XLOC_001287		XLOC_001287		AT1G23750		1:8400150-8401487		WT leaves		ebs leaves		OK		12.4423		16.5974		0.42		1.48249		0.0036		0.0290256		yes

		XLOC_028477		XLOC_028477		AT5G54585		5:22175538-22176691		WT leaves		ebs leaves		OK		30.6725		40.901		0.42		1.73123		0.0005		0.00615957		yes

		XLOC_005903		XLOC_005903		AT1G31350		1:11221334-11222786		WT leaves		ebs leaves		OK		9.49303		12.6583		0.42		1.37903		0.00295		0.0247543		yes

		XLOC_003429		XLOC_003429		AT1G65960		1:24552002-24558322		WT leaves		ebs leaves		OK		190.125		253.472		0.41		2.00992		5.00E-05		0.000851471		yes

		XLOC_026693		XLOC_026693		AT5G24530		5:8378832-8383401		WT leaves		ebs leaves		OK		6.29155		8.38428		0.41		1.34404		0.0062		0.0442502		yes

		XLOC_025316		XLOC_025316		AT4G37380		4:17572039-17573938		WT leaves		ebs leaves		OK		4.13054		5.5034		0.41		1.4123		0.00695		0.0482464		yes

		XLOC_012546		XLOC_012546		AT2G26690		2:11347146-11351293		WT leaves		ebs leaves		OK		12.9383		17.2332		0.41		1.53285		0.0024		0.0211749		yes

		XLOC_001134		XLOC_001134		AT1G21000		1:7337727-7339452		WT leaves		ebs leaves		OK		7.69058		10.2418		0.41		1.40366		0.00275		0.0235344		yes

		XLOC_016689		XLOC_016689		AT3G56880		3:21059914-21060965		WT leaves		ebs leaves		OK		75.1703		100.098		0.41		2.01998		5.00E-05		0.000851471		yes

		XLOC_018403		XLOC_018403		AT3G24503		3:8918678-8923073		WT leaves		ebs leaves		OK		49.1657		65.4613		0.41		1.65114		0.0005		0.00615957		yes

		XLOC_005277		XLOC_005277		AT1G19300		1:6671136-6672653		WT leaves		ebs leaves		OK		6.87479		9.14929		0.41		1.47328		0.00265		0.0228368		yes

		XLOC_010811		XLOC_010811		AT2G43700		2:18115091-18118844		WT leaves		ebs leaves		OK		2.59939		3.45924		0.41		1.4021		0.00495		0.0371611		yes

		XLOC_005423		XLOC_005423		AT1G21830		1:7661117-7662608		WT leaves		ebs leaves		OK		20.7719		27.6411		0.41		1.74416		0.00065		0.00761746		yes

		XLOC_017288		XLOC_017288		AT3G05160		3:1453105-1457150		WT leaves		ebs leaves		OK		34.0617		45.3233		0.41		1.79269		0.00115		0.0119101		yes

		XLOC_007375		XLOC_007375		AT1G63800		1:23667615-23669080		WT leaves		ebs leaves		OK		32.7732		43.5644		0.41		1.81883		0.00015		0.0022305		yes

		XLOC_024504		XLOC_024504		AT4G22920		4:12016524-12018492		WT leaves		ebs leaves		OK		5.35794		7.12183		0.41		1.41276		0.00345		0.0280604		yes

		XLOC_028751		XLOC_028751		AT5G59430		5:23967312-23970945		WT leaves		ebs leaves		OK		17.3577		23.0663		0.41		1.91691		0.0001		0.00156486		yes

		XLOC_032672		XLOC_032672		AT5G64040		5:25628587-25629615		WT leaves		ebs leaves		OK		3921.66		5210.11		0.41		1.89095		0.0001		0.00156486		yes

		XLOC_019662		XLOC_019662		AT3G50820		3:18890875-18892426		WT leaves		ebs leaves		OK		1642.67		2181.48		0.41		1.90866		5.00E-05		0.000851471		yes

		XLOC_032142		XLOC_032142		AT5G54190		5:21990911-21992812		WT leaves		ebs leaves		OK		31.9059		42.3683		0.41		1.77204		0.00015		0.0022305		yes

		XLOC_010666		XLOC_010666		AT2G41110		2:17140228-17142457		WT leaves		ebs leaves		OK		44.6199		59.2217		0.41		1.6238		0.001		0.010716		yes

		XLOC_022022		XLOC_022022		AT4G24060		4:12503781-12505646		WT leaves		ebs leaves		OK		11.3093		15.0083		0.41		1.63754		0.0006		0.0071353		yes

		XLOC_003922		XLOC_003922		AT1G74790		1:28098764-28101896		WT leaves		ebs leaves		OK		15.1122		20.0503		0.41		1.87216		0.0001		0.00156486		yes

		XLOC_009229		XLOC_009229		AT2G16365		2:7074361-7079519		WT leaves		ebs leaves		OK		29.9514		39.7367		0.41		1.8547		0.0002		0.00287925		yes

		XLOC_029845		XLOC_029845		AT5G13400		5:4292746-4299223		WT leaves		ebs leaves		OK		27.5099		36.4832		0.41		1.49509		0.00245		0.0214424		yes

		XLOC_003311		XLOC_003311		AT1G64060		1:23769773-23776931		WT leaves		ebs leaves		OK		3.41577		4.52826		0.41		1.61271		0.00115		0.0119101		yes

		XLOC_010924		XLOC_010924		AT2G45600		2:18789587-18790952		WT leaves		ebs leaves		OK		9.13624		12.1117		0.41		1.49517		0.0025		0.0218079		yes

		XLOC_028912		XLOC_028912		AT5G62350		5:25037425-25038362		WT leaves		ebs leaves		OK		305.137		404.35		0.41		2.0347		0.00015		0.0022305		yes

		XLOC_005298		XLOC_005298		AT1G19660		1:6799980-6802685		WT leaves		ebs leaves		OK		64.7845		85.845		0.41		1.97136		5.00E-05		0.000851471		yes

		XLOC_004337		XLOC_004337		AT1G02660		1:571954-574981		WT leaves		ebs leaves		OK		11.5224		15.2664		0.41		1.83868		0.0001		0.00156486		yes

		XLOC_000336		XLOC_000336		AT1G07240		1:2223690-2225452		WT leaves		ebs leaves		OK		10.414		13.7894		0.41		1.57789		0.001		0.010716		yes

		XLOC_017592		XLOC_017592		AT3G10525		3:3281361-3282032		WT leaves		ebs leaves		OK		43.9122		58.1343		0.40		1.77043		0.00035		0.00459263		yes

		XLOC_005287		XLOC_005287		AT1G19450		1:6731433-6734882		WT leaves		ebs leaves		OK		22.1517		29.3141		0.40		1.5044		0.00375		0.0299483		yes

		XLOC_002527		XLOC_002527		AT1G49560		1:18342553-18344363		WT leaves		ebs leaves		OK		7.85352		10.3909		0.40		1.47174		0.00325		0.0268701		yes

		XLOC_013313		XLOC_013313		AT2G39700		2:16543831-16545584		WT leaves		ebs leaves		OK		24.4189		32.3076		0.40		1.83801		0.0001		0.00156486		yes

		XLOC_014998		XLOC_014998		AT3G22370		3:7906790-7908740		WT leaves		ebs leaves		OK		23.8016		31.4907		0.40		1.87212		0.0001		0.00156486		yes

		XLOC_028118		XLOC_028118		AT5G48620		5:19716475-19721452		WT leaves		ebs leaves		OK		7.61419		10.0718		0.40		1.84798		5.00E-05		0.000851471		yes

		XLOC_021855		XLOC_021855		AT4G21192		4:11294179-11295430		WT leaves		ebs leaves		OK		21.8257		28.8367		0.40		1.38611		0.00515		0.0383364		yes

		XLOC_031765		XLOC_031765		AT5G47370		5:19216311-19217909		WT leaves		ebs leaves		OK		55.3965		73.1259		0.40		1.94738		5.00E-05		0.000851471		yes

		XLOC_012463		XLOC_012463		AT2G25200		2:10736482-10737654		WT leaves		ebs leaves		OK		12.162		16.0421		0.40		1.42661		0.0025		0.0218079		yes

		XLOC_027825		XLOC_027825		AT5G43700		5:17550232-17551581		WT leaves		ebs leaves		OK		72.1899		95.2111		0.40		1.97126		0.0002		0.00287925		yes

		XLOC_027981		XLOC_027981		AT5G46410		5:18825102-18829221		WT leaves		ebs leaves		OK		5.98784		7.89242		0.40		1.63764		0.00075		0.00852515		yes

		XLOC_004408		XLOC_004408		AT1G03870		1:982505-983540		WT leaves		ebs leaves		OK		58.8196		77.489		0.40		1.9176		5.00E-05		0.000851471		yes

		XLOC_002651		XLOC_002651		AT1G51760		1:19199418-19201642		WT leaves		ebs leaves		OK		12.903		16.9901		0.40		1.66994		0.0006		0.0071353		yes

		XLOC_025889		XLOC_025889		AT5G08050		5:2578344-2579163		WT leaves		ebs leaves		OK		350.96		462.125		0.40		1.97693		5.00E-05		0.000851471		yes

		XLOC_004348		XLOC_004348		AT1G02880		1:642751-644903		WT leaves		ebs leaves		OK		8.95088		11.7831		0.40		1.35072		0.0029		0.0245348		yes

		XLOC_024725		XLOC_024725		AT4G26860		4:13503085-13504780		WT leaves		ebs leaves		OK		44.9514		59.1726		0.40		1.85744		0.00035		0.00459263		yes

		XLOC_003235		XLOC_003235		AT1G62630		1:23185911-23188593		WT leaves		ebs leaves		OK		6.33948		8.34475		0.40		1.66663		0.00085		0.00943042		yes

		XLOC_023921		XLOC_023921		AT4G13575		4:7892319-7893705		WT leaves		ebs leaves		OK		88.881		116.879		0.40		1.88972		5.00E-05		0.000851471		yes

		XLOC_024130		XLOC_024130		AT4G16770		4:9434392-9437172		WT leaves		ebs leaves		OK		8.71337		11.4512		0.39		1.35144		0.00525		0.0389088		yes

		XLOC_026615		XLOC_026615		AT5G23120		5:7778120-7780628		WT leaves		ebs leaves		OK		297.794		391.322		0.39		1.37998		0.00015		0.0022305		yes

		XLOC_025387		XLOC_025387		AT4G38690		4:18074474-18075765		WT leaves		ebs leaves		OK		52.5806		69.0857		0.39		1.9145		0.00025		0.00348795		yes

		XLOC_017040		XLOC_017040		AT3G63520		3:23452910-23456078		WT leaves		ebs leaves		OK		138.673		182.115		0.39		1.95223		0.00015		0.0022305		yes

		XLOC_021638		XLOC_021638		AT4G17460		4:9739662-9741146		WT leaves		ebs leaves		OK		19.7802		25.9707		0.39		1.59836		0.0023		0.0205272		yes

		XLOC_022582		XLOC_022582		AT4G33920		4:16260662-16262981		WT leaves		ebs leaves		OK		14.4084		18.9154		0.39		1.72267		0.0005		0.00615957		yes

		XLOC_007355		XLOC_007355		AT1G63360		1:23499514-23502169		WT leaves		ebs leaves		OK		13.5688		17.8023		0.39		1.84546		0.0002		0.00287925		yes

		XLOC_021280		XLOC_021280		AT4G11570		4:7004332-7006081		WT leaves		ebs leaves		OK		60.138		78.8793		0.39		1.93248		5.00E-05		0.000851471		yes

		XLOC_022398		XLOC_022398		AT4G30650		4:14954319-14954968		WT leaves		ebs leaves		OK		481.368		631.039		0.39		1.95919		0.0002		0.00287925		yes

		XLOC_005396		XLOC_005396		AT1G21380		1:7483780-7488713		WT leaves		ebs leaves		OK		16.865		22.1043		0.39		1.65067		0.00075		0.00852515		yes

		XLOC_001213		XLOC_001213		AT1G22280		1:7873866-7875878		WT leaves		ebs leaves		OK		17.2188		22.5606		0.39		1.72024		0.0004		0.005161		yes

		XLOC_026380		XLOC_026380		AT5G18130		5:5995478-5997498		WT leaves		ebs leaves		OK		14.4573		18.9328		0.39		1.58045		0.0011		0.0114951		yes

		XLOC_007874		XLOC_007874		AT1G73110		1:27491183-27496878		WT leaves		ebs leaves		OK		35.976		47.111		0.39		1.67392		0.0004		0.005161		yes

		XLOC_027731		XLOC_027731		AT5G42270		5:16902485-16908007		WT leaves		ebs leaves		OK		391.467		512.156		0.39		1.86732		0.00035		0.00459263		yes

		XLOC_025110		XLOC_025110		AT4G33660		4:16167285-16167951		WT leaves		ebs leaves		OK		30.5199		39.9283		0.39		1.35054		0.0069		0.0480072		yes

		XLOC_028469		XLOC_028469		AT5G54500		5:22124510-22126504		WT leaves		ebs leaves		OK		54.4577		71.2434		0.39		1.81341		0.00015		0.0022305		yes

		XLOC_025038		XLOC_025038		AT4G32290		4:15589673-15591164		WT leaves		ebs leaves		OK		7.50064		9.80512		0.39		1.31344		0.00445		0.0342115		yes

		XLOC_022484		XLOC_022484		AT4G32060		4:15501077-15503593		WT leaves		ebs leaves		OK		119.501		156.191		0.39		1.93562		5.00E-05		0.000851471		yes

		XLOC_001114		XLOC_001114		AT1G20696		1:7179451-7181499		WT leaves		ebs leaves		OK		158.405		206.995		0.39		1.90633		0.0001		0.00156486		yes

		XLOC_009244		XLOC_009244		AT2G16700		2:7244607-7245741		WT leaves		ebs leaves		OK		105.922		138.409		0.39		1.88453		5.00E-05		0.000851471		yes

		XLOC_029736		XLOC_029736		AT5G11070		5:3516216-3516995		WT leaves		ebs leaves		OK		97.6285		127.54		0.39		1.88773		0.0001		0.00156486		yes

		XLOC_028696		XLOC_028696		AT5G58370		5:23593116-23596026		WT leaves		ebs leaves		OK		11.3		14.762		0.39		1.41661		0.0044		0.0338974		yes

		XLOC_017051		XLOC_017051		AT3G01200		3:69510-71415		WT leaves		ebs leaves		OK		14.7543		19.2697		0.39		1.43698		0.0034		0.0277146		yes

		XLOC_019872		XLOC_019872		AT3G54500		3:20173618-20179027		WT leaves		ebs leaves		OK		29.2009		38.1333		0.39		1.51682		0.00225		0.0201977		yes

		XLOC_008312		XLOC_008312		AT1G80920		1:30400733-30404690		WT leaves		ebs leaves		OK		191.676		250.269		0.38		1.76688		0.0003		0.00405131		yes

		XLOC_027528		XLOC_027528		AT5G38980		5:15606770-15607350		WT leaves		ebs leaves		OK		58.1684		75.9384		0.38		1.71046		0.00065		0.00761746		yes

		XLOC_002263		XLOC_002263		AT1G43670		1:16468043-16470500		WT leaves		ebs leaves		OK		266.794		348.254		0.38		1.92387		0.00015		0.0022305		yes

		XLOC_021307		XLOC_021307		AT4G12070		4:7231821-7234501		WT leaves		ebs leaves		OK		6.15605		8.03373		0.38		1.28383		0.0066		0.0463903		yes

		XLOC_000835		XLOC_000835		AT1G15980		1:5489297-5493772		WT leaves		ebs leaves		OK		173.939		226.981		0.38		1.89268		0.00015		0.0022305		yes

		XLOC_007932		XLOC_007932		AT1G74070		1:27851487-27852976		WT leaves		ebs leaves		OK		81.1346		105.873		0.38		1.91272		0.0002		0.00287925		yes

		XLOC_023916		XLOC_023916		AT4G13550		4:7871056-7876963		WT leaves		ebs leaves		OK		10.7073		13.9716		0.38		1.74655		0.00035		0.00459263		yes

		XLOC_025866		XLOC_025866		AT5G07670		5:2430145-2432196		WT leaves		ebs leaves		OK		11.2652		14.6987		0.38		1.61867		0.001		0.010716		yes

		XLOC_030084		XLOC_030084		AT5G17700		5:5830580-5833901		WT leaves		ebs leaves		OK		6.52008		8.49615		0.38		1.49321		0.002		0.018491		yes

		XLOC_021449		XLOC_021449		AT4G14560		4:8361057-8361986		WT leaves		ebs leaves		OK		48.6459		63.388		0.38		1.50709		0.0034		0.0277146		yes

		XLOC_001395		XLOC_001395		AT1G26550		1:9171129-9172940		WT leaves		ebs leaves		OK		80.8332		105.305		0.38		1.84019		0.00025		0.00348795		yes

		XLOC_004703		XLOC_004703		AT1G08810		1:2819064-2820395		WT leaves		ebs leaves		OK		16.4262		21.3969		0.38		1.42742		0.00235		0.0208329		yes

		XLOC_016161		XLOC_016161		AT3G47430		3:17480602-17481792		WT leaves		ebs leaves		OK		18.7836		24.4581		0.38		1.52038		0.0018		0.017094		yes

		XLOC_000126		XLOC_000126		AT1G03220		1:787121-788651		WT leaves		ebs leaves		OK		25.3412		32.9828		0.38		1.58798		0.00105		0.0111359		yes

		XLOC_024982		XLOC_024982		AT4G31450		4:15255622-15258812		WT leaves		ebs leaves		OK		10.8654		14.1417		0.38		1.61922		0.0014		0.0140212		yes

		XLOC_027601		XLOC_027601		AT5G40380		5:16151771-16155683		WT leaves		ebs leaves		OK		10.9448		14.2368		0.38		1.69063		0.00055		0.00661714		yes

		XLOC_009297		XLOC_009297		AT2G17520		2:7617209-7621109		WT leaves		ebs leaves		OK		10.919		14.2008		0.38		1.58776		0.002		0.018491		yes

		XLOC_011265		XLOC_011265		AT2G04230		2:1446863-1449100		WT leaves		ebs leaves		OK		15.9622		20.7531		0.38		1.4673		0.0037		0.0296384		yes

		XLOC_009360		XLOC_009360		AT2G18560		2:8059287-8061056		WT leaves		ebs leaves		OK		6.44259		8.37575		0.38		1.41506		0.00375		0.0299483		yes

		XLOC_003896		XLOC_003896		AT1G74320		1:27940672-27943204		WT leaves		ebs leaves		OK		8.95783		11.6361		0.38		1.50133		0.0025		0.0218079		yes

		XLOC_026424		XLOC_026424		AT5G18860		5:6290675-6295811		WT leaves		ebs leaves		OK		5.28645		6.86652		0.38		1.53646		0.00195		0.0181465		yes

		XLOC_027622		XLOC_027622		AT5G40670		5:16285710-16287793		WT leaves		ebs leaves		OK		20.7192		26.8951		0.38		1.67111		0.0007		0.00809588		yes

		XLOC_010061		XLOC_010061		AT2G30860		2:13138996-13140245		WT leaves		ebs leaves		OK		397.017		515.264		0.38		1.86317		0.00015		0.0022305		yes

		XLOC_018263		XLOC_018263		AT3G22142		3:7803603-7808046		WT leaves		ebs leaves		OK		25.6759		33.3161		0.38		1.88105		0.0003		0.00405131		yes

		XLOC_005341		XLOC_005341		AT1G20450		1:7088002-7089606		WT leaves		ebs leaves		OK		161.615		209.701		0.38		1.84091		0.0001		0.00156486		yes

		XLOC_028201		XLOC_028201		AT5G50100		5:20371852-20373441		WT leaves		ebs leaves		OK		13.2162		17.146		0.38		1.37555		0.0047		0.0356892		yes

		XLOC_010531		XLOC_010531		AT2G38820		2:16221835-16223662		WT leaves		ebs leaves		OK		10.3786		13.4567		0.37		1.54102		0.0016		0.0154884		yes

		XLOC_004128		XLOC_004128		AT1G78600		1:29567105-29568859		WT leaves		ebs leaves		OK		44.2685		57.3935		0.37		1.81209		0.0001		0.00156486		yes

		XLOC_010749		XLOC_010749		AT2G42620		2:17756139-17758468		WT leaves		ebs leaves		OK		11.454		14.8477		0.37		1.28489		0.00355		0.0286849		yes

		XLOC_011347		XLOC_011347		AT2G05620		2:2081008-2081858		WT leaves		ebs leaves		OK		147.532		191.2		0.37		1.85498		5.00E-05		0.000851471		yes

		XLOC_017929		XLOC_017929		AT3G15900		3:5374247-5377179		WT leaves		ebs leaves		OK		31.9506		41.4071		0.37		1.46324		0.0035		0.0283675		yes

		XLOC_015344		XLOC_015344		AT3G28130		3:10465515-10468911		WT leaves		ebs leaves		OK		8.70253		11.2773		0.37		1.2357		0.0071		0.0490854		yes

		XLOC_000974		XLOC_000974		AT1G18300		1:6299686-6301086		WT leaves		ebs leaves		OK		11.6679		15.1153		0.37		1.39178		0.005		0.0374454		yes

		XLOC_000793		XLOC_000793		AT1G15260		1:5249759-5250573		WT leaves		ebs leaves		OK		54.9373		71.1336		0.37		1.74079		0.0003		0.00405131		yes

		XLOC_020209		XLOC_020209		AT3G60380		3:22316912-22319266		WT leaves		ebs leaves		OK		25.3339		32.7994		0.37		1.81785		0.00055		0.00661714		yes

		XLOC_027852		XLOC_027852		AT5G44190		5:17798368-17800824		WT leaves		ebs leaves		OK		70.1161		90.7601		0.37		1.47752		0.0061		0.0437218		yes

		XLOC_010336		XLOC_010336		AT2G35370		2:14891101-14892218		WT leaves		ebs leaves		OK		628.729		813.19		0.37		1.84511		0.0003		0.00405131		yes

		XLOC_032744		XLOC_032744		AT5G65310		5:26101938-26104614		WT leaves		ebs leaves		OK		27.1605		35.1237		0.37		1.76156		5.00E-05		0.000851471		yes

		XLOC_018615		XLOC_018615		AT3G27890		3:10350655-10352033		WT leaves		ebs leaves		OK		37.4639		48.4101		0.37		1.61487		0.0011		0.0114951		yes

		XLOC_019895		XLOC_019895		AT3G54890		3:20339503-20341103		WT leaves		ebs leaves		OK		7483.11		9665.91		0.37		1.58433		0.0015		0.0147359		yes

		XLOC_029055		XLOC_029055		AT5G64940,AT5G64950		5:25948972-25955160		WT leaves		ebs leaves		OK		90.4566		116.781		0.37		1.72679		0.00015		0.0022305		yes

		XLOC_007221		XLOC_007221		AT1G61310		1:22613062-22615943		WT leaves		ebs leaves		OK		5.20392		6.71723		0.37		1.51001		0.00265		0.0228368		yes

		XLOC_009325		XLOC_009325		AT2G17972		2:7821584-7824005		WT leaves		ebs leaves		OK		89.8435		115.965		0.37		1.68818		0.00075		0.00852515		yes

		XLOC_007294		XLOC_007294		AT1G62310		1:23036038-23039609		WT leaves		ebs leaves		OK		8.58075		11.0712		0.37		1.57902		0.0012		0.0123451		yes

		XLOC_009991		XLOC_009991		AT2G29360		2:12603802-12605271		WT leaves		ebs leaves		OK		79.9257		103.114		0.37		1.74022		0.0003		0.00405131		yes

		XLOC_000616		XLOC_000616		AT1G12110		1:4105232-4109545		WT leaves		ebs leaves		OK		10.1413		13.0814		0.37		1.52191		0.0018		0.017094		yes

		XLOC_003392		XLOC_003392		AT1G65295		1:24251510-24252303		WT leaves		ebs leaves		OK		52.8884		68.2146		0.37		1.56882		0.0015		0.0147359		yes

		XLOC_021663		XLOC_021663		AT4G17900		4:9945869-9948078		WT leaves		ebs leaves		OK		12.0389		15.5248		0.37		1.46315		0.0035		0.0283675		yes

		XLOC_029102		XLOC_029102		AT5G65730		5:26299031-26300478		WT leaves		ebs leaves		OK		201.106		259.3		0.37		1.81066		0.0001		0.00156486		yes

		XLOC_010350		XLOC_010350		AT2G35635		2:14980969-14982116		WT leaves		ebs leaves		OK		57.7428		74.4147		0.37		1.67302		0.00045		0.0056757		yes

		XLOC_021854		XLOC_021854		AT4G21180		4:11288912-11294009		WT leaves		ebs leaves		OK		17.892		23.0486		0.37		1.3618		0.0062		0.0442502		yes

		XLOC_004102		XLOC_004102		AT1G78100		1:29387794-29389112		WT leaves		ebs leaves		OK		20.0772		25.862		0.37		1.57194		0.0017		0.01632		yes

		XLOC_014177		XLOC_014177		AT3G08940		3:2717674-2722624		WT leaves		ebs leaves		OK		1846.08		2377.63		0.37		1.69337		0.0007		0.00809588		yes

		XLOC_018137		XLOC_018137		AT3G19850		3:6898180-6901255		WT leaves		ebs leaves		OK		21.1192		27.1955		0.36		1.66597		0.0003		0.00405131		yes

		XLOC_003358		XLOC_003358		AT1G64680		1:24036020-24037401		WT leaves		ebs leaves		OK		89.0479		114.636		0.36		1.81395		0.0004		0.005161		yes

		XLOC_001226		XLOC_001226		AT1G22640		1:8006194-8007428		WT leaves		ebs leaves		OK		18.2073		23.4271		0.36		1.47268		0.0017		0.01632		yes

		XLOC_032794		XLOC_032794		AT5G66190		5:26448937-26453199		WT leaves		ebs leaves		OK		689.097		886.519		0.36		1.74874		0.0005		0.00615957		yes

		XLOC_022321		XLOC_022321		AT4G29070		4:14321812-14323307		WT leaves		ebs leaves		OK		24.3772		31.3597		0.36		1.61832		0.0009		0.00987867		yes

		XLOC_026593		XLOC_026593		AT5G22630		5:7524341-7526160		WT leaves		ebs leaves		OK		7.40046		9.51904		0.36		1.41116		0.0043		0.0332931		yes

		XLOC_024985		XLOC_024985		AT4G31500		4:15273470-15275310		WT leaves		ebs leaves		OK		44.1759		56.8163		0.36		1.70348		0.00035		0.00459263		yes

		XLOC_006045		XLOC_006045		AT1G34000		1:12355567-12358966		WT leaves		ebs leaves		OK		238.589		306.814		0.36		1.64081		0.00135		0.013631		yes

		XLOC_022920		XLOC_022920		AT4G39940		4:18519716-18521568		WT leaves		ebs leaves		OK		22.7886		29.3007		0.36		1.57419		0.00135		0.013631		yes

		XLOC_011051		XLOC_011051		AT2G47720,AT2G47730		2:19556325-19559463		WT leaves		ebs leaves		OK		94.1024		120.991		0.36		1.78576		0.00015		0.0022305		yes

		XLOC_013754		XLOC_013754		AT2G48030		2:19647522-19650148		WT leaves		ebs leaves		OK		6.86131		8.81548		0.36		1.34994		0.00535		0.0395392		yes

		XLOC_020152		XLOC_020152		AT3G59400		3:21948716-21949710		WT leaves		ebs leaves		OK		272.052		349.369		0.36		1.79712		0.0004		0.005161		yes

		XLOC_019718		XLOC_019718		AT3G51840		3:19225359-19229163		WT leaves		ebs leaves		OK		52.984		68.0413		0.36		1.67885		0.00075		0.00852515		yes

		XLOC_031522		XLOC_031522		AT5G43320		5:17385866-17389527		WT leaves		ebs leaves		OK		31.4252		40.326		0.36		1.6823		0.001		0.010716		yes

		XLOC_001381		XLOC_001381		AT1G26210		1:9066635-9069238		WT leaves		ebs leaves		OK		26.6284		34.1494		0.36		1.36834		0.00615		0.0439951		yes

		XLOC_000491		XLOC_000491		AT1G10060		1:3284238-3287107		WT leaves		ebs leaves		OK		34.8218		44.655		0.36		1.6413		0.00055		0.00661714		yes

		XLOC_003441		XLOC_003441		AT1G66180		1:24647187-24648813		WT leaves		ebs leaves		OK		37.9436		48.6479		0.36		1.72732		0.00045		0.0056757		yes

		XLOC_017824		XLOC_017824		AT3G14050		3:4650756-4653914		WT leaves		ebs leaves		OK		10.4766		13.4315		0.36		1.61038		0.00105		0.0111359		yes

		XLOC_000154		XLOC_000154		AT1G03740		1:933511-937043		WT leaves		ebs leaves		OK		12.2178		15.6617		0.36		1.68117		0.0008		0.00899964		yes

		XLOC_028988		XLOC_028988		AT5G63780		5:25523844-25528013		WT leaves		ebs leaves		OK		44.3601		56.8595		0.36		1.54109		0.0021		0.0191763		yes

		XLOC_023794		XLOC_023794		AT4G11850		4:7129122-7133200		WT leaves		ebs leaves		OK		6.6809		8.55993		0.36		1.50024		0.0021		0.0191763		yes

		XLOC_029278		XLOC_029278		AT5G02380		5:503407-507244		WT leaves		ebs leaves		OK		673.07		862.18		0.36		1.76388		0.0003		0.00405131		yes

		XLOC_017435		XLOC_017435		transcript:AT3G07280.1		3:2318921-2321215		WT leaves		ebs leaves		OK		8.77055		11.2307		0.36		1.5433		0.0019		0.0177704		yes

		XLOC_016700		XLOC_016700		AT3G57090		3:21128529-21130189		WT leaves		ebs leaves		OK		44.0162		56.3308		0.36		1.58491		0.0016		0.0154884		yes

		XLOC_007664		XLOC_007664		AT1G68830		1:25872444-25875550		WT leaves		ebs leaves		OK		53.8255		68.8782		0.36		1.76152		0.00035		0.00459263		yes

		XLOC_008237		XLOC_008237		AT1G79510		1:29903419-29909988		WT leaves		ebs leaves		OK		50.3563		64.4326		0.36		1.44407		0.00415		0.0323616		yes

		XLOC_010052		XLOC_010052		AT2G30600		2:13036875-13042586		WT leaves		ebs leaves		OK		71.777		91.7938		0.35		1.41363		0.00215		0.0195366		yes

		XLOC_003706		XLOC_003706		AT1G70820		1:26705517-26708264		WT leaves		ebs leaves		OK		153.653		196.486		0.35		1.76341		0.00025		0.00348795		yes

		XLOC_031397		XLOC_031397		AT5G41340		5:16538080-16540130		WT leaves		ebs leaves		OK		31.3657		40.0935		0.35		1.45849		0.0042		0.032724		yes

		XLOC_014076		XLOC_014076		AT3G66654		3:2087979-2090495		WT leaves		ebs leaves		OK		20.9874		26.8253		0.35		1.50876		0.00245		0.0214424		yes

		XLOC_022285		XLOC_022285		AT4G28660		4:14149879-14151104		WT leaves		ebs leaves		OK		354.279		452.569		0.35		1.74996		0.00065		0.00761746		yes

		XLOC_027670		XLOC_027670		AT5G41410		5:16580043-16584008		WT leaves		ebs leaves		OK		17.0427		21.7634		0.35		1.67346		0.0006		0.0071353		yes

		XLOC_004597		XLOC_004597		AT1G07110		1:2178103-2184148		WT leaves		ebs leaves		OK		46.8883		59.8683		0.35		1.68283		0.00055		0.00661714		yes

		XLOC_000185		XLOC_000185		AT1G04350		1:1165164-1166768		WT leaves		ebs leaves		OK		32.2961		41.2282		0.35		1.67278		0.00075		0.00852515		yes

		XLOC_022488		XLOC_022488		AT4G32190		4:15544877-15547855		WT leaves		ebs leaves		OK		25.0304		31.9351		0.35		1.70094		0.0002		0.00287925		yes

		XLOC_029608		XLOC_029608		AT5G08650		5:2806322-2813264		WT leaves		ebs leaves		OK		102.068		130.223		0.35		1.75361		0.00045		0.0056757		yes

		XLOC_002451		XLOC_002451		AT1G48330		1:17863836-17864386		WT leaves		ebs leaves		OK		33.1746		42.301		0.35		1.34156		0.0059		0.0426846		yes

		XLOC_015256		XLOC_015256		AT3G26618		3:9788604-9790351		WT leaves		ebs leaves		OK		17.3571		22.1276		0.35		1.53647		0.0019		0.0177704		yes

		XLOC_027820		XLOC_027820		AT5G43630		5:17526750-17530516		WT leaves		ebs leaves		OK		11.0333		14.0606		0.35		1.57076		0.0022		0.0198837		yes

		XLOC_031734		XLOC_031734		AT5G46800		5:18988630-18990772		WT leaves		ebs leaves		OK		48.7582		62.0938		0.35		1.67462		0.0009		0.00987867		yes

		XLOC_010022		XLOC_010022		AT2G29970		2:12776385-12779938		WT leaves		ebs leaves		OK		13.5324		17.224		0.35		1.61351		0.00085		0.00943042		yes

		XLOC_005008		XLOC_005008		AT1G14170		1:4843233-4845847		WT leaves		ebs leaves		OK		9.33952		11.8854		0.35		1.41512		0.004		0.0314701		yes

		XLOC_003540		XLOC_003540		AT1G68010		1:25493195-25495988		WT leaves		ebs leaves		OK		312.718		397.855		0.35		1.7309		0.00045		0.0056757		yes

		XLOC_006649		XLOC_006649		AT1G50250		1:18614208-18617063		WT leaves		ebs leaves		OK		92.2625		117.359		0.35		1.73899		0.00045		0.0056757		yes

		XLOC_009461		XLOC_009461		AT2G20340		2:8779734-8782772		WT leaves		ebs leaves		OK		15.1097		19.2113		0.35		1.51947		0.0015		0.0147359		yes

		XLOC_019655		XLOC_019655		AT3G50750		3:18861838-18863234		WT leaves		ebs leaves		OK		20.3072		25.8191		0.35		1.54525		0.0023		0.0205272		yes

		XLOC_012500		XLOC_012500		AT2G25830		2:11018715-11021699		WT leaves		ebs leaves		OK		56.7529		72.1508		0.35		1.70943		0.00055		0.00661714		yes

		XLOC_011316		XLOC_011316		AT2G05070		2:1799233-1800392		WT leaves		ebs leaves		OK		2528.53		3213.87		0.35		1.59658		0.0013		0.0131764		yes

		XLOC_018510		XLOC_018510		AT3G26450		3:9681297-9683434		WT leaves		ebs leaves		OK		135.675		172.427		0.35		1.70586		0.00045		0.0056757		yes

		XLOC_020421		XLOC_020421		AT4G00300		4:126508-130399		WT leaves		ebs leaves		OK		30.0953		38.2242		0.34		1.66206		0.0006		0.0071353		yes

		XLOC_005415		XLOC_005415		AT1G21590		1:7566231-7569902		WT leaves		ebs leaves		OK		27.5182		34.9375		0.34		1.70566		0.0005		0.00615957		yes

		XLOC_008291		XLOC_008291		AT1G80460		1:30246744-30249305		WT leaves		ebs leaves		OK		28.606		36.294		0.34		1.65115		0.00085		0.00943042		yes

		XLOC_003368		XLOC_003368		AT1G64860		1:24097912-24100952		WT leaves		ebs leaves		OK		71.9411		91.2686		0.34		1.71555		0.0005		0.00615957		yes

		XLOC_025005		XLOC_025005		AT4G31820		4:15390649-15394430		WT leaves		ebs leaves		OK		49.3088		62.5438		0.34		1.71349		0.00035		0.00459263		yes

		XLOC_025142		XLOC_025142		AT4G34138		4:16348105-16349982		WT leaves		ebs leaves		OK		19.4252		24.6323		0.34		1.50111		0.0016		0.0154884		yes

		XLOC_000404		XLOC_000404		AT1G08550		1:2706923-2709531		WT leaves		ebs leaves		OK		138.923		176.16		0.34		1.63992		0.0008		0.00899964		yes

		XLOC_003631		XLOC_003631		AT1G69530		1:26141835-26143500		WT leaves		ebs leaves		OK		81.1975		102.955		0.34		1.68476		0.0005		0.00615957		yes

		XLOC_002864		XLOC_002864		AT1G55370		1:20674782-20676449		WT leaves		ebs leaves		OK		50.311		63.7357		0.34		1.66279		0.00095		0.0102873		yes

		XLOC_019149		XLOC_019149		AT3G43270		3:15222124-15225460		WT leaves		ebs leaves		OK		10.2236		12.9439		0.34		1.48325		0.00185		0.0174525		yes

		XLOC_021887		XLOC_021887		AT4G21620		4:11491481-11492167		WT leaves		ebs leaves		OK		121.683		154.039		0.34		1.65803		0.0005		0.00615957		yes

		XLOC_026509		XLOC_026509		AT5G20250		5:6833658-6836782		WT leaves		ebs leaves		OK		107.065		135.483		0.34		1.68191		0.00055		0.00661714		yes

		XLOC_029431		XLOC_029431		AT5G05200		5:1541520-1547164		WT leaves		ebs leaves		OK		96.7116		122.367		0.34		1.63408		0.0012		0.0123451		yes

		XLOC_029299		XLOC_029299		AT5G02810		5:637896-641977		WT leaves		ebs leaves		OK		88.8268		112.357		0.34		1.69829		0.00055		0.00661714		yes

		XLOC_023118		XLOC_023118		AT4G02770		4:1229110-1229945		WT leaves		ebs leaves		OK		4109.43		5196.72		0.34		1.55602		0.00155		0.0151229		yes

		XLOC_031383		XLOC_031383		AT5G41050		5:16433316-16434318		WT leaves		ebs leaves		OK		20.9839		26.5352		0.34		1.39661		0.0037		0.0296384		yes

		XLOC_031887		XLOC_031887		AT5G49360		5:20011878-20016742		WT leaves		ebs leaves		OK		33.64		42.5242		0.34		1.65172		0.00065		0.00761746		yes

		XLOC_022205		XLOC_022205		AT4G27310		4:13675637-13676910		WT leaves		ebs leaves		OK		23.1428		29.2497		0.34		1.50249		0.0024		0.0211749		yes

		XLOC_032307		XLOC_032307		AT5G57345		5:23229406-23230638		WT leaves		ebs leaves		OK		236.533		298.945		0.34		1.68449		0.00055		0.00661714		yes

		XLOC_024655		XLOC_024655		AT4G25670,AT4G25672		4:13085197-13087090		WT leaves		ebs leaves		OK		29.6847		37.5166		0.34		1.54493		0.0017		0.01632		yes

		XLOC_002669		XLOC_002669		AT1G52230		1:19454835-19455668		WT leaves		ebs leaves		OK		3237.96		4091.66		0.34		1.58954		0.0016		0.0154884		yes

		XLOC_031823		XLOC_031823		AT5G48380		5:19604088-19607059		WT leaves		ebs leaves		OK		14.01		17.7032		0.34		1.59414		0.0011		0.0114951		yes

		XLOC_026332		XLOC_026332		AT5G17170		5:5649192-5651158		WT leaves		ebs leaves		OK		157.326		198.748		0.34		1.6556		0.0007		0.00809588		yes

		XLOC_024823		XLOC_024823		AT4G28510		4:14084748-14086844		WT leaves		ebs leaves		OK		26.2336		33.134		0.34		1.51037		0.0021		0.0191763		yes

		XLOC_006766		XLOC_006766		AT1G52220		1:19453568-19454697		WT leaves		ebs leaves		OK		545.683		689.105		0.34		1.67604		0.00085		0.00943042		yes

		XLOC_032828		XLOC_032828		AT5G66675		5:26615082-26616990		WT leaves		ebs leaves		OK		7.79522		9.83744		0.34		1.32373		0.00645		0.0455607		yes

		XLOC_016959		XLOC_016959		AT3G61870		3:22902637-22904070		WT leaves		ebs leaves		OK		397.749		501.873		0.34		1.67472		0.00065		0.00761746		yes

		XLOC_024457		XLOC_024457		AT4G22260		4:11769753-11772516		WT leaves		ebs leaves		OK		18.2186		22.9863		0.34		1.47958		0.00275		0.0235344		yes

		XLOC_016122		XLOC_016122		AT3G46780		3:17228672-17231201		WT leaves		ebs leaves		OK		884.155		1115.29		0.34		1.58266		0.0014		0.0140212		yes

		XLOC_028656		XLOC_028656		AT5G57660		5:23355463-23356989		WT leaves		ebs leaves		OK		174.377		219.94		0.33		1.6764		0.0007		0.00809588		yes

		XLOC_010730		XLOC_010730		AT2G42220		2:17592037-17596629		WT leaves		ebs leaves		OK		568.565		717.01		0.33		1.61195		0.00115		0.0119101		yes

		XLOC_021857		XLOC_021857		AT4G21210		4:11306944-11308742		WT leaves		ebs leaves		OK		151.052		190.434		0.33		1.66602		0.0007		0.00809588		yes

		XLOC_020477		XLOC_020477		AT4G01330		4:550232-553016		WT leaves		ebs leaves		OK		50.1114		63.1755		0.33		1.64616		0.0012		0.0123451		yes

		XLOC_004566		XLOC_004566		AT1G06550		1:2003626-2007190		WT leaves		ebs leaves		OK		15.9573		20.1126		0.33		1.45372		0.0027		0.0231815		yes

		XLOC_017941		XLOC_017941		AT3G16140		3:5466245-5469481		WT leaves		ebs leaves		OK		2275.36		2867.65		0.33		1.59528		0.00105		0.0111359		yes

		XLOC_005382		XLOC_005382		AT1G21130		1:7399061-7400605		WT leaves		ebs leaves		OK		149.208		188.037		0.33		1.6633		0.00085		0.00943042		yes

		XLOC_013128		XLOC_013128		AT2G36490		2:15308020-15314807		WT leaves		ebs leaves		OK		8.59287		10.827		0.33		1.50081		0.002		0.018491		yes

		XLOC_001444		XLOC_001444		AT1G27130		1:9425459-9426886		WT leaves		ebs leaves		OK		26.7206		33.6658		0.33		1.49596		0.00285		0.0242224		yes

		XLOC_026733		XLOC_026733		AT5G25280		5:8773788-8776000		WT leaves		ebs leaves		OK		79.3921		100.014		0.33		1.65232		0.00085		0.00943042		yes

		XLOC_007559		XLOC_007559		AT1G67040		1:25019104-25022542		WT leaves		ebs leaves		OK		12.0271		15.1408		0.33		1.55094		0.0011		0.0114951		yes

		XLOC_024614		XLOC_024614		AT4G24990		4:12849708-12851633		WT leaves		ebs leaves		OK		24.2472		30.5228		0.33		1.39277		0.0043		0.0332931		yes

		XLOC_030730		XLOC_030730		AT5G28910		5:10930568-10932999		WT leaves		ebs leaves		OK		7.95029		10.0077		0.33		1.31454		0.0069		0.0480072		yes

		XLOC_023991		XLOC_023991		AT4G14440		4:8306744-8307753		WT leaves		ebs leaves		OK		50.3473		63.3721		0.33		1.57169		0.00165		0.0159059		yes

		XLOC_020380		XLOC_020380		AT3G63140		3:23324608-23328709		WT leaves		ebs leaves		OK		429.251		540.01		0.33		1.41391		0.0023		0.0205272		yes

		XLOC_007933		XLOC_007933		AT1G74100		1:27864344-27865694		WT leaves		ebs leaves		OK		26.9918		33.9562		0.33		1.51517		0.0019		0.0177704		yes

		XLOC_013802		XLOC_013802		AT3G01690		3:256536-258547		WT leaves		ebs leaves		OK		64.8162		81.4795		0.33		1.62124		0.00085		0.00943042		yes

		XLOC_026112		XLOC_026112		AT5G13180		5:4196571-4197848		WT leaves		ebs leaves		OK		59.9194		75.2993		0.33		1.59518		0.00115		0.0119101		yes

		XLOC_028601		XLOC_028601		AT5G56630		5:22923921-22926963		WT leaves		ebs leaves		OK		13.2975		16.7081		0.33		1.49008		0.0031		0.0258259		yes

		XLOC_025393		XLOC_025393		AT4G38770		4:18096808-18098565		WT leaves		ebs leaves		OK		1185.59		1489.46		0.33		1.51366		0.0029		0.0245348		yes

		XLOC_022446		XLOC_022446		AT4G31390		4:15233073-15237109		WT leaves		ebs leaves		OK		24.3079		30.5372		0.33		1.57935		0.001		0.010716		yes

		XLOC_023291		XLOC_023291		AT4G05180		4:2671821-2673243		WT leaves		ebs leaves		OK		2345.02		2945.09		0.33		1.52753		0.0023		0.0205272		yes

		XLOC_023223		XLOC_023223		AT4G04330		4:2113403-2118597		WT leaves		ebs leaves		OK		161.35		202.6		0.33		1.48127		0.0029		0.0245348		yes

		XLOC_032715		XLOC_032715		AT5G64770		5:25897366-25898124		WT leaves		ebs leaves		OK		103.059		129.401		0.33		1.56518		0.0017		0.01632		yes

		XLOC_021744		XLOC_021744		AT4G19200		4:10498875-10500722		WT leaves		ebs leaves		OK		140.989		177.002		0.33		1.62425		0.00125		0.0127815		yes

		XLOC_007402		XLOC_007402		AT1G64280		1:23850571-23855566		WT leaves		ebs leaves		OK		9.08637		11.4073		0.33		1.43554		0.0039		0.0308142		yes

		XLOC_029359		XLOC_029359		AT5G03880		5:1038507-1041480		WT leaves		ebs leaves		OK		123.605		155.144		0.33		1.60566		0.0011		0.0114951		yes

		XLOC_003422		XLOC_003422		AT1G65820		1:24485100-24486892		WT leaves		ebs leaves		OK		37.3815		46.917		0.33		1.43644		0.0037		0.0296384		yes

		XLOC_019401		XLOC_019401		AT3G46540		3:17134090-17135587		WT leaves		ebs leaves		OK		28.788		36.1297		0.33		1.4825		0.0023		0.0205272		yes

		XLOC_011763		XLOC_011763		AT2G13360		2:5539239-5541358		WT leaves		ebs leaves		OK		910.412		1142.51		0.33		1.56459		0.00195		0.0181465		yes

		XLOC_007138		XLOC_007138		AT1G60140		1:22176933-22180875		WT leaves		ebs leaves		OK		12.86		16.1348		0.33		1.53246		0.00175		0.0166962		yes

		XLOC_004897		XLOC_004897		AT1G12090		1:4089846-4090725		WT leaves		ebs leaves		OK		1614.14		2025.13		0.33		1.56561		0.00125		0.0127815		yes

		XLOC_004764		XLOC_004764		AT1G09920		1:3224683-3227070		WT leaves		ebs leaves		OK		21.2476		26.6559		0.33		1.3705		0.00555		0.0407249		yes

		XLOC_019671		XLOC_019671		AT3G51000		3:18945024-18946621		WT leaves		ebs leaves		OK		15.2717		19.1562		0.33		1.34871		0.00655		0.0460563		yes

		XLOC_025425		XLOC_025425		AT4G39260		4:18273898-18275079		WT leaves		ebs leaves		OK		469.793		588.907		0.33		1.41872		0.0046		0.0351314		yes

		XLOC_009206		XLOC_009206		AT2G15970		2:6950040-6951192		WT leaves		ebs leaves		OK		491.452		616.033		0.33		1.60598		0.001		0.010716		yes

		XLOC_032195		XLOC_032195		AT5G55280		5:22420651-22422649		WT leaves		ebs leaves		OK		151.66		190.075		0.33		1.15724		0.00525		0.0389088		yes

		XLOC_014117		XLOC_014117		AT3G07360		3:2354718-2356854		WT leaves		ebs leaves		OK		39.2163		49.1036		0.32		1.56521		0.0014		0.0140212		yes

		XLOC_022904		XLOC_022904		AT4G39730		4:18432898-18433695		WT leaves		ebs leaves		OK		119.505		149.518		0.32		1.49054		0.00155		0.0151229		yes

		XLOC_001736		XLOC_001736		AT1G31910,transcript:AT1G31900.1		1:11457125-11461825		WT leaves		ebs leaves		OK		30.7755		38.5005		0.32		1.5688		0.0016		0.0154884		yes

		XLOC_029960		XLOC_029960		AT5G15450		5:5012060-5018347		WT leaves		ebs leaves		OK		28.9843		36.2448		0.32		1.32541		0.00395		0.0311163		yes

		XLOC_003765		XLOC_003765		AT1G71970		1:27093027-27094027		WT leaves		ebs leaves		OK		27.4559		34.3271		0.32		1.41568		0.00375		0.0299483		yes

		XLOC_012788		XLOC_012788		AT2G30695		2:13079089-13081399		WT leaves		ebs leaves		OK		61.9629		77.4597		0.32		1.52573		0.00165		0.0159059		yes

		XLOC_001747		XLOC_001747		AT1G32060		1:11532532-11534639		WT leaves		ebs leaves		OK		1056.13		1320.16		0.32		1.51954		0.00255		0.0221918		yes

		XLOC_025039		XLOC_025039		AT4G32340		4:15612583-15614305		WT leaves		ebs leaves		OK		167.087		208.854		0.32		1.59819		0.00125		0.0127815		yes

		XLOC_021354		XLOC_021354		AT4G13010		4:7600550-7602729		WT leaves		ebs leaves		OK		47.4817		59.337		0.32		1.55053		0.00185		0.0174525		yes

		XLOC_008213		XLOC_008213		AT1G78995		1:29715078-29716111		WT leaves		ebs leaves		OK		48.2906		60.3382		0.32		1.50037		0.0027		0.0231815		yes

		XLOC_012809		XLOC_012809		AT2G31040		2:13208666-13211085		WT leaves		ebs leaves		OK		195.601		244.391		0.32		1.61117		0.0014		0.0140212		yes

		XLOC_001170		XLOC_001170		AT1G21680		1:7613004-7615339		WT leaves		ebs leaves		OK		52.7628		65.9222		0.32		1.51381		0.00215		0.0195366		yes

		XLOC_020515		XLOC_020515		AT4G01883		4:813067-815170		WT leaves		ebs leaves		OK		33.8634		42.3031		0.32		1.49802		0.00235		0.0208329		yes

		XLOC_001003		XLOC_001003		AT1G18730		1:6460597-6462224		WT leaves		ebs leaves		OK		184.266		230.156		0.32		1.46552		0.00235		0.0208329		yes

		XLOC_029856		XLOC_029856		AT5G13590		5:4373238-4379356		WT leaves		ebs leaves		OK		8.43124		10.5302		0.32		1.43554		0.0041		0.0320662		yes

		XLOC_020548		XLOC_020548		AT4G02370		4:1042337-1043206		WT leaves		ebs leaves		OK		34.1844		42.6918		0.32		1.43032		0.00335		0.0274762		yes

		XLOC_028093		XLOC_028093		AT5G48300		5:19570239-19572804		WT leaves		ebs leaves		OK		190.559		237.969		0.32		1.60548		0.00155		0.0151229		yes

		XLOC_025413		XLOC_025413		AT4G39090		4:18215555-18217482		WT leaves		ebs leaves		OK		441.896		551.824		0.32		1.56057		0.0022		0.0198837		yes

		XLOC_009834		XLOC_009834		AT2G26340		2:11215251-11217033		WT leaves		ebs leaves		OK		92.2737		115.203		0.32		1.42484		0.0021		0.0191763		yes

		XLOC_024776		XLOC_024776		AT4G27700		4:13823587-13827823		WT leaves		ebs leaves		OK		216.568		270.367		0.32		1.55705		0.00155		0.0151229		yes

		XLOC_020385		XLOC_020385		AT3G63210		3:23353614-23355160		WT leaves		ebs leaves		OK		13.7453		17.1596		0.32		1.35225		0.0053		0.039201		yes

		XLOC_031546		XLOC_031546		AT5G43750		5:17579965-17581222		WT leaves		ebs leaves		OK		154.249		192.515		0.32		1.58429		0.00155		0.0151229		yes

		XLOC_003745		XLOC_003745		AT1G71695		1:26964248-26966688		WT leaves		ebs leaves		OK		109.549		136.714		0.32		1.58847		0.0016		0.0154884		yes

		XLOC_007604		XLOC_007604		AT1G67740		1:25394067-25395154		WT leaves		ebs leaves		OK		1562.19		1949.4		0.32		1.51131		0.0024		0.0211749		yes

		XLOC_004367		XLOC_004367		AT1G03130		1:753306-754198		WT leaves		ebs leaves		OK		1854.9		2314.25		0.32		1.51578		0.00255		0.0221918		yes

		XLOC_000535		XLOC_000535		AT1G10890		1:3627725-3630765		WT leaves		ebs leaves		OK		34.7029		43.2891		0.32		1.50538		0.0021		0.0191763		yes

		XLOC_022480		XLOC_022480		AT4G32020		4:15487943-15489450		WT leaves		ebs leaves		OK		142.336		177.545		0.32		1.541		0.0017		0.01632		yes

		XLOC_006787		XLOC_006787		AT1G52590		1:19587636-19590273		WT leaves		ebs leaves		OK		59.539		74.2667		0.32		1.46544		0.00285		0.0242224		yes

		XLOC_021453		XLOC_021453		AT4G14605		4:8378428-8380714		WT leaves		ebs leaves		OK		13.5477		16.8939		0.32		1.39723		0.00485		0.0365734		yes

		XLOC_010496		XLOC_010496		AT2G38230		2:16011455-16012508		WT leaves		ebs leaves		OK		149.377		186.114		0.32		1.20566		0.00595		0.0429624		yes

		XLOC_025542		XLOC_025542		AT5G02160		5:426225-427297		WT leaves		ebs leaves		OK		1138.95		1419.01		0.32		1.53561		0.0015		0.0147359		yes

		XLOC_007553		XLOC_007553		AT1G66970		1:24992552-24996117		WT leaves		ebs leaves		OK		79.3821		98.9004		0.32		1.57801		0.0014		0.0140212		yes

		XLOC_019436		XLOC_019436		AT3G47070		3:17337064-17337733		WT leaves		ebs leaves		OK		475.791		592.751		0.32		1.59196		0.0008		0.00899964		yes

		XLOC_004475		XLOC_004475		AT1G05010		1:1431189-1432858		WT leaves		ebs leaves		OK		149.322		186.02		0.32		1.58926		0.00145		0.014382		yes

		XLOC_025985		XLOC_025985		AT5G10180		5:3193143-3197120		WT leaves		ebs leaves		OK		34.4195		42.8764		0.32		1.55618		0.00175		0.0166962		yes

		XLOC_016029		XLOC_016029		AT3G45050		3:16475965-16477524		WT leaves		ebs leaves		OK		50.3664		62.723		0.32		1.46108		0.0038		0.0302303		yes

		XLOC_029481		XLOC_029481		AT5G06260		5:1902598-1905101		WT leaves		ebs leaves		OK		15.2785		19.0258		0.32		1.39624		0.00405		0.0317421		yes

		XLOC_032697		XLOC_032697		AT5G64460		5:25772848-25775568		WT leaves		ebs leaves		OK		56.6984		70.5757		0.32		1.481		0.00235		0.0208329		yes

		XLOC_032308		XLOC_032308		AT5G57350		5:23230878-23236572		WT leaves		ebs leaves		OK		57.8265		71.8915		0.31		1.55425		0.0013		0.0131764		yes

		XLOC_006654		XLOC_006654		AT1G50320		1:18638383-18639536		WT leaves		ebs leaves		OK		208.655		259.349		0.31		1.57062		0.00185		0.0174525		yes

		XLOC_019954		XLOC_019954		AT3G56050		3:20797954-20801165		WT leaves		ebs leaves		OK		46.098		57.2864		0.31		1.53056		0.00165		0.0159059		yes

		XLOC_005378		XLOC_005378		AT1G21080		1:7378537-7382661		WT leaves		ebs leaves		OK		18.1319		22.5234		0.31		1.39797		0.00425		0.0330579		yes

		XLOC_020210		XLOC_020210		AT3G60390		3:22320594-22322586		WT leaves		ebs leaves		OK		19.1802		23.814		0.31		1.37884		0.0051		0.0380253		yes

		XLOC_010999		XLOC_010999		AT2G46820		2:19243495-19245141		WT leaves		ebs leaves		OK		1409.97		1750.53		0.31		1.49214		0.00235		0.0208329		yes

		XLOC_000556		XLOC_000556		AT1G11260		1:3777327-3780337		WT leaves		ebs leaves		OK		106.715		132.466		0.31		1.54422		0.00165		0.0159059		yes

		XLOC_029317		XLOC_029317		AT5G03240		5:771724-773515		WT leaves		ebs leaves		OK		494.654		613.976		0.31		1.51786		0.0019		0.0177704		yes

		XLOC_020670		XLOC_020670		AT4G04020		4:1932143-1933950		WT leaves		ebs leaves		OK		73.4177		91.1182		0.31		1.5362		0.00205		0.0188125		yes

		XLOC_006711		XLOC_006711		AT1G51400		1:19050343-19053534		WT leaves		ebs leaves		OK		1827.47		2267.89		0.31		1.50404		0.00295		0.0247543		yes

		XLOC_026334		XLOC_026334		AT5G17190		5:5652217-5652983		WT leaves		ebs leaves		OK		42.9661		53.3074		0.31		1.40287		0.00475		0.0360098		yes

		XLOC_004561		XLOC_004561		AT1G06460		1:1965839-1969561		WT leaves		ebs leaves		OK		201.722		250.261		0.31		1.51425		0.0016		0.0154884		yes

		XLOC_010481		XLOC_010481		AT2G37940		2:15876749-15879655		WT leaves		ebs leaves		OK		17.014		21.1054		0.31		1.39527		0.00495		0.0371611		yes

		XLOC_003795		XLOC_003795		AT1G72510		1:27303365-27304850		WT leaves		ebs leaves		OK		22.6726		28.1239		0.31		1.37548		0.005		0.0374454		yes

		XLOC_024788		XLOC_024788		AT4G27960		4:13915819-13917420		WT leaves		ebs leaves		OK		53.5607		66.4259		0.31		1.44876		0.00295		0.0247543		yes

		XLOC_004956		XLOC_004956		AT1G13245		1:4525485-4526064		WT leaves		ebs leaves		OK		84.6489		104.963		0.31		1.42634		0.0046		0.0351314		yes

		XLOC_027555		XLOC_027555		AT5G39570		5:15843958-15846178		WT leaves		ebs leaves		OK		186.462		231.103		0.31		1.54091		0.00195		0.0181465		yes

		XLOC_032537		XLOC_032537		AT5G61420		5:24689150-24691095		WT leaves		ebs leaves		OK		24.6735		30.5721		0.31		1.39791		0.0044		0.0338974		yes

		XLOC_022518		XLOC_022518		AT4G32600		4:15723433-15726109		WT leaves		ebs leaves		OK		13.3853		16.575		0.31		1.38587		0.00615		0.0439951		yes

		XLOC_018119		XLOC_018119		AT3G19553		3:6790741-6792919		WT leaves		ebs leaves		OK		26.2216		32.4513		0.31		1.46899		0.0027		0.0231815		yes

		XLOC_013166		XLOC_013166		AT2G37040		2:15557375-15560363		WT leaves		ebs leaves		OK		28.9529		35.8277		0.31		1.44451		0.00375		0.0299483		yes

		XLOC_026200		XLOC_026200		AT5G14880		5:4814243-4817667		WT leaves		ebs leaves		OK		13.2041		16.3322		0.31		1.4172		0.00495		0.0371611		yes

		XLOC_012766		XLOC_012766		AT2G30390		2:12951026-12954114		WT leaves		ebs leaves		OK		81.7665		101.135		0.31		1.32582		0.00385		0.0305232		yes

		XLOC_029468		XLOC_029468		AT5G06060		5:1823841-1825894		WT leaves		ebs leaves		OK		30.309		37.4841		0.31		1.36757		0.00455		0.0348213		yes

		XLOC_003689		XLOC_003689		AT1G70580		1:26612631-26616069		WT leaves		ebs leaves		OK		36.0613		44.5953		0.31		1.46236		0.0026		0.0224687		yes

		XLOC_000165		XLOC_000165		AT1G03930		1:1004768-1008370		WT leaves		ebs leaves		OK		17.9632		22.2141		0.31		1.45541		0.0035		0.0283675		yes

		XLOC_003552		XLOC_003552		AT1G68190		1:25559245-25561212		WT leaves		ebs leaves		OK		65.4926		80.9641		0.31		1.34371		0.0065		0.0457916		yes

		XLOC_015202		XLOC_015202		AT3G25690		3:9353009-9357953		WT leaves		ebs leaves		OK		133.653		165.217		0.31		1.51685		0.00225		0.0201977		yes

		XLOC_001139		XLOC_001139		AT1G21065		1:7374209-7375789		WT leaves		ebs leaves		OK		96.8633		119.642		0.30		1.22535		0.0054		0.0398135		yes

		XLOC_019996		XLOC_019996		AT3G56800		3:21034536-21036077		WT leaves		ebs leaves		OK		133.096		164.338		0.30		1.52266		0.00365		0.0293139		yes

		XLOC_032226		XLOC_032226		AT5G55740		5:22561940-22564433		WT leaves		ebs leaves		OK		21.5377		26.5918		0.30		1.47521		0.00305		0.0254208		yes

		XLOC_009644		XLOC_009644		AT2G23120		2:9842042-9842634		WT leaves		ebs leaves		OK		151.58		187.143		0.30		1.45433		0.004		0.0314701		yes

		XLOC_012893		XLOC_012893		AT2G32500		2:13794425-13797227		WT leaves		ebs leaves		OK		33.017		40.7601		0.30		1.48444		0.0027		0.0231815		yes

		XLOC_019708		XLOC_019708		AT3G51660		3:19164062-19165247		WT leaves		ebs leaves		OK		50.7971		62.7031		0.30		1.36604		0.00545		0.0400705		yes

		XLOC_003672		XLOC_003672		AT1G70210		1:26439863-26442829		WT leaves		ebs leaves		OK		31.5542		38.9296		0.30		1.41734		0.00385		0.0305232		yes

		XLOC_008002		XLOC_008002		AT1G75380		1:28281388-28284045		WT leaves		ebs leaves		OK		261.154		322.044		0.30		1.47404		0.0033		0.0271623		yes

		XLOC_020313		XLOC_020313		AT3G62110		3:22997030-23000041		WT leaves		ebs leaves		OK		16.9817		20.9255		0.30		1.40967		0.0038		0.0302303		yes

		XLOC_003437		XLOC_003437		AT1G66130		1:24614961-24616930		WT leaves		ebs leaves		OK		35.9028		44.2334		0.30		1.40217		0.0038		0.0302303		yes

		XLOC_025348		XLOC_025348		AT4G37925		4:17830561-17831554		WT leaves		ebs leaves		OK		107.532		132.437		0.30		1.48527		0.0026		0.0224687		yes

		XLOC_004064		XLOC_004064		AT1G77490		1:29117541-29120215		WT leaves		ebs leaves		OK		112.622		138.702		0.30		1.50405		0.00275		0.0235344		yes

		XLOC_025397		XLOC_025397		AT4G38810		4:18115282-18119077		WT leaves		ebs leaves		OK		19.8729		24.4736		0.30		1.36278		0.0054		0.0398135		yes

		XLOC_032117		XLOC_032117		AT5G53850		5:21860996-21864973		WT leaves		ebs leaves		OK		43.1608		53.1227		0.30		1.37794		0.00495		0.0371611		yes

		XLOC_022580		XLOC_022580		AT4G33740		4:16186829-16189007		WT leaves		ebs leaves		OK		19.8668		24.4469		0.30		1.29563		0.00595		0.0429624		yes

		XLOC_025197		XLOC_025197		AT4G35260		4:16774194-16776325		WT leaves		ebs leaves		OK		34.8371		42.8416		0.30		1.43308		0.0038		0.0302303		yes

		XLOC_000893		XLOC_000893		AT1G16880		1:5773591-5778484		WT leaves		ebs leaves		OK		262.764		323.128		0.30		1.3936		0.0043		0.0332931		yes

		XLOC_022497		XLOC_022497		AT4G32300		4:15599474-15602595		WT leaves		ebs leaves		OK		12.2183		15.0248		0.30		1.40032		0.0039		0.0308142		yes

		XLOC_032683		XLOC_032683		AT5G64170		5:25672465-25676746		WT leaves		ebs leaves		OK		20.5976		25.3202		0.30		1.43787		0.0035		0.0283675		yes

		XLOC_019649		XLOC_019649		AT3G50690		3:18834966-18837097		WT leaves		ebs leaves		OK		32.5456		39.9988		0.30		1.41381		0.0037		0.0296384		yes

		XLOC_025221		XLOC_025221		AT4G35830		4:16972597-16978057		WT leaves		ebs leaves		OK		129.736		159.382		0.30		1.46985		0.003		0.0250717		yes

		XLOC_027931		XLOC_027931		AT5G45430		5:18407335-18411977		WT leaves		ebs leaves		OK		41.668		51.1896		0.30		1.48078		0.00335		0.0274762		yes

		XLOC_017043		XLOC_017043		AT3G01090		3:31180-34597		WT leaves		ebs leaves		OK		17.4019		21.3769		0.30		1.36189		0.0048		0.0362554		yes

		XLOC_014240		XLOC_014240		AT3G10060		3:3102156-3106815		WT leaves		ebs leaves		OK		117.917		144.847		0.30		1.40178		0.00545		0.0400705		yes

		XLOC_021521		XLOC_021521		AT4G15545		4:8875917-8879327		WT leaves		ebs leaves		OK		227.989		280.051		0.30		1.46817		0.0028		0.0238741		yes

		XLOC_024593		XLOC_024593		AT4G24620		4:12708751-12712825		WT leaves		ebs leaves		OK		63.5715		78.0471		0.30		1.47897		0.0029		0.0245348		yes

		XLOC_010948		XLOC_010948		AT2G46090,AT2G46100		2:18950855-18956530		WT leaves		ebs leaves		OK		89.9302		110.394		0.30		1.31181		0.0072		0.0495732		yes

		XLOC_018016		XLOC_018016		AT3G17510		3:5988990-5992912		WT leaves		ebs leaves		OK		17.8824		21.9464		0.30		1.32597		0.0069		0.0480072		yes

		XLOC_017479		XLOC_017479		AT3G08510		3:2582361-2585851		WT leaves		ebs leaves		OK		121.6		149.234		0.30		1.47964		0.00345		0.0280604		yes

		XLOC_012242		XLOC_012242		AT2G21280		2:9110312-9112707		WT leaves		ebs leaves		OK		67.7401		83.1238		0.30		1.41277		0.00305		0.0254208		yes

		XLOC_018396		XLOC_018396		AT3G24430		3:8868582-8872201		WT leaves		ebs leaves		OK		114.467		140.39		0.29		1.44483		0.00275		0.0235344		yes

		XLOC_019801		XLOC_019801		AT3G53260		3:19744050-19746780		WT leaves		ebs leaves		OK		30.0423		36.8162		0.29		1.3605		0.0047		0.0356892		yes

		XLOC_005235		XLOC_005235		AT1G18360		1:6315650-6319427		WT leaves		ebs leaves		OK		27.1251		33.2151		0.29		1.38563		0.0052		0.038662		yes

		XLOC_025561		XLOC_025561		AT5G02480		5:547562-549912		WT leaves		ebs leaves		OK		30.4402		37.2666		0.29		1.42515		0.0039		0.0308142		yes

		XLOC_029506		XLOC_029506		AT5G06690		5:2060500-2061956		WT leaves		ebs leaves		OK		156.868		191.96		0.29		1.33748		0.00525		0.0389088		yes

		XLOC_013789		XLOC_013789		AT3G01480		3:188383-190851		WT leaves		ebs leaves		OK		275.597		337.184		0.29		1.44566		0.00275		0.0235344		yes

		XLOC_006769		XLOC_006769		AT1G52280		1:19467968-19469586		WT leaves		ebs leaves		OK		42.0026		51.3873		0.29		1.34653		0.00675		0.0472653		yes

		XLOC_030594		XLOC_030594		AT5G27380		5:9667970-9670962		WT leaves		ebs leaves		OK		28.0369		34.2946		0.29		1.36621		0.0058		0.0421587		yes

		XLOC_000724		XLOC_000724		AT1G13930		1:4761011-4762666		WT leaves		ebs leaves		OK		1580.31		1932.75		0.29		1.40462		0.00505		0.0377284		yes

		XLOC_002286		XLOC_002286		AT1G43890		1:16646731-16649643		WT leaves		ebs leaves		OK		53.4689		65.3852		0.29		1.31104		0.00635		0.0450604		yes

		XLOC_025683		XLOC_025683		AT5G04440		5:1254843-1256953		WT leaves		ebs leaves		OK		47.0686		57.5456		0.29		1.40119		0.0041		0.0320662		yes

		XLOC_003958		XLOC_003958		AT1G75460		1:28327885-28329764		WT leaves		ebs leaves		OK		146.636		179.274		0.29		1.44953		0.00375		0.0299483		yes

		XLOC_024793		XLOC_024793		AT4G28025		4:13935603-13937508		WT leaves		ebs leaves		OK		98.3274		120.181		0.29		1.40629		0.0036		0.0290256		yes

		XLOC_008003		XLOC_008003		AT1G75410		1:28299791-28302603		WT leaves		ebs leaves		OK		19.5797		23.929		0.29		1.37354		0.00555		0.0407249		yes

		XLOC_008198		XLOC_008198		AT1G78830		1:29636954-29638552		WT leaves		ebs leaves		OK		64.4022		78.7064		0.29		1.3977		0.00415		0.0323616		yes

		XLOC_004820		XLOC_004820		AT1G10760		1:3581033-3590928		WT leaves		ebs leaves		OK		193.336		236.16		0.29		1.3699		0.00645		0.0455607		yes

		XLOC_025196		XLOC_025196		AT4G35250		4:16771170-16773364		WT leaves		ebs leaves		OK		133.281		162.649		0.29		1.43636		0.0038		0.0302303		yes

		XLOC_025234		XLOC_025234		AT4G36040		4:17049170-17050274		WT leaves		ebs leaves		OK		141.838		173.084		0.29		1.43192		0.00465		0.0354402		yes

		XLOC_000382		XLOC_000382		AT1G08110		1:2535327-2537931		WT leaves		ebs leaves		OK		78.4496		95.7249		0.29		1.39406		0.00525		0.0389088		yes

		XLOC_024649		XLOC_024649		AT4G25570		4:13053685-13055623		WT leaves		ebs leaves		OK		114.529		139.745		0.29		1.4313		0.00435		0.03361		yes

		XLOC_004559		XLOC_004559		AT1G06430		1:1960057-1963011		WT leaves		ebs leaves		OK		42.1102		51.3369		0.29		1.41621		0.00465		0.0354402		yes

		XLOC_028547		XLOC_028547		AT5G55850		5:22603371-22605268		WT leaves		ebs leaves		OK		45.7114		55.712		0.29		1.32106		0.0068		0.0475435		yes

		XLOC_032874		XLOC_032874		AT5G67420		5:26904288-26906026		WT leaves		ebs leaves		OK		41.1074		50.0532		0.28		1.39173		0.0049		0.0368604		yes

		XLOC_012902		XLOC_012902		AT2G32690		2:13863716-13864596		WT leaves		ebs leaves		OK		388.898		473.403		0.28		1.42517		0.004		0.0314701		yes

		XLOC_025153		XLOC_025153		AT4G34350		4:16428479-16431114		WT leaves		ebs leaves		OK		150.355		183.025		0.28		1.4216		0.0046		0.0351314		yes

		XLOC_005220		XLOC_005220		AT1G18150		1:6244297-6247812		WT leaves		ebs leaves		OK		27.2103		33.0846		0.28		1.30968		0.007		0.0484845		yes

		XLOC_000254		XLOC_000254		AT1G05805		1:1744772-1747693		WT leaves		ebs leaves		OK		34.4597		41.8317		0.28		1.32605		0.0063		0.044843		yes

		XLOC_025810		XLOC_025810		AT5G06700		5:2063486-2066039		WT leaves		ebs leaves		OK		53.2811		64.6751		0.28		1.38596		0.00545		0.0400705		yes

		XLOC_032179		XLOC_032179		AT5G54940		5:22308270-22309410		WT leaves		ebs leaves		OK		213.003		258.548		0.28		1.38008		0.00515		0.0383364		yes

		XLOC_019772		XLOC_019772		AT3G52750		3:19549660-19553014		WT leaves		ebs leaves		OK		47.0634		57.1067		0.28		1.33216		0.00695		0.0482464		yes

		XLOC_024604		XLOC_024604		AT4G24780		4:12770330-12772479		WT leaves		ebs leaves		OK		33.4926		40.6224		0.28		1.32827		0.006		0.043172		yes

		XLOC_017956		XLOC_017956		AT3G16520		3:5618439-5620873		WT leaves		ebs leaves		OK		56.3078		68.2603		0.28		1.36451		0.00565		0.0412626		yes

		XLOC_000598		XLOC_000598		AT1G11840		1:3995168-3997907		WT leaves		ebs leaves		OK		88.1128		106.758		0.28		1.37737		0.00605		0.0434474		yes

		XLOC_012347		XLOC_012347		AT2G23390		2:9960371-9963623		WT leaves		ebs leaves		OK		47.8303		57.9169		0.28		1.36233		0.00535		0.0395392		yes

		XLOC_005679		XLOC_005679		AT1G27100		1:9407124-9411172		WT leaves		ebs leaves		OK		29.1689		35.3137		0.28		1.34309		0.00645		0.0455607		yes

		XLOC_009603		XLOC_009603		AT2G22540		2:9579873-9583893		WT leaves		ebs leaves		OK		44.418		53.7421		0.27		1.34562		0.00635		0.0450604		yes

		XLOC_001839		XLOC_001839		AT1G33590		1:12177776-12179413		WT leaves		ebs leaves		OK		71.6045		86.6068		0.27		1.31298		0.00665		0.0466709		yes

		XLOC_006715		XLOC_006715		AT1G51500		1:19097796-19101080		WT leaves		ebs leaves		OK		61.734		74.5915		0.27		1.34689		0.00605		0.0434474		yes

		XLOC_031293		XLOC_031293		AT5G39530		5:15826088-15828035		WT leaves		ebs leaves		OK		106.242		128.152		0.27		1.34859		0.0072		0.0495732		yes

		XLOC_028821		XLOC_028821		AT5G60600		5:24358965-24363485		WT leaves		ebs leaves		OK		144.017		173.527		0.27		1.34306		0.0067		0.0469329		yes

		XLOC_013981		XLOC_013981		AT3G04910		3:1354634-1358219		WT leaves		ebs leaves		OK		67.91		81.5246		0.26		1.32182		0.0067		0.0469329		yes

		XLOC_001092		XLOC_001092		AT1G20260		1:7016692-7020590		WT leaves		ebs leaves		OK		111.051		133.209		0.26		1.30904		0.0072		0.0495732		yes

		XLOC_025961		XLOC_025961		AT5G09810		5:3052096-3054614		WT leaves		ebs leaves		OK		241.244		200.884		-0.26		-1.3241		0.00715		0.0493758		yes

		XLOC_006070		XLOC_006070		AT1G34430		1:12587751-12590192		WT leaves		ebs leaves		OK		86.0679		71.5462		-0.27		-1.3319		0.00725		0.0497695		yes

		XLOC_028944		XLOC_028944		AT5G62890		5:25243250-25247377		WT leaves		ebs leaves		OK		68.2153		56.6219		-0.27		-1.33798		0.00635		0.0450604		yes

		XLOC_007930		XLOC_007930		AT1G74050		1:27847046-27848806		WT leaves		ebs leaves		OK		202.848		168.331		-0.27		-1.343		0.00625		0.0445556		yes

		XLOC_030275		XLOC_030275		AT5G20950		5:7107375-7111349		WT leaves		ebs leaves		OK		39.815		32.9938		-0.27		-1.31913		0.007		0.0484845		yes

		XLOC_013968		XLOC_013968		AT3G04650		3:1261983-1264622		WT leaves		ebs leaves		OK		60.7032		50.2053		-0.27		-1.34653		0.00695		0.0482464		yes

		XLOC_010809		XLOC_010809		AT2G43680		2:18108348-18111831		WT leaves		ebs leaves		OK		56.2942		46.5379		-0.27		-1.35664		0.0071		0.0490854		yes

		XLOC_016526		XLOC_016526		AT3G53870		3:19951487-19952961		WT leaves		ebs leaves		OK		318.101		262.865		-0.28		-1.37807		0.00545		0.0400705		yes

		XLOC_028164		XLOC_028164		AT5G49460		5:20054522-20058464		WT leaves		ebs leaves		OK		29.5352		24.3762		-0.28		-1.34258		0.0064		0.0453111		yes

		XLOC_009573		XLOC_009573		AT2G22125		2:9406262-9414518		WT leaves		ebs leaves		OK		31.8596		26.287		-0.28		-1.38368		0.00565		0.0412626		yes

		XLOC_009551		XLOC_009551		AT2G21790		2:9293269-9297842		WT leaves		ebs leaves		OK		32.2066		26.5726		-0.28		-1.36802		0.00595		0.0429624		yes

		XLOC_028663		XLOC_028663		AT5G57800		5:23420208-23424052		WT leaves		ebs leaves		OK		60.8701		50.216		-0.28		-1.38161		0.0058		0.0421587		yes

		XLOC_010130		XLOC_010130		AT2G31960		2:13588886-13600229		WT leaves		ebs leaves		OK		18.0144		14.8601		-0.28		-1.27306		0.00635		0.0450604		yes

		XLOC_020024		XLOC_020024		AT3G57290		3:21196549-21199183		WT leaves		ebs leaves		OK		65.6116		54.0874		-0.28		-1.37678		0.0048		0.0362554		yes

		XLOC_006047		XLOC_006047		AT1G34030		1:12370064-12371553		WT leaves		ebs leaves		OK		122.766		101.176		-0.28		-1.34695		0.0059		0.0426846		yes

		XLOC_007785		XLOC_007785		AT1G71020		1:26790596-26793175		WT leaves		ebs leaves		OK		31.5854		26.0169		-0.28		-1.33		0.00685		0.047749		yes

		XLOC_004317		XLOC_004317		AT1G02280		1:448462-450426		WT leaves		ebs leaves		OK		111.26		91.6112		-0.28		-1.36779		0.00465		0.0354402		yes

		XLOC_009527		XLOC_009527		AT2G21390		2:9152005-9156878		WT leaves		ebs leaves		OK		43.0579		35.4444		-0.28		-1.40309		0.0047		0.0356892		yes

		XLOC_023730		XLOC_023730		AT4G10710		4:6601988-6606354		WT leaves		ebs leaves		OK		19.8785		16.3629		-0.28		-1.34385		0.0064		0.0453111		yes

		XLOC_030271		XLOC_030271		AT5G20890		5:7086652-7090081		WT leaves		ebs leaves		OK		60.7358		49.905		-0.28		-1.4128		0.00405		0.0317421		yes

		XLOC_025147		XLOC_025147		AT4G34220		4:16381505-16384194		WT leaves		ebs leaves		OK		67.207		55.2199		-0.28		-1.40633		0.00445		0.0342115		yes

		XLOC_021102		XLOC_021102		AT4G08950		4:5740296-5741524		WT leaves		ebs leaves		OK		87.2447		71.6361		-0.28		-1.36643		0.00575		0.0419268		yes

		XLOC_017849		XLOC_017849		AT3G14350		3:4782756-4787236		WT leaves		ebs leaves		OK		30.2988		24.8719		-0.28		-1.37806		0.00585		0.0424555		yes

		XLOC_012243		XLOC_012243		AT2G21300		2:9114153-9119946		WT leaves		ebs leaves		OK		20.0368		16.4395		-0.29		-1.35841		0.0047		0.0356892		yes

		XLOC_026670		XLOC_026670		AT5G24020		5:8116679-8118030		WT leaves		ebs leaves		OK		42.947		35.2305		-0.29		-1.35657		0.0059		0.0426846		yes

		XLOC_014167		XLOC_014167		AT3G08680		3:2637559-2640838		WT leaves		ebs leaves		OK		35		28.7101		-0.29		-1.40338		0.00415		0.0323616		yes

		XLOC_006907		XLOC_006907		AT1G54630		1:20401376-20403041		WT leaves		ebs leaves		OK		126.299		103.548		-0.29		-1.40475		0.00465		0.0354402		yes

		XLOC_029890		XLOC_029890		AT5G14170		5:4568508-4570947		WT leaves		ebs leaves		OK		28.9889		23.7331		-0.29		-1.35475		0.00525		0.0389088		yes

		XLOC_013024		XLOC_013024		AT2G34750		2:14658409-14664268		WT leaves		ebs leaves		OK		31.0666		25.4184		-0.29		-1.40148		0.0041		0.0320662		yes

		XLOC_000663		XLOC_000663		AT1G12860		1:4384352-4386610		WT leaves		ebs leaves		OK		102.806		84.1069		-0.29		-1.44492		0.0025		0.0218079		yes

		XLOC_027367		XLOC_027367		AT5G36250		5:14282102-14284581		WT leaves		ebs leaves		OK		27.1065		22.1724		-0.29		-1.38393		0.0049		0.0368604		yes

		XLOC_013526		XLOC_013526		AT2G43460		2:18046003-18047401		WT leaves		ebs leaves		OK		259.733		212.444		-0.29		-1.43591		0.00345		0.0280604		yes

		XLOC_003294		XLOC_003294		AT1G63680		1:23614436-23617767		WT leaves		ebs leaves		OK		40.2095		32.8745		-0.29		-1.3421		0.00505		0.0377284		yes

		XLOC_013667		XLOC_013667		AT2G46280		2:19003425-19005571		WT leaves		ebs leaves		OK		78.6937		64.2762		-0.29		-1.43369		0.00395		0.0311163		yes

		XLOC_029004		XLOC_029004		AT5G64030		5:25624036-25628559		WT leaves		ebs leaves		OK		27.838		22.7242		-0.29		-1.44271		0.0032		0.0264922		yes

		XLOC_029083		XLOC_029083		AT5G65470		5:26172130-26175033		WT leaves		ebs leaves		OK		29.6451		24.1974		-0.29		-1.39683		0.0049		0.0368604		yes

		XLOC_000471		XLOC_000471		AT1G09640		1:3119877-3122526		WT leaves		ebs leaves		OK		112.058		91.4437		-0.29		-1.34403		0.00475		0.0360098		yes

		XLOC_010508		XLOC_010508		AT2G38440		2:16095328-16101221		WT leaves		ebs leaves		OK		17.355		14.16		-0.29		-1.43347		0.0035		0.0283675		yes

		XLOC_003639		XLOC_003639		AT1G69620		1:26189835-26191323		WT leaves		ebs leaves		OK		395.73		322.832		-0.29		-1.46615		0.0023		0.0205272		yes

		XLOC_024017		XLOC_024017		AT4G14900		4:8521521-8523705		WT leaves		ebs leaves		OK		23.2201		18.9382		-0.29		-1.34248		0.0062		0.0442502		yes

		XLOC_024861		XLOC_024861		AT4G29410		4:14468243-14470167		WT leaves		ebs leaves		OK		180.691		147.335		-0.29		-1.45095		0.0034		0.0277146		yes

		XLOC_007460		XLOC_007460		AT1G65440		1:24306610-24314620		WT leaves		ebs leaves		OK		23.9131		19.4887		-0.30		-1.31541		0.00395		0.0311163		yes

		XLOC_000747		XLOC_000747		AT1G14320		1:4888213-4889661		WT leaves		ebs leaves		OK		497.927		405.742		-0.30		-1.42493		0.0038		0.0302303		yes

		XLOC_022679		XLOC_022679		AT4G35460		4:16842187-16844082		WT leaves		ebs leaves		OK		27.6305		22.5145		-0.30		-1.35135		0.0058		0.0421587		yes

		XLOC_014080		XLOC_014080		AT3G06720		3:2120323-2124131		WT leaves		ebs leaves		OK		21.2451		17.2983		-0.30		-1.39881		0.00395		0.0311163		yes

		XLOC_031786		XLOC_031786		AT5G47700		5:19327802-19328983		WT leaves		ebs leaves		OK		266.009		216.586		-0.30		-1.46649		0.003		0.0250717		yes

		XLOC_025086		XLOC_025086		AT4G33250		4:16038866-16040711		WT leaves		ebs leaves		OK		97.1649		79.1048		-0.30		-1.45251		0.00335		0.0274762		yes

		XLOC_024166		XLOC_024166		AT4G17330		4:9688887-9697578		WT leaves		ebs leaves		OK		30.9507		25.1834		-0.30		-1.31815		0.00365		0.0293139		yes

		XLOC_021992		XLOC_021992		AT4G23630		4:12317058-12319937		WT leaves		ebs leaves		OK		50.8433		41.3566		-0.30		-1.46492		0.00265		0.0228368		yes

		XLOC_005832		XLOC_005832		AT1G30120		1:10584159-10586635		WT leaves		ebs leaves		OK		105.153		85.5231		-0.30		-1.48883		0.0022		0.0198837		yes

		XLOC_005374		XLOC_005374		AT1G20960		1:7301747-7310250		WT leaves		ebs leaves		OK		29.9763		24.3787		-0.30		-1.46178		0.0027		0.0231815		yes

		XLOC_013588		XLOC_013588		AT2G44610		2:18411425-18414081		WT leaves		ebs leaves		OK		53.3423		43.3811		-0.30		-1.43068		0.0039		0.0308142		yes

		XLOC_003337		XLOC_003337		AT1G64390		1:23911118-23915229		WT leaves		ebs leaves		OK		43.4818		35.3468		-0.30		-1.47294		0.00265		0.0228368		yes

		XLOC_008150		XLOC_008150		AT1G77940		1:29303896-29305382		WT leaves		ebs leaves		OK		265.507		215.834		-0.30		-1.47801		0.00265		0.0228368		yes

		XLOC_002659		XLOC_002659		AT1G51950		1:19305314-19307510		WT leaves		ebs leaves		OK		22.8956		18.6047		-0.30		-1.35179		0.00665		0.0466709		yes

		XLOC_022125		XLOC_022125		AT4G25880		4:13154707-13159382		WT leaves		ebs leaves		OK		23.5574		19.1289		-0.30		-1.40384		0.0044		0.0338974		yes

		XLOC_006000		XLOC_006000		AT1G33250		1:12057249-12059485		WT leaves		ebs leaves		OK		16.1561		13.1176		-0.30		-1.32173		0.00505		0.0377284		yes

		XLOC_009330		XLOC_009330		AT2G18020		2:7837101-7838304		WT leaves		ebs leaves		OK		594.426		482.52		-0.30		-1.48701		0.0033		0.0271623		yes

		XLOC_029572		XLOC_029572		AT5G07970		5:2543867-2548723		WT leaves		ebs leaves		OK		9.82234		7.97319		-0.30		-1.2981		0.0062		0.0442502		yes

		XLOC_002523		XLOC_002523		AT1G49510		1:18326869-18328610		WT leaves		ebs leaves		OK		45.5454		36.9626		-0.30		-1.37666		0.0062		0.0442502		yes

		XLOC_019829		XLOC_019829		AT3G53740		3:19913706-19915016		WT leaves		ebs leaves		OK		300.995		244.139		-0.30		-1.49414		0.0026		0.0224687		yes

		XLOC_020133		XLOC_020133		AT3G59020		3:21810259-21817555		WT leaves		ebs leaves		OK		22.4711		18.2262		-0.30		-1.48267		0.00295		0.0247543		yes

		XLOC_006640		XLOC_006640		AT1G50030		1:18522440-18539995		WT leaves		ebs leaves		OK		15.2829		12.3931		-0.30		-1.48592		0.0026		0.0224687		yes

		XLOC_019220		XLOC_019220		AT3G43980		3:15778401-15779311		WT leaves		ebs leaves		OK		206.814		167.695		-0.30		-1.40535		0.0044		0.0338974		yes

		XLOC_009871		XLOC_009871		AT2G27100		2:11572549-11576658		WT leaves		ebs leaves		OK		22.7446		18.437		-0.30		-1.30701		0.00715		0.0493758		yes

		XLOC_015678		XLOC_015678		AT3G32930		3:13489517-13490849		WT leaves		ebs leaves		OK		138.894		112.578		-0.30		-1.49013		0.00245		0.0214424		yes

		XLOC_026296		XLOC_026296		AT5G16505		5:5390005-5392383		WT leaves		ebs leaves		OK		13.4722		10.9169		-0.30		-1.34447		0.0065		0.0457916		yes

		XLOC_016033		XLOC_016033		AT3G45140		3:16525409-16529352		WT leaves		ebs leaves		OK		407.56		330.153		-0.30		-1.34628		0.007		0.0484845		yes

		XLOC_032294		XLOC_032294		AT5G57110		5:23109437-23117563		WT leaves		ebs leaves		OK		51.5406		41.7149		-0.31		-1.41597		0.00295		0.0247543		yes

		XLOC_026883		XLOC_026883		AT5G27770		5:9835884-9837341		WT leaves		ebs leaves		OK		210.371		170.266		-0.31		-1.5048		0.0019		0.0177704		yes

		XLOC_015153		XLOC_015153		AT3G24830		3:9064531-9066089		WT leaves		ebs leaves		OK		363.033		293.745		-0.31		-1.52503		0.00225		0.0201977		yes

		XLOC_000407		XLOC_000407		AT1G08600		1:2723823-2733613		WT leaves		ebs leaves		OK		6.67325		5.39896		-0.31		-1.32389		0.0061		0.0437218		yes

		XLOC_013475		XLOC_013475		AT2G42490		2:17691406-17695853		WT leaves		ebs leaves		OK		19.5612		15.8246		-0.31		-1.4564		0.0035		0.0283675		yes

		XLOC_000081		XLOC_000081		AT1G02500		1:518250-520437		WT leaves		ebs leaves		OK		130.197		105.323		-0.31		-1.5289		0.0025		0.0218079		yes

		XLOC_014759		XLOC_014759		AT3G18740		3:6453367-6454018		WT leaves		ebs leaves		OK		374.976		303.323		-0.31		-1.51009		0.00185		0.0174525		yes

		XLOC_032272		XLOC_032272		AT5G56710		5:22943830-22944971		WT leaves		ebs leaves		OK		479.337		387.732		-0.31		-1.52774		0.0026		0.0224687		yes

		XLOC_017482		XLOC_017482		AT3G08580		3:2605441-2607787		WT leaves		ebs leaves		OK		514.57		416.227		-0.31		-1.50083		0.00275		0.0235344		yes

		XLOC_009971		XLOC_009971		AT2G29020		2:12469723-12471700		WT leaves		ebs leaves		OK		40.219		32.5297		-0.31		-1.33596		0.00725		0.0497695		yes

		XLOC_010466		XLOC_010466		AT2G37620		2:15779173-15781561		WT leaves		ebs leaves		OK		22.6901		18.3348		-0.31		-1.38327		0.005		0.0374454		yes

		XLOC_022661		XLOC_022661		AT4G35100		4:16708551-16710289		WT leaves		ebs leaves		OK		667.655		539.43		-0.31		-1.51523		0.00225		0.0201977		yes

		XLOC_002011		XLOC_002011		AT1G36160		1:13533410-13544009		WT leaves		ebs leaves		OK		33.173		26.7931		-0.31		-1.48942		0.0015		0.0147359		yes

		XLOC_014021		XLOC_014021		AT3G05590		3:1621456-1623014		WT leaves		ebs leaves		OK		465.255		375.762		-0.31		-1.5337		0.00185		0.0174525		yes

		XLOC_015030		XLOC_015030		AT3G22960		3:8139234-8141985		WT leaves		ebs leaves		OK		132.576		107.034		-0.31		-1.5473		0.0013		0.0131764		yes

		XLOC_014328		XLOC_014328		AT3G11540		3:3631886-3637955		WT leaves		ebs leaves		OK		11.2029		9.04214		-0.31		-1.37513		0.0059		0.0426846		yes

		XLOC_000468		XLOC_000468		AT1G09590		1:3106501-3107772		WT leaves		ebs leaves		OK		172.437		139.177		-0.31		-1.50808		0.0022		0.0198837		yes

		XLOC_017283		XLOC_017283		AT3G05060		3:1412866-1415966		WT leaves		ebs leaves		OK		34.8501		28.123		-0.31		-1.43645		0.0038		0.0302303		yes

		XLOC_019224		XLOC_019224		AT3G44010		3:15799930-15801200		WT leaves		ebs leaves		OK		249.269		201.136		-0.31		-1.38083		0.00545		0.0400705		yes

		XLOC_028667		XLOC_028667		AT5G57870		5:23439497-23443781		WT leaves		ebs leaves		OK		40.3515		32.5586		-0.31		-1.53892		0.00185		0.0174525		yes

		XLOC_000370		XLOC_000370		AT1G07890		1:2437329-2439665		WT leaves		ebs leaves		OK		277.401		223.804		-0.31		-1.53328		0.00245		0.0214424		yes

		XLOC_032861		XLOC_032861		AT5G67250		5:26831372-26833333		WT leaves		ebs leaves		OK		17.5901		14.1862		-0.31		-1.37319		0.0048		0.0362554		yes

		XLOC_027776		XLOC_027776		AT5G42950		5:17224435-17231355		WT leaves		ebs leaves		OK		23.0359		18.5743		-0.31		-1.48064		0.0016		0.0154884		yes

		XLOC_024718		XLOC_024718		AT4G26760		4:13478591-13481808		WT leaves		ebs leaves		OK		12.1385		9.78678		-0.31		-1.33989		0.00645		0.0455607		yes

		XLOC_017321		XLOC_017321		AT3G05680		3:1660522-1672522		WT leaves		ebs leaves		OK		11.2233		9.0476		-0.31		-1.28745		0.0045		0.0345242		yes

		XLOC_000804		XLOC_000804		AT1G15500		1:5326289-5328874		WT leaves		ebs leaves		OK		127.074		102.402		-0.31		-1.55494		0.00205		0.0188125		yes

		XLOC_003054		XLOC_003054		AT1G58380		1:21689031-21690256		WT leaves		ebs leaves		OK		52.1557		42.0102		-0.31		-1.43971		0.00245		0.0214424		yes

		XLOC_032295		XLOC_032295		AT5G57120		5:23122539-23124513		WT leaves		ebs leaves		OK		35.7818		28.8096		-0.31		-1.44745		0.003		0.0250717		yes

		XLOC_030636		XLOC_030636		AT5G28060		5:10069545-10070899		WT leaves		ebs leaves		OK		332.643		267.657		-0.31		-1.56376		0.0015		0.0147359		yes

		XLOC_001844		XLOC_001844		AT1G33680		1:12203944-12214182		WT leaves		ebs leaves		OK		22.0979		17.7801		-0.31		-1.46167		0.00335		0.0274762		yes

		XLOC_000833		XLOC_000833		AT1G15940		1:5473564-5478259		WT leaves		ebs leaves		OK		13.7534		11.0639		-0.31		-1.29808		0.00485		0.0365734		yes

		XLOC_029721		XLOC_029721		AT5G10840		5:3423685-3427878		WT leaves		ebs leaves		OK		39.998		32.1758		-0.31		-1.49694		0.00245		0.0214424		yes

		XLOC_021866		XLOC_021866		AT4G21326		4:11345973-11349653		WT leaves		ebs leaves		OK		12.1932		9.8053		-0.31		-1.43403		0.0032		0.0264922		yes

		XLOC_022925		XLOC_022925		AT4G39980		4:18539574-18542093		WT leaves		ebs leaves		OK		89.975		72.3273		-0.31		-1.55847		0.0015		0.0147359		yes

		XLOC_020335		XLOC_020335		AT3G62422		3:23091585-23092850		WT leaves		ebs leaves		OK		50.6699		40.7269		-0.32		-1.50953		0.00215		0.0195366		yes

		XLOC_030438		XLOC_030438		AT5G24400		5:8330314-8331837		WT leaves		ebs leaves		OK		43.1824		34.6883		-0.32		-1.45744		0.00295		0.0247543		yes

		XLOC_004832		XLOC_004832		AT1G10930		1:3647893-3655590		WT leaves		ebs leaves		OK		12.1043		9.72245		-0.32		-1.47137		0.00295		0.0247543		yes

		XLOC_024661		XLOC_024661		AT4G25730		4:13102678-13106780		WT leaves		ebs leaves		OK		26.573		21.3391		-0.32		-1.46383		0.00245		0.0214424		yes

		XLOC_017125		XLOC_017125		AT3G02450		3:502706-505230		WT leaves		ebs leaves		OK		59.0522		47.3889		-0.32		-1.58078		0.0015		0.0147359		yes

		XLOC_030402		XLOC_030402		AT5G23900		5:8063984-8065523		WT leaves		ebs leaves		OK		122.287		98.1234		-0.32		-1.54406		0.0015		0.0147359		yes

		XLOC_016592		XLOC_016592		AT3G55280		3:20500334-20501709		WT leaves		ebs leaves		OK		128.361		102.96		-0.32		-1.54503		0.00185		0.0174525		yes

		XLOC_020329		XLOC_020329		AT3G62330		3:23062818-23065721		WT leaves		ebs leaves		OK		14.1822		11.3729		-0.32		-1.35137		0.0068		0.0475435		yes

		XLOC_005614		XLOC_005614		AT1G25540		1:8969064-8974660		WT leaves		ebs leaves		OK		11.6126		9.3107		-0.32		-1.43151		0.00295		0.0247543		yes

		XLOC_015387		XLOC_015387		AT3G28730		3:10784888-10790553		WT leaves		ebs leaves		OK		27.1094		21.7345		-0.32		-1.38225		0.0044		0.0338974		yes

		XLOC_015981		XLOC_015981		AT3G44330		3:16006674-16010965		WT leaves		ebs leaves		OK		27.6605		22.1711		-0.32		-1.44867		0.00245		0.0214424		yes

		XLOC_003330		XLOC_003330		AT1G64330		1:23870904-23874198		WT leaves		ebs leaves		OK		24.8186		19.8896		-0.32		-1.49366		0.0033		0.0271623		yes

		XLOC_002396		XLOC_002396		AT1G47530		1:17451679-17454421		WT leaves		ebs leaves		OK		44.7582		35.8532		-0.32		-1.55618		0.001		0.010716		yes

		XLOC_004937		XLOC_004937		AT1G12850		1:4379706-4381612		WT leaves		ebs leaves		OK		18.839		15.0857		-0.32		-1.3506		0.00435		0.03361		yes

		XLOC_007536		XLOC_007536		AT1G66680		1:24866094-24868992		WT leaves		ebs leaves		OK		17.0429		13.6441		-0.32		-1.32179		0.00685		0.047749		yes

		XLOC_031024		XLOC_031024		AT5G35620		5:13824704-13826391		WT leaves		ebs leaves		OK		81.5077		65.2433		-0.32		-1.53427		0.0018		0.017094		yes

		XLOC_029818		XLOC_029818		AT5G12860		5:4059685-4061950		WT leaves		ebs leaves		OK		299.403		239.62		-0.32		-1.59331		0.0013		0.0131764		yes

		XLOC_030394		XLOC_030394		AT5G23740		5:8008009-8009436		WT leaves		ebs leaves		OK		164.349		131.49		-0.32		-1.58727		0.00125		0.0127815		yes

		XLOC_007999		XLOC_007999		AT1G75330		1:28266258-28268412		WT leaves		ebs leaves		OK		83.0692		66.4585		-0.32		-1.56105		0.0014		0.0140212		yes

		XLOC_017086		XLOC_017086		AT3G01540		3:212517-216671		WT leaves		ebs leaves		OK		85.1399		68.1054		-0.32		-1.61254		0.0013		0.0131764		yes

		XLOC_008542		XLOC_008542		AT2G04780		2:1676741-1678455		WT leaves		ebs leaves		OK		54.0982		43.2725		-0.32		-1.55353		0.0018		0.017094		yes

		XLOC_021909		XLOC_021909		AT4G22010		4:11663323-11666715		WT leaves		ebs leaves		OK		39.1335		31.2947		-0.32		-1.55914		0.0016		0.0154884		yes

		XLOC_012168		XLOC_012168		AT2G20300		2:8755924-8760222		WT leaves		ebs leaves		OK		11.389		9.10682		-0.32		-1.47665		0.003		0.0250717		yes

		XLOC_020332		XLOC_020332		AT3G62360		3:23072785-23080563		WT leaves		ebs leaves		OK		27.5853		22.0507		-0.32		-1.57249		0.00155		0.0151229		yes

		XLOC_001656		XLOC_001656		AT1G30440		1:10759474-10762394		WT leaves		ebs leaves		OK		66.4462		53.1035		-0.32		-1.47075		0.0022		0.0198837		yes

		XLOC_032748		XLOC_032748		AT5G65360		5:26119858-26120581		WT leaves		ebs leaves		OK		165.086		131.922		-0.32		-1.59235		0.0009		0.00987867		yes

		XLOC_032597		XLOC_032597		AT5G62650		5:25152624-25155935		WT leaves		ebs leaves		OK		14.6846		11.7334		-0.32		-1.30357		0.006		0.043172		yes

		XLOC_004748		XLOC_004748		AT1G09690		1:3136187-3137475		WT leaves		ebs leaves		OK		351.543		280.892		-0.32		-1.61195		0.00145		0.014382		yes

		XLOC_019480		XLOC_019480		AT3G47960		3:17692701-17700833		WT leaves		ebs leaves		OK		29.835		23.838		-0.32		-1.41302		0.00295		0.0247543		yes

		XLOC_017110		XLOC_017110		AT3G02110		3:370761-373722		WT leaves		ebs leaves		OK		34.4604		27.5211		-0.32		-1.37868		0.00365		0.0293139		yes

		XLOC_002697		XLOC_002697		AT1G52740		1:19645267-19649261		WT leaves		ebs leaves		OK		153.542		122.622		-0.32		-1.49527		0.0028		0.0238741		yes

		XLOC_009337		XLOC_009337		AT2G18090		2:7864313-7867766		WT leaves		ebs leaves		OK		9.92964		7.92781		-0.32		-1.42386		0.00405		0.0317421		yes

		XLOC_013951		XLOC_013951		AT3G04400		3:1167275-1168659		WT leaves		ebs leaves		OK		515.462		411.445		-0.33		-1.62515		0.0009		0.00987867		yes

		XLOC_005866		XLOC_005866		AT1G30880		1:10993194-10994125		WT leaves		ebs leaves		OK		123.508		98.5687		-0.33		-1.55025		0.0015		0.0147359		yes

		XLOC_018037		XLOC_018037		AT3G18130		3:6210903-6212433		WT leaves		ebs leaves		OK		70.1881		55.986		-0.33		-1.55208		0.00145		0.014382		yes

		XLOC_012965		XLOC_012965		AT2G33770		2:14277557-14283040		WT leaves		ebs leaves		OK		17.586		14.0239		-0.33		-1.59047		0.00135		0.013631		yes

		XLOC_014704		XLOC_014704		AT3G17820		3:6097413-6099595		WT leaves		ebs leaves		OK		23.4496		18.699		-0.33		-1.3513		0.0047		0.0356892		yes

		XLOC_014593		XLOC_014593		AT3G16080		3:5454817-5455927		WT leaves		ebs leaves		OK		184.989		147.498		-0.33		-1.58275		0.0015		0.0147359		yes

		XLOC_021493		XLOC_021493		AT4G15180		4:8651405-8662587		WT leaves		ebs leaves		OK		10.9705		8.74571		-0.33		-1.55555		0.00135		0.013631		yes

		XLOC_022963		XLOC_022963		AT4G00430		4:185449-187627		WT leaves		ebs leaves		OK		242.343		193.17		-0.33		-1.63499		0.00145		0.014382		yes

		XLOC_014638		XLOC_014638		AT3G16780		3:5708924-5710579		WT leaves		ebs leaves		OK		68.069		54.2534		-0.33		-1.57034		0.00165		0.0159059		yes

		XLOC_016766		XLOC_016766		AT3G58510		3:21639977-21645486		WT leaves		ebs leaves		OK		21.4096		17.0626		-0.33		-1.4292		0.0038		0.0302303		yes

		XLOC_004038		XLOC_004038		AT1G76950		1:28906522-28911564		WT leaves		ebs leaves		OK		8.02037		6.39116		-0.33		-1.39596		0.0053		0.039201		yes

		XLOC_017792		XLOC_017792		AT3G13560		3:4425226-4428179		WT leaves		ebs leaves		OK		16.6127		13.2357		-0.33		-1.48608		0.0027		0.0231815		yes

		XLOC_000390		XLOC_000390		AT1G08360		1:2636010-2637915		WT leaves		ebs leaves		OK		263.034		209.535		-0.33		-1.63338		0.00125		0.0127815		yes

		XLOC_026532		XLOC_026532		AT5G20750		5:7027772-7031290		WT leaves		ebs leaves		OK		13.4756		10.7347		-0.33		-1.51393		0.0028		0.0238741		yes

		XLOC_013331		XLOC_013331		AT2G39990		2:16698091-16700012		WT leaves		ebs leaves		OK		48.8144		38.8658		-0.33		-1.55128		0.002		0.018491		yes

		XLOC_003641		XLOC_003641		AT1G69690		1:26216223-26217851		WT leaves		ebs leaves		OK		17.6105		14.0207		-0.33		-1.42311		0.00415		0.0323616		yes

		XLOC_003305		XLOC_003305		AT1G63940		1:23729978-23733892		WT leaves		ebs leaves		OK		65.0425		51.7816		-0.33		-1.62053		0.00115		0.0119101		yes

		XLOC_006898		XLOC_006898		AT1G54460		1:20340599-20343530		WT leaves		ebs leaves		OK		23.2339		18.4946		-0.33		-1.46975		0.0029		0.0245348		yes

		XLOC_031010		XLOC_031010		AT5G35530		5:13710110-13712288		WT leaves		ebs leaves		OK		156.433		124.503		-0.33		-1.63643		0.0011		0.0114951		yes

		XLOC_028380		XLOC_028380		AT5G53160		5:21560717-21562260		WT leaves		ebs leaves		OK		49.842		39.6665		-0.33		-1.54328		0.00155		0.0151229		yes

		XLOC_011916		XLOC_011916		AT2G15820		2:6888539-6891360		WT leaves		ebs leaves		OK		11.8907		9.46283		-0.33		-1.37098		0.0034		0.0277146		yes

		XLOC_009190		XLOC_009190		AT2G15620		2:6810475-6812939		WT leaves		ebs leaves		OK		207.403		165.041		-0.33		-1.62986		0.00105		0.0111359		yes

		XLOC_014121		XLOC_014121		AT3G07430		3:2379192-2380198		WT leaves		ebs leaves		OK		149.003		118.561		-0.33		-1.63613		0.00055		0.00661714		yes

		XLOC_004256		XLOC_004256		AT1G01100		1:50074-51199		WT leaves		ebs leaves		OK		372.7		296.362		-0.33		-1.62905		0.00085		0.00943042		yes

		XLOC_025297		XLOC_025297		AT4G37100		4:17479172-17481863		WT leaves		ebs leaves		OK		6.61611		5.25693		-0.33		-1.33691		0.0072		0.0495732		yes

		XLOC_032868		XLOC_032868		AT5G67360		5:26871890-26874579		WT leaves		ebs leaves		OK		55.8044		44.3236		-0.33		-1.64801		0.0007		0.00809588		yes

		XLOC_020134		XLOC_020134		AT3G59040		3:21819070-21824348		WT leaves		ebs leaves		OK		55.9082		44.4058		-0.33		-1.61453		0.00115		0.0119101		yes

		XLOC_025560		XLOC_025560		AT5G02450		5:533105-534656		WT leaves		ebs leaves		OK		256.251		203.529		-0.33		-1.65638		0.0012		0.0123451		yes

		XLOC_010628		XLOC_010628		AT2G40520		2:16922586-16925914		WT leaves		ebs leaves		OK		18.1967		14.4498		-0.33		-1.41701		0.00355		0.0286849		yes

		XLOC_002231		XLOC_002231		AT1G42960		1:16125781-16127288		WT leaves		ebs leaves		OK		147.471		117.088		-0.33		-1.64392		0.0009		0.00987867		yes

		XLOC_019533		XLOC_019533		AT3G48870		3:18122196-18126742		WT leaves		ebs leaves		OK		110.975		88.0745		-0.33		-1.66163		0.00065		0.00761746		yes

		XLOC_004008		XLOC_004008		AT1G76490		1:28695759-28698793		WT leaves		ebs leaves		OK		171.809		136.339		-0.33		-1.65755		0.00085		0.00943042		yes

		XLOC_024267		XLOC_024267		AT4G18970		4:10388721-10390991		WT leaves		ebs leaves		OK		115.217		91.3798		-0.33		-1.64635		0.00085		0.00943042		yes

		XLOC_018658		XLOC_018658		AT3G28460		3:10672040-10674395		WT leaves		ebs leaves		OK		33.7221		26.7447		-0.33		-1.57567		0.00125		0.0127815		yes

		XLOC_014472		XLOC_014472		AT3G14220		3:4732892-4734609		WT leaves		ebs leaves		OK		35.2116		27.9195		-0.33		-1.50917		0.00235		0.0208329		yes

		XLOC_007061		XLOC_007061		AT1G58025		1:21457666-21462243		WT leaves		ebs leaves		OK		11.3448		8.99458		-0.33		-1.3489		0.0053		0.039201		yes

		XLOC_028966		XLOC_028966		AT5G63260		5:25361746-25364769		WT leaves		ebs leaves		OK		11.5012		9.11296		-0.34		-1.29525		0.007		0.0484845		yes

		XLOC_015261		XLOC_015261		AT3G26700		3:9809949-9812664		WT leaves		ebs leaves		OK		9.18307		7.27201		-0.34		-1.33793		0.00685		0.047749		yes

		XLOC_016280		XLOC_016280		AT3G49430		3:18331538-18335041		WT leaves		ebs leaves		OK		49.4855		39.1706		-0.34		-1.61894		0.00105		0.0111359		yes

		XLOC_000264		XLOC_000264		AT1G05910		1:1790223-1796647		WT leaves		ebs leaves		OK		8.77007		6.94088		-0.34		-1.52819		0.0018		0.017094		yes

		XLOC_030592		XLOC_030592		AT5G27330		5:9632702-9634980		WT leaves		ebs leaves		OK		14.9386		11.8147		-0.34		-1.47933		0.00295		0.0247543		yes

		XLOC_023783		XLOC_023783		AT4G11680		4:7053442-7055622		WT leaves		ebs leaves		OK		18.5208		14.6457		-0.34		-1.4594		0.00225		0.0201977		yes

		XLOC_009441		XLOC_009441		AT2G19870		2:8575877-8577947		WT leaves		ebs leaves		OK		32.1876		25.4491		-0.34		-1.58788		0.0011		0.0114951		yes

		XLOC_029822		XLOC_029822		AT5G12900		5:4071918-4074619		WT leaves		ebs leaves		OK		10.6877		8.44699		-0.34		-1.36354		0.0048		0.0362554		yes

		XLOC_032492		XLOC_032492		AT5G60670		5:24380909-24381593		WT leaves		ebs leaves		OK		124.134		98.1056		-0.34		-1.55912		0.00155		0.0151229		yes

		XLOC_010425		XLOC_010425		AT2G36910		2:15502013-15507320		WT leaves		ebs leaves		OK		28.0412		22.1595		-0.34		-1.64752		0.00095		0.0102873		yes

		XLOC_014426		XLOC_014426		AT3G13470		3:4389255-4392801		WT leaves		ebs leaves		OK		116.866		92.3422		-0.34		-1.6939		0.00045		0.0056757		yes

		XLOC_003308		XLOC_003308		AT1G63980		1:23740515-23745374		WT leaves		ebs leaves		OK		54.1295		42.7601		-0.34		-1.64856		0.0008		0.00899964		yes

		XLOC_026410		XLOC_026410		AT5G18670		5:6225955-6228132		WT leaves		ebs leaves		OK		15.3242		12.1021		-0.34		-1.39323		0.00345		0.0280604		yes

		XLOC_015748		XLOC_015748		AT3G42170		3:14320951-14324069		WT leaves		ebs leaves		OK		28.0355		22.1343		-0.34		-1.56061		0.0015		0.0147359		yes

		XLOC_006563		XLOC_006563		AT1G48610		1:17970677-17973303		WT leaves		ebs leaves		OK		23.0027		18.1604		-0.34		-1.47086		0.003		0.0250717		yes

		XLOC_013336		XLOC_013336		AT2G40080		2:16734293-16734912		WT leaves		ebs leaves		OK		53.4358		42.1858		-0.34		-1.43019		0.0034		0.0277146		yes

		XLOC_008054		XLOC_008054		AT1G76340		1:28634954-28636716		WT leaves		ebs leaves		OK		13.297		10.4962		-0.34		-1.3792		0.00565		0.0412626		yes

		XLOC_005241		XLOC_005241		AT1G18540		1:6377320-6378580		WT leaves		ebs leaves		OK		407.593		321.685		-0.34		-1.68765		0.0006		0.0071353		yes

		XLOC_009399		XLOC_009399		AT2G19110		2:8278880-8286445		WT leaves		ebs leaves		OK		6.75059		5.32718		-0.34		-1.44611		0.0035		0.0283675		yes

		XLOC_031409		XLOC_031409		AT5G41520		5:16609152-16610692		WT leaves		ebs leaves		OK		267.729		211.176		-0.34		-1.70514		0.00095		0.0102873		yes

		XLOC_017678		XLOC_017678		AT3G11964		3:3793956-3806626		WT leaves		ebs leaves		OK		13.803		10.8861		-0.34		-1.68053		0.00095		0.0102873		yes

		XLOC_029642		XLOC_029642		AT5G09620		5:2983448-2985435		WT leaves		ebs leaves		OK		27.813		21.9352		-0.34		-1.61279		0.00135		0.013631		yes

		XLOC_009433		XLOC_009433		AT2G19750		2:8514953-8516138		WT leaves		ebs leaves		OK		59.6364		47.0292		-0.34		-1.48252		0.0024		0.0211749		yes

		XLOC_017967		XLOC_017967		AT3G16640		3:5669372-5670842		WT leaves		ebs leaves		OK		675.183		532.362		-0.34		-1.70431		0.00085		0.00943042		yes

		XLOC_022635		XLOC_022635		AT4G34670		4:16548617-16550453		WT leaves		ebs leaves		OK		257.237		202.778		-0.34		-1.71074		0.0008		0.00899964		yes

		XLOC_007192		XLOC_007192		AT1G60890		1:22412245-22417244		WT leaves		ebs leaves		OK		5.76273		4.54209		-0.34		-1.34856		0.0063		0.044843		yes

		XLOC_016547		XLOC_016547		AT3G54280		3:20091975-20104257		WT leaves		ebs leaves		OK		10.1835		8.02624		-0.34		-1.56463		0.00075		0.00852515		yes

		XLOC_024990		XLOC_024990		AT4G31590		4:15309505-15312591		WT leaves		ebs leaves		OK		16.3786		12.9069		-0.34		-1.56534		0.00185		0.0174525		yes

		XLOC_029251		XLOC_029251		AT5G01820		5:313192-315000		WT leaves		ebs leaves		OK		17.0023		13.3894		-0.34		-1.50729		0.00205		0.0188125		yes

		XLOC_013613		XLOC_013613		AT2G45190		2:18628264-18630712		WT leaves		ebs leaves		OK		25.3428		19.9522		-0.35		-1.43888		0.0034		0.0277146		yes

		XLOC_032541		XLOC_032541		AT5G61480		5:24724540-24727842		WT leaves		ebs leaves		OK		14.9269		11.7496		-0.35		-1.6311		0.00145		0.014382		yes

		XLOC_032453		XLOC_032453		AT5G59850		5:24112199-24114449		WT leaves		ebs leaves		OK		157.914		124.293		-0.35		-1.69498		0.00095		0.0102873		yes

		XLOC_007359		XLOC_007359		AT1G63470		1:23536518-23539220		WT leaves		ebs leaves		OK		12.338		9.70959		-0.35		-1.43559		0.00305		0.0254208		yes

		XLOC_009138		XLOC_009138		AT2G14890		2:6399620-6401059		WT leaves		ebs leaves		OK		217.825		171.376		-0.35		-1.72471		0.00055		0.00661714		yes

		XLOC_010517		XLOC_010517		AT2G38550		2:16132005-16134415		WT leaves		ebs leaves		OK		54.2659		42.6731		-0.35		-1.67663		0.00045		0.0056757		yes

		XLOC_014078		XLOC_014078		AT3G06660		3:2102401-2104906		WT leaves		ebs leaves		OK		10.4889		8.24194		-0.35		-1.38619		0.00555		0.0407249		yes

		XLOC_014429		XLOC_014429		AT3G13520		3:4408924-4409440		WT leaves		ebs leaves		OK		327.275		257.153		-0.35		-1.73031		0.00065		0.00761746		yes

		XLOC_002370		XLOC_002370		AT1G47250		1:17319176-17321074		WT leaves		ebs leaves		OK		24.7839		19.471		-0.35		-1.31045		0.00455		0.0348213		yes

		XLOC_032875		XLOC_032875		AT5G67440		5:26912706-26916294		WT leaves		ebs leaves		OK		9.65065		7.58156		-0.35		-1.48803		0.0033		0.0271623		yes

		XLOC_024021		XLOC_024021		AT4G14960		4:8548491-8550453		WT leaves		ebs leaves		OK		424.456		333.311		-0.35		-1.71489		0.00035		0.00459263		yes

		XLOC_029964		XLOC_029964		AT5G15490		5:5027638-5030194		WT leaves		ebs leaves		OK		23.8925		18.7538		-0.35		-1.57947		0.00105		0.0111359		yes

		XLOC_013197		XLOC_013197		AT2G37630		2:15781614-15783433		WT leaves		ebs leaves		OK		46.504		36.487		-0.35		-1.67259		0.00065		0.00761746		yes

		XLOC_011093		XLOC_011093		AT2G01250		2:132696-134455		WT leaves		ebs leaves		OK		394.765		309.545		-0.35		-1.7525		0.0005		0.00615957		yes

		XLOC_020030		XLOC_020030		AT3G57420		3:21252418-21255276		WT leaves		ebs leaves		OK		10.03		7.86404		-0.35		-1.37961		0.00385		0.0305232		yes

		XLOC_018156		XLOC_018156		AT3G20330		3:7090105-7092670		WT leaves		ebs leaves		OK		19.2196		15.0624		-0.35		-1.57862		0.0021		0.0191763		yes

		XLOC_017793		XLOC_017793		AT3G13570		3:4429297-4432159		WT leaves		ebs leaves		OK		33.0188		25.8701		-0.35		-1.60934		0.0011		0.0114951		yes

		XLOC_022609		XLOC_022609		AT4G34280,AT4G34290		4:16406997-16412385		WT leaves		ebs leaves		OK		220.357		172.641		-0.35		-1.56401		0.00095		0.0102873		yes

		XLOC_032513		XLOC_032513		AT5G61020		5:24557200-24559879		WT leaves		ebs leaves		OK		49.3825		38.6771		-0.35		-1.71546		0.00045		0.0056757		yes

		XLOC_018683		XLOC_018683		AT3G28900		3:10902646-10904458		WT leaves		ebs leaves		OK		114.797		89.8464		-0.35		-1.66421		0.00075		0.00852515		yes

		XLOC_019835		XLOC_019835		AT3G53890		3:19955343-19956361		WT leaves		ebs leaves		OK		188.439		147.475		-0.35		-1.68882		0.00065		0.00761746		yes

		XLOC_019736		XLOC_019736		AT3G52170		3:19346751-19349533		WT leaves		ebs leaves		OK		18.256		14.2822		-0.35		-1.54836		0.0014		0.0140212		yes

		XLOC_006771		XLOC_006771		AT1G52300		1:19474897-19476234		WT leaves		ebs leaves		OK		276.171		216.028		-0.35		-1.75587		0.0003		0.00405131		yes

		XLOC_005727		XLOC_005727		AT1G28040,AT1G28050		1:9773579-9777810		WT leaves		ebs leaves		OK		23.0389		18.0202		-0.35		-1.58963		0.00105		0.0111359		yes

		XLOC_021718		XLOC_021718		AT4G18730		4:10302162-10303382		WT leaves		ebs leaves		OK		160.099		125.207		-0.35		-1.73253		0.00055		0.00661714		yes

		XLOC_000547		XLOC_000547		AT1G11130		1:3722856-3727450		WT leaves		ebs leaves		OK		9.04007		7.06876		-0.35		-1.50283		0.00185		0.0174525		yes

		XLOC_016080		XLOC_016080		AT3G46040		3:16914538-16915759		WT leaves		ebs leaves		OK		127.45		99.6503		-0.35		-1.72518		0.00055		0.00661714		yes

		XLOC_018006		XLOC_018006		AT3G17330		3:5916939-5920188		WT leaves		ebs leaves		OK		12.7397		9.96027		-0.36		-1.56525		0.0017		0.01632		yes

		XLOC_013173		XLOC_013173		AT2G37190		2:15619406-15620119		WT leaves		ebs leaves		OK		304.996		238.375		-0.36		-1.75068		0.0002		0.00287925		yes

		XLOC_019784		XLOC_019784		AT3G52930		3:19626747-19629073		WT leaves		ebs leaves		OK		119.55		93.4209		-0.36		-1.77877		0.0003		0.00405131		yes

		XLOC_010385		XLOC_010385		AT2G36160		2:15169817-15171353		WT leaves		ebs leaves		OK		205.151		160.288		-0.36		-1.76184		0.00045		0.0056757		yes

		XLOC_021990		XLOC_021990		AT4G23600		4:12310618-12313212		WT leaves		ebs leaves		OK		65.0384		50.8137		-0.36		-1.56668		0.0013		0.0131764		yes

		XLOC_010562		XLOC_010562		AT2G39460		2:16474148-16476108		WT leaves		ebs leaves		OK		394.172		307.612		-0.36		-1.77582		0.0005		0.00615957		yes

		XLOC_032479		XLOC_032479		AT5G60340		5:24274961-24276055		WT leaves		ebs leaves		OK		36.4409		28.4361		-0.36		-1.51088		0.00185		0.0174525		yes

		XLOC_021793		XLOC_021793		AT4G20270		4:10949660-10953083		WT leaves		ebs leaves		OK		17.8908		13.9491		-0.36		-1.62552		0.00075		0.00852515		yes

		XLOC_025808		XLOC_025808		AT5G06660		5:2046809-2047794		WT leaves		ebs leaves		OK		28.3401		22.0932		-0.36		-1.52316		0.0016		0.0154884		yes

		XLOC_016728		XLOC_016728		AT3G57660		3:21353745-21362814		WT leaves		ebs leaves		OK		10.0083		7.80178		-0.36		-1.70695		0.00045		0.0056757		yes

		XLOC_006608		XLOC_006608		AT1G49480		1:18314177-18316645		WT leaves		ebs leaves		OK		36.5457		28.46		-0.36		-1.72605		0.0007		0.00809588		yes

		XLOC_001663		XLOC_001663		AT1G30530		1:10814658-10816583		WT leaves		ebs leaves		OK		30.1731		23.4968		-0.36		-1.71187		0.0006		0.0071353		yes

		XLOC_029177		XLOC_029177		AT5G67070		5:26768019-26768846		WT leaves		ebs leaves		OK		92.6628		72.1282		-0.36		-1.74344		0.0005		0.00615957		yes

		XLOC_020158		XLOC_020158		AT3G59540		3:21995676-21996836		WT leaves		ebs leaves		OK		240.428		187.139		-0.36		-1.76743		0.0003		0.00405131		yes

		XLOC_032497		XLOC_032497		AT5G60790		5:24453257-24455970		WT leaves		ebs leaves		OK		36.8895		28.7116		-0.36		-1.77329		0.00035		0.00459263		yes

		XLOC_020223		XLOC_020223		AT3G60770		3:22460188-22461779		WT leaves		ebs leaves		OK		234.606		182.571		-0.36		-1.79697		0.0005		0.00615957		yes

		XLOC_031940		XLOC_031940		AT5G50390		5:20520788-20522980		WT leaves		ebs leaves		OK		6.34762		4.93811		-0.36		-1.34675		0.00665		0.0466709		yes

		XLOC_003025		XLOC_003025		AT1G57720		1:21377614-21380382		WT leaves		ebs leaves		OK		184.498		143.489		-0.36		-1.81946		0.0004		0.005161		yes

		XLOC_007569		XLOC_007569		AT1G67230		1:25151269-25156323		WT leaves		ebs leaves		OK		36.7936		28.6152		-0.36		-1.81012		0.0002		0.00287925		yes

		XLOC_024999		XLOC_024999		AT4G31700		4:15346071-15347727		WT leaves		ebs leaves		OK		455.24		353.794		-0.36		-1.81068		0.0004		0.005161		yes

		XLOC_013798		XLOC_013798		AT3G01650		3:242010-245268		WT leaves		ebs leaves		OK		11.4362		8.8877		-0.36		-1.32179		0.0054		0.0398135		yes

		XLOC_032750		XLOC_032750		AT5G65390		5:26128583-26129338		WT leaves		ebs leaves		OK		28.6666		22.2745		-0.36		-1.4033		0.00505		0.0377284		yes

		XLOC_019629		XLOC_019629		AT3G50370		3:18676058-18684346		WT leaves		ebs leaves		OK		24.2347		18.8166		-0.37		-1.73556		0.0002		0.00287925		yes

		XLOC_016544		XLOC_016544		AT3G54220		3:20070157-20072780		WT leaves		ebs leaves		OK		12.9091		10.0214		-0.37		-1.62027		0.0009		0.00987867		yes

		XLOC_019395		XLOC_019395		AT3G46450		3:17092937-17095639		WT leaves		ebs leaves		OK		6.97693		5.41605		-0.37		-1.35376		0.00605		0.0434474		yes

		XLOC_024168		XLOC_024168		AT4G17390		4:9708683-9715612		WT leaves		ebs leaves		OK		312.259		242.388		-0.37		-1.81279		0.00025		0.00348795		yes

		XLOC_016467		XLOC_016467		AT3G52890		3:19607956-19612186		WT leaves		ebs leaves		OK		10.3713		8.04941		-0.37		-1.64699		0.00135		0.013631		yes

		XLOC_001264		XLOC_001264		AT1G23170,AT1G23180		1:8212555-8219584		WT leaves		ebs leaves		OK		22.7894		17.6862		-0.37		-1.52663		0.00305		0.0254208		yes

		XLOC_029833		XLOC_029833		AT5G13140		5:4166608-4171794		WT leaves		ebs leaves		OK		94.8961		73.636		-0.37		-1.63991		0.0009		0.00987867		yes

		XLOC_005029		XLOC_005029		AT1G14510		1:4961885-4964428		WT leaves		ebs leaves		OK		31.9512		24.7889		-0.37		-1.6798		0.0007		0.00809588		yes

		XLOC_008428		XLOC_008428		AT2G03070		2:905618-909070		WT leaves		ebs leaves		OK		12.2645		9.51467		-0.37		-1.56885		0.00145		0.014382		yes

		XLOC_028291		XLOC_028291		AT5G51750		5:21020206-21022781		WT leaves		ebs leaves		OK		33.3822		25.8889		-0.37		-1.60954		0.00035		0.00459263		yes

		XLOC_023055		XLOC_023055		AT4G01850		4:796096-798286		WT leaves		ebs leaves		OK		203.775		158.021		-0.37		-1.65972		0.0005		0.00615957		yes

		XLOC_017430		XLOC_017430		AT3G07210		3:2292797-2295452		WT leaves		ebs leaves		OK		8.92993		6.91997		-0.37		-1.46952		0.0029		0.0245348		yes

		XLOC_031283		XLOC_031283		AT5G39410		5:15766036-15770410		WT leaves		ebs leaves		OK		22.8862		17.7332		-0.37		-1.64562		0.00095		0.0102873		yes

		XLOC_016116		XLOC_016116		AT3G46640		3:17183069-17185218		WT leaves		ebs leaves		OK		45.2218		35.0398		-0.37		-1.72758		0.00055		0.00661714		yes

		XLOC_029883		XLOC_029883		AT5G14040		5:4530642-4533070		WT leaves		ebs leaves		OK		117.296		90.86		-0.37		-1.83975		0.00015		0.0022305		yes

		XLOC_026818		XLOC_026818		AT5G26850		5:9445118-9450865		WT leaves		ebs leaves		OK		22.5267		17.4496		-0.37		-1.28767		0.00355		0.0286849		yes

		XLOC_018269		XLOC_018269		AT3G22230		3:7843966-7844597		WT leaves		ebs leaves		OK		295.877		229.187		-0.37		-1.81889		0.00025		0.00348795		yes

		XLOC_021171		XLOC_021171		AT4G09800		4:6173714-6177293		WT leaves		ebs leaves		OK		244.565		189.439		-0.37		-1.7882		0.00025		0.00348795		yes

		XLOC_017835		XLOC_017835		AT3G14180		3:4707112-4708848		WT leaves		ebs leaves		OK		15.4137		11.9357		-0.37		-1.54439		0.00145		0.014382		yes

		XLOC_011143		XLOC_011143		AT2G01970		2:450378-454885		WT leaves		ebs leaves		OK		33.191		25.7011		-0.37		-1.7774		0.00035		0.00459263		yes

		XLOC_014432		XLOC_014432		AT3G13580		3:4433046-4435305		WT leaves		ebs leaves		OK		81.1312		62.8157		-0.37		-1.79146		0.0003		0.00405131		yes

		XLOC_002018		XLOC_002018		AT1G36280		1:13640507-13643126		WT leaves		ebs leaves		OK		11.4596		8.87218		-0.37		-1.23808		0.0056		0.0410106		yes

		XLOC_022478		XLOC_022478		AT4G31985		4:15469894-15470559		WT leaves		ebs leaves		OK		286.251		221.59		-0.37		-1.75332		0.0006		0.0071353		yes

		XLOC_014206		XLOC_014206		AT3G09500		3:2916951-2918108		WT leaves		ebs leaves		OK		296.492		229.475		-0.37		-1.8464		0.00035		0.00459263		yes

		XLOC_023076		XLOC_023076		AT4G02130		4:944359-947085		WT leaves		ebs leaves		OK		46.0594		35.6441		-0.37		-1.71716		0.00045		0.0056757		yes

		XLOC_030290		XLOC_030290		AT5G21940		5:7249267-7250539		WT leaves		ebs leaves		OK		78.6523		60.8619		-0.37		-1.79645		0.00035		0.00459263		yes

		XLOC_025705		XLOC_025705		AT5G04885		5:1422798-1426879		WT leaves		ebs leaves		OK		14.3511		11.105		-0.37		-1.67114		0.00075		0.00852515		yes

		XLOC_005889		XLOC_005889		AT1G31180		1:11142713-11144633		WT leaves		ebs leaves		OK		73.2288		56.6491		-0.37		-1.17277		0.0068		0.0475435		yes

		XLOC_002605		XLOC_002605		AT1G51060		1:18926875-18927646		WT leaves		ebs leaves		OK		143.88		111.287		-0.37		-1.79453		0.0004		0.005161		yes

		XLOC_004342		XLOC_004342		AT1G02780		1:607807-609465		WT leaves		ebs leaves		OK		561.821		434.545		-0.37		-1.8447		0.00035		0.00459263		yes

		XLOC_000915		XLOC_000915		AT1G17200		1:5878399-5880041		WT leaves		ebs leaves		OK		55.5159		42.9033		-0.37		-1.67711		0.00055		0.00661714		yes

		XLOC_017548		XLOC_017548		AT3G09720		3:2980220-2983618		WT leaves		ebs leaves		OK		6.71447		5.18876		-0.37		-1.35117		0.006		0.043172		yes

		XLOC_026627		XLOC_026627		AT5G23280		5:7842970-7844275		WT leaves		ebs leaves		OK		32.7924		25.3387		-0.37		-1.7057		0.0006		0.0071353		yes

		XLOC_005494		XLOC_005494		AT1G23205		1:8233996-8234893		WT leaves		ebs leaves		OK		16.9798		13.1164		-0.37		-1.2985		0.007		0.0484845		yes

		XLOC_010919		XLOC_010919		AT2G45440		2:18730839-18733015		WT leaves		ebs leaves		OK		35.0773		27.0936		-0.37		-1.77995		0.0003		0.00405131		yes

		XLOC_018550		XLOC_018550		AT3G26932		3:9930269-9932120		WT leaves		ebs leaves		OK		25.8265		19.9458		-0.37		-1.65915		0.00095		0.0102873		yes

		XLOC_005846		XLOC_005846		AT1G30490		1:10796134-10800961		WT leaves		ebs leaves		OK		13.4738		10.4047		-0.37		-1.62331		0.0011		0.0114951		yes

		XLOC_032474		XLOC_032474		AT5G60210		5:24243030-24245968		WT leaves		ebs leaves		OK		25.2588		19.505		-0.37		-1.6069		0.0015		0.0147359		yes

		XLOC_005158		XLOC_005158		AT1G16920		1:5787329-5789249		WT leaves		ebs leaves		OK		42.2451		32.6206		-0.37		-1.62653		0.00105		0.0111359		yes

		XLOC_029976		XLOC_029976		AT5G15780		5:5144726-5146403		WT leaves		ebs leaves		OK		146.061		112.754		-0.37		-1.86457		0.0001		0.00156486		yes

		XLOC_025978		XLOC_025978		AT5G10020		5:3133260-3137242		WT leaves		ebs leaves		OK		9.7864		7.55021		-0.37		-1.59991		0.0011		0.0114951		yes

		XLOC_027632		XLOC_027632		AT5G40850		5:16366352-16369099		WT leaves		ebs leaves		OK		74.9993		57.8555		-0.37		-1.84753		0.00045		0.0056757		yes

		XLOC_031931		XLOC_031931		AT5G50320		5:20479590-20484850		WT leaves		ebs leaves		OK		12.6571		9.76258		-0.37		-1.4658		0.00295		0.0247543		yes

		XLOC_018095		XLOC_018095		AT3G19120		3:6609411-6611059		WT leaves		ebs leaves		OK		12.1168		9.34168		-0.38		-1.36112		0.00315		0.0261601		yes

		XLOC_014156		XLOC_014156		AT3G08030		3:2564032-2566002		WT leaves		ebs leaves		OK		78.646		60.6191		-0.38		-1.84983		0.0003		0.00405131		yes

		XLOC_009599		XLOC_009599		AT2G22475		2:9541400-9545010		WT leaves		ebs leaves		OK		11.7903		9.08497		-0.38		-1.32447		0.0058		0.0421587		yes

		XLOC_013967		XLOC_013967		AT3G04630		3:1258544-1260871		WT leaves		ebs leaves		OK		53.2785		41.018		-0.38		-1.73141		0.0007		0.00809588		yes

		XLOC_015125		XLOC_015125		AT3G24490		3:8910769-8912196		WT leaves		ebs leaves		OK		22.7997		17.5521		-0.38		-1.6631		0.0007		0.00809588		yes

		XLOC_002813		XLOC_002813		AT1G54580		1:20389346-20391015		WT leaves		ebs leaves		OK		83.5335		64.2969		-0.38		-1.81896		0.00025		0.00348795		yes

		XLOC_030556		XLOC_030556		AT5G26742		5:9284557-9289003		WT leaves		ebs leaves		OK		456.958		351.608		-0.38		-1.44969		0.0041		0.0320662		yes

		XLOC_024299		XLOC_024299		AT4G19400,AT4G19410		4:10580826-10585861		WT leaves		ebs leaves		OK		58.2045		44.7681		-0.38		-1.74877		0.00045		0.0056757		yes

		XLOC_028752		XLOC_028752		AT5G59440		5:23971230-23972924		WT leaves		ebs leaves		OK		12.6918		9.75993		-0.38		-1.30349		0.0064		0.0453111		yes

		XLOC_013651		XLOC_013651		AT2G45880		2:18878517-18882578		WT leaves		ebs leaves		OK		6.57326		5.05178		-0.38		-1.49766		0.002		0.018491		yes

		XLOC_020363		XLOC_020363		AT3G62870		3:23242664-23244353		WT leaves		ebs leaves		OK		329.786		253.434		-0.38		-1.89666		0.0001		0.00156486		yes

		XLOC_003023		XLOC_003023		AT1G57660		1:21355519-21356537		WT leaves		ebs leaves		OK		87.2718		67.0108		-0.38		-1.73818		0.00025		0.00348795		yes

		XLOC_030663		XLOC_030663		AT5G28300		5:10292650-10295283		WT leaves		ebs leaves		OK		21.2869		16.3423		-0.38		-1.71117		0.0005		0.00615957		yes

		XLOC_013748		XLOC_013748		AT2G47840		2:19594186-19595001		WT leaves		ebs leaves		OK		86.4427		66.3571		-0.38		-1.69917		0.0005		0.00615957		yes

		XLOC_031813		XLOC_031813		AT5G48180		5:19540936-19542426		WT leaves		ebs leaves		OK		40.1955		30.8325		-0.38		-1.77096		0.00025		0.00348795		yes

		XLOC_014308		XLOC_014308		AT3G11250		3:3521356-3523001		WT leaves		ebs leaves		OK		43.4969		33.3577		-0.38		-1.75861		0.0004		0.005161		yes

		XLOC_029637		XLOC_029637		AT5G09510		5:2955112-2956673		WT leaves		ebs leaves		OK		242.545		185.978		-0.38		-1.78716		0.00035		0.00459263		yes

		XLOC_005744		XLOC_005744		AT1G28310		1:9911897-9913837		WT leaves		ebs leaves		OK		12.1997		9.35293		-0.38		-1.412		0.0039		0.0308142		yes

		XLOC_012383		XLOC_012383		AT2G23950		2:10187042-10190412		WT leaves		ebs leaves		OK		8.18486		6.27324		-0.38		-1.55259		0.0018		0.017094		yes

		XLOC_022633		XLOC_022633		AT4G34640		4:16538281-16541926		WT leaves		ebs leaves		OK		45.2767		34.7002		-0.38		-1.83687		0.0002		0.00287925		yes

		XLOC_013169		XLOC_013169		AT2G37120		2:15594029-15594961		WT leaves		ebs leaves		OK		32.6287		24.9913		-0.38		-1.44196		0.0034		0.0277146		yes

		XLOC_024125		XLOC_024125		AT4G16720		4:9399959-9401382		WT leaves		ebs leaves		OK		361.419		276.807		-0.38		-1.91695		0.0001		0.00156486		yes

		XLOC_021409		XLOC_021409		AT4G13940		4:8054860-8057181		WT leaves		ebs leaves		OK		378.971		290.186		-0.39		-1.89259		0.00015		0.0022305		yes

		XLOC_005154		XLOC_005154		AT1G16870		1:5770731-5773251		WT leaves		ebs leaves		OK		17.2534		13.2073		-0.39		-1.61763		0.00075		0.00852515		yes

		XLOC_006303		XLOC_006303		AT1G41830		1:15603616-15607966		WT leaves		ebs leaves		OK		53.0457		40.5962		-0.39		-1.90331		0.0001		0.00156486		yes

		XLOC_000765		XLOC_000765		AT1G14670		1:5037611-5040528		WT leaves		ebs leaves		OK		54.9119		42.0039		-0.39		-1.91482		5.00E-05		0.000851471		yes

		XLOC_000965		XLOC_000965		AT1G18080		1:6222200-6224151		WT leaves		ebs leaves		OK		336.498		257.269		-0.39		-1.92798		5.00E-05		0.000851471		yes

		XLOC_010297		XLOC_010297		AT2G34660		2:14602469-14612565		WT leaves		ebs leaves		OK		11.0864		8.47593		-0.39		-1.78174		0.0001		0.00156486		yes

		XLOC_000689		XLOC_000689		AT1G13270		1:4544952-4547312		WT leaves		ebs leaves		OK		90.755		69.314		-0.39		-1.85592		0.0002		0.00287925		yes

		XLOC_002626		XLOC_002626		AT1G51405		1:19057779-19059582		WT leaves		ebs leaves		OK		7.80424		5.9589		-0.39		-1.35516		0.00725		0.0497695		yes

		XLOC_024738		XLOC_024738		AT4G27090		4:13593904-13595252		WT leaves		ebs leaves		OK		624.655		476.564		-0.39		-1.94731		5.00E-05		0.000851471		yes

		XLOC_013435		XLOC_013435		AT2G41840		2:17459787-17461539		WT leaves		ebs leaves		OK		379.251		289.144		-0.39		-1.94496		0.00015		0.0022305		yes

		XLOC_029949		XLOC_029949		AT5G15220		5:4941243-4942483		WT leaves		ebs leaves		OK		23.008		17.5279		-0.39		-1.37908		0.0051		0.0380253		yes

		XLOC_015994		XLOC_015994		AT3G44590		3:16163816-16164931		WT leaves		ebs leaves		OK		40.7664		31.0532		-0.39		-1.55651		0.0013		0.0131764		yes

		XLOC_025454		XLOC_025454		AT4G39800		4:18469347-18471967		WT leaves		ebs leaves		OK		73.5953		56.0465		-0.39		-1.89726		5.00E-05		0.000851471		yes

		XLOC_028359		XLOC_028359		AT5G52920		5:21463537-21466880		WT leaves		ebs leaves		OK		152.465		116.086		-0.39		-1.97289		5.00E-05		0.000851471		yes

		XLOC_028060		XLOC_028060		AT5G47660		5:19313007-19314636		WT leaves		ebs leaves		OK		10.8102		8.22976		-0.39		-1.40847		0.0048		0.0362554		yes

		XLOC_028689		XLOC_028689		AT5G58250		5:23559473-23560513		WT leaves		ebs leaves		OK		457.701		348.197		-0.39		-1.97576		5.00E-05		0.000851471		yes

		XLOC_007561		XLOC_007561		AT1G67080		1:25045224-25046860		WT leaves		ebs leaves		OK		30.8408		23.4607		-0.39		-1.57874		0.00205		0.0188125		yes

		XLOC_000824		XLOC_000824		AT1G15830		1:5448725-5450177		WT leaves		ebs leaves		OK		24.6903		18.7817		-0.39		-1.77381		0.00035		0.00459263		yes

		XLOC_007841		XLOC_007841		AT1G72410		1:27245164-27257081		WT leaves		ebs leaves		OK		15.7374		11.966		-0.40		-1.42918		0.0039		0.0308142		yes

		XLOC_024956		XLOC_024956		AT4G30930		4:15049823-15051665		WT leaves		ebs leaves		OK		18.8308		14.3166		-0.40		-1.59186		0.001		0.010716		yes

		XLOC_021998		XLOC_021998		AT4G23740		4:12366385-12369338		WT leaves		ebs leaves		OK		45.8499		34.8573		-0.40		-1.95101		5.00E-05		0.000851471		yes

		XLOC_010994		XLOC_010994		AT2G46780		2:19229292-19231505		WT leaves		ebs leaves		OK		8.66394		6.58329		-0.40		-1.43697		0.00405		0.0317421		yes

		XLOC_030230		XLOC_030230		AT5G20290		5:6851451-6853066		WT leaves		ebs leaves		OK		678.784		515.592		-0.40		-1.96523		0.00015		0.0022305		yes

		XLOC_020389		XLOC_020389		AT3G63250		3:23370307-23372682		WT leaves		ebs leaves		OK		25.0303		19.0081		-0.40		-1.75129		0.0005		0.00615957		yes

		XLOC_032801		XLOC_032801		AT5G66310		5:26485684-26491382		WT leaves		ebs leaves		OK		3.5526		2.69747		-0.40		-1.40395		0.00585		0.0424555		yes

		XLOC_024099		XLOC_024099		AT4G16340		4:9228184-9241317		WT leaves		ebs leaves		OK		13.614		10.3368		-0.40		-1.94734		5.00E-05		0.000851471		yes

		XLOC_013160		XLOC_013160		AT2G36900		2:15491039-15492822		WT leaves		ebs leaves		OK		22.4835		17.063		-0.40		-1.31861		0.0047		0.0356892		yes

		XLOC_013749		XLOC_013749		AT2G47900		2:19610472-19613232		WT leaves		ebs leaves		OK		31.8671		24.1839		-0.40		-1.7751		0.0001		0.00156486		yes

		XLOC_031938		XLOC_031938		AT5G50370		5:20509158-20510703		WT leaves		ebs leaves		OK		17.4549		13.2452		-0.40		-1.44189		0.0033		0.0271623		yes

		XLOC_019952		XLOC_019952		AT3G56020		3:20790569-20791085		WT leaves		ebs leaves		OK		221.612		168.083		-0.40		-1.8437		0.00035		0.00459263		yes

		XLOC_027620		XLOC_027620		AT5G40640		5:16277041-16280972		WT leaves		ebs leaves		OK		7.02606		5.327		-0.40		-1.46341		0.0024		0.0211749		yes

		XLOC_026245		XLOC_026245		AT5G15650		5:5092156-5094494		WT leaves		ebs leaves		OK		73.4223		55.6473		-0.40		-1.98		5.00E-05		0.000851471		yes

		XLOC_007368		XLOC_007368		AT1G63670		1:23607421-23610653		WT leaves		ebs leaves		OK		9.43397		7.14722		-0.40		-1.4338		0.0024		0.0211749		yes

		XLOC_012370		XLOC_012370		AT2G23700		2:10076368-10080232		WT leaves		ebs leaves		OK		3.85223		2.91789		-0.40		-1.31724		0.0058		0.0421587		yes

		XLOC_023658		XLOC_023658		AT4G09510		4:6021163-6023873		WT leaves		ebs leaves		OK		10.556		7.99438		-0.40		-1.59097		0.00155		0.0151229		yes

		XLOC_029103		XLOC_029103		AT5G65750		5:26303692-26308189		WT leaves		ebs leaves		OK		8.61928		6.52653		-0.40		-1.76534		0.0005		0.00615957		yes

		XLOC_002593		XLOC_002593		AT1G50920		1:18870138-18872930		WT leaves		ebs leaves		OK		54.7628		41.4612		-0.40		-1.98552		5.00E-05		0.000851471		yes

		XLOC_004892		XLOC_004892		AT1G12000		1:4049895-4053835		WT leaves		ebs leaves		OK		39.7014		30.049		-0.40		-1.95326		5.00E-05		0.000851471		yes

		XLOC_028997		XLOC_028997		AT5G63940		5:25588074-25591458		WT leaves		ebs leaves		OK		7.28608		5.51375		-0.40		-1.48457		0.00185		0.0174525		yes

		XLOC_011623		XLOC_011623		AT2G10940		2:4310411-4312103		WT leaves		ebs leaves		OK		2144.99		1623.18		-0.40		-1.8644		0.0001		0.00156486		yes

		XLOC_012603		XLOC_012603		AT2G27530		2:11763216-11764845		WT leaves		ebs leaves		OK		334.38		253.012		-0.40		-2.00272		5.00E-05		0.000851471		yes

		XLOC_016854		XLOC_016854		AT3G60245		3:22268745-22270006		WT leaves		ebs leaves		OK		605.921		458.258		-0.40		-1.99419		5.00E-05		0.000851471		yes

		XLOC_028755		XLOC_028755		AT5G59500		5:23985928-23987381		WT leaves		ebs leaves		OK		38.8769		29.3811		-0.40		-1.50451		0.00625		0.0445556		yes

		XLOC_031798		XLOC_031798		AT5G47930		5:19406162-19407400		WT leaves		ebs leaves		OK		161.1		121.716		-0.40		-1.94119		5.00E-05		0.000851471		yes

		XLOC_016453		XLOC_016453		AT3G52590		3:19505628-19509390		WT leaves		ebs leaves		OK		485.378		366.651		-0.40		-2.01853		5.00E-05		0.000851471		yes

		XLOC_005325		XLOC_005325		AT1G20190		1:6998488-6999817		WT leaves		ebs leaves		OK		25.3458		19.1444		-0.40		-1.72679		0.00035		0.00459263		yes

		XLOC_030336		XLOC_030336		AT5G22740		5:7554927-7560073		WT leaves		ebs leaves		OK		9.28995		7.01632		-0.40		-1.64034		0.00075		0.00852515		yes

		XLOC_017382		XLOC_017382		AT3G06450		3:1975958-1980036		WT leaves		ebs leaves		OK		13.3294		10.0626		-0.41		-1.68048		0.00065		0.00761746		yes

		XLOC_017108		XLOC_017108		AT3G02080		3:363880-365275		WT leaves		ebs leaves		OK		230.789		174.197		-0.41		-2.01493		0.0001		0.00156486		yes

		XLOC_029180		XLOC_029180		AT5G67130		5:26791345-26795303		WT leaves		ebs leaves		OK		20.8321		15.723		-0.41		-1.79926		0.0003		0.00405131		yes

		XLOC_019813		XLOC_019813		AT3G53430		3:19809686-19810469		WT leaves		ebs leaves		OK		320.768		242.078		-0.41		-2.01617		5.00E-05		0.000851471		yes

		XLOC_028926		XLOC_028926		AT5G62580		5:25119862-25122526		WT leaves		ebs leaves		OK		11.5114		8.6844		-0.41		-1.68577		0.0003		0.00405131		yes

		XLOC_015017		XLOC_015017		AT3G22760		3:8044454-8047530		WT leaves		ebs leaves		OK		15.5878		11.7534		-0.41		-1.68838		0.00045		0.0056757		yes

		XLOC_016569		XLOC_016569		AT3G54810		3:20296231-20298691		WT leaves		ebs leaves		OK		39.1347		29.5024		-0.41		-1.93288		0.00015		0.0022305		yes

		XLOC_016562		XLOC_016562		AT3G54680		3:20244388-20246080		WT leaves		ebs leaves		OK		10.0582		7.5794		-0.41		-1.41353		0.0045		0.0345242		yes

		XLOC_016681		XLOC_016681		AT3G56680		3:20991279-20993677		WT leaves		ebs leaves		OK		80.147		60.3342		-0.41		-2.03736		5.00E-05		0.000851471		yes

		XLOC_001642		XLOC_001642		AT1G30230		1:10638910-10640782		WT leaves		ebs leaves		OK		264.423		199.034		-0.41		-2.04845		0.0001		0.00156486		yes

		XLOC_017367		XLOC_017367		AT3G06250		3:1888835-1892775		WT leaves		ebs leaves		OK		8.80719		6.62503		-0.41		-1.76691		0.0003		0.00405131		yes

		XLOC_019961		XLOC_019961		AT3G56110		3:20820252-20823030		WT leaves		ebs leaves		OK		24.3102		18.2838		-0.41		-1.72362		0.00055		0.00661714		yes

		XLOC_004194		XLOC_004194		AT1G80070		1:30118051-30127811		WT leaves		ebs leaves		OK		41.3766		31.1159		-0.41		-1.91189		5.00E-05		0.000851471		yes

		XLOC_020135		XLOC_020135		AT3G59052		3:21824695-21827509		WT leaves		ebs leaves		OK		12.4397		9.35382		-0.41		-1.71723		0.00075		0.00852515		yes

		XLOC_024080		XLOC_024080		AT4G16120		4:9116301-9119317		WT leaves		ebs leaves		OK		8.25293		6.20301		-0.41		-1.4369		0.006		0.043172		yes

		XLOC_016956		XLOC_016956		AT3G61830		3:22887888-22891435		WT leaves		ebs leaves		OK		12.7872		9.60985		-0.41		-1.78234		0.0004		0.005161		yes

		XLOC_023977		XLOC_023977		AT4G14305,AT4G14310		4:8235092-8240324		WT leaves		ebs leaves		OK		9.62607		7.23312		-0.41		-1.40817		0.00255		0.0221918		yes

		XLOC_014817		XLOC_014817		AT3G19590		3:6805630-6809508		WT leaves		ebs leaves		OK		10.8887		8.17967		-0.41		-1.44516		0.00395		0.0311163		yes

		XLOC_014081		XLOC_014081		AT3G06730		3:2124216-2126142		WT leaves		ebs leaves		OK		86.4943		64.973		-0.41		-1.9931		5.00E-05		0.000851471		yes

		XLOC_009514		XLOC_009514		AT2G21160		2:9068317-9070431		WT leaves		ebs leaves		OK		75.5818		56.7114		-0.41		-1.80359		0.00015		0.0022305		yes

		XLOC_020263		XLOC_020263		AT3G61310		3:22687569-22692834		WT leaves		ebs leaves		OK		17.7499		13.3179		-0.41		-1.80478		0.0002		0.00287925		yes

		XLOC_003052		XLOC_003052		AT1G58360		1:21676529-21680502		WT leaves		ebs leaves		OK		38.9479		29.2179		-0.41		-1.93507		0.0001		0.00156486		yes

		XLOC_009900		XLOC_009900		AT2G27710		2:11816633-11817867		WT leaves		ebs leaves		OK		356.164		267.125		-0.42		-2.05093		5.00E-05		0.000851471		yes

		XLOC_028531		XLOC_028531		AT5G55580		5:22514474-22517929		WT leaves		ebs leaves		OK		19.4513		14.5886		-0.42		-1.56134		0.00205		0.0188125		yes

		XLOC_019791		XLOC_019791		AT3G53020		3:19660516-19662025		WT leaves		ebs leaves		OK		303.207		227.372		-0.42		-2.06453		5.00E-05		0.000851471		yes

		XLOC_012903		XLOC_012903		AT2G32720		2:13876773-13878531		WT leaves		ebs leaves		OK		26.67		19.9988		-0.42		-1.56843		0.00105		0.0111359		yes

		XLOC_025312		XLOC_025312		AT4G37330		4:17562344-17564596		WT leaves		ebs leaves		OK		28.4283		21.3006		-0.42		-1.82637		5.00E-05		0.000851471		yes

		XLOC_003703		XLOC_003703		AT1G70790		1:26700411-26702346		WT leaves		ebs leaves		OK		15.9818		11.9727		-0.42		-1.43401		0.0033		0.0271623		yes

		XLOC_024890		XLOC_024890		AT4G29905		4:14626920-14627631		WT leaves		ebs leaves		OK		183.041		137.115		-0.42		-2.04051		5.00E-05		0.000851471		yes

		XLOC_016487		XLOC_016487		AT3G53190		3:19713927-19717595		WT leaves		ebs leaves		OK		11.7569		8.80509		-0.42		-1.53706		0.0013		0.0131764		yes

		XLOC_029945		XLOC_029945		AT5G15170		5:4926093-4929502		WT leaves		ebs leaves		OK		5.90255		4.41483		-0.42		-1.36366		0.00345		0.0280604		yes

		XLOC_028280		XLOC_028280		AT5G51560		5:20945684-20948854		WT leaves		ebs leaves		OK		22.5915		16.8952		-0.42		-1.9488		0.00015		0.0022305		yes

		XLOC_032305		XLOC_032305		AT5G57290		5:23206801-23207926		WT leaves		ebs leaves		OK		264.063		197.451		-0.42		-2.05339		0.0001		0.00156486		yes

		XLOC_020593		XLOC_020593		AT4G03120		4:1385659-1387739		WT leaves		ebs leaves		OK		12.6234		9.43813		-0.42		-1.50712		0.002		0.018491		yes

		XLOC_025320		XLOC_025320		AT4G37450		4:17605757-17606755		WT leaves		ebs leaves		OK		33.5793		25.1055		-0.42		-1.32789		0.00205		0.0188125		yes

		XLOC_028861		XLOC_028861		AT5G61440		5:24707499-24708893		WT leaves		ebs leaves		OK		24.5072		18.314		-0.42		-1.76417		0.00025		0.00348795		yes

		XLOC_019972		XLOC_019972		AT3G56340		3:20892128-20893443		WT leaves		ebs leaves		OK		214.523		160.172		-0.42		-2.07604		5.00E-05		0.000851471		yes

		XLOC_007769		XLOC_007769		AT1G70782		1:26695165-26696392		WT leaves		ebs leaves		OK		81.0116		60.469		-0.42		-2.04672		5.00E-05		0.000851471		yes

		XLOC_009387		XLOC_009387		AT2G18950		2:8207341-8210463		WT leaves		ebs leaves		OK		20.8515		15.5602		-0.42		-1.55379		0.0043		0.0332931		yes

		XLOC_010944		XLOC_010944		AT2G45960		2:18910294-18911982		WT leaves		ebs leaves		OK		723.167		538.923		-0.42		-2.07545		5.00E-05		0.000851471		yes

		XLOC_032829		XLOC_032829		AT5G66680		5:26617543-26620667		WT leaves		ebs leaves		OK		39.1606		29.1713		-0.42		-2.03351		5.00E-05		0.000851471		yes

		XLOC_009293		XLOC_009293		AT2G17440		2:7571139-7573799		WT leaves		ebs leaves		OK		9.34459		6.95364		-0.43		-1.70065		0.00075		0.00852515		yes

		XLOC_029058		XLOC_029058		AT5G65010		5:25969188-25972575		WT leaves		ebs leaves		OK		108.11		80.4301		-0.43		-1.79497		0.00015		0.0022305		yes

		XLOC_028700		XLOC_028700		AT5G58420		5:23619505-23621094		WT leaves		ebs leaves		OK		174.165		129.4		-0.43		-2.12536		5.00E-05		0.000851471		yes

		XLOC_001081		XLOC_001081		AT1G20090		1:6966921-6968933		WT leaves		ebs leaves		OK		73.5654		54.6478		-0.43		-1.86379		0.0003		0.00405131		yes

		XLOC_028947		XLOC_028947		AT5G62930		5:25254887-25256617		WT leaves		ebs leaves		OK		18.3981		13.658		-0.43		-1.55216		0.0012		0.0123451		yes

		XLOC_005617		XLOC_005617		AT1G25580		1:8996767-8999860		WT leaves		ebs leaves		OK		5.74288		4.26309		-0.43		-1.4358		0.00335		0.0274762		yes

		XLOC_020350		XLOC_020350		AT3G62690		3:23185347-23186701		WT leaves		ebs leaves		OK		12.1279		9.00073		-0.43		-1.63045		0.0012		0.0123451		yes

		XLOC_014268		XLOC_014268		AT3G10490		3:3267834-3270883		WT leaves		ebs leaves		OK		16.5907		12.3116		-0.43		-1.7899		0.0004		0.005161		yes

		XLOC_011377		XLOC_011377		AT2G05920		2:2269514-2272229		WT leaves		ebs leaves		OK		49.1693		36.4517		-0.43		-1.91165		0.00085		0.00943042		yes

		XLOC_026154		XLOC_026154		AT5G13930		5:4488687-4495585		WT leaves		ebs leaves		OK		25.0917		18.6014		-0.43		-1.82997		5.00E-05		0.000851471		yes

		XLOC_006148		XLOC_006148		AT1G35780		1:13277273-13280289		WT leaves		ebs leaves		OK		20.699		15.3444		-0.43		-1.90834		0.0001		0.00156486		yes

		XLOC_004486		XLOC_004486		AT1G05150		1:1484066-1486960		WT leaves		ebs leaves		OK		19.62		14.5432		-0.43		-2.04391		5.00E-05		0.000851471		yes

		XLOC_029451		XLOC_029451		AT5G05670		5:1695729-1698153		WT leaves		ebs leaves		OK		26.9173		19.9395		-0.43		-1.58171		0.0014		0.0140212		yes

		XLOC_011012		XLOC_011012		AT2G47110		2:19344634-19346921		WT leaves		ebs leaves		OK		455.199		337.164		-0.43		-2.16589		5.00E-05		0.000851471		yes

		XLOC_019295		XLOC_019295		AT3G45030		3:16471385-16472393		WT leaves		ebs leaves		OK		198.363		146.861		-0.43		-2.13069		5.00E-05		0.000851471		yes

		XLOC_006992		XLOC_006992		AT1G56070		1:20967929-20971742		WT leaves		ebs leaves		OK		431.278		319.225		-0.43		-2.08654		5.00E-05		0.000851471		yes

		XLOC_007896		XLOC_007896		AT1G73360		1:27578695-27582521		WT leaves		ebs leaves		OK		2.4691		1.82646		-0.43		-1.29607		0.00685		0.047749		yes

		XLOC_026278		XLOC_026278		AT5G16130		5:5268420-5270156		WT leaves		ebs leaves		OK		268.833		198.857		-0.43		-2.17236		5.00E-05		0.000851471		yes

		XLOC_010386		XLOC_010386		AT2G36170		2:15172093-15173280		WT leaves		ebs leaves		OK		140.909		104.206		-0.44		-2.10119		5.00E-05		0.000851471		yes

		XLOC_001173		XLOC_001173		AT1G21710		1:7624395-7626116		WT leaves		ebs leaves		OK		11.2323		8.3021		-0.44		-1.40446		0.0018		0.017094		yes

		XLOC_025145		XLOC_025145		AT4G34200		4:16373818-16376622		WT leaves		ebs leaves		OK		55.2724		40.8491		-0.44		-2.12788		5.00E-05		0.000851471		yes

		XLOC_012700		XLOC_012700		AT2G29200		2:12548930-12553433		WT leaves		ebs leaves		OK		5.74428		4.24425		-0.44		-1.43946		0.00435		0.03361		yes

		XLOC_031788		XLOC_031788		AT5G47750		5:19338510-19342361		WT leaves		ebs leaves		OK		12.5245		9.2507		-0.44		-1.8887		0.00025		0.00348795		yes

		XLOC_025459		XLOC_025459		AT4G39900		4:18508369-18510553		WT leaves		ebs leaves		OK		30.0871		22.1968		-0.44		-1.96076		0.00015		0.0022305		yes

		XLOC_000564		XLOC_000564		AT1G11430		1:3847242-3849162		WT leaves		ebs leaves		OK		206.501		152.326		-0.44		-2.18758		5.00E-05		0.000851471		yes

		XLOC_026632		XLOC_026632		AT5G23340		5:7856188-7859387		WT leaves		ebs leaves		OK		18.4545		13.6036		-0.44		-1.7004		0.00085		0.00943042		yes

		XLOC_001270		XLOC_001270		AT1G23290		1:8262983-8263587		WT leaves		ebs leaves		OK		383.456		282.487		-0.44		-2.1656		5.00E-05		0.000851471		yes

		XLOC_005534		XLOC_005534		AT1G23860		1:8427355-8429498		WT leaves		ebs leaves		OK		14.9166		10.9842		-0.44		-1.76326		0.00025		0.00348795		yes

		XLOC_026195		XLOC_026195		AT5G14780		5:4776942-4779494		WT leaves		ebs leaves		OK		53.1945		39.1579		-0.44		-2.02733		5.00E-05		0.000851471		yes

		XLOC_031614		XLOC_031614		AT5G44800		5:18083418-18093452		WT leaves		ebs leaves		OK		12.4043		9.12996		-0.44		-2.16872		5.00E-05		0.000851471		yes

		XLOC_012591		XLOC_012591		AT2G27385		2:11716000-11717432		WT leaves		ebs leaves		OK		277.353		204.01		-0.44		-2.20918		5.00E-05		0.000851471		yes

		XLOC_001835		XLOC_001835		AT1G33470		1:12144514-12147208		WT leaves		ebs leaves		OK		44.6442		32.8367		-0.44		-2.17507		5.00E-05		0.000851471		yes

		XLOC_026604		XLOC_026604		AT5G22940		5:7676937-7679179		WT leaves		ebs leaves		OK		8.97486		6.59735		-0.44		-1.3919		0.0072		0.0495732		yes

		XLOC_000631		XLOC_000631		AT1G12350		1:4198412-4200802		WT leaves		ebs leaves		OK		64.71		47.5495		-0.44		-2.16879		5.00E-05		0.000851471		yes

		XLOC_029691		XLOC_029691		AT5G10360		5:3258473-3260234		WT leaves		ebs leaves		OK		269.491		197.914		-0.45		-2.22244		5.00E-05		0.000851471		yes

		XLOC_019394		XLOC_019394		AT3G46440		3:17089044-17091875		WT leaves		ebs leaves		OK		15.8198		11.6179		-0.45		-1.78176		0.0003		0.00405131		yes

		XLOC_022323		XLOC_022323		AT4G29100		4:14340999-14344930		WT leaves		ebs leaves		OK		14.2083		10.4285		-0.45		-1.85876		5.00E-05		0.000851471		yes

		XLOC_029285		XLOC_029285		AT5G02500		5:553744-556442		WT leaves		ebs leaves		OK		681.188		499.084		-0.45		-2.14047		5.00E-05		0.000851471		yes

		XLOC_013801		XLOC_013801		AT3G01680		3:251980-255513		WT leaves		ebs leaves		OK		21.0742		15.4381		-0.45		-2.02414		5.00E-05		0.000851471		yes

		XLOC_007981		XLOC_007981		AT1G74960		1:28151923-28156259		WT leaves		ebs leaves		OK		110.425		80.8748		-0.45		-2.20795		5.00E-05		0.000851471		yes

		XLOC_012235		XLOC_012235		AT2G21210		2:9085209-9085909		WT leaves		ebs leaves		OK		45.705		33.4732		-0.45		-1.91237		0.0002		0.00287925		yes

		XLOC_028806		XLOC_028806		AT5G60390		5:24288657-24291020		WT leaves		ebs leaves		OK		1142.05		836.36		-0.45		-2.13661		5.00E-05		0.000851471		yes

		XLOC_004267		XLOC_004267		AT1G01320		1:120153-130577		WT leaves		ebs leaves		OK		130.486		95.4903		-0.45		-2.16015		5.00E-05		0.000851471		yes

		XLOC_014187		XLOC_014187		AT3G09035		3:2758819-2760347		WT leaves		ebs leaves		OK		20.9618		15.3381		-0.45		-1.98353		5.00E-05		0.000851471		yes

		XLOC_029184		XLOC_029184		AT5G67260		5:26836147-26837811		WT leaves		ebs leaves		OK		42.544		31.1223		-0.45		-1.48536		0.0065		0.0457916		yes

		XLOC_013167		XLOC_013167		AT2G37080		2:15581385-15585186		WT leaves		ebs leaves		OK		25.2645		18.4751		-0.45		-2.13805		5.00E-05		0.000851471		yes

		XLOC_017815		XLOC_017815		AT3G13920		3:4592255-4594999		WT leaves		ebs leaves		OK		279.228		204.167		-0.45		-2.25932		5.00E-05		0.000851471		yes

		XLOC_026889		XLOC_026889		AT5G27850		5:9873151-9874598		WT leaves		ebs leaves		OK		431.897		315.764		-0.45		-2.24647		5.00E-05		0.000851471		yes

		XLOC_016307		XLOC_016307		AT3G49910		3:18504255-18504967		WT leaves		ebs leaves		OK		415.47		303.501		-0.45		-2.25893		5.00E-05		0.000851471		yes

		XLOC_009766		XLOC_009766		AT2G25210		2:10739854-10740552		WT leaves		ebs leaves		OK		157.239		114.778		-0.45		-2.04329		0.00015		0.0022305		yes

		XLOC_009535		XLOC_009535		AT2G21580		2:9236522-9237811		WT leaves		ebs leaves		OK		136.487		99.6232		-0.45		-2.18784		5.00E-05		0.000851471		yes

		XLOC_009431		XLOC_009431		AT2G19730		2:8511506-8513221		WT leaves		ebs leaves		OK		341.623		249.305		-0.45		-2.24089		5.00E-05		0.000851471		yes

		XLOC_017202		XLOC_017202		AT3G03770		3:945134-949042		WT leaves		ebs leaves		OK		17.3226		12.631		-0.46		-2.08395		5.00E-05		0.000851471		yes

		XLOC_008303		XLOC_008303		AT1G80690		1:30329067-30330803		WT leaves		ebs leaves		OK		9.43824		6.88131		-0.46		-1.51085		0.00235		0.0208329		yes

		XLOC_001223		XLOC_001223		AT1G22590		1:7981739-7984334		WT leaves		ebs leaves		OK		48.9518		35.6858		-0.46		-1.99362		0.0002		0.00287925		yes

		XLOC_014215		XLOC_014215		AT3G09630		3:2953736-2955748		WT leaves		ebs leaves		OK		195.668		142.615		-0.46		-2.27946		5.00E-05		0.000851471		yes

		XLOC_025386		XLOC_025386		AT4G38680		4:18071883-18073182		WT leaves		ebs leaves		OK		126.963		92.526		-0.46		-2.27746		5.00E-05		0.000851471		yes

		XLOC_014004		XLOC_014004		AT3G05380		3:1539526-1548300		WT leaves		ebs leaves		OK		8.13415		5.92206		-0.46		-1.8413		0.0001		0.00156486		yes

		XLOC_019927		XLOC_019927		AT3G55430		3:20549598-20552215		WT leaves		ebs leaves		OK		28.0724		20.4226		-0.46		-2.14036		5.00E-05		0.000851471		yes

		XLOC_002535		XLOC_002535		AT1G49760		1:18416473-18420083		WT leaves		ebs leaves		OK		62.5321		45.4891		-0.46		-2.26434		5.00E-05		0.000851471		yes

		XLOC_009941		XLOC_009941		AT2G28410		2:12156129-12156934		WT leaves		ebs leaves		OK		19.2522		13.9865		-0.46		-1.66282		0.00085		0.00943042		yes

		XLOC_024931		XLOC_024931		AT4G30520		4:14907999-14911307		WT leaves		ebs leaves		OK		6.42372		4.66512		-0.46		-1.64665		0.0006		0.0071353		yes

		XLOC_007186		XLOC_007186		AT1G60810		1:22388526-22391165		WT leaves		ebs leaves		OK		9.54951		6.93475		-0.46		-1.59608		0.0008		0.00899964		yes

		XLOC_010215		XLOC_010215		AT2G33410		2:14155870-14157762		WT leaves		ebs leaves		OK		37.0018		26.8393		-0.46		-2.22256		5.00E-05		0.000851471		yes

		XLOC_005598		XLOC_005598		AT1G25260		1:8853958-8855872		WT leaves		ebs leaves		OK		40.0412		29.0104		-0.46		-1.57609		0.00305		0.0254208		yes

		XLOC_005377		XLOC_005377		AT1G21070		1:7375868-7378147		WT leaves		ebs leaves		OK		8.38221		6.07156		-0.47		-1.68431		0.0008		0.00899964		yes

		XLOC_014105		XLOC_014105		AT3G07110		3:2252018-2253528		WT leaves		ebs leaves		OK		162.11		117.308		-0.47		-2.29369		5.00E-05		0.000851471		yes

		XLOC_008037		XLOC_008037		AT1G76090		1:28550408-28551781		WT leaves		ebs leaves		OK		71.0611		51.3981		-0.47		-2.2842		5.00E-05		0.000851471		yes

		XLOC_009536		XLOC_009536		AT2G21590		2:9238481-9242440		WT leaves		ebs leaves		OK		6.59923		4.77232		-0.47		-1.6757		0.0004		0.005161		yes

		XLOC_019454		XLOC_019454		AT3G47370		3:17453477-17454721		WT leaves		ebs leaves		OK		99.8723		72.1296		-0.47		-2.132		0.0001		0.00156486		yes

		XLOC_003496		XLOC_003496		AT1G67210		1:25140814-25144043		WT leaves		ebs leaves		OK		4.22608		3.05143		-0.47		-1.32563		0.0068		0.0475435		yes

		XLOC_006942		XLOC_006942		AT1G55360		1:20666221-20668726		WT leaves		ebs leaves		OK		48.3862		34.9079		-0.47		-2.3044		5.00E-05		0.000851471		yes

		XLOC_017650		XLOC_017650		AT3G11510		3:3623456-3624940		WT leaves		ebs leaves		OK		280.243		202.149		-0.47		-2.34099		5.00E-05		0.000851471		yes

		XLOC_022570		XLOC_022570		AT4G33580		4:16138358-16142310		WT leaves		ebs leaves		OK		40.9964		29.5688		-0.47		-2.22444		5.00E-05		0.000851471		yes

		XLOC_026188		XLOC_026188		AT5G14610		5:4710562-4715069		WT leaves		ebs leaves		OK		12.1649		8.7731		-0.47		-2.0122		5.00E-05		0.000851471		yes

		XLOC_019539		XLOC_019539		AT3G49010		3:18166768-18168692		WT leaves		ebs leaves		OK		354.533		255.561		-0.47		-2.34639		5.00E-05		0.000851471		yes

		XLOC_014428		XLOC_014428		AT3G13510		3:4403499-4406091		WT leaves		ebs leaves		OK		8.93118		6.43639		-0.47		-1.72813		0.00095		0.0102873		yes

		XLOC_013264		XLOC_013264		AT2G38870		2:16236380-16237280		WT leaves		ebs leaves		OK		49.9301		35.9699		-0.47		-1.96253		0.0002		0.00287925		yes

		XLOC_029015		XLOC_029015		AT5G64310		5:25721932-25722646		WT leaves		ebs leaves		OK		31.5106		22.6989		-0.47		-1.84087		0.00025		0.00348795		yes

		XLOC_004157		XLOC_004157		AT1G79260		1:29813243-29814309		WT leaves		ebs leaves		OK		11.3933		8.20501		-0.47		-1.32376		0.0051		0.0380253		yes

		XLOC_029394		XLOC_029394		AT5G04530		5:1291821-1293688		WT leaves		ebs leaves		OK		41.4008		29.8038		-0.47		-2.30049		5.00E-05		0.000851471		yes

		XLOC_005714		XLOC_005714		AT1G27840		1:9693007-9696412		WT leaves		ebs leaves		OK		11.8768		8.54214		-0.48		-1.79443		0.0003		0.00405131		yes

		XLOC_016978		XLOC_016978		AT3G62250		3:23037093-23037797		WT leaves		ebs leaves		OK		552.565		397.242		-0.48		-2.3746		5.00E-05		0.000851471		yes

		XLOC_000534		XLOC_000534		AT1G10850		1:3611746-3616159		WT leaves		ebs leaves		OK		10.6782		7.67476		-0.48		-1.87993		0.00015		0.0022305		yes

		XLOC_025672		XLOC_025672		AT5G04290		5:1196068-1202653		WT leaves		ebs leaves		OK		12.1382		8.7241		-0.48		-2.26071		5.00E-05		0.000851471		yes

		XLOC_020310		XLOC_020310		AT3G62070		3:22983137-22984513		WT leaves		ebs leaves		OK		23.8736		17.1426		-0.48		-2.02802		0.00015		0.0022305		yes

		XLOC_000054		XLOC_000054		AT1G01940		1:323026-324917		WT leaves		ebs leaves		OK		14.5514		10.4482		-0.48		-1.26425		0.0065		0.0457916		yes

		XLOC_005610		XLOC_005610		AT1G25470,AT1G25472		1:8944608-8946628		WT leaves		ebs leaves		OK		10.6266		7.62993		-0.48		-1.8181		0.00045		0.0056757		yes

		XLOC_018261		XLOC_018261		AT3G22120		3:7794956-7796327		WT leaves		ebs leaves		OK		642.316		461.169		-0.48		-2.20783		5.00E-05		0.000851471		yes

		XLOC_015068		XLOC_015068		AT3G23390		3:8375371-8376392		WT leaves		ebs leaves		OK		224.205		160.901		-0.48		-2.31421		5.00E-05		0.000851471		yes

		XLOC_025587		XLOC_025587		AT5G02870		5:657785-659733		WT leaves		ebs leaves		OK		260.28		186.722		-0.48		-2.37689		5.00E-05		0.000851471		yes

		XLOC_004419		XLOC_004419		AT1G04120		1:1064449-1071047		WT leaves		ebs leaves		OK		13.8863		9.95533		-0.48		-2.21654		5.00E-05		0.000851471		yes

		XLOC_011970		XLOC_011970		AT2G16650		2:7215818-7218395		WT leaves		ebs leaves		OK		6.98082		5.00355		-0.48		-1.64282		0.0005		0.00615957		yes

		XLOC_031500		XLOC_031500		AT5G43020		5:17255290-17257742		WT leaves		ebs leaves		OK		13.9508		9.99079		-0.48		-1.23919		0.00295		0.0247543		yes

		XLOC_001250		XLOC_001250		AT1G23000		1:8143403-8145070		WT leaves		ebs leaves		OK		4.8797		3.49254		-0.48		-1.29211		0.005		0.0374454		yes

		XLOC_020531		XLOC_020531		AT4G02100		4:930064-932330		WT leaves		ebs leaves		OK		4.65458		3.329		-0.48		-1.42672		0.00235		0.0208329		yes

		XLOC_013750		XLOC_013750		AT2G47930		2:19616974-19617681		WT leaves		ebs leaves		OK		34.2734		24.4962		-0.48		-1.90822		5.00E-05		0.000851471		yes

		XLOC_000832		XLOC_000832		AT1G15930		1:5471399-5473014		WT leaves		ebs leaves		OK		216.262		154.518		-0.48		-2.40698		5.00E-05		0.000851471		yes

		XLOC_020413		XLOC_020413		AT4G00100		4:37083-38312		WT leaves		ebs leaves		OK		363.764		259.786		-0.49		-1.71852		0.00055		0.00661714		yes

		XLOC_007825		XLOC_007825		AT1G72040		1:27110864-27114342		WT leaves		ebs leaves		OK		45.7874		32.6741		-0.49		-2.07674		5.00E-05		0.000851471		yes

		XLOC_004492		XLOC_004492		AT1G05230		1:1511906-1518805		WT leaves		ebs leaves		OK		19.8511		14.1519		-0.49		-2.07261		5.00E-05		0.000851471		yes

		XLOC_007056		XLOC_007056		AT1G57980		1:21439231-21440805		WT leaves		ebs leaves		OK		13.2855		9.46927		-0.49		-1.67515		0.00075		0.00852515		yes

		XLOC_002246		XLOC_002246		AT1G43170		1:16266640-16268870		WT leaves		ebs leaves		OK		510.604		363.79		-0.49		-2.40171		5.00E-05		0.000851471		yes

		XLOC_000800		XLOC_000800		AT1G15410		1:5298323-5301412		WT leaves		ebs leaves		OK		7.22128		5.14053		-0.49		-1.88817		5.00E-05		0.000851471		yes

		XLOC_020016		XLOC_020016		AT3G57150		3:21153972-21156009		WT leaves		ebs leaves		OK		56.5469		40.1985		-0.49		-2.40461		5.00E-05		0.000851471		yes

		XLOC_016679		XLOC_016679		AT3G56640		3:20981380-20984336		WT leaves		ebs leaves		OK		4.48051		3.18337		-0.49		-1.6487		0.00075		0.00852515		yes

		XLOC_000193		XLOC_000193		AT1G04480		1:1216094-1217467		WT leaves		ebs leaves		OK		222.865		158.321		-0.49		-2.39378		5.00E-05		0.000851471		yes

		XLOC_004418		XLOC_004418		AT1G04110		1:1061456-1063784		WT leaves		ebs leaves		OK		10.5084		7.45991		-0.49		-2.09511		5.00E-05		0.000851471		yes

		XLOC_003357		XLOC_003357		AT1G64660		1:24028917-24030780		WT leaves		ebs leaves		OK		7.35592		5.21874		-0.50		-1.35081		0.0034		0.0277146		yes

		XLOC_032878		XLOC_032878		AT5G67480		5:26930938-26933093		WT leaves		ebs leaves		OK		74.3479		52.7295		-0.50		-2.33925		5.00E-05		0.000851471		yes

		XLOC_031908		XLOC_031908		AT5G49820		5:20246499-20249545		WT leaves		ebs leaves		OK		21.6997		15.3796		-0.50		-1.67831		0.002		0.018491		yes

		XLOC_023056		XLOC_023056		AT4G01860		4:801031-808060		WT leaves		ebs leaves		OK		5.0695		3.59121		-0.50		-1.61558		0.00025		0.00348795		yes

		XLOC_002550		XLOC_002550		AT1G50010		1:18517585-18521695		WT leaves		ebs leaves		OK		279.624		198.062		-0.50		-2.32843		5.00E-05		0.000851471		yes

		XLOC_032312		XLOC_032312		AT5G57410		5:23264313-23267883		WT leaves		ebs leaves		OK		10.2571		7.26492		-0.50		-1.42314		0.00115		0.0119101		yes

		XLOC_002442		XLOC_002442		AT1G48210		1:17798430-17801987		WT leaves		ebs leaves		OK		19.54		13.8395		-0.50		-1.67227		0.00265		0.0228368		yes

		XLOC_008825		XLOC_008825		AT2G09990		2:3781327-3782049		WT leaves		ebs leaves		OK		68.4629		48.4599		-0.50		-1.75516		0.00055		0.00661714		yes

		XLOC_022872		XLOC_022872		AT4G39200		4:18257335-18258680		WT leaves		ebs leaves		OK		332.065		234.836		-0.50		-2.49414		5.00E-05		0.000851471		yes

		XLOC_032522		XLOC_032522		AT5G61130		5:24587212-24589580		WT leaves		ebs leaves		OK		49.6515		35.1087		-0.50		-2.26798		5.00E-05		0.000851471		yes

		XLOC_025568		XLOC_025568		AT5G02610		5:587507-588800		WT leaves		ebs leaves		OK		78.3873		55.4178		-0.50		-2.24385		5.00E-05		0.000851471		yes

		XLOC_018096		XLOC_018096		AT3G19130		3:6611197-6614044		WT leaves		ebs leaves		OK		18.1206		12.8099		-0.50		-1.97904		0.0002		0.00287925		yes

		XLOC_008373		XLOC_008373		AT2G02100		2:528349-529108		WT leaves		ebs leaves		OK		506.016		357.638		-0.50		-2.48625		5.00E-05		0.000851471		yes

		XLOC_009901		XLOC_009901		AT2G27720		2:11818490-11819578		WT leaves		ebs leaves		OK		404.694		285.917		-0.50		-2.48199		5.00E-05		0.000851471		yes

		XLOC_022587		XLOC_022587		AT4G33960		4:16277365-16277779		WT leaves		ebs leaves		OK		55.5178		39.2226		-0.50		-1.72525		0.0003		0.00405131		yes

		XLOC_027944		XLOC_027944		AT5G45670		5:18528493-18530450		WT leaves		ebs leaves		OK		40.891		28.8827		-0.50		-2.361		5.00E-05		0.000851471		yes

		XLOC_014491		XLOC_014491		AT3G14600		3:4910696-4912173		WT leaves		ebs leaves		OK		156.548		110.564		-0.50		-2.47972		5.00E-05		0.000851471		yes

		XLOC_000834		XLOC_000834		AT1G15950		1:5478753-5485082		WT leaves		ebs leaves		OK		38.1608		26.8887		-0.51		-2.03295		0.00015		0.0022305		yes

		XLOC_002332		XLOC_002332		AT1G45130		1:17065251-17069262		WT leaves		ebs leaves		OK		11.2399		7.9189		-0.51		-2.00303		5.00E-05		0.000851471		yes

		XLOC_006565		XLOC_006565		AT1G48630		1:17981772-17983327		WT leaves		ebs leaves		OK		86.724		61.0587		-0.51		-2.41623		5.00E-05		0.000851471		yes

		XLOC_010316		XLOC_010316		AT2G35020		2:14756710-14760706		WT leaves		ebs leaves		OK		15.5517		10.9487		-0.51		-2.04395		0.0001		0.00156486		yes

		XLOC_022566		XLOC_022566		AT4G33540		4:16130823-16133960		WT leaves		ebs leaves		OK		20.4605		14.402		-0.51		-2.09152		0.0001		0.00156486		yes

		XLOC_021255		XLOC_021255		AT4G11240		4:6847111-6849300		WT leaves		ebs leaves		OK		18.1672		12.7778		-0.51		-2.13738		5.00E-05		0.000851471		yes

		XLOC_022774		XLOC_022774		AT4G37210		4:17512258-17514625		WT leaves		ebs leaves		OK		24.6717		17.3516		-0.51		-1.50448		0.00225		0.0201977		yes

		XLOC_011037		XLOC_011037		AT2G47500		2:19492994-19498160		WT leaves		ebs leaves		OK		9.17533		6.43857		-0.51		-2.20832		5.00E-05		0.000851471		yes

		XLOC_024652		XLOC_024652		AT4G25620		4:13063263-13069679		WT leaves		ebs leaves		OK		26.3553		18.4917		-0.51		-2.21931		5.00E-05		0.000851471		yes

		XLOC_015417		XLOC_015417		AT3G29180		3:11148214-11151560		WT leaves		ebs leaves		OK		13.4783		9.4559		-0.51		-2.04164		5.00E-05		0.000851471		yes

		XLOC_005863		XLOC_005863		AT1G30820		1:10944912-10949458		WT leaves		ebs leaves		OK		24.0982		16.9042		-0.51		-2.44377		5.00E-05		0.000851471		yes

		XLOC_024225		XLOC_024225		AT4G18100		4:10035484-10036541		WT leaves		ebs leaves		OK		427.661		299.967		-0.51		-2.55354		5.00E-05		0.000851471		yes

		XLOC_022631		XLOC_022631		AT4G34590		4:16521860-16523230		WT leaves		ebs leaves		OK		12.1465		8.51966		-0.51		-1.91993		0.0001		0.00156486		yes

		XLOC_001443		XLOC_001443		AT1G27120		1:9421176-9424069		WT leaves		ebs leaves		OK		7.02427		4.92367		-0.51		-1.73306		0.0002		0.00287925		yes

		XLOC_021358		XLOC_021358		AT4G13050		4:7617560-7619616		WT leaves		ebs leaves		OK		16.4341		11.5192		-0.51		-2.12544		5.00E-05		0.000851471		yes

		XLOC_027832		XLOC_027832		AT5G43810		5:17610971-17616797		WT leaves		ebs leaves		OK		20.1217		14.0899		-0.51		-2.45598		5.00E-05		0.000851471		yes

		XLOC_032767		XLOC_032767		AT5G65660		5:26245248-26246379		WT leaves		ebs leaves		OK		109.944		76.9804		-0.51		-2.45207		5.00E-05		0.000851471		yes

		XLOC_009931		XLOC_009931		AT2G28290		2:12054735-12073083		WT leaves		ebs leaves		OK		17.7775		12.4245		-0.52		-2.54002		5.00E-05		0.000851471		yes

		XLOC_011045		XLOC_011045		AT2G47610		2:19529743-19531659		WT leaves		ebs leaves		OK		274.133		191.503		-0.52		-2.58279		5.00E-05		0.000851471		yes

		XLOC_017508		XLOC_017508		AT3G09070		3:2768687-2771174		WT leaves		ebs leaves		OK		6.02756		4.20728		-0.52		-1.57913		0.0021		0.0191763		yes

		XLOC_022256		XLOC_022256		AT4G28210		4:13990616-13992078		WT leaves		ebs leaves		OK		47.7201		33.299		-0.52		-1.57526		0.0003		0.00405131		yes

		XLOC_025343		XLOC_025343		AT4G37870		4:17802693-17806539		WT leaves		ebs leaves		OK		35.0064		24.4174		-0.52		-2.52844		5.00E-05		0.000851471		yes

		XLOC_012392		XLOC_012392		AT2G24120		2:10248910-10254641		WT leaves		ebs leaves		OK		51.0808		35.593		-0.52		-1.41269		0.0043		0.0332931		yes

		XLOC_018300		XLOC_018300		AT3G22790		3:8052317-8058764		WT leaves		ebs leaves		OK		8.31087		5.78471		-0.52		-2.41393		5.00E-05		0.000851471		yes

		XLOC_021636		XLOC_021636		AT4G17410		4:9715760-9721931		WT leaves		ebs leaves		OK		12.7511		8.8644		-0.52		-1.35998		0.00615		0.0439951		yes

		XLOC_007980		XLOC_007980		AT1G74950		1:28148574-28150444		WT leaves		ebs leaves		OK		28.6447		19.9131		-0.52		-2.31028		5.00E-05		0.000851471		yes

		XLOC_005503		XLOC_005503		AT1G23330		1:8279587-8281891		WT leaves		ebs leaves		OK		5.83746		4.04515		-0.53		-1.31601		0.0028		0.0238741		yes

		XLOC_028931		XLOC_028931		AT5G62690		5:25181414-25183729		WT leaves		ebs leaves		OK		131.74		91.266		-0.53		-2.64445		5.00E-05		0.000851471		yes

		XLOC_026697		XLOC_026697		AT5G24610		5:8428077-8429253		WT leaves		ebs leaves		OK		79.6925		55.1826		-0.53		-2.50921		5.00E-05		0.000851471		yes

		XLOC_013378		XLOC_013378		AT2G40815		2:17032463-17036208		WT leaves		ebs leaves		OK		11.1108		7.69271		-0.53		-1.40057		0.00385		0.0305232		yes

		XLOC_016452		XLOC_016452		AT3G52580		3:19503222-19504973		WT leaves		ebs leaves		OK		61.1834		42.3354		-0.53		-2.42486		5.00E-05		0.000851471		yes

		XLOC_016739		XLOC_016739		AT3G57830		3:21419516-21422546		WT leaves		ebs leaves		OK		4.98449		3.44616		-0.53		-1.74331		0.00025		0.00348795		yes

		XLOC_006442		XLOC_006442		AT1G44760		1:16896685-16898612		WT leaves		ebs leaves		OK		22.738		15.7138		-0.53		-2.14598		5.00E-05		0.000851471		yes

		XLOC_005105		XLOC_005105		AT1G15750		1:5410907-5421033		WT leaves		ebs leaves		OK		24.6547		17.0331		-0.53		-1.77448		0.0001		0.00156486		yes

		XLOC_017331		XLOC_017331		AT3G05810		3:1730975-1732384		WT leaves		ebs leaves		OK		18.8523		13.0043		-0.54		-1.75042		0.0003		0.00405131		yes

		XLOC_028825		XLOC_028825		AT5G60690		5:24397022-24404948		WT leaves		ebs leaves		OK		7.01433		4.83524		-0.54		-1.65001		0.00105		0.0111359		yes

		XLOC_014846		XLOC_014846		AT3G20090		3:7015796-7018360		WT leaves		ebs leaves		OK		2.8007		1.93058		-0.54		-1.37389		0.0067		0.0469329		yes

		XLOC_025399		XLOC_025399		AT4G38840		4:18124977-18125559		WT leaves		ebs leaves		OK		78.0132		53.7629		-0.54		-2.35571		5.00E-05		0.000851471		yes

		XLOC_027762		XLOC_027762		AT5G42720		5:17130185-17132843		WT leaves		ebs leaves		OK		5.41002		3.72216		-0.54		-1.67918		0.00045		0.0056757		yes

		XLOC_031673		XLOC_031673		AT5G45775		5:18565061-18566569		WT leaves		ebs leaves		OK		155.196		106.722		-0.54		-2.61998		5.00E-05		0.000851471		yes

		XLOC_021711		XLOC_021711		AT4G18640		4:10259677-10263764		WT leaves		ebs leaves		OK		3.42688		2.35619		-0.54		-1.7004		0.0009		0.00987867		yes

		XLOC_013007		XLOC_013007		AT2G34480		2:14532707-14534239		WT leaves		ebs leaves		OK		440.935		303.039		-0.54		-2.70451		5.00E-05		0.000851471		yes

		XLOC_006880		XLOC_006880		AT1G54100		1:20195263-20199130		WT leaves		ebs leaves		OK		35.2567		24.2099		-0.54		-2.38067		5.00E-05		0.000851471		yes

		XLOC_022997		XLOC_022997		AT4G00900		4:382662-386529		WT leaves		ebs leaves		OK		5.97162		4.09732		-0.54		-1.64892		0.00085		0.00943042		yes

		XLOC_023077		XLOC_023077		AT4G02140,AT4G02150		4:949459-953690		WT leaves		ebs leaves		OK		10.292		7.06165		-0.54		-1.76215		0.00115		0.0119101		yes

		XLOC_004551		XLOC_004551		AT1G06270		1:1918087-1919760		WT leaves		ebs leaves		OK		4.30708		2.95521		-0.54		-1.43222		0.00425		0.0330579		yes

		XLOC_029304		XLOC_029304		AT5G02960		5:693078-694515		WT leaves		ebs leaves		OK		416.771		285.929		-0.54		-2.71463		5.00E-05		0.000851471		yes

		XLOC_027890		XLOC_027890		AT5G44705,AT5G44710		5:18040787-18042560		WT leaves		ebs leaves		OK		13.3656		9.15428		-0.55		-1.41855		0.0025		0.0218079		yes

		XLOC_026763		XLOC_026763		AT5G25900		5:9036017-9038406		WT leaves		ebs leaves		OK		21.2642		14.5523		-0.55		-1.64977		0.00025		0.00348795		yes

		XLOC_031975		XLOC_031975		AT5G50915		5:20710208-20712315		WT leaves		ebs leaves		OK		9.33372		6.3865		-0.55		-1.65439		0.00035		0.00459263		yes

		XLOC_012541		XLOC_012541		AT2G26580		2:11303589-11306953		WT leaves		ebs leaves		OK		22.4569		15.3655		-0.55		-1.91109		0.0001		0.00156486		yes

		XLOC_032681		XLOC_032681		AT5G64140		5:25667323-25668292		WT leaves		ebs leaves		OK		193.177		132.049		-0.55		-2.60603		5.00E-05		0.000851471		yes

		XLOC_010769		XLOC_010769		AT2G43020		2:17891502-17894635		WT leaves		ebs leaves		OK		32.7274		22.3552		-0.55		-2.09053		5.00E-05		0.000851471		yes

		XLOC_026629		XLOC_026629		AT5G23310		5:7850522-7852532		WT leaves		ebs leaves		OK		58.7039		40.0617		-0.55		-1.97087		5.00E-05		0.000851471		yes

		XLOC_019534		XLOC_019534		AT3G48930		3:18140770-18142281		WT leaves		ebs leaves		OK		256.256		174.834		-0.55		-2.72866		5.00E-05		0.000851471		yes

		XLOC_029939		XLOC_029939		AT5G15050		5:4871638-4873598		WT leaves		ebs leaves		OK		19.8407		13.5289		-0.55		-1.57333		0.005		0.0374454		yes

		XLOC_012896		XLOC_012896		AT2G32590		2:13829419-13833209		WT leaves		ebs leaves		OK		3.30772		2.25525		-0.55		-1.59884		0.0013		0.0131764		yes

		XLOC_001630		XLOC_001630		AT1G30040		1:10537647-10539831		WT leaves		ebs leaves		OK		7.30064		4.97002		-0.55		-1.5946		0.00045		0.0056757		yes

		XLOC_029570		XLOC_029570		AT5G07920		5:2524777-2529330		WT leaves		ebs leaves		OK		5.81935		3.95849		-0.56		-2.16064		5.00E-05		0.000851471		yes

		XLOC_005022		XLOC_005022		AT1G14410		1:4929122-4930904		WT leaves		ebs leaves		OK		52.0442		35.3972		-0.56		-1.49016		0.00315		0.0261601		yes

		XLOC_032877		XLOC_032877		AT5G67460		5:26921583-26923274		WT leaves		ebs leaves		OK		3.7672		2.56133		-0.56		-1.31457		0.0055		0.040406		yes

		XLOC_010972		XLOC_010972		AT2G46420		2:19053685-19057096		WT leaves		ebs leaves		OK		6.67616		4.53633		-0.56		-1.96439		0.0001		0.00156486		yes

		XLOC_014020		XLOC_014020		AT3G05560		3:1614177-1615506		WT leaves		ebs leaves		OK		266.842		180.92		-0.56		-2.78857		5.00E-05		0.000851471		yes

		XLOC_029947		XLOC_029947		AT5G15200		5:4934882-4936408		WT leaves		ebs leaves		OK		583.441		395.323		-0.56		-2.79148		5.00E-05		0.000851471		yes

		XLOC_017675		XLOC_017675		AT3G11940		3:3777894-3779506		WT leaves		ebs leaves		OK		288.279		195.148		-0.56		-2.81798		5.00E-05		0.000851471		yes

		XLOC_012156		XLOC_012156		AT2G20120		2:8687353-8689476		WT leaves		ebs leaves		OK		39.0226		26.4156		-0.56		-1.69037		0.0005		0.00615957		yes

		XLOC_007929		XLOC_007929		AT1G74030		1:27839183-27841939		WT leaves		ebs leaves		OK		6.54376		4.42529		-0.56		-1.51552		0.001		0.010716		yes

		XLOC_012718		XLOC_012718		AT2G29550		2:12644046-12646037		WT leaves		ebs leaves		OK		163.51		110.447		-0.57		-2.83257		5.00E-05		0.000851471		yes

		XLOC_016597		XLOC_016597		AT3G55370		3:20527062-20529291		WT leaves		ebs leaves		OK		4.39341		2.96705		-0.57		-1.44072		0.0047		0.0356892		yes

		XLOC_004909		XLOC_004909		AT1G12380		1:4214261-4217132		WT leaves		ebs leaves		OK		2.19164		1.47902		-0.57		-1.3096		0.0036		0.0290256		yes

		XLOC_005184		XLOC_005184		AT1G17510		1:6023503-6024309		WT leaves		ebs leaves		OK		14.0485		9.47778		-0.57		-1.58016		0.00145		0.014382		yes

		XLOC_020744		XLOC_020744		AT4G04840		4:2449559-2451589		WT leaves		ebs leaves		OK		113.144		76.3297		-0.57		-2.76611		5.00E-05		0.000851471		yes

		XLOC_023715		XLOC_023715		AT4G10450		4:6462952-6464544		WT leaves		ebs leaves		OK		73.1499		49.3334		-0.57		-2.66637		5.00E-05		0.000851471		yes

		XLOC_028452		XLOC_028452		AT5G54260		5:22032068-22037991		WT leaves		ebs leaves		OK		4.64549		3.13209		-0.57		-1.94526		0.0002		0.00287925		yes

		XLOC_030319		XLOC_030319		AT5G22440		5:7435075-7436686		WT leaves		ebs leaves		OK		79.2925		53.4517		-0.57		-2.73454		5.00E-05		0.000851471		yes

		XLOC_017205		XLOC_017205		AT3G03820		3:976932-977223		WT leaves		ebs leaves		OK		95.0594		64.0692		-0.57		-1.86686		0.00025		0.00348795		yes

		XLOC_013433		XLOC_013433		AT2G41830		2:17450108-17457087		WT leaves		ebs leaves		OK		2.906		1.95792		-0.57		-1.90356		0.0002		0.00287925		yes

		XLOC_017162		XLOC_017162		AT3G03220		3:742353-744047		WT leaves		ebs leaves		OK		11.1951		7.53833		-0.57		-1.88738		0.00015		0.0022305		yes

		XLOC_017519		XLOC_017519		AT3G09200		3:2823089-2825114		WT leaves		ebs leaves		OK		489.991		329.267		-0.57		-2.84154		5.00E-05		0.000851471		yes

		XLOC_022562		XLOC_022562		AT4G33440		4:16091939-16094958		WT leaves		ebs leaves		OK		4.39305		2.94678		-0.58		-1.27784		0.0032		0.0264922		yes

		XLOC_000043		XLOC_000043		AT1G01720		1:268329-270775		WT leaves		ebs leaves		OK		9.47591		6.35268		-0.58		-1.59092		0.00165		0.0159059		yes

		XLOC_016966		XLOC_016966		AT3G61970		3:22951462-22952851		WT leaves		ebs leaves		OK		9.37655		6.28473		-0.58		-1.98557		0.0001		0.00156486		yes

		XLOC_008066		XLOC_008066		AT1G76540		1:28718212-28722521		WT leaves		ebs leaves		OK		13.5957		9.11008		-0.58		-1.96531		0.0002		0.00287925		yes

		XLOC_008390		XLOC_008390		AT2G02480		2:660742-665635		WT leaves		ebs leaves		OK		4.31244		2.88887		-0.58		-1.87882		0.00065		0.00761746		yes

		XLOC_020227		XLOC_020227		AT3G60840		3:22477572-22480463		WT leaves		ebs leaves		OK		5.12852		3.4342		-0.58		-1.90697		0.00025		0.00348795		yes

		XLOC_026655		XLOC_026655		AT5G23820		5:8031267-8033020		WT leaves		ebs leaves		OK		63.4017		42.4265		-0.58		-2.58972		5.00E-05		0.000851471		yes

		XLOC_032576		XLOC_032576		AT5G62190		5:24980267-24983973		WT leaves		ebs leaves		OK		89.0706		59.5163		-0.58		-2.90939		5.00E-05		0.000851471		yes

		XLOC_028512		XLOC_028512		AT5G55140		5:22380995-22382028		WT leaves		ebs leaves		OK		23.8745		15.9488		-0.58		-2.1327		0.00015		0.0022305		yes

		XLOC_022914		XLOC_022914		AT4G39860		4:18499752-18501642		WT leaves		ebs leaves		OK		18.0557		12.0601		-0.58		-2.24815		5.00E-05		0.000851471		yes

		XLOC_017028		XLOC_017028		AT3G63290		3:23381644-23383538		WT leaves		ebs leaves		OK		3.49395		2.33206		-0.58		-1.27521		0.00655		0.0460563		yes

		XLOC_009718		XLOC_009718		AT2G24530		2:10421840-10424113		WT leaves		ebs leaves		OK		4.0114		2.67704		-0.58		-1.58152		0.0016		0.0154884		yes

		XLOC_012526		XLOC_012526		AT2G26330		2:11208182-11213971		WT leaves		ebs leaves		OK		45.0405		30.028		-0.58		-1.69475		0.00015		0.0022305		yes

		XLOC_011262		XLOC_011262		AT2G04160		2:1400043-1407745		WT leaves		ebs leaves		OK		13.577		9.04685		-0.59		-2.08002		5.00E-05		0.000851471		yes

		XLOC_030380		XLOC_030380		AT5G23430		5:7893670-7900387		WT leaves		ebs leaves		OK		8.05648		5.36694		-0.59		-1.87015		0.0002		0.00287925		yes

		XLOC_003970		XLOC_003970		AT1G75710		1:28428705-28431249		WT leaves		ebs leaves		OK		19.6096		13.061		-0.59		-1.58458		0.0024		0.0211749		yes

		XLOC_005024		XLOC_005024		AT1G14440		1:4938823-4940903		WT leaves		ebs leaves		OK		36.3211		24.1821		-0.59		-2.68717		5.00E-05		0.000851471		yes

		XLOC_003825		XLOC_003825		AT1G72970		1:27452765-27455964		WT leaves		ebs leaves		OK		70.806		47.1375		-0.59		-2.91332		5.00E-05		0.000851471		yes

		XLOC_025701		XLOC_025701		AT5G04800		5:1388482-1389865		WT leaves		ebs leaves		OK		109.54		72.8091		-0.59		-1.97052		5.00E-05		0.000851471		yes

		XLOC_025405		XLOC_025405		AT4G38950		4:18154394-18159936		WT leaves		ebs leaves		OK		22.3829		14.8727		-0.59		-2.81374		5.00E-05		0.000851471		yes

		XLOC_028792		XLOC_028792		AT5G60200		5:24240974-24242523		WT leaves		ebs leaves		OK		9.04383		6.00866		-0.59		-2.06677		0.0001		0.00156486		yes

		XLOC_000477		XLOC_000477		AT1G09750		1:3157500-3161692		WT leaves		ebs leaves		OK		310.408		206.178		-0.59		-2.81075		5.00E-05		0.000851471		yes

		XLOC_007764		XLOC_007764		AT1G70710		1:26659131-26663010		WT leaves		ebs leaves		OK		7.66101		5.08765		-0.59		-1.42755		0.0011		0.0114951		yes

		XLOC_024448		XLOC_024448		AT4G22120		4:11715775-11719828		WT leaves		ebs leaves		OK		3.11159		2.0658		-0.59		-1.28639		0.00405		0.0317421		yes

		XLOC_031772		XLOC_031772		AT5G47500		5:19270958-19272883		WT leaves		ebs leaves		OK		63.6758		42.2348		-0.59		-2.8201		5.00E-05		0.000851471		yes

		XLOC_009247		XLOC_009247		AT2G16750		2:7271011-7274693		WT leaves		ebs leaves		OK		5.74426		3.8018		-0.60		-2.14943		5.00E-05		0.000851471		yes

		XLOC_003584		XLOC_003584		AT1G68725		1:25809297-25810130		WT leaves		ebs leaves		OK		6.62431		4.38331		-0.60		-1.43573		0.00425		0.0330579		yes

		XLOC_010942		XLOC_010942		AT2G45920		2:18899083-18901303		WT leaves		ebs leaves		OK		4.53373		2.99674		-0.60		-1.36489		0.0056		0.0410106		yes

		XLOC_022382		XLOC_022382		AT4G30230		4:14806344-14807425		WT leaves		ebs leaves		OK		5.92044		3.91139		-0.60		-1.24449		0.00455		0.0348213		yes

		XLOC_016207		XLOC_016207		AT3G48210		3:17849358-17851683		WT leaves		ebs leaves		OK		4.82438		3.18432		-0.60		-1.39441		0.00285		0.0242224		yes

		XLOC_014133		XLOC_014133		AT3G07650		3:2441656-2444532		WT leaves		ebs leaves		OK		28.6214		18.8793		-0.60		-2.80763		5.00E-05		0.000851471		yes

		XLOC_022685		XLOC_022685		AT4G35560		4:16881361-16887083		WT leaves		ebs leaves		OK		4.42234		2.915		-0.60		-1.34177		0.0022		0.0198837		yes

		XLOC_030410		XLOC_030410		AT5G24030		5:8118316-8122784		WT leaves		ebs leaves		OK		10.0949		6.65001		-0.60		-1.62823		0.0009		0.00987867		yes

		XLOC_025160		XLOC_025160		AT4G34500		4:16487753-16490954		WT leaves		ebs leaves		OK		8.90839		5.85728		-0.60		-2.11713		5.00E-05		0.000851471		yes

		XLOC_029162		XLOC_029162		AT5G66800		5:26671422-26672514		WT leaves		ebs leaves		OK		7.66645		5.03895		-0.61		-1.6375		0.00065		0.00761746		yes

		XLOC_026871		XLOC_026871		AT5G27610		5:9764134-9769903		WT leaves		ebs leaves		OK		2.19042		1.4389		-0.61		-1.74227		0.0004		0.005161		yes

		XLOC_010422		XLOC_010422		AT2G36830		2:15445424-15446574		WT leaves		ebs leaves		OK		307.56		201.568		-0.61		-3.01051		5.00E-05		0.000851471		yes

		XLOC_004076		XLOC_004076		AT1G77720		1:29210520-29214087		WT leaves		ebs leaves		OK		4.88865		3.20197		-0.61		-1.90739		0.0003		0.00405131		yes

		XLOC_012200		XLOC_012200		transcript:AT2G20724.1		2:8932715-8933262		WT leaves		ebs leaves		OK		69.8697		45.7401		-0.61		-2.60665		5.00E-05		0.000851471		yes

		XLOC_029526		XLOC_029526		AT5G07030		5:2183359-2185972		WT leaves		ebs leaves		OK		34.3066		22.4444		-0.61		-2.89372		5.00E-05		0.000851471		yes

		XLOC_003571		XLOC_003571		AT1G68570		1:25746735-25750275		WT leaves		ebs leaves		OK		21.7008		14.1931		-0.61		-2.05003		5.00E-05		0.000851471		yes

		XLOC_009490		XLOC_009490		AT2G20750		2:8941118-8942689		WT leaves		ebs leaves		OK		10.6162		6.93811		-0.61		-1.86622		5.00E-05		0.000851471		yes

		XLOC_030450		XLOC_030450		AT5G24570		5:8405680-8406132		WT leaves		ebs leaves		OK		76.3288		49.7795		-0.62		-1.48252		0.0032		0.0264922		yes

		XLOC_028021		XLOC_028021		AT5G46880		5:19031349-19035731		WT leaves		ebs leaves		OK		20.2867		13.1726		-0.62		-1.40696		0.00635		0.0450604		yes

		XLOC_031504		XLOC_031504		AT5G43060		5:17269506-17272164		WT leaves		ebs leaves		OK		33.6232		21.8318		-0.62		-2.88298		5.00E-05		0.000851471		yes

		XLOC_001672		XLOC_001672		AT1G30690		1:10887606-10890332		WT leaves		ebs leaves		OK		53.3369		34.5815		-0.63		-3.07845		5.00E-05		0.000851471		yes

		XLOC_004120		XLOC_004120		AT1G78430		1:29508958-29510895		WT leaves		ebs leaves		OK		3.50126		2.26849		-0.63		-1.58698		0.0022		0.0198837		yes

		XLOC_001908		XLOC_001908		AT1G34580		1:12660550-12663870		WT leaves		ebs leaves		OK		3.75312		2.42625		-0.63		-1.48868		0.0014		0.0140212		yes

		XLOC_032296		XLOC_032296		AT5G57123		5:23126921-23127654		WT leaves		ebs leaves		OK		19.8386		12.8173		-0.63		-2.14125		5.00E-05		0.000851471		yes

		XLOC_007413		XLOC_007413		AT1G64563		1:23975084-23978335		WT leaves		ebs leaves		OK		1.38786		0.896582		-0.63		-1.52436		0.0027		0.0231815		yes

		XLOC_021965		XLOC_021965		AT4G23060		4:12087202-12090575		WT leaves		ebs leaves		OK		11.7018		7.55916		-0.63		-1.9824		5.00E-05		0.000851471		yes

		XLOC_010680		XLOC_010680		AT2G41340		2:17229007-17230482		WT leaves		ebs leaves		OK		10.5724		6.82489		-0.63		-1.15275		0.0043		0.0332931		yes

		XLOC_009925		XLOC_009925		AT2G28210		2:12029996-12032420		WT leaves		ebs leaves		OK		6.98162		4.50384		-0.63		-1.20602		0.00685		0.047749		yes

		XLOC_014729		XLOC_014729		AT3G18170		3:6228341-6229662		WT leaves		ebs leaves		OK		4.32645		2.78732		-0.63		-1.18372		0.00515		0.0383364		yes

		XLOC_014382		XLOC_014382		AT3G12760		3:4054738-4056980		WT leaves		ebs leaves		OK		34.4503		22.1881		-0.63		-1.9983		5.00E-05		0.000851471		yes

		XLOC_026841		XLOC_026841		AT5G27220		5:9578756-9582752		WT leaves		ebs leaves		OK		0.999572		0.6428		-0.64		-1.46715		0.0044		0.0338974		yes

		XLOC_015034		XLOC_015034		AT3G23000		3:8172596-8174131		WT leaves		ebs leaves		OK		17.8547		11.4779		-0.64		-2.13162		5.00E-05		0.000851471		yes

		XLOC_011055		XLOC_011055		AT2G47820		2:19587136-19590822		WT leaves		ebs leaves		OK		2.09652		1.34656		-0.64		-1.32957		0.00405		0.0317421		yes

		XLOC_029139		XLOC_029139		AT5G66560		5:26563963-26566853		WT leaves		ebs leaves		OK		13.0011		8.35039		-0.64		-2.34844		5.00E-05		0.000851471		yes

		XLOC_032120		XLOC_032120		AT5G53900		5:21880618-21883416		WT leaves		ebs leaves		OK		21.7342		13.9462		-0.64		-2.79601		5.00E-05		0.000851471		yes

		XLOC_017113		XLOC_017113		AT3G02190		3:405815-406401		WT leaves		ebs leaves		OK		30.4272		19.4827		-0.64		-1.67063		0.00065		0.00761746		yes

		XLOC_013417		XLOC_013417		AT2G41550		2:17328969-17331173		WT leaves		ebs leaves		OK		5.81778		3.72328		-0.64		-1.56209		0.0016		0.0154884		yes

		XLOC_009803		XLOC_009803		AT2G25790		2:11000598-11004235		WT leaves		ebs leaves		OK		8.00644		5.11822		-0.65		-2.13462		5.00E-05		0.000851471		yes

		XLOC_011197		XLOC_011197		AT2G03090		2:916853-918643		WT leaves		ebs leaves		OK		18.4862		11.8109		-0.65		-2.56202		5.00E-05		0.000851471		yes

		XLOC_028293		XLOC_028293		AT5G51770		5:21031029-21032994		WT leaves		ebs leaves		OK		7.07974		4.52102		-0.65		-2.3499		5.00E-05		0.000851471		yes

		XLOC_032418		XLOC_032418		AT5G59220		5:23894403-23896619		WT leaves		ebs leaves		OK		4.7742		3.04583		-0.65		-1.44099		0.00605		0.0434474		yes

		XLOC_008258		XLOC_008258		AT1G79820		1:30019743-30027443		WT leaves		ebs leaves		OK		6.85325		4.37184		-0.65		-1.53415		0.0015		0.0147359		yes

		XLOC_023953		XLOC_023953		AT4G14050		4:8103644-8105521		WT leaves		ebs leaves		OK		2.88822		1.84174		-0.65		-1.71738		0.0011		0.0114951		yes

		XLOC_029252		XLOC_029252		AT5G01890		5:341542-345127		WT leaves		ebs leaves		OK		12.4724		7.94936		-0.65		-2.9548		5.00E-05		0.000851471		yes

		XLOC_024277		XLOC_024277		AT4G19050		4:10439983-10444121		WT leaves		ebs leaves		OK		1.71258		1.08763		-0.65		-1.26581		0.00295		0.0247543		yes

		XLOC_003557		XLOC_003557		AT1G68238		1:25574460-25574835		WT leaves		ebs leaves		OK		35.2634		22.384		-0.66		-1.6826		0.0005		0.00615957		yes

		XLOC_014849		XLOC_014849		AT3G20130		3:7026928-7028836		WT leaves		ebs leaves		OK		7.92084		5.02736		-0.66		-1.85881		5.00E-05		0.000851471		yes

		XLOC_012099		XLOC_012099		AT2G19090		2:8265177-8267879		WT leaves		ebs leaves		OK		2.42751		1.53687		-0.66		-1.81821		0.00045		0.0056757		yes

		XLOC_026221		XLOC_026221		AT5G15230		5:4944899-4946216		WT leaves		ebs leaves		OK		409.608		259.029		-0.66		-2.56467		5.00E-05		0.000851471		yes

		XLOC_018599		XLOC_018599		AT3G27580		3:10217416-10219976		WT leaves		ebs leaves		OK		2.69712		1.70514		-0.66		-1.54628		0.0008		0.00899964		yes

		XLOC_018135		XLOC_018135		AT3G19820		3:6879616-6882315		WT leaves		ebs leaves		OK		350.481		221.417		-0.66		-3.06211		5.00E-05		0.000851471		yes

		XLOC_001911		XLOC_001911		AT1G34630		1:12685199-12688543		WT leaves		ebs leaves		OK		11.5772		7.3122		-0.66		-1.38922		0.00475		0.0360098		yes

		XLOC_011914		XLOC_011914		AT2G15790		2:6877773-6882741		WT leaves		ebs leaves		OK		7.43355		4.69276		-0.66		-1.95379		0.00015		0.0022305		yes

		XLOC_022806		XLOC_022806		AT4G37750		4:17739513-17742401		WT leaves		ebs leaves		OK		6.255		3.9474		-0.66		-2.20876		5.00E-05		0.000851471		yes

		XLOC_029927		XLOC_029927		AT5G14800		5:4785959-4787839		WT leaves		ebs leaves		OK		49.6443		31.2977		-0.67		-3.14063		5.00E-05		0.000851471		yes

		XLOC_031935		XLOC_031935		AT5G50350		5:20498475-20501680		WT leaves		ebs leaves		OK		8.41466		5.2922		-0.67		-1.89648		0.00045		0.0056757		yes

		XLOC_000464		XLOC_000464		AT1G09530		1:3076581-3079539		WT leaves		ebs leaves		OK		11.651		7.32498		-0.67		-2.55402		5.00E-05		0.000851471		yes

		XLOC_029585		XLOC_029585		AT5G08185		5:2634100-2635438		WT leaves		ebs leaves		OK		16.4302		10.269		-0.68		-1.97619		0.0001		0.00156486		yes

		XLOC_012228		XLOC_012228		AT2G21140		2:9060624-9062091		WT leaves		ebs leaves		OK		47.6283		29.7422		-0.68		-3.14728		5.00E-05		0.000851471		yes

		XLOC_025525		XLOC_025525		AT5G01850		5:332336-334470		WT leaves		ebs leaves		OK		4.15437		2.59275		-0.68		-1.94857		0.0001		0.00156486		yes

		XLOC_024468		XLOC_024468		AT4G22380		4:11811749-11813000		WT leaves		ebs leaves		OK		29.3537		18.3144		-0.68		-2.38069		5.00E-05		0.000851471		yes

		XLOC_004614		XLOC_004614		AT1G07380		1:2264828-2268306		WT leaves		ebs leaves		OK		3.49381		2.17775		-0.68		-2.08736		5.00E-05		0.000851471		yes

		XLOC_000629		XLOC_000629		AT1G12330		1:4194657-4196749		WT leaves		ebs leaves		OK		90.2104		56.2255		-0.68		-1.9865		5.00E-05		0.000851471		yes

		XLOC_010878		XLOC_010878		AT2G44830		2:18490128-18492816		WT leaves		ebs leaves		OK		5.88086		3.66407		-0.68		-2.23258		5.00E-05		0.000851471		yes

		XLOC_026852		XLOC_026852		AT5G27350		5:9648666-9654426		WT leaves		ebs leaves		OK		23.7001		14.7489		-0.68		-3.13196		5.00E-05		0.000851471		yes

		XLOC_028375		XLOC_028375		AT5G53120		5:21534472-21541029		WT leaves		ebs leaves		OK		8.6301		5.36		-0.69		-1.21808		0.0055		0.040406		yes

		XLOC_018529		XLOC_018529		AT3G26690		3:9801213-9805715		WT leaves		ebs leaves		OK		7.64405		4.74644		-0.69		-1.56879		0.00225		0.0201977		yes

		XLOC_004018		XLOC_004018		AT1G76620		1:28756520-28759297		WT leaves		ebs leaves		OK		8.51752		5.28358		-0.69		-2.46465		5.00E-05		0.000851471		yes

		XLOC_011139		XLOC_011139		AT2G01913		2:421623-422626		WT leaves		ebs leaves		OK		6.17858		3.8229		-0.69		-1.47874		0.00235		0.0208329		yes

		XLOC_017744		XLOC_017744		AT3G12965		3:4136960-4137674		WT leaves		ebs leaves		OK		105.298		65.0459		-0.69		-2.76444		5.00E-05		0.000851471		yes

		XLOC_016410		XLOC_016410		AT3G51870		3:19243949-19246936		WT leaves		ebs leaves		OK		31.9786		19.7503		-0.70		-3.1308		5.00E-05		0.000851471		yes

		XLOC_020190		XLOC_020190		AT3G60070		3:22183242-22186329		WT leaves		ebs leaves		OK		3.02643		1.86817		-0.70		-1.42517		0.00285		0.0242224		yes

		XLOC_014570		XLOC_014570		AT3G15680		3:5315000-5316466		WT leaves		ebs leaves		OK		20.4585		12.62		-0.70		-2.58298		5.00E-05		0.000851471		yes

		XLOC_018205		XLOC_018205		AT3G21190		3:7432298-7434665		WT leaves		ebs leaves		OK		9.77087		6.02517		-0.70		-2.4422		5.00E-05		0.000851471		yes

		XLOC_027873		XLOC_027873		AT5G44560		5:17945956-17948400		WT leaves		ebs leaves		OK		11.7421		7.23533		-0.70		-1.73721		0.0001		0.00156486		yes

		XLOC_013693		XLOC_013693		AT2G46680		2:19165402-19166949		WT leaves		ebs leaves		OK		10.3471		6.36066		-0.70		-2.3488		5.00E-05		0.000851471		yes

		XLOC_019974		XLOC_019974		AT3G56370		3:20899098-20902981		WT leaves		ebs leaves		OK		29.3023		17.9907		-0.70		-3.42267		5.00E-05		0.000851471		yes

		XLOC_007763		XLOC_007763		AT1G70600		1:26620922-26621659		WT leaves		ebs leaves		OK		419.435		256.929		-0.71		-3.49792		5.00E-05		0.000851471		yes

		XLOC_022436		XLOC_022436		AT4G31290		4:15185800-15188484		WT leaves		ebs leaves		OK		84.33		51.6087		-0.71		-3.48719		5.00E-05		0.000851471		yes

		XLOC_010264		XLOC_010264		AT2G34170		2:14428214-14432269		WT leaves		ebs leaves		OK		31.9649		19.5584		-0.71		-1.80809		0.0011		0.0114951		yes

		XLOC_000807		XLOC_000807		AT1G15570		1:5362008-5365549		WT leaves		ebs leaves		OK		15.8602		9.69375		-0.71		-3.06754		5.00E-05		0.000851471		yes

		XLOC_017827		XLOC_017827		AT3G14070		3:4661142-4663074		WT leaves		ebs leaves		OK		1.98919		1.21075		-0.72		-1.6485		0.0016		0.0154884		yes

		XLOC_025096		XLOC_025096		AT4G33400		4:16077916-16080521		WT leaves		ebs leaves		OK		10.2266		6.22121		-0.72		-2.72191		5.00E-05		0.000851471		yes

		XLOC_007170		XLOC_007170		AT1G60590		1:22314169-22316970		WT leaves		ebs leaves		OK		29.4464		17.9108		-0.72		-3.3222		5.00E-05		0.000851471		yes

		XLOC_017300		XLOC_017300		AT3G05330		3:1518881-1521494		WT leaves		ebs leaves		OK		4.71407		2.86682		-0.72		-1.83579		0.00055		0.00661714		yes

		XLOC_009778		XLOC_009778		AT2G25420		2:10816748-10821053		WT leaves		ebs leaves		OK		3.39758		2.06615		-0.72		-1.68624		0.0002		0.00287925		yes

		XLOC_010229		XLOC_010229		AT2G33620		2:14234025-14238793		WT leaves		ebs leaves		OK		22.6294		13.7529		-0.72		-2.27606		5.00E-05		0.000851471		yes

		XLOC_019903		XLOC_019903		AT3G54990		3:20373717-20376522		WT leaves		ebs leaves		OK		5.07746		3.0801		-0.72		-1.77787		0.00045		0.0056757		yes

		XLOC_016570		XLOC_016570		AT3G54820		3:20302020-20304010		WT leaves		ebs leaves		OK		22.0304		13.3569		-0.72		-2.66681		5.00E-05		0.000851471		yes

		XLOC_028932		XLOC_028932		AT5G62700		5:25184396-25186711		WT leaves		ebs leaves		OK		128.572		77.9394		-0.72		-3.60839		5.00E-05		0.000851471		yes

		XLOC_014789		XLOC_014789		AT3G19100		3:6605475-6609295		WT leaves		ebs leaves		OK		18.5593		11.2357		-0.72		-3.28126		5.00E-05		0.000851471		yes

		XLOC_022212		XLOC_022212		AT4G27435		4:13723793-13725137		WT leaves		ebs leaves		OK		6.02953		3.6502		-0.72		-1.63346		0.00105		0.0111359		yes

		XLOC_018530		XLOC_018530		AT3G26744		3:9832688-9835247		WT leaves		ebs leaves		OK		88.2067		53.3673		-0.72		-3.33884		5.00E-05		0.000851471		yes

		XLOC_023083		XLOC_023083		AT4G02290		4:1002393-1005253		WT leaves		ebs leaves		OK		3.52998		2.13254		-0.73		-1.58828		0.00035		0.00459263		yes

		XLOC_020112		XLOC_020112		AT3G58720		3:21715006-21717948		WT leaves		ebs leaves		OK		16.7966		10.1338		-0.73		-2.29644		0.0025		0.0218079		yes

		XLOC_010063		XLOC_010063		AT2G30890,AT2G30900		2:13147620-13152542		WT leaves		ebs leaves		OK		7.85706		4.72525		-0.73		-1.58273		0.001		0.010716		yes

		XLOC_002699		XLOC_002699		AT1G52770		1:19655838-19657734		WT leaves		ebs leaves		OK		3.41218		2.043		-0.74		-1.59755		0.00045		0.0056757		yes

		XLOC_006893		XLOC_006893		AT1G54385		1:20301125-20303885		WT leaves		ebs leaves		OK		9.8151		5.85383		-0.75		-2.88349		5.00E-05		0.000851471		yes

		XLOC_005227		XLOC_005227		AT1G18250		1:6276787-6278150		WT leaves		ebs leaves		OK		10.0441		5.98358		-0.75		-1.73175		0.0001		0.00156486		yes

		XLOC_009370		XLOC_009370		AT2G18735		2:8122118-8123076		WT leaves		ebs leaves		OK		3.25719		1.93965		-0.75		-1.50656		0.00415		0.0323616		yes

		XLOC_002076		XLOC_002076		AT1G37130		1:14158526-14161938		WT leaves		ebs leaves		OK		269.406		160.09		-0.75		-3.68456		5.00E-05		0.000851471		yes

		XLOC_030510		XLOC_030510		AT5G25620		5:8935039-8938758		WT leaves		ebs leaves		OK		2.95317		1.75429		-0.75		-1.88714		0.0001		0.00156486		yes

		XLOC_014298		XLOC_014298		AT3G11040		3:3460142-3463312		WT leaves		ebs leaves		OK		1.43711		0.853658		-0.75		-1.58871		0.00225		0.0201977		yes

		XLOC_028630		XLOC_028630		AT5G57130		5:23144979-23149568		WT leaves		ebs leaves		OK		9.29704		5.51944		-0.75		-3.14852		5.00E-05		0.000851471		yes

		XLOC_025175		XLOC_025175		AT4G34860		4:16608312-16612907		WT leaves		ebs leaves		OK		2.82055		1.67414		-0.75		-1.9237		5.00E-05		0.000851471		yes

		XLOC_020508		XLOC_020508		AT4G01730		4:749573-752034		WT leaves		ebs leaves		OK		4.93641		2.92231		-0.76		-2.1729		5.00E-05		0.000851471		yes

		XLOC_011971		XLOC_011971		AT2G16660		2:7218705-7221625		WT leaves		ebs leaves		OK		127.006		75.175		-0.76		-3.57963		5.00E-05		0.000851471		yes

		XLOC_009484		XLOC_009484		AT2G20635		2:8900409-8903384		WT leaves		ebs leaves		OK		4.91393		2.90817		-0.76		-2.20766		5.00E-05		0.000851471		yes

		XLOC_013379		XLOC_013379		AT2G40820		2:17036462-17040063		WT leaves		ebs leaves		OK		8.19071		4.8441		-0.76		-2.50829		5.00E-05		0.000851471		yes

		XLOC_004146		XLOC_004146		AT1G79075		1:29745938-29746842		WT leaves		ebs leaves		OK		113.022		66.8124		-0.76		-2.48433		5.00E-05		0.000851471		yes

		XLOC_021797		XLOC_021797		AT4G20320		4:10974462-10979464		WT leaves		ebs leaves		OK		3.56382		2.10659		-0.76		-2.05122		5.00E-05		0.000851471		yes

		XLOC_010598		XLOC_010598		AT2G40030		2:16714493-16723583		WT leaves		ebs leaves		OK		6.51125		3.84817		-0.76		-3.32012		5.00E-05		0.000851471		yes

		XLOC_014154		XLOC_014154		AT3G07990		3:2552476-2555929		WT leaves		ebs leaves		OK		9.65426		5.70104		-0.76		-1.47479		0.0053		0.039201		yes

		XLOC_032808		XLOC_032808		AT5G66400		5:26518276-26519242		WT leaves		ebs leaves		OK		78.8485		46.4843		-0.76		-2.92186		5.00E-05		0.000851471		yes

		XLOC_006428		XLOC_006428		AT1G44110		1:16774864-16777247		WT leaves		ebs leaves		OK		8.82446		5.1918		-0.77		-1.33721		0.0047		0.0356892		yes

		XLOC_004062		XLOC_004062		AT1G77450		1:29099953-29101261		WT leaves		ebs leaves		OK		4.33118		2.53411		-0.77		-1.2579		0.00695		0.0482464		yes

		XLOC_025237		XLOC_025237		AT4G36080		4:17059823-17078007		WT leaves		ebs leaves		OK		4.41826		2.58132		-0.78		-2.72159		5.00E-05		0.000851471		yes

		XLOC_021900		XLOC_021900		AT4G21820		4:11577523-11584053		WT leaves		ebs leaves		OK		2.50366		1.45844		-0.78		-1.31124		0.001		0.010716		yes

		XLOC_012289		XLOC_012289		AT2G22200		2:9443127-9444423		WT leaves		ebs leaves		OK		2.31091		1.34415		-0.78		-1.38519		0.00375		0.0299483		yes

		XLOC_019866		XLOC_019866		AT3G54400		3:20140057-20142642		WT leaves		ebs leaves		OK		89.5289		52.0151		-0.78		-3.84408		5.00E-05		0.000851471		yes

		XLOC_000933		XLOC_000933		AT1G17460		1:5998813-6002716		WT leaves		ebs leaves		OK		4.006		2.32726		-0.78		-2.36632		5.00E-05		0.000851471		yes

		XLOC_028886		XLOC_028886		AT5G61880		5:24850256-24851776		WT leaves		ebs leaves		OK		12.5361		7.27491		-0.79		-2.21868		5.00E-05		0.000851471		yes

		XLOC_025384		XLOC_025384		AT4G38660		4:18066176-18068205		WT leaves		ebs leaves		OK		20.8746		12.1091		-0.79		-3.14164		5.00E-05		0.000851471		yes

		XLOC_000730		XLOC_000730		AT1G14020		1:4802719-4807517		WT leaves		ebs leaves		OK		8.88253		5.14959		-0.79		-1.38041		0.00565		0.0412626		yes

		XLOC_026194		XLOC_026194		AT5G14760		5:4768467-4772153		WT leaves		ebs leaves		OK		1.21724		0.704903		-0.79		-1.47838		0.00215		0.0195366		yes

		XLOC_011134		XLOC_011134		AT2G01830		2:362982-369707		WT leaves		ebs leaves		OK		5.59599		3.23137		-0.79		-2.39234		5.00E-05		0.000851471		yes

		XLOC_032009		XLOC_032009		AT5G51590		5:20956566-20959113		WT leaves		ebs leaves		OK		5.13141		2.96291		-0.79		-2.23833		5.00E-05		0.000851471		yes

		XLOC_004920		XLOC_004920		AT1G12570		1:4277992-4280862		WT leaves		ebs leaves		OK		2.62436		1.51499		-0.79		-1.51653		0.00035		0.00459263		yes

		XLOC_012090		XLOC_012090		AT2G18900		2:8188256-8192489		WT leaves		ebs leaves		OK		15.2737		8.80799		-0.79		-1.50163		0.00595		0.0429624		yes

		XLOC_030698		XLOC_030698		AT5G28640		5:10647569-10649892		WT leaves		ebs leaves		OK		2.73898		1.57739		-0.80		-1.48422		0.00215		0.0195366		yes

		XLOC_004286		XLOC_004286		AT1G01700		1:259494-261474		WT leaves		ebs leaves		OK		1.7915		1.03139		-0.80		-1.5454		0.00365		0.0293139		yes

		XLOC_016542		XLOC_016542		AT3G54180		3:20059795-20061438		WT leaves		ebs leaves		OK		5.43818		3.13058		-0.80		-1.31155		0.0026		0.0224687		yes

		XLOC_022602		XLOC_022602		AT4G34160		4:16357638-16359555		WT leaves		ebs leaves		OK		19.0728		10.9772		-0.80		-3.08258		5.00E-05		0.000851471		yes

		XLOC_017981		XLOC_017981		AT3G16950		3:5786384-5790525		WT leaves		ebs leaves		OK		22.7136		13.0355		-0.80		-2.15518		5.00E-05		0.000851471		yes

		XLOC_013285		XLOC_013285		AT2G39300		2:16410108-16413484		WT leaves		ebs leaves		OK		1.15966		0.664267		-0.80		-1.46321		0.00215		0.0195366		yes

		XLOC_028544		XLOC_028544		AT5G55820		5:22583984-22594035		WT leaves		ebs leaves		OK		3.37261		1.93175		-0.80		-2.76367		5.00E-05		0.000851471		yes

		XLOC_000549		XLOC_000549		AT1G11160		1:3733138-3739842		WT leaves		ebs leaves		OK		0.932951		0.533752		-0.81		-1.32889		0.0028		0.0238741		yes

		XLOC_010797		XLOC_010797		AT2G43445		2:18041484-18043086		WT leaves		ebs leaves		OK		4.35821		2.49272		-0.81		-1.14703		0.0029		0.0245348		yes

		XLOC_006508		XLOC_006508		AT1G47625,transcript:AT1G47625.1		1:17510809-17511489		WT leaves		ebs leaves		OK		7.1958		4.1154		-0.81		-1.46045		0.0039		0.0308142		yes

		XLOC_002541		XLOC_002541		AT1G49870		1:18460211-18463785		WT leaves		ebs leaves		OK		2.7946		1.59444		-0.81		-1.40912		0.00115		0.0119101		yes

		XLOC_025886		XLOC_025886		AT5G08000		5:2563553-2565491		WT leaves		ebs leaves		OK		11.9819		6.83446		-0.81		-2.38149		5.00E-05		0.000851471		yes

		XLOC_018151		XLOC_018151		AT3G20260		3:7064053-7066503		WT leaves		ebs leaves		OK		6.95154		3.9623		-0.81		-2.93009		5.00E-05		0.000851471		yes

		XLOC_009255		XLOC_009255		AT2G16850		2:7301580-7303437		WT leaves		ebs leaves		OK		46.6504		26.5312		-0.81		-3.69457		5.00E-05		0.000851471		yes

		XLOC_030502		XLOC_030502		AT5G25475		5:8867796-8869821		WT leaves		ebs leaves		OK		4.01883		2.28245		-0.82		-1.24956		0.00195		0.0181465		yes

		XLOC_000499		XLOC_000499		AT1G10230		1:3355570-3356359		WT leaves		ebs leaves		OK		17.725		10.0495		-0.82		-2.1815		5.00E-05		0.000851471		yes

		XLOC_030223		XLOC_030223		AT5G20160		5:6803781-6805201		WT leaves		ebs leaves		OK		76.892		43.5767		-0.82		-2.02464		5.00E-05		0.000851471		yes

		XLOC_001826		XLOC_001826		AT1G33265		1:12066594-12070374		WT leaves		ebs leaves		OK		16.4472		9.30707		-0.82		-1.80047		0.00045		0.0056757		yes

		XLOC_029761		XLOC_029761		AT5G11550		5:3708008-3709246		WT leaves		ebs leaves		OK		41.274		23.3005		-0.82		-3.69063		5.00E-05		0.000851471		yes

		XLOC_014851		XLOC_014851		AT3G20150		3:7031331-7037010		WT leaves		ebs leaves		OK		4.83613		2.72551		-0.83		-2.97054		5.00E-05		0.000851471		yes

		XLOC_030579		XLOC_030579		AT5G27030		5:9508097-9515407		WT leaves		ebs leaves		OK		12.6914		7.15079		-0.83		-1.37502		0.0072		0.0495732		yes

		XLOC_023967		XLOC_023967		AT4G14200		4:8185369-8188783		WT leaves		ebs leaves		OK		4.84174		2.72659		-0.83		-1.32545		0.0014		0.0140212		yes

		XLOC_023143		XLOC_023143		AT4G03190		4:1403116-1407139		WT leaves		ebs leaves		OK		15.1914		8.54716		-0.83		-2.62313		5.00E-05		0.000851471		yes

		XLOC_025063		XLOC_025063		AT4G32920		4:15887269-15896006		WT leaves		ebs leaves		OK		5.22638		2.93538		-0.83		-3.40212		5.00E-05		0.000851471		yes

		XLOC_027648		XLOC_027648		AT5G41040		5:16431373-16433305		WT leaves		ebs leaves		OK		3.55764		1.99633		-0.83		-1.38356		0.00125		0.0127815		yes

		XLOC_007654		XLOC_007654		AT1G68710		1:25792817-25798257		WT leaves		ebs leaves		OK		7.71439		4.32453		-0.84		-3.16603		5.00E-05		0.000851471		yes

		XLOC_002708		XLOC_002708		AT1G52910		1:19708056-19711052		WT leaves		ebs leaves		OK		13.9033		7.78208		-0.84		-2.08608		0.0001		0.00156486		yes

		XLOC_009858		XLOC_009858		AT2G26760		2:11401328-11403427		WT leaves		ebs leaves		OK		5.1554		2.87954		-0.84		-1.67208		0.00075		0.00852515		yes

		XLOC_018125		XLOC_018125		AT3G19620		3:6815612-6818308		WT leaves		ebs leaves		OK		6.72713		3.75044		-0.84		-3.11244		5.00E-05		0.000851471		yes

		XLOC_012768		XLOC_012768		AT2G30420		2:12960826-12962162		WT leaves		ebs leaves		OK		4.27783		2.38089		-0.85		-1.4317		0.00295		0.0247543		yes

		XLOC_003523		XLOC_003523		AT1G67750		1:25401587-25403503		WT leaves		ebs leaves		OK		7.32899		4.0754		-0.85		-2.12541		0.0002		0.00287925		yes

		XLOC_017075		XLOC_017075		AT3G01410		3:153355-155642		WT leaves		ebs leaves		OK		6.25979		3.47773		-0.85		-1.63088		0.0011		0.0114951		yes

		XLOC_007920		XLOC_007920		AT1G73890		1:27787902-27788658		WT leaves		ebs leaves		OK		19.3821		10.7666		-0.85		-2.5203		5.00E-05		0.000851471		yes

		XLOC_003257		XLOC_003257		AT1G62990		1:23337364-23340688		WT leaves		ebs leaves		OK		2.11064		1.17134		-0.85		-1.37088		0.00295		0.0247543		yes

		XLOC_008139		XLOC_008139		AT1G77760		1:29235802-29239445		WT leaves		ebs leaves		OK		98.2048		54.4855		-0.85		-2.485		0.0001		0.00156486		yes

		XLOC_010454		XLOC_010454		AT2G37420		2:15700330-15705346		WT leaves		ebs leaves		OK		2.56385		1.42159		-0.85		-1.6497		0.0007		0.00809588		yes

		XLOC_014470		XLOC_014470		AT3G14190		3:4710482-4711969		WT leaves		ebs leaves		OK		7.02904		3.88081		-0.86		-2.17966		5.00E-05		0.000851471		yes

		XLOC_022469		XLOC_022469		AT4G31840		4:15401639-15402617		WT leaves		ebs leaves		OK		29.4572		16.2409		-0.86		-3.37351		5.00E-05		0.000851471		yes

		XLOC_009511		XLOC_009511		AT2G21070		2:9040851-9043626		WT leaves		ebs leaves		OK		6.126		3.37315		-0.86		-1.54799		0.00435		0.03361		yes

		XLOC_002745		XLOC_002745		AT1G53470		1:19958586-19961578		WT leaves		ebs leaves		OK		1.94303		1.06943		-0.86		-2.18591		5.00E-05		0.000851471		yes

		XLOC_020049		XLOC_020049		AT3G57780		3:21399765-21402899		WT leaves		ebs leaves		OK		3.02778		1.66631		-0.86		-2.14241		5.00E-05		0.000851471		yes

		XLOC_030661		XLOC_030661		AT5G28290		5:10278690-10282614		WT leaves		ebs leaves		OK		12.689		6.97227		-0.86		-3.29762		5.00E-05		0.000851471		yes

		XLOC_014488		XLOC_014488		AT3G14570		3:4892642-4902628		WT leaves		ebs leaves		OK		3.0739		1.68842		-0.86		-3.33779		5.00E-05		0.000851471		yes

		XLOC_014332		XLOC_014332		AT3G11600		3:3667228-3667979		WT leaves		ebs leaves		OK		7.93285		4.33818		-0.87		-2.03035		5.00E-05		0.000851471		yes

		XLOC_027773		XLOC_027773		AT5G42880		5:17191576-17194131		WT leaves		ebs leaves		OK		4.02525		2.20119		-0.87		-1.89967		0.0008		0.00899964		yes

		XLOC_028483		XLOC_028483		AT5G54670		5:22209471-22214134		WT leaves		ebs leaves		OK		6.56834		3.58264		-0.87		-3.00951		5.00E-05		0.000851471		yes

		XLOC_014178		XLOC_014178		AT3G08947		3:2723288-2726942		WT leaves		ebs leaves		OK		2.58804		1.40995		-0.88		-2.47388		5.00E-05		0.000851471		yes

		XLOC_000476		XLOC_000476		AT1G09740		1:3154531-3156275		WT leaves		ebs leaves		OK		16.8845		9.1976		-0.88		-2.11223		5.00E-05		0.000851471		yes

		XLOC_030054		XLOC_030054		AT5G17160		5:5639645-5642513		WT leaves		ebs leaves		OK		11.0287		6.00356		-0.88		-2.62559		5.00E-05		0.000851471		yes

		XLOC_024592		XLOC_024592		AT4G24610		4:12700596-12708109		WT leaves		ebs leaves		OK		8.92195		4.85221		-0.88		-1.37877		0.0042		0.032724		yes

		XLOC_025080		XLOC_025080		AT4G33150		4:15985188-15991538		WT leaves		ebs leaves		OK		11.9467		6.47847		-0.88		-1.85006		0.0001		0.00156486		yes

		XLOC_025704		XLOC_025704		AT5G04840		5:1405293-1407934		WT leaves		ebs leaves		OK		1.84964		0.999784		-0.89		-1.64726		0.00095		0.0102873		yes

		XLOC_029236		XLOC_029236		AT5G01580		5:221366-223852		WT leaves		ebs leaves		OK		4.2089		2.27158		-0.89		-1.4041		0.00685		0.047749		yes

		XLOC_025077		XLOC_025077		AT4G33120		4:15975385-15978111		WT leaves		ebs leaves		OK		3.51199		1.89088		-0.89		-1.48492		0.00335		0.0274762		yes

		XLOC_004936		XLOC_004936		AT1G12845		1:4378938-4379516		WT leaves		ebs leaves		OK		76.9122		41.3801		-0.89		-3.70106		5.00E-05		0.000851471		yes

		XLOC_009241		XLOC_009241		AT2G16595		2:7198126-7200297		WT leaves		ebs leaves		OK		2.3416		1.25645		-0.90		-1.27531		0.00395		0.0311163		yes

		XLOC_013495		XLOC_013495		AT2G42840		2:17826115-17827536		WT leaves		ebs leaves		OK		347.839		186.248		-0.90		-4.51581		5.00E-05		0.000851471		yes

		XLOC_024892		XLOC_024892		AT4G29920		4:14632652-14635885		WT leaves		ebs leaves		OK		1.92938		1.03289		-0.90		-2.41139		5.00E-05		0.000851471		yes

		XLOC_032701		XLOC_032701		AT5G64552		5:25801527-25804980		WT leaves		ebs leaves		OK		2.34786		1.25397		-0.90		-2.29542		5.00E-05		0.000851471		yes

		XLOC_015102		XLOC_015102		AT3G23890		3:8624749-8631327		WT leaves		ebs leaves		OK		12.3165		6.56754		-0.91		-3.97495		5.00E-05		0.000851471		yes

		XLOC_020771		XLOC_020771		AT4G05190		4:2675100-2682309		WT leaves		ebs leaves		OK		5.72703		3.05381		-0.91		-2.98848		5.00E-05		0.000851471		yes

		XLOC_018629		XLOC_018629		AT3G28007		3:10408091-10409745		WT leaves		ebs leaves		OK		6.89424		3.67602		-0.91		-1.26548		0.0043		0.0332931		yes

		XLOC_029475		XLOC_029475		AT5G06150		5:1859278-1861649		WT leaves		ebs leaves		OK		9.38945		5.00311		-0.91		-2.82387		5.00E-05		0.000851471		yes

		XLOC_004212		XLOC_004212		AT1G80370		1:30213704-30216861		WT leaves		ebs leaves		OK		3.94054		2.09853		-0.91		-2.38986		5.00E-05		0.000851471		yes

		XLOC_023071		XLOC_023071		AT4G01985		4:866235-868126		WT leaves		ebs leaves		OK		1.7808		0.947474		-0.91		-1.90464		0.00045		0.0056757		yes

		XLOC_009452		XLOC_009452		AT2G20110		2:8684495-8687218		WT leaves		ebs leaves		OK		1.79724		0.956053		-0.91		-1.14119		0.0036		0.0290256		yes

		XLOC_012661		XLOC_012661		AT2G28620		2:12265166-12270020		WT leaves		ebs leaves		OK		4.73611		2.51773		-0.91		-3.28077		5.00E-05		0.000851471		yes

		XLOC_010377		XLOC_010377		AT2G36026		2:15127264-15127816		WT leaves		ebs leaves		OK		21.3184		11.3279		-0.91		-2.14851		0.0001		0.00156486		yes

		XLOC_025088		XLOC_025088		AT4G33270		4:16044351-16046792		WT leaves		ebs leaves		OK		9.42454		5.00614		-0.91		-1.498		0.0043		0.0332931		yes

		XLOC_028098		XLOC_028098		AT5G48360		5:19595656-19598492		WT leaves		ebs leaves		OK		13.3489		7.06437		-0.92		-2.70223		5.00E-05		0.000851471		yes

		XLOC_024067		XLOC_024067		AT4G15830		4:8992969-8996601		WT leaves		ebs leaves		OK		8.78541		4.64704		-0.92		-1.15106		0.0047		0.0356892		yes

		XLOC_026235		XLOC_026235		AT5G15530		5:5038750-5040840		WT leaves		ebs leaves		OK		16.1481		8.52975		-0.92		-3.57482		5.00E-05		0.000851471		yes

		XLOC_017518		XLOC_017518		AT3G09190		3:2821478-2822687		WT leaves		ebs leaves		OK		4.09962		2.16509		-0.92		-2.19298		5.00E-05		0.000851471		yes

		XLOC_008053		XLOC_008053		AT1G76310		1:28628045-28630394		WT leaves		ebs leaves		OK		4.91221		2.58909		-0.92		-2.11399		5.00E-05		0.000851471		yes

		XLOC_022172		XLOC_022172		AT4G26660		4:13448683-13452016		WT leaves		ebs leaves		OK		4.76568		2.50969		-0.93		-1.8176		5.00E-05		0.000851471		yes

		XLOC_032076		XLOC_032076		AT5G52882		5:21433878-21438659		WT leaves		ebs leaves		OK		25.7992		13.5513		-0.93		-4.4119		5.00E-05		0.000851471		yes

		XLOC_014783		XLOC_014783		AT3G19050		3:6577723-6590188		WT leaves		ebs leaves		OK		4.53373		2.37846		-0.93		-2.44412		5.00E-05		0.000851471		yes

		XLOC_009855		XLOC_009855		AT2G26710		2:11380491-11383612		WT leaves		ebs leaves		OK		10.8342		5.65905		-0.94		-3.42293		5.00E-05		0.000851471		yes

		XLOC_008202		XLOC_008202		AT1G78865		1:29647737-29649951		WT leaves		ebs leaves		OK		0.898369		0.468206		-0.94		-1.51075		0.00335		0.0274762		yes

		XLOC_009684		XLOC_009684		AT2G23910		2:10177833-10180064		WT leaves		ebs leaves		OK		2.5662		1.3338		-0.94		-1.59844		0.00055		0.00661714		yes

		XLOC_016405		XLOC_016405		AT3G51740		3:19189048-19192051		WT leaves		ebs leaves		OK		9.83158		5.0978		-0.95		-3.64311		5.00E-05		0.000851471		yes

		XLOC_027946		XLOC_027946		AT5G45700		5:18537348-18538196		WT leaves		ebs leaves		OK		9.44889		4.89449		-0.95		-2.60457		5.00E-05		0.000851471		yes

		XLOC_005782		XLOC_005782		AT1G29160		1:10183796-10184324		WT leaves		ebs leaves		OK		13.3619		6.9184		-0.95		-2.30959		5.00E-05		0.000851471		yes

		XLOC_001177		XLOC_001177		AT1G21740		1:7641579-7645078		WT leaves		ebs leaves		OK		1.82467		0.943949		-0.95		-2.39642		5.00E-05		0.000851471		yes

		XLOC_012947		XLOC_012947		AT2G33400		2:14151134-14154530		WT leaves		ebs leaves		OK		10.6932		5.52663		-0.95		-2.27591		5.00E-05		0.000851471		yes

		XLOC_010446		XLOC_010446		AT2G37260		2:15644839-15647065		WT leaves		ebs leaves		OK		3.09223		1.5956		-0.95		-1.2991		0.001		0.010716		yes

		XLOC_020573		XLOC_020573		AT4G02800		4:1250014-1251681		WT leaves		ebs leaves		OK		8.33651		4.28207		-0.96		-2.64283		5.00E-05		0.000851471		yes

		XLOC_020743		XLOC_020743		AT4G04830		4:2445793-2447086		WT leaves		ebs leaves		OK		3.43277		1.76299		-0.96		-1.29348		0.00285		0.0242224		yes

		XLOC_005545		XLOC_005545		AT1G24020		1:8500399-8502065		WT leaves		ebs leaves		OK		57.574		29.5018		-0.96		-4.0369		5.00E-05		0.000851471		yes

		XLOC_032578		XLOC_032578		AT5G62210		5:24986326-24987489		WT leaves		ebs leaves		OK		14.604		7.48153		-0.96		-1.71864		5.00E-05		0.000851471		yes

		XLOC_016532		XLOC_016532		AT3G54000		3:19996606-19998623		WT leaves		ebs leaves		OK		5.48633		2.79251		-0.97		-1.91217		0.00025		0.00348795		yes

		XLOC_030001		XLOC_030001		AT5G16250		5:5310094-5310951		WT leaves		ebs leaves		OK		43.3284		22.0197		-0.98		-3.9517		5.00E-05		0.000851471		yes

		XLOC_028470		XLOC_028470		AT5G54530		5:22152724-22154429		WT leaves		ebs leaves		OK		4.99775		2.53864		-0.98		-1.52499		0.00165		0.0159059		yes

		XLOC_010292		XLOC_010292		AT2G34600		2:14573079-14573856		WT leaves		ebs leaves		OK		4.76742		2.41152		-0.98		-1.64322		0.0012		0.0123451		yes

		XLOC_021269		XLOC_021269		AT4G11400		4:6938716-6940539		WT leaves		ebs leaves		OK		0.980167		0.495798		-0.98		-1.57294		0.0034		0.0277146		yes

		XLOC_020230		XLOC_020230		AT3G60900		3:22499359-22501239		WT leaves		ebs leaves		OK		1.42246		0.719424		-0.98		-1.57629		0.0011		0.0114951		yes

		XLOC_017092		XLOC_017092		AT3G01710		3:259633-261840		WT leaves		ebs leaves		OK		5.13258		2.59221		-0.99		-2.45966		5.00E-05		0.000851471		yes

		XLOC_026055		XLOC_026055		AT5G11510		5:3679807-3684877		WT leaves		ebs leaves		OK		3.6182		1.82703		-0.99		-3.08995		5.00E-05		0.000851471		yes

		XLOC_029129		XLOC_029129		AT5G66220,AT5G66230		5:26461151-26464131		WT leaves		ebs leaves		OK		11.8236		5.93064		-1.00		-1.48386		0.0001		0.00156486		yes

		XLOC_018083		XLOC_018083		AT3G18850		3:6499414-6501359		WT leaves		ebs leaves		OK		9.02542		4.52534		-1.00		-3.00595		5.00E-05		0.000851471		yes

		XLOC_016935		XLOC_016935		AT3G61490		3:22758062-22760340		WT leaves		ebs leaves		OK		6.10286		3.05904		-1.00		-1.68401		0.00015		0.0022305		yes

		XLOC_008645		XLOC_008645		AT2G06255		2:2457572-2459811		WT leaves		ebs leaves		OK		6.97787		3.49319		-1.00		-1.9299		0.00015		0.0022305		yes

		XLOC_003574		XLOC_003574		AT1G68600		1:25759841-25762934		WT leaves		ebs leaves		OK		29.6562		14.831		-1.00		-3.92149		5.00E-05		0.000851471		yes

		XLOC_015960		XLOC_015960		AT3G44050		3:15818737-15824861		WT leaves		ebs leaves		OK		4.5363		2.26398		-1.00		-1.23309		0.00085		0.00943042		yes

		XLOC_016970		XLOC_016970		AT3G62060		3:22979954-22982944		WT leaves		ebs leaves		OK		6.68274		3.33386		-1.00		-1.93116		0.00065		0.00761746		yes

		XLOC_027734		XLOC_027734		AT5G42330		5:16926607-16927503		WT leaves		ebs leaves		OK		5.01391		2.50032		-1.00		-1.72864		0.00055		0.00661714		yes

		XLOC_017739		XLOC_017739		AT3G12870		3:4094416-4095037		WT leaves		ebs leaves		OK		11.8956		5.92921		-1.00		-2.54354		5.00E-05		0.000851471		yes

		XLOC_014494		XLOC_014494		AT3G14630		3:4917497-4919409		WT leaves		ebs leaves		OK		1.26065		0.628046		-1.01		-1.66659		0.0015		0.0147359		yes

		XLOC_028567		XLOC_028567		AT5G56120		5:22721372-22725095		WT leaves		ebs leaves		OK		10.6662		5.31363		-1.01		-2.36913		5.00E-05		0.000851471		yes

		XLOC_016743		XLOC_016743		AT3G57860		3:21426313-21428253		WT leaves		ebs leaves		OK		3.10122		1.53939		-1.01		-2.13803		5.00E-05		0.000851471		yes

		XLOC_004615		XLOC_004615		AT1G07430		1:2280834-2282828		WT leaves		ebs leaves		OK		1.93815		0.961275		-1.01		-1.69075		0.00015		0.0022305		yes

		XLOC_005646		XLOC_005646		AT1G26450		1:9148709-9150250		WT leaves		ebs leaves		OK		5.61254		2.77003		-1.02		-2.40261		5.00E-05		0.000851471		yes

		XLOC_004380		XLOC_004380		AT1G03470		1:865914-867733		WT leaves		ebs leaves		OK		7.11668		3.5112		-1.02		-2.51426		5.00E-05		0.000851471		yes

		XLOC_000964		XLOC_000964		AT1G18075		1:6220647-6220833		WT leaves		ebs leaves		OK		51.9057		25.5143		-1.02		-1.44683		0.0061		0.0437218		yes

		XLOC_008490		XLOC_008490		AT2G03980		2:1259198-1262552		WT leaves		ebs leaves		OK		1.96663		0.961717		-1.03		-1.936		0.0001		0.00156486		yes

		XLOC_022316		XLOC_022316		AT4G29020		4:14304920-14305721		WT leaves		ebs leaves		OK		271.2		132.484		-1.03		-5.13143		5.00E-05		0.000851471		yes

		XLOC_009608		XLOC_009608		AT2G22610		2:9599549-9610595		WT leaves		ebs leaves		OK		4.62112		2.24708		-1.04		-0.921643		0.00585		0.0424555		yes

		XLOC_010242		XLOC_010242		AT2G33793		2:14296993-14300506		WT leaves		ebs leaves		OK		3.28237		1.59426		-1.04		-2.39622		5.00E-05		0.000851471		yes

		XLOC_024150		XLOC_024150		AT4G17030		4:9581585-9583290		WT leaves		ebs leaves		OK		6.61728		3.20742		-1.04		-2.32875		5.00E-05		0.000851471		yes

		XLOC_023842		XLOC_023842		AT4G12540		4:7429875-7431602		WT leaves		ebs leaves		OK		1.59509		0.771362		-1.05		-1.80131		0.0009		0.00987867		yes

		XLOC_031239		XLOC_031239		AT5G38590		5:15451932-15453897		WT leaves		ebs leaves		OK		5.74305		2.77624		-1.05		-2.76436		5.00E-05		0.000851471		yes

		XLOC_000040		XLOC_000040		AT1G01690		1:249140-252462		WT leaves		ebs leaves		OK		4.09573		1.97564		-1.05		-1.95458		0.0004		0.005161		yes

		XLOC_014476		XLOC_014476		AT3G14360		3:4791588-4794417		WT leaves		ebs leaves		OK		2.76828		1.33153		-1.06		-1.37757		0.0003		0.00405131		yes

		XLOC_015884		XLOC_015884		AT3G43210		3:15190933-15196168		WT leaves		ebs leaves		OK		2.02178		0.972439		-1.06		-2.3484		5.00E-05		0.000851471		yes

		XLOC_022552		XLOC_022552		AT4G33160		4:15994088-15995655		WT leaves		ebs leaves		OK		5.19023		2.49337		-1.06		-1.60984		0.00445		0.0342115		yes

		XLOC_029868		XLOC_029868		AT5G13840		5:4468507-4472855		WT leaves		ebs leaves		OK		11.3869		5.46678		-1.06		-1.63714		0.0033		0.0271623		yes

		XLOC_012673		XLOC_012673		AT2G28790		2:12354429-12355431		WT leaves		ebs leaves		OK		12.1939		5.84366		-1.06		-2.38469		5.00E-05		0.000851471		yes

		XLOC_004339		XLOC_004339		AT1G02730		1:594572-598657		WT leaves		ebs leaves		OK		15.5		7.41295		-1.06		-4.17453		5.00E-05		0.000851471		yes

		XLOC_019830		XLOC_019830		AT3G53760		3:19917853-19922365		WT leaves		ebs leaves		OK		6.82173		3.24382		-1.07		-1.82999		0.00025		0.00348795		yes

		XLOC_004052		XLOC_004052		AT1G77270		1:29027777-29031285		WT leaves		ebs leaves		OK		3.1383		1.48997		-1.07		-2.33305		5.00E-05		0.000851471		yes

		XLOC_022002		XLOC_022002		AT4G23800		4:12390166-12393982		WT leaves		ebs leaves		OK		52.7779		24.906		-1.08		-4.65994		5.00E-05		0.000851471		yes

		XLOC_007985		XLOC_007985		AT1G75060		1:28181274-28183503		WT leaves		ebs leaves		OK		4.00006		1.88223		-1.09		-1.65537		0.0007		0.00809588		yes

		XLOC_017313		XLOC_017313		AT3G05600		3:1623243-1624763		WT leaves		ebs leaves		OK		9.946		4.67726		-1.09		-3.07932		5.00E-05		0.000851471		yes

		XLOC_013105		XLOC_013105		AT2G36080		2:15148258-15151575		WT leaves		ebs leaves		OK		7.4183		3.48653		-1.09		-2.91887		5.00E-05		0.000851471		yes

		XLOC_019911		XLOC_019911		AT3G55110		3:20424549-20427377		WT leaves		ebs leaves		OK		3.0886		1.44887		-1.09		-2.09223		5.00E-05		0.000851471		yes

		XLOC_029147		XLOC_029147		AT5G66610		5:26584773-26587869		WT leaves		ebs leaves		OK		3.51569		1.64898		-1.09		-2.44756		5.00E-05		0.000851471		yes

		XLOC_021961		XLOC_021961		AT4G22960		4:12030019-12033137		WT leaves		ebs leaves		OK		2.41727		1.12977		-1.10		-1.03338		0.0048		0.0362554		yes

		XLOC_032703		XLOC_032703		AT5G64570		5:25810114-25813335		WT leaves		ebs leaves		OK		17.056		7.96844		-1.10		-3.1436		5.00E-05		0.000851471		yes

		XLOC_004409		XLOC_004409		AT1G03940		1:1009541-1011056		WT leaves		ebs leaves		OK		0.980276		0.456607		-1.10		-1.61959		0.00315		0.0261601		yes

		XLOC_004690		XLOC_004690		AT1G08560		1:2709631-2710912		WT leaves		ebs leaves		OK		28.3082		13.1768		-1.10		-4.20087		5.00E-05		0.000851471		yes

		XLOC_028919		XLOC_028919		AT5G62500		5:25092640-25095244		WT leaves		ebs leaves		OK		4.0672		1.89232		-1.10		-2.48629		5.00E-05		0.000851471		yes

		XLOC_016381		XLOC_016381		AT3G51280		3:19037139-19038951		WT leaves		ebs leaves		OK		9.66965		4.49187		-1.11		-1.55286		0.0019		0.0177704		yes

		XLOC_001633		XLOC_001633		AT1G30110		1:10581734-10584080		WT leaves		ebs leaves		OK		3.74186		1.73533		-1.11		-2.05637		0.0001		0.00156486		yes

		XLOC_032010		XLOC_032010		AT5G51600		5:20960910-20964484		WT leaves		ebs leaves		OK		7.04979		3.2663		-1.11		-3.8518		5.00E-05		0.000851471		yes

		XLOC_010266		XLOC_010266		AT2G34190		2:14436808-14439516		WT leaves		ebs leaves		OK		3.11855		1.43914		-1.12		-1.95632		5.00E-05		0.000851471		yes

		XLOC_008282		XLOC_008282		AT1G80280		1:30183540-30186586		WT leaves		ebs leaves		OK		14.2084		6.55261		-1.12		-4.84599		5.00E-05		0.000851471		yes

		XLOC_021549		XLOC_021549		AT4G15910		4:9028460-9029423		WT leaves		ebs leaves		OK		15.0229		6.89254		-1.12		-3.03499		5.00E-05		0.000851471		yes

		XLOC_017027		XLOC_017027		AT3G63280		3:23377978-23381546		WT leaves		ebs leaves		OK		1.32368		0.603708		-1.13		-1.43907		0.0002		0.00287925		yes

		XLOC_010471		XLOC_010471		AT2G37760		2:15831853-15833920		WT leaves		ebs leaves		OK		6.43866		2.92749		-1.14		-1.35456		0.00035		0.00459263		yes

		XLOC_031854		XLOC_031854		AT5G48820		5:19792269-19794408		WT leaves		ebs leaves		OK		2.69344		1.22332		-1.14		-1.41375		0.00435		0.03361		yes

		XLOC_000038		XLOC_000038		AT1G01600		1:218993-221286		WT leaves		ebs leaves		OK		2.13759		0.964775		-1.15		-2.16893		5.00E-05		0.000851471		yes

		XLOC_016828		XLOC_016828		AT3G59690		3:22048753-22051673		WT leaves		ebs leaves		OK		3.129		1.40297		-1.16		-1.66028		0.0046		0.0351314		yes

		XLOC_020592		XLOC_020592		AT4G03100		4:1374280-1376231		WT leaves		ebs leaves		OK		11.5098		5.15222		-1.16		-2.65588		5.00E-05		0.000851471		yes

		XLOC_030058		XLOC_030058		AT5G17250		5:5666851-5673516		WT leaves		ebs leaves		OK		6.96315		3.11613		-1.16		-2.43419		5.00E-05		0.000851471		yes

		XLOC_007338		XLOC_007338		AT1G63100		1:23399390-23401367		WT leaves		ebs leaves		OK		7.90029		3.52344		-1.16		-4.08027		5.00E-05		0.000851471		yes

		XLOC_017134		XLOC_017134		AT3G02640		3:564883-565708		WT leaves		ebs leaves		OK		32.6784		14.5587		-1.17		-2.24277		5.00E-05		0.000851471		yes

		XLOC_017308		XLOC_017308		AT3G05470		3:1579666-1582547		WT leaves		ebs leaves		OK		6.75219		2.99774		-1.17		-4.27648		5.00E-05		0.000851471		yes

		XLOC_005236		XLOC_005236		AT1G18370		1:6319649-6324222		WT leaves		ebs leaves		OK		6.64561		2.92579		-1.18		-4.12849		5.00E-05		0.000851471		yes

		XLOC_015085		XLOC_015085		AT3G23670		3:8519163-8525289		WT leaves		ebs leaves		OK		5.39241		2.37124		-1.19		-2.40315		5.00E-05		0.000851471		yes

		XLOC_000188		XLOC_000188		AT1G04425		1:1194186-1196889		WT leaves		ebs leaves		OK		19.503		8.5567		-1.19		-2.9132		5.00E-05		0.000851471		yes

		XLOC_028034		XLOC_028034		AT5G47160		5:19156730-19157978		WT leaves		ebs leaves		OK		1.03547		0.453287		-1.19		-1.55388		0.0043		0.0332931		yes

		XLOC_029358		XLOC_029358		AT5G03870		5:1035657-1036967		WT leaves		ebs leaves		OK		4.39224		1.9108		-1.20		-2.91635		5.00E-05		0.000851471		yes

		XLOC_013342		XLOC_013342		AT2G40205		2:16792316-16792531		WT leaves		ebs leaves		OK		1915.2		819.502		-1.22		-3.63027		5.00E-05		0.000851471		yes

		XLOC_006878		XLOC_006878		AT1G54050		1:20179421-20180281		WT leaves		ebs leaves		OK		7.70224		3.28145		-1.23		-2.36979		5.00E-05		0.000851471		yes

		XLOC_032507		XLOC_032507		AT5G60930		5:24515397-24522511		WT leaves		ebs leaves		OK		6.43748		2.73977		-1.23		-4.9107		5.00E-05		0.000851471		yes

		XLOC_013452		XLOC_013452		AT2G42110		2:17562151-17562733		WT leaves		ebs leaves		OK		16.0165		6.8009		-1.24		-2.9064		0.00725		0.0497695		yes

		XLOC_029031		XLOC_029031		AT5G64572		5:25810114-25813335		WT leaves		ebs leaves		OK		9.47191		3.98377		-1.25		-2.09664		0.00045		0.0056757		yes

		XLOC_002694		XLOC_002694		AT1G52690		1:19619744-19623461		WT leaves		ebs leaves		OK		40.994		17.2091		-1.25		-2.73731		5.00E-05		0.000851471		yes

		XLOC_011091		XLOC_011091		AT2G01210		2:119440-121846		WT leaves		ebs leaves		OK		3.30038		1.38224		-1.26		-1.57687		0.001		0.010716		yes

		XLOC_023090		XLOC_023090		AT4G02380		4:1046203-1046997		WT leaves		ebs leaves		OK		53.2356		22.231		-1.26		-3.31443		5.00E-05		0.000851471		yes

		XLOC_028270		XLOC_028270		AT5G51380		5:20875875-20878464		WT leaves		ebs leaves		OK		3.3224		1.37872		-1.27		-1.58635		0.00155		0.0151229		yes

		XLOC_006445		XLOC_006445		AT1G44800		1:16914008-16916997		WT leaves		ebs leaves		OK		1.16318		0.479765		-1.28		-1.32105		0.0017		0.01632		yes

		XLOC_021389		XLOC_021389		AT4G13540		4:7869873-7870750		WT leaves		ebs leaves		OK		3.69177		1.52002		-1.28		-1.62504		0.00055		0.00661714		yes

		XLOC_020109		XLOC_020109		AT3G58650		3:21696245-21699998		WT leaves		ebs leaves		OK		3.70815		1.52598		-1.28		-3.87168		5.00E-05		0.000851471		yes

		XLOC_005612		XLOC_005612		AT1G25510		1:8959185-8960848		WT leaves		ebs leaves		OK		3.96271		1.62811		-1.28		-2.04723		5.00E-05		0.000851471		yes

		XLOC_013935		XLOC_013935		AT3G04000		3:1035499-1036672		WT leaves		ebs leaves		OK		4.57011		1.86616		-1.29		-1.11728		0.00495		0.0371611		yes

		XLOC_002833		XLOC_002833		AT1G54960		1:20499949-20503841		WT leaves		ebs leaves		OK		2.04012		0.83101		-1.30		-1.23262		0.0067		0.0469329		yes

		XLOC_009707		XLOC_009707		AT2G24310		2:10344357-10346829		WT leaves		ebs leaves		OK		1.99861		0.811221		-1.30		-1.28127		0.00145		0.014382		yes

		XLOC_010223		XLOC_010223		AT2G33510		2:14194149-14195647		WT leaves		ebs leaves		OK		11.1139		4.5087		-1.30		-1.74647		0.00065		0.00761746		yes

		XLOC_029724		XLOC_029724		AT5G10890		5:3434029-3435067		WT leaves		ebs leaves		OK		5.14602		2.05976		-1.32		-2.7838		5.00E-05		0.000851471		yes

		XLOC_030180		XLOC_030180		AT5G19340		5:6515091-6516205		WT leaves		ebs leaves		OK		2.15764		0.86135		-1.32		-1.3496		0.00155		0.0151229		yes

		XLOC_032503		XLOC_032503		AT5G60880		5:24488288-24489778		WT leaves		ebs leaves		OK		10.2246		4.08129		-1.32		-3.45986		5.00E-05		0.000851471		yes

		XLOC_022468		XLOC_022468		AT4G31805		4:15385279-15386982		WT leaves		ebs leaves		OK		10.4187		4.1424		-1.33		-3.01372		5.00E-05		0.000851471		yes

		XLOC_013652		XLOC_013652		AT2G45900		2:18886068-18888674		WT leaves		ebs leaves		OK		3.07525		1.20529		-1.35		-3.45978		5.00E-05		0.000851471		yes

		XLOC_017213		XLOC_017213		AT3G03970		3:1027996-1030605		WT leaves		ebs leaves		OK		4.4784		1.74439		-1.36		-1.38537		0.00205		0.0188125		yes

		XLOC_009758		XLOC_009758		AT2G25060		2:10662240-10663103		WT leaves		ebs leaves		OK		47.8157		18.585		-1.36		-2.2341		5.00E-05		0.000851471		yes

		XLOC_018023		XLOC_018023		AT3G17680		3:6042946-6044504		WT leaves		ebs leaves		OK		14.7194		5.7208		-1.36		-4.25607		5.00E-05		0.000851471		yes

		XLOC_005132		XLOC_005132		AT1G16330		1:5582386-5587391		WT leaves		ebs leaves		OK		2.04295		0.787379		-1.38		-2.88316		5.00E-05		0.000851471		yes

		XLOC_029891		XLOC_029891		AT5G14180		5:4571336-4574462		WT leaves		ebs leaves		OK		1.48832		0.573358		-1.38		-0.893278		0.0065		0.0457916		yes

		XLOC_022966		XLOC_022966		AT4G00480		4:216811-219743		WT leaves		ebs leaves		OK		8.72522		3.35308		-1.38		-1.46184		5.00E-05		0.000851471		yes

		XLOC_032092		XLOC_032092		AT5G53210		5:21586605-21588941		WT leaves		ebs leaves		OK		12.8943		4.93137		-1.39		-4.39714		5.00E-05		0.000851471		yes

		XLOC_013225		XLOC_013225		AT2G38110		2:15952606-15955494		WT leaves		ebs leaves		OK		5.76573		2.20142		-1.39		-2.31095		5.00E-05		0.000851471		yes

		XLOC_014409		XLOC_014409		AT3G13277		3:4290081-4291595		WT leaves		ebs leaves		OK		2.35197		0.89683		-1.39		-2.75256		5.00E-05		0.000851471		yes

		XLOC_016412		XLOC_016412		AT3G51930		3:19271623-19273064		WT leaves		ebs leaves		OK		3.2389		1.23431		-1.39		-1.82465		5.00E-05		0.000851471		yes

		XLOC_030009		XLOC_030009		AT5G16360		5:5355081-5356300		WT leaves		ebs leaves		OK		2.6994		1.02333		-1.40		-1.74932		0.0005		0.00615957		yes

		XLOC_018305		XLOC_018305		AT3G22880		3:8097686-8100820		WT leaves		ebs leaves		OK		6.96821		2.63569		-1.40		-3.06085		5.00E-05		0.000851471		yes

		XLOC_003414		XLOC_003414		AT1G65620		1:24398142-24400969		WT leaves		ebs leaves		OK		2.11033		0.798		-1.40		-1.85871		0.0001		0.00156486		yes

		XLOC_022821		XLOC_022821		AT4G38070		4:17876534-17882569		WT leaves		ebs leaves		OK		1.80144		0.679405		-1.41		-3.92805		5.00E-05		0.000851471		yes

		XLOC_003783		XLOC_003783		AT1G72210		1:27179789-27182430		WT leaves		ebs leaves		OK		1.58274		0.595309		-1.41		-1.24801		0.0058		0.0421587		yes

		XLOC_001884		XLOC_001884		AT1G34245		1:12472867-12473754		WT leaves		ebs leaves		OK		26.4928		9.85691		-1.43		-2.36266		5.00E-05		0.000851471		yes

		XLOC_024053		XLOC_024053		AT4G15500		4:8856987-8858572		WT leaves		ebs leaves		OK		3.74865		1.3733		-1.45		-1.82152		0.0007		0.00809588		yes

		XLOC_002719		XLOC_002719		AT1G53070		1:19778332-19779373		WT leaves		ebs leaves		OK		3.08024		1.12459		-1.45		-1.03527		0.00235		0.0208329		yes

		XLOC_000580		XLOC_000580		AT1G11600		1:3902011-3903782		WT leaves		ebs leaves		OK		10.2031		3.68669		-1.47		-1.40746		0.0034		0.0277146		yes

		XLOC_028322		XLOC_028322		AT5G52300		5:21237055-21239529		WT leaves		ebs leaves		OK		7.62975		2.75559		-1.47		-2.16518		5.00E-05		0.000851471		yes

		XLOC_006811		XLOC_006811		AT1G52990		1:19740502-19743449		WT leaves		ebs leaves		OK		2.12583		0.76208		-1.48		-2.20053		0.00015		0.0022305		yes

		XLOC_004736		XLOC_004736		AT1G09470		1:3053900-3057443		WT leaves		ebs leaves		OK		8.21574		2.86137		-1.52		-1.10144		0.0021		0.0191763		yes

		XLOC_014695		XLOC_014695		AT3G17710		3:6055547-6056778		WT leaves		ebs leaves		OK		4.4957		1.5641		-1.52		-2.20295		5.00E-05		0.000851471		yes

		XLOC_022317		XLOC_022317		AT4G29030		4:14307248-14307973		WT leaves		ebs leaves		OK		13.3109		4.6014		-1.53		-3.38048		5.00E-05		0.000851471		yes

		XLOC_004499		XLOC_004499		AT1G05310		1:1550542-1552517		WT leaves		ebs leaves		OK		5.44997		1.87985		-1.54		-1.66562		0.0048		0.0362554		yes

		XLOC_029028		XLOC_029028		AT5G64520		5:25788033-25790364		WT leaves		ebs leaves		OK		8.6913		2.94103		-1.56		-2.08846		0.00105		0.0111359		yes

		XLOC_031035		XLOC_031035		AT5G35740		5:13910417-13911160		WT leaves		ebs leaves		OK		25.9276		8.64093		-1.59		-1.65995		0.00155		0.0151229		yes

		XLOC_016658		XLOC_016658		transcript:AT3G56275.1		3:20872830-20873472		WT leaves		ebs leaves		OK		1.86386		0.62067		-1.59		-1.6626		0.00415		0.0323616		yes

		XLOC_016311		XLOC_016311		AT3G49950		3:18522509-18523906		WT leaves		ebs leaves		OK		1.55562		0.513174		-1.60		-1.0459		0.0027		0.0231815		yes

		XLOC_010469		XLOC_010469		AT2G37720		2:15818081-15821295		WT leaves		ebs leaves		OK		6.70721		2.15015		-1.64		-1.80521		0.0003		0.00405131		yes

		XLOC_012975		XLOC_012975		AT2G33850		2:14321061-14322049		WT leaves		ebs leaves		OK		38.9333		12.3491		-1.66		-3.58317		5.00E-05		0.000851471		yes

		XLOC_009302		XLOC_009302		AT2G17620		2:7664102-7666522		WT leaves		ebs leaves		OK		1.25835		0.393236		-1.68		-1.53496		0.0005		0.00615957		yes

		XLOC_022822		XLOC_022822		AT4G38080		4:17882963-17883612		WT leaves		ebs leaves		OK		3.37701		1.05513		-1.68		-1.2506		0.00725		0.0497695		yes

		XLOC_025324		XLOC_025324		AT4G37490		4:17621885-17624285		WT leaves		ebs leaves		OK		5.09158		1.59035		-1.68		-2.00718		0.0001		0.00156486		yes

		XLOC_022091		XLOC_022091		AT4G25240		4:12930401-12933892		WT leaves		ebs leaves		OK		1.55942		0.485589		-1.68		-2.21456		5.00E-05		0.000851471		yes

		XLOC_022380		XLOC_022380		AT4G30180		4:14768935-14769648		WT leaves		ebs leaves		OK		6.77451		2.09795		-1.69		-2.22706		5.00E-05		0.000851471		yes

		XLOC_030221		XLOC_030221		AT5G20110		5:6791486-6793346		WT leaves		ebs leaves		OK		5.13841		1.57558		-1.71		-1.92235		0.0001		0.00156486		yes

		XLOC_030482		XLOC_030482		AT5G25090		5:8643671-8647817		WT leaves		ebs leaves		OK		11.8125		3.60922		-1.71		-1.46721		0.00405		0.0317421		yes

		XLOC_030406		XLOC_030406		AT5G23940		5:8076328-8079793		WT leaves		ebs leaves		OK		17.2105		5.17128		-1.73		-4.9544		5.00E-05		0.000851471		yes

		XLOC_025180		XLOC_025180		AT4G34990		4:16661328-16662367		WT leaves		ebs leaves		OK		6.69093		1.99068		-1.75		-2.36364		0.00025		0.00348795		yes

		XLOC_015978		XLOC_015978		AT3G44300		3:15983310-15985535		WT leaves		ebs leaves		OK		1.81966		0.53042		-1.78		-2.06418		0.0001		0.00156486		yes

		XLOC_004293		XLOC_004293		AT1G01880		1:306479-309109		WT leaves		ebs leaves		OK		6.92847		1.94515		-1.83		-2.54356		0.00625		0.0445556		yes

		XLOC_018032		XLOC_018032		AT3G18010		3:6161136-6163272		WT leaves		ebs leaves		OK		1.82453		0.512007		-1.83		-0.90472		0.006		0.043172		yes

		XLOC_011767		XLOC_011767		AT2G13431		2:5590051-5591422		WT leaves		ebs leaves		OK		4.57034		1.24229		-1.88		-2.04796		0.00175		0.0166962		yes

		XLOC_026103		XLOC_026103		AT5G12970		5:4102134-4105327		WT leaves		ebs leaves		OK		1.10851		0.294411		-1.91		-1.12681		0.0009		0.00987867		yes

		XLOC_013914		XLOC_013914		AT3G03750		3:939951-942094		WT leaves		ebs leaves		OK		21.7055		5.74639		-1.92		-5.26909		5.00E-05		0.000851471		yes

		XLOC_010514		XLOC_010514		AT2G38530		2:16128377-16129158		WT leaves		ebs leaves		OK		13.259		3.44125		-1.95		-1.99517		5.00E-05		0.000851471		yes

		XLOC_010896		XLOC_010896		AT2G45120		2:18603617-18604751		WT leaves		ebs leaves		OK		4.13659		1.06351		-1.96		-1.6682		0.0004		0.005161		yes

		XLOC_028858		XLOC_028858		AT5G61360		5:24671013-24673657		WT leaves		ebs leaves		OK		12.5377		3.12287		-2.01		-1.55066		0.00155		0.0151229		yes

		XLOC_002544		XLOC_002544		AT1G49910		1:18479024-18481475		WT leaves		ebs leaves		OK		2.6994		0.642577		-2.07		-0.940441		0.00335		0.0274762		yes

		XLOC_003712		XLOC_003712		AT1G70950		1:26752688-26755359		WT leaves		ebs leaves		OK		1.71796		0.407544		-2.08		-1.40203		0.00225		0.0201977		yes

		XLOC_032849		XLOC_032849		AT5G67090		5:26774017-26776391		WT leaves		ebs leaves		OK		1.61627		0.349154		-2.21		-1.16565		0.0004		0.005161		yes

		XLOC_010940		XLOC_010940		AT2G45890		2:18883472-18885566		WT leaves		ebs leaves		OK		3.47241		0.743803		-2.22		-1.54156		5.00E-05		0.000851471		yes

		XLOC_011052		XLOC_011052		AT2G47770		2:19568463-19569507		WT leaves		ebs leaves		OK		3.18052		0.677861		-2.23		-2.59382		5.00E-05		0.000851471		yes

		XLOC_012480		XLOC_012480		AT2G25450		2:10829915-10831655		WT leaves		ebs leaves		OK		0.875298		0.184888		-2.24		-1.46125		0.00095		0.0102873		yes

		XLOC_000256		XLOC_000256		AT1G05820		1:1749681-1753990		WT leaves		ebs leaves		OK		6.63642		1.39811		-2.25		-1.9486		0.00035		0.00459263		yes

		XLOC_029564		XLOC_029564		AT5G07810		5:2491282-2498484		WT leaves		ebs leaves		OK		5.27353		1.09673		-2.27		-1.61158		5.00E-05		0.000851471		yes

		XLOC_029400		XLOC_029400		AT5G04690		5:1349642-1352525		WT leaves		ebs leaves		OK		4.75866		0.987682		-2.27		-1.96517		0.00245		0.0214424		yes

		XLOC_002225		XLOC_002225		AT1G42705		1:16071340-16073512		WT leaves		ebs leaves		OK		0.900114		0.179098		-2.33		-2.98779		5.00E-05		0.000851471		yes

		XLOC_003226		XLOC_003226		AT1G62500		1:23132044-23133502		WT leaves		ebs leaves		OK		1.08953		0.216084		-2.33		-1.82036		0.001		0.010716		yes

		XLOC_003855		XLOC_003855		AT1G73620		1:27681407-27683130		WT leaves		ebs leaves		OK		2.74714		0.537432		-2.35		-1.81702		5.00E-05		0.000851471		yes

		XLOC_010472		XLOC_010472		AT2G37770		2:15834866-15837001		WT leaves		ebs leaves		OK		3.42188		0.664978		-2.36		-2.15423		5.00E-05		0.000851471		yes

		XLOC_030900		XLOC_030900		AT5G33365,AT5G33370		5:12602146-12604764		WT leaves		ebs leaves		OK		3.55231		0.689634		-2.36		-2.40763		5.00E-05		0.000851471		yes

		XLOC_008120		XLOC_008120		AT1G77390		1:29081903-29084285		WT leaves		ebs leaves		OK		11.7672		2.19956		-2.42		-2.08177		0.003		0.0250717		yes

		XLOC_010477		XLOC_010477		AT2G37870		2:15859238-15859907		WT leaves		ebs leaves		OK		6.32272		1.15029		-2.46		-2.91457		5.00E-05		0.000851471		yes

		XLOC_018238		XLOC_018238		AT3G21660		3:7624494-7626654		WT leaves		ebs leaves		OK		0.701004		0.126128		-2.47		-1.84841		0.00035		0.00459263		yes

		XLOC_014255		XLOC_014255		AT3G10310		3:3190000-3195005		WT leaves		ebs leaves		OK		6.635		1.1648		-2.51		-2.03084		0.0002		0.00287925		yes

		XLOC_032073		XLOC_032073		AT5G52860		5:21419775-21421567		WT leaves		ebs leaves		OK		1.49853		0.255745		-2.55		-3.42741		5.00E-05		0.000851471		yes

		XLOC_000276		XLOC_000276		AT1G06100		1:1851529-1853019		WT leaves		ebs leaves		OK		1.79299		0.29413		-2.61		-2.46814		0.00035		0.00459263		yes

		XLOC_017582		XLOC_017582		AT3G10290		3:3183402-3185348		WT leaves		ebs leaves		OK		3.35363		0.541167		-2.63		-1.69964		5.00E-05		0.000851471		yes

		XLOC_031551		XLOC_031551		AT5G43840		5:17625436-17626364		WT leaves		ebs leaves		OK		1.95847		0.311049		-2.65		-2.62201		0.00055		0.00661714		yes

		XLOC_003171		XLOC_003171		AT1G61450		1:22673258-22673993		WT leaves		ebs leaves		OK		32.5445		5.15816		-2.66		-2.35577		0.0009		0.00987867		yes

		XLOC_012946		XLOC_012946		AT2G33385		2:14147502-14149799		WT leaves		ebs leaves		OK		2.08468		0.316893		-2.72		-0.658642		0.0009		0.00987867		yes

		XLOC_006561		XLOC_006561		AT1G48580		1:17958262-17960610		WT leaves		ebs leaves		OK		4.9371		0.749537		-2.72		-1.44427		5.00E-05		0.000851471		yes

		XLOC_001307		XLOC_001307		AT1G24150		1:8549517-8551993		WT leaves		ebs leaves		OK		21.6641		3.28616		-2.72		-1.87185		0.0003		0.00405131		yes

		XLOC_030208		XLOC_030208		AT5G19870		5:6716072-6717110		WT leaves		ebs leaves		OK		1.50867		0.213855		-2.82		-1.11537		0.0011		0.0114951		yes

		XLOC_027882		XLOC_027882		AT5G44582		5:17980861-17981807		WT leaves		ebs leaves		OK		13.457		1.85872		-2.86		-2.55505		0.0003		0.00405131		yes

		XLOC_031077		XLOC_031077		AT5G36260		5:14284954-14288333		WT leaves		ebs leaves		OK		0.933175		0.121059		-2.95		-0.872957		0.00225		0.0201977		yes

		XLOC_002398		XLOC_002398		AT1G47560		1:17466750-17473294		WT leaves		ebs leaves		OK		7.02007		0.874942		-3.00		-2.39168		5.00E-05		0.000851471		yes

		XLOC_016409		XLOC_016409		AT3G51860		3:19239426-19242913		WT leaves		ebs leaves		OK		3.88701		0.466708		-3.06		-3.12363		5.00E-05		0.000851471		yes

		XLOC_001892		XLOC_001892		AT1G34355		1:12536496-12541891		WT leaves		ebs leaves		OK		4.73448		0.546533		-3.11		-1.87991		5.00E-05		0.000851471		yes

		XLOC_028885		XLOC_028885		AT5G61865		5:24847326-24849792		WT leaves		ebs leaves		OK		3.48051		0.385249		-3.18		-1.67264		5.00E-05		0.000851471		yes

		XLOC_005812		XLOC_005812		AT1G29730		1:10400563-10405874		WT leaves		ebs leaves		OK		2.60278		0.282999		-3.20		-1.27349		0.00645		0.0455607		yes

		XLOC_004311		XLOC_004311		AT1G02220		1:428813-430647		WT leaves		ebs leaves		OK		3.01204		0.297555		-3.34		-1.52636		0.0004		0.005161		yes

		XLOC_026338		XLOC_026338		AT5G17240		5:5666851-5673516		WT leaves		ebs leaves		OK		29.6101		2.85094		-3.38		-4.86784		5.00E-05		0.000851471		yes

		XLOC_010311		XLOC_010311		AT2G34940		2:14740467-14743417		WT leaves		ebs leaves		OK		2.60469		0.244653		-3.41		-0.825358		0.0029		0.0245348		yes

		XLOC_031874		XLOC_031874		AT5G49190		5:19943281-19947189		WT leaves		ebs leaves		OK		12.7766		1.19768		-3.42		-2.59172		5.00E-05		0.000851471		yes

		XLOC_018200		XLOC_018200		AT3G21090		3:7391437-7395041		WT leaves		ebs leaves		OK		1.90671		0.169734		-3.49		-0.934414		0.00075		0.00852515		yes

		XLOC_003944		XLOC_003944		AT1G75260		1:28247808-28249441		WT leaves		ebs leaves		OK		9.48123		0.807529		-3.55		-2.48315		5.00E-05		0.000851471		yes

		XLOC_028741		XLOC_028741		AT5G59320		5:23928970-23929745		WT leaves		ebs leaves		OK		66.4694		5.42861		-3.61		-6.40906		5.00E-05		0.000851471		yes

		XLOC_016425		XLOC_016425		AT3G52115		3:19326332-19328323		WT leaves		ebs leaves		OK		22.7858		1.84708		-3.62		-3.73064		5.00E-05		0.000851471		yes

		XLOC_000546		XLOC_000546		AT1G11125		1:3718782-3719711		WT leaves		ebs leaves		OK		2.75557		0.220549		-3.64		-0.995447		0.00175		0.0166962		yes

		XLOC_022990		XLOC_022990		AT4G00870		4:362168-363691		WT leaves		ebs leaves		OK		8.55584		0.674001		-3.67		-2.61322		5.00E-05		0.000851471		yes

		XLOC_005138		XLOC_005138		AT1G16480		1:5625698-5628656		WT leaves		ebs leaves		OK		16.1033		1.24655		-3.69		-4.0618		5.00E-05		0.000851471		yes

		XLOC_025266		XLOC_025266		AT4G36620		4:17268905-17269743		WT leaves		ebs leaves		OK		9.66513		0.639202		-3.92		-1.87816		5.00E-05		0.000851471		yes

		XLOC_025279		XLOC_025279		AT4G36770		4:17326616-17331624		WT leaves		ebs leaves		OK		7.3112		0.478463		-3.93		-1.59259		0.00245		0.0214424		yes

		XLOC_020844		XLOC_020844		AT4G06534		4:3356869-3358087		WT leaves		ebs leaves		OK		3.56717		0.205577		-4.12		-4.1364		0.0001		0.00156486		yes

		XLOC_020846		XLOC_020846		AT4G06536		4:3360745-3361255		WT leaves		ebs leaves		OK		6.0488		0.259141		-4.54		-3.25873		0.00025		0.00348795		yes

		XLOC_020375		XLOC_020375		AT3G63050		3:23297890-23298389		WT leaves		ebs leaves		OK		33.7322		1.28882		-4.71		-3.7873		5.00E-05		0.000851471		yes

		XLOC_006840		XLOC_006840		AT1G53480		1:19963046-19969757		WT leaves		ebs leaves		OK		24.4068		0.604067		-5.34		-2.77994		0.0012		0.0123451		yes

		XLOC_013405		XLOC_013405		AT2G41300		2:17214236-17216292		WT leaves		ebs leaves		OK		33.2824		0.73439		-5.50		-2.91675		5.00E-05		0.000851471		yes

		XLOC_027250		XLOC_027250		AT5G34930		5:13233373-13235567		WT leaves		ebs leaves		OK		115.331		2.14316		-5.75		-5.54883		5.00E-05		0.000851471		yes

		XLOC_020288		XLOC_020288		AT3G61760		3:22860513-22864153		WT leaves		ebs leaves		OK		22.2351		0.340711		-6.03		-1.88052		5.00E-05		0.000851471		yes

		XLOC_032425		XLOC_032425		AT5G59310		5:23925084-23925852		WT leaves		ebs leaves		OK		98.1684		1.26362		-6.28		-3.54164		0.00445		0.0342115		yes

		XLOC_004685		XLOC_004685		AT1G08400		1:2643329-2646035		WT leaves		ebs leaves		OK		155.171		1.71335		-6.50		-5.23238		5.00E-05		0.000851471		yes

		XLOC_010662		XLOC_010662		AT2G41080		2:17132852-17134593		WT leaves		ebs leaves		OK		521.148		5.20977		-6.64		-13.5081		5.00E-05		0.000851471		yes

		XLOC_011993		XLOC_011993		AT2G17010		2:7392849-7395970		WT leaves		ebs leaves		OK		32.0952		0.237701		-7.08		-1.07294		5.00E-05		0.000851471		yes

		XLOC_028056		XLOC_028056		AT5G47510		5:19275047-19277056		WT leaves		ebs leaves		OK		117.681		0.431362		-8.09		-1.96533		5.00E-05		0.000851471		yes

		XLOC_016282		XLOC_016282		AT3G49510		3:18353841-18356508		WT leaves		ebs leaves		OK		233.483		0.180393		-10.34		-0.911651		5.00E-05		0.000851471		yes

		XLOC_000863		XLOC_000863		AT1G16440		1:5615814-5617672		WT leaves		ebs leaves		OK		0.143328		42.4831		8.21142		0.773025		5.00E-05		0.000851471		yes

		XLOC_027786		XLOC_027786		AT5G43105		5:17304710-17308952		WT leaves		ebs leaves		OK		0.0220413		6.28621		8.15584		4.65872		0.00615		0.0439951		yes

		XLOC_004841		XLOC_004841		AT1G11070		1:3690211-3693648		WT leaves		ebs leaves		OK		0.0534022		12.5776		7.87975		0.807448		0.003		0.0250717		yes

		XLOC_000545		XLOC_000545		AT1G11120		1:3715183-3717320		WT leaves		ebs leaves		OK		5.86369		943.529		7.33011		11.9703		5.00E-05		0.000851471		yes

		XLOC_031718		XLOC_031718		AT5G46370		5:18809575-18811772		WT leaves		ebs leaves		OK		0.128049		17.0576		7.05757		0.885771		5.00E-05		0.000851471		yes

		XLOC_018048		XLOC_018048		AT3G18320		3:6289226-6290383		WT leaves		ebs leaves		OK		0.105072		9.85774		6.55181		3.6114		0.00055		0.00661714		yes

		XLOC_021856		XLOC_021856		AT4G21200		4:11302684-11306601		WT leaves		ebs leaves		OK		0.322811		22.6537		6.13291		1.25204		5.00E-05		0.000851471		yes

		XLOC_025432		XLOC_025432		AT4G39410		4:18332877-18334789		WT leaves		ebs leaves		OK		1.07119		68.7708		6.00451		3.62821		5.00E-05		0.000851471		yes

		XLOC_023302		XLOC_023302		AT4G05470		4:2763255-2765351		WT leaves		ebs leaves		OK		0.124567		7.96432		5.99855		3.64506		0.00605		0.0434474		yes

		XLOC_026508		XLOC_026508		AT5G20240		5:6829041-6831515		WT leaves		ebs leaves		OK		0.208592		10.4208		5.64263		3.76406		5.00E-05		0.000851471		yes

		XLOC_029480		XLOC_029480		AT5G06250		5:1892713-1894124		WT leaves		ebs leaves		OK		0.719604		31.2927		5.44248		2.44663		5.00E-05		0.000851471		yes

		XLOC_032517		XLOC_032517		AT5G61070		5:24571170-24574372		WT leaves		ebs leaves		OK		0.525136		20.3449		5.27583		2.58832		5.00E-05		0.000851471		yes

		XLOC_029499		XLOC_029499		AT5G06570		5:2007599-2011041		WT leaves		ebs leaves		OK		0.133989		5.06538		5.24048		0.710609		0.00015		0.0022305		yes

		XLOC_012443		XLOC_012443		AT2G24850		2:10582829-10585216		WT leaves		ebs leaves		OK		0.263689		9.77054		5.21153		3.59887		5.00E-05		0.000851471		yes

		XLOC_031965		XLOC_031965		AT5G50770		5:20646679-20648725		WT leaves		ebs leaves		OK		0.590472		19.9877		5.0811		3.41589		5.00E-05		0.000851471		yes

		XLOC_027963		XLOC_027963		AT5G45990		5:18651323-18653892		WT leaves		ebs leaves		OK		0.0473705		1.54555		5.02799		2.96377		0.00385		0.0305232		yes

		XLOC_015118		XLOC_015118		AT3G24230		3:8774615-8777407		WT leaves		ebs leaves		OK		0.258648		7.87163		4.9276		1.51006		5.00E-05		0.000851471		yes

		XLOC_001269		XLOC_001269		AT1G23220,AT1G23230		1:8242422-8251795		WT leaves		ebs leaves		OK		33.5079		955.8		4.83413		2.32244		5.00E-05		0.000851471		yes

		XLOC_029464		XLOC_029464		AT5G05965		5:1790230-1792634		WT leaves		ebs leaves		OK		0.324917		9.22303		4.8271		2.95258		0.0002		0.00287925		yes

		XLOC_003419		XLOC_003419		AT1G65760		1:24458590-24459715		WT leaves		ebs leaves		OK		0.229799		6.50125		4.82227		4.77931		0.0001		0.00156486		yes

		XLOC_012491		XLOC_012491		AT2G25680		2:10933060-10934551		WT leaves		ebs leaves		OK		0.147389		4.01324		4.76707		0.830942		0.0002		0.00287925		yes

		XLOC_018671		XLOC_018671		AT3G28740		3:10784888-10790553		WT leaves		ebs leaves		OK		1.6357		42.8842		4.71247		3.17567		5.00E-05		0.000851471		yes

		XLOC_012476		XLOC_012476		AT2G25330		2:10788945-10791331		WT leaves		ebs leaves		OK		0.0807022		2.05209		4.66834		3.73472		0.00055		0.00661714		yes

		XLOC_014099		XLOC_014099		AT3G07000		3:2209411-2211307		WT leaves		ebs leaves		OK		0.0591498		1.48729		4.65217		0.462722		0.0058		0.0421587		yes

		XLOC_000687		XLOC_000687		AT1G13230		1:4520630-4522544		WT leaves		ebs leaves		OK		0.176026		4.31079		4.61409		1.19982		0.00045		0.0056757		yes

		XLOC_024402		XLOC_024402		AT4G21400		4:11399130-11401709		WT leaves		ebs leaves		OK		0.710373		14.9175		4.39229		2.01191		5.00E-05		0.000851471		yes

		XLOC_032536		XLOC_032536		AT5G61412		5:24686754-24687042		WT leaves		ebs leaves		OK		5.98947		122.737		4.357		6.09036		5.00E-05		0.000851471		yes

		XLOC_011900		XLOC_011900		AT2G15555		2:6785903-6786976		WT leaves		ebs leaves		OK		0.206031		4.00304		4.28016		4.46485		5.00E-05		0.000851471		yes

		XLOC_030416		XLOC_030416		AT5G24090		5:8143698-8145252		WT leaves		ebs leaves		OK		0.570289		10.7928		4.24223		3.16445		5.00E-05		0.000851471		yes

		XLOC_008623		XLOC_008623		AT2G05995		2:2325775-2326876		WT leaves		ebs leaves		OK		0.532273		8.72241		4.03449		4.67221		5.00E-05		0.000851471		yes

		XLOC_024506		XLOC_024506		AT4G22950		4:12023914-12027421		WT leaves		ebs leaves		OK		0.432951		7.05654		4.02668		0.534699		0.00125		0.0127815		yes

		XLOC_031252		XLOC_031252		AT5G38900		5:15571253-15575618		WT leaves		ebs leaves		OK		0.181381		2.95265		4.02492		1.352		0.0057		0.041595		yes

		XLOC_012597		XLOC_012597		AT2G27430		2:11729825-11733210		WT leaves		ebs leaves		OK		0.218475		3.45074		3.98137		1.07628		0.0001		0.00156486		yes

		XLOC_021733		XLOC_021733		AT4G18960		4:10382855-10388539		WT leaves		ebs leaves		OK		0.069923		1.08193		3.95169		1.65207		5.00E-05		0.000851471		yes

		XLOC_018437		XLOC_018437		AT3G25180		3:9167283-9169282		WT leaves		ebs leaves		OK		0.148981		2.19166		3.87883		0.857267		0.0017		0.01632		yes

		XLOC_003220		XLOC_003220		AT1G62400		1:23090242-23091589		WT leaves		ebs leaves		OK		3.43885		50.2309		3.86858		5.45972		5.00E-05		0.000851471		yes

		XLOC_016780		XLOC_016780		AT3G58780		3:21738459-21746545		WT leaves		ebs leaves		OK		0.0538401		0.748095		3.79647		0.715848		5.00E-05		0.000851471		yes

		XLOC_014205		XLOC_014205		AT3G09490		3:2915558-2916673		WT leaves		ebs leaves		OK		0.512856		6.91673		3.75346		1.98019		5.00E-05		0.000851471		yes

		XLOC_006825		XLOC_006825		AT1G53260		1:19859266-19860976		WT leaves		ebs leaves		OK		0.155539		2.08796		3.74675		1.33589		5.00E-05		0.000851471		yes

		XLOC_014906		XLOC_014906		AT3G21010		3:7366209-7367748		WT leaves		ebs leaves		OK		0.15608		2.03377		3.7038		3.81035		5.00E-05		0.000851471		yes

		XLOC_018304		XLOC_018304		AT3G22860		3:8090653-8093248		WT leaves		ebs leaves		OK		0.0779784		1.0125		3.69871		3.49821		0.00025		0.00348795		yes

		XLOC_000262		XLOC_000262		AT1G05894		1:1784802-1786292		WT leaves		ebs leaves		OK		0.38388		4.80759		3.64659		1.20386		5.00E-05		0.000851471		yes

		XLOC_006868		XLOC_006868		AT1G53860		1:20107106-20109511		WT leaves		ebs leaves		OK		0.468837		5.76756		3.6208		1.80377		0.00055		0.00661714		yes

		XLOC_022959		XLOC_022959		AT4G00390		4:171496-172843		WT leaves		ebs leaves		OK		0.399833		4.8707		3.60666		2.3245		5.00E-05		0.000851471		yes

		XLOC_016237		XLOC_016237		transcript:AT3G48650.1		3:18024662-18026149		WT leaves		ebs leaves		OK		0.329148		3.94665		3.58382		5.03949		5.00E-05		0.000851471		yes

		XLOC_028618		XLOC_028618		AT5G56910		5:23022921-23024205		WT leaves		ebs leaves		OK		1.62025		18.9621		3.54883		3.04819		5.00E-05		0.000851471		yes

		XLOC_000977		XLOC_000977		AT1G18390		1:6325641-6330098		WT leaves		ebs leaves		OK		0.315149		3.586		3.50827		1.22055		5.00E-05		0.000851471		yes

		XLOC_004353		XLOC_004353		AT1G02930		1:661176-662456		WT leaves		ebs leaves		OK		2.40639		26.6362		3.46845		6.30647		5.00E-05		0.000851471		yes

		XLOC_022744		XLOC_022744		AT4G36600		4:17263665-17265100		WT leaves		ebs leaves		OK		0.304493		3.30792		3.44144		1.31648		0.0001		0.00156486		yes

		XLOC_017630		XLOC_017630		AT3G11150		3:3492866-3494653		WT leaves		ebs leaves		OK		0.413484		4.44881		3.42751		2.11907		5.00E-05		0.000851471		yes

		XLOC_024230		XLOC_024230		AT4G18250		4:10087342-10091963		WT leaves		ebs leaves		OK		0.107203		1.15081		3.42424		4.03513		5.00E-05		0.000851471		yes

		XLOC_028276		XLOC_028276		AT5G51480		5:20910243-20913451		WT leaves		ebs leaves		OK		0.437649		4.5924		3.3914		4.62066		5.00E-05		0.000851471		yes

		XLOC_001721		XLOC_001721		AT1G31580		1:11311168-11311989		WT leaves		ebs leaves		OK		2.32031		23.7997		3.35856		6.54763		5.00E-05		0.000851471		yes

		XLOC_027694		XLOC_027694		AT5G41761		5:16711436-16712031		WT leaves		ebs leaves		OK		1.24378		12.7152		3.35375		5.0697		5.00E-05		0.000851471		yes

		XLOC_019371		XLOC_019371		AT3G46090		3:16926215-16926850		WT leaves		ebs leaves		OK		0.469626		4.79327		3.35143		1.01371		0.0015		0.0147359		yes

		XLOC_028014		XLOC_028014		AT5G46850		5:19010607-19014004		WT leaves		ebs leaves		OK		3.79096		36.7073		3.27543		1.99604		5.00E-05		0.000851471		yes

		XLOC_007544		XLOC_007544		AT1G66830		1:24930664-24932918		WT leaves		ebs leaves		OK		0.859472		8.16962		3.24875		3.05487		5.00E-05		0.000851471		yes

		XLOC_026731		XLOC_026731		AT5G25250		5:8749726-8751636		WT leaves		ebs leaves		OK		0.257974		2.21478		3.10187		1.8025		5.00E-05		0.000851471		yes

		XLOC_017902		XLOC_017902		AT3G15356		3:5174401-5175469		WT leaves		ebs leaves		OK		1.32129		11.134		3.07495		3.63715		5.00E-05		0.000851471		yes

		XLOC_032679		XLOC_032679		AT5G64120		5:25659305-25661002		WT leaves		ebs leaves		OK		1.3936		11.6918		3.0686		4.75415		5.00E-05		0.000851471		yes

		XLOC_005565		XLOC_005565		AT1G24260		1:8593636-8596105		WT leaves		ebs leaves		OK		1.81308		15.0531		3.05354		3.89093		5.00E-05		0.000851471		yes

		XLOC_005753		XLOC_005753		AT1G28480		1:10013473-10014073		WT leaves		ebs leaves		OK		0.67204		5.51463		3.03665		2.21605		5.00E-05		0.000851471		yes

		XLOC_008465		XLOC_008465		AT2G03710		2:1129267-1131838		WT leaves		ebs leaves		OK		0.264007		2.14519		3.02245		1.50354		0.00055		0.00661714		yes

		XLOC_027532		XLOC_027532		AT5G39020		5:15616916-15619358		WT leaves		ebs leaves		OK		0.134674		1.08872		3.01509		3.74035		5.00E-05		0.000851471		yes

		XLOC_024639		XLOC_024639		AT4G25434		4:13003975-13005863		WT leaves		ebs leaves		OK		0.572621		4.61068		3.00933		1.58043		5.00E-05		0.000851471		yes

		XLOC_001305		XLOC_001305		AT1G24147		1:8542445-8543474		WT leaves		ebs leaves		OK		0.848227		6.82944		3.00925		3.3646		5.00E-05		0.000851471		yes

		XLOC_001019		XLOC_001019		AT1G19020		1:6568072-6568597		WT leaves		ebs leaves		OK		1.27972		10.2681		3.00428		3.57271		5.00E-05		0.000851471		yes

		XLOC_029442		XLOC_029442		AT5G05420		5:1604039-1604823		WT leaves		ebs leaves		OK		0.976676		7.6296		2.96566		3.08533		0.00015		0.0022305		yes

		XLOC_017387		XLOC_017387		AT3G06570		3:2047304-2048553		WT leaves		ebs leaves		OK		3.57392		27.3682		2.93692		5.14223		5.00E-05		0.000851471		yes

		XLOC_027876		XLOC_027876		AT5G44570		5:17964415-17966496		WT leaves		ebs leaves		OK		1.27073		9.71553		2.93463		0.815061		0.0002		0.00287925		yes

		XLOC_026008		XLOC_026008		AT5G10660		5:3370517-3372838		WT leaves		ebs leaves		OK		0.158714		1.20613		2.92588		0.830698		0.00165		0.0159059		yes

		XLOC_001899		XLOC_001899		AT1G34460		1:12595109-12599628		WT leaves		ebs leaves		OK		0.214723		1.56322		2.86397		1.42053		5.00E-05		0.000851471		yes

		XLOC_001676		XLOC_001676		AT1G30730		1:10900853-10902534		WT leaves		ebs leaves		OK		0.101587		0.73797		2.86085		2.38742		0.0022		0.0198837		yes

		XLOC_004602		XLOC_004602		AT1G07150		1:2193940-2195798		WT leaves		ebs leaves		OK		1.38925		10.0472		2.85441		2.02868		5.00E-05		0.000851471		yes

		XLOC_013231		XLOC_013231		AT2G38240		2:16012534-16014753		WT leaves		ebs leaves		OK		0.390688		2.79983		2.84125		2.00129		5.00E-05		0.000851471		yes

		XLOC_003817		XLOC_003817		AT1G72890		1:27429915-27431960		WT leaves		ebs leaves		OK		3.13949		22.2911		2.82787		4.8999		5.00E-05		0.000851471		yes

		XLOC_015057		XLOC_015057		AT3G23290		3:8326824-8328132		WT leaves		ebs leaves		OK		0.49636		3.52081		2.82645		1.68873		0.0003		0.00405131		yes

		XLOC_020621		XLOC_020621		AT4G03610		4:1604938-1606982		WT leaves		ebs leaves		OK		1.69969		11.9948		2.81906		2.18974		5.00E-05		0.000851471		yes

		XLOC_005056		XLOC_005056		AT1G14880		1:5132534-5133716		WT leaves		ebs leaves		OK		3.15824		21.9224		2.79522		5.14655		5.00E-05		0.000851471		yes

		XLOC_029443		XLOC_029443		AT5G05430		5:1605274-1607656		WT leaves		ebs leaves		OK		0.756717		5.21573		2.78504		2.26137		0.0059		0.0426846		yes

		XLOC_025982		XLOC_025982		AT5G10100		5:3157979-3161708		WT leaves		ebs leaves		OK		0.188152		1.26767		2.75221		0.803838		0.0029		0.0245348		yes

		XLOC_002703		XLOC_002703		AT1G52820		1:19669182-19670427		WT leaves		ebs leaves		OK		1.15946		7.79227		2.74859		2.15554		5.00E-05		0.000851471		yes

		XLOC_024987		XLOC_024987		AT4G31520		4:15278280-15281739		WT leaves		ebs leaves		OK		0.152504		1.02292		2.74578		3.23998		5.00E-05		0.000851471		yes

		XLOC_030593		XLOC_030593		AT5G27345		5:9641504-9643917		WT leaves		ebs leaves		OK		3.02644		20.229		2.74073		10.2661		5.00E-05		0.000851471		yes

		XLOC_005122		XLOC_005122		AT1G16070		1:5511872-5513896		WT leaves		ebs leaves		OK		0.690645		4.60167		2.73614		1.29902		0.0015		0.0147359		yes

		XLOC_004516		XLOC_004516		AT1G05575		1:1661690-1662187		WT leaves		ebs leaves		OK		1.26566		8.32261		2.71715		2.27534		0.0005		0.00615957		yes

		XLOC_017056		XLOC_017056		AT3G01290		3:88053-89422		WT leaves		ebs leaves		OK		3.17204		20.6886		2.70535		4.6556		5.00E-05		0.000851471		yes

		XLOC_007739		XLOC_007739		AT1G70140		1:26412687-26415230		WT leaves		ebs leaves		OK		0.255921		1.63704		2.67731		1.18173		5.00E-05		0.000851471		yes

		XLOC_028350		XLOC_028350		AT5G52750		5:21384042-21384924		WT leaves		ebs leaves		OK		0.709501		4.43654		2.64456		2.05019		0.0026		0.0224687		yes

		XLOC_030430		XLOC_030430		AT5G24290		5:8263131-8265741		WT leaves		ebs leaves		OK		0.393032		2.44507		2.63716		1.35458		0.00015		0.0022305		yes

		XLOC_013037		XLOC_013037		AT2G34960		2:14744036-14745961		WT leaves		ebs leaves		OK		0.207737		1.28142		2.62491		1.09644		0.00055		0.00661714		yes

		XLOC_001988		XLOC_001988		AT1G35710		1:13220939-13224681		WT leaves		ebs leaves		OK		0.331059		2.03478		2.61972		1.17358		5.00E-05		0.000851471		yes

		XLOC_008624		XLOC_008624		AT2G06002		2:2330775-2331479		WT leaves		ebs leaves		OK		0.557882		3.4188		2.61546		2.98443		5.00E-05		0.000851471		yes

		XLOC_019459		XLOC_019459		AT3G47480		3:17496353-17496947		WT leaves		ebs leaves		OK		0.704978		4.30466		2.61025		2.93624		5.00E-05		0.000851471		yes

		XLOC_012422		XLOC_012422		AT2G24600		2:10452115-10454524		WT leaves		ebs leaves		OK		0.495303		3.0087		2.60276		2.37613		5.00E-05		0.000851471		yes

		XLOC_025841		XLOC_025841		AT5G07280		5:2285039-2288686		WT leaves		ebs leaves		OK		3.69545		22.2481		2.58986		4.56459		5.00E-05		0.000851471		yes

		XLOC_024589		XLOC_024589		AT4G24540		4:12670964-12674072		WT leaves		ebs leaves		OK		1.43903		8.65913		2.58912		3.7092		5.00E-05		0.000851471		yes

		XLOC_002616		XLOC_002616		AT1G51270		1:19007509-19011272		WT leaves		ebs leaves		OK		2.24161		13.2252		2.56069		1.80838		5.00E-05		0.000851471		yes

		XLOC_031466		XLOC_031466		AT5G42530		5:17004737-17005393		WT leaves		ebs leaves		OK		23.9282		139.658		2.54512		8.82008		5.00E-05		0.000851471		yes

		XLOC_030041		XLOC_030041		AT5G16980		5:5579053-5580929		WT leaves		ebs leaves		OK		1.1156		6.466		2.53506		2.26899		5.00E-05		0.000851471		yes

		XLOC_003932		XLOC_003932		AT1G75040		1:28177702-28178940		WT leaves		ebs leaves		OK		5.18985		29.8989		2.52633		6.00616		5.00E-05		0.000851471		yes

		XLOC_007926		XLOC_007926		AT1G74000		1:27829141-27831431		WT leaves		ebs leaves		OK		2.26841		12.9877		2.51739		0.658251		0.003		0.0250717		yes

		XLOC_009853		XLOC_009853		AT2G26695		2:11365097-11365965		WT leaves		ebs leaves		OK		1.31696		7.53651		2.51668		3.54433		5.00E-05		0.000851471		yes

		XLOC_025519		XLOC_025519		AT5G01760		5:291711-294304		WT leaves		ebs leaves		OK		0.177404		1.00815		2.50659		0.905615		0.00235		0.0208329		yes

		XLOC_028295		XLOC_028295		AT5G51790		5:21039761-21040594		WT leaves		ebs leaves		OK		5.752		32.5215		2.49926		6.88501		5.00E-05		0.000851471		yes

		XLOC_026448		XLOC_026448		AT5G19230		5:6467526-6468484		WT leaves		ebs leaves		OK		1.46369		8.21486		2.48862		4.04451		5.00E-05		0.000851471		yes

		XLOC_027534		XLOC_027534		AT5G39030		5:15620065-15622486		WT leaves		ebs leaves		OK		0.64993		3.64626		2.48806		5.68104		5.00E-05		0.000851471		yes

		XLOC_002510		XLOC_002510		AT1G49320		1:18246304-18247992		WT leaves		ebs leaves		OK		0.79427		4.41334		2.47417		2.98939		5.00E-05		0.000851471		yes

		XLOC_031841		XLOC_031841		AT5G48657		5:19733883-19735550		WT leaves		ebs leaves		OK		0.324953		1.77669		2.45089		1.51359		0.0001		0.00156486		yes

		XLOC_033146		XLOC_033146		ATCG01100		Pt:119846-122009		WT leaves		ebs leaves		OK		0.295826		1.60685		2.44141		2.5856		0.00025		0.00348795		yes

		XLOC_029437		XLOC_029437		AT5G05320		5:1575005-1576731		WT leaves		ebs leaves		OK		0.323725		1.75745		2.44064		1.01901		0.00095		0.0102873		yes

		XLOC_018497		XLOC_018497		AT3G26280		3:9630199-9632009		WT leaves		ebs leaves		OK		0.696555		3.77852		2.43951		2.71701		5.00E-05		0.000851471		yes

		XLOC_007484		XLOC_007484		AT1G65845		1:24493173-24493798		WT leaves		ebs leaves		OK		4.48559		24.0603		2.42329		3.74395		5.00E-05		0.000851471		yes

		XLOC_002688		XLOC_002688		AT1G52580		1:19587636-19590273		WT leaves		ebs leaves		OK		1.97057		10.3988		2.39972		2.57047		0.00195		0.0181465		yes

		XLOC_015363		XLOC_015363		AT3G28320		3:10581703-10583000		WT leaves		ebs leaves		OK		2.95055		15.5457		2.39746		6.69738		5.00E-05		0.000851471		yes

		XLOC_008209		XLOC_008209		AT1G78950		1:29684431-29688673		WT leaves		ebs leaves		OK		0.85817		4.49815		2.39		1.83406		0.00095		0.0102873		yes

		XLOC_021675		XLOC_021675		AT4G18170		4:10061372-10062841		WT leaves		ebs leaves		OK		1.778		9.28087		2.38401		2.48455		5.00E-05		0.000851471		yes

		XLOC_005166		XLOC_005166		AT1G17147		1:5863430-5864009		WT leaves		ebs leaves		OK		0.685937		3.57766		2.38287		2.15606		0.0001		0.00156486		yes

		XLOC_009111		XLOC_009111		AT2G14560		2:6213971-6215901		WT leaves		ebs leaves		OK		6.49975		33.8834		2.38212		3.61542		5.00E-05		0.000851471		yes

		XLOC_002391		XLOC_002391		AT1G47480		1:17417578-17419432		WT leaves		ebs leaves		OK		0.324611		1.68848		2.37894		1.21697		0.00075		0.00852515		yes

		XLOC_002640		XLOC_002640		AT1G51620		1:19140129-19141787		WT leaves		ebs leaves		OK		0.379103		1.97125		2.37845		1.30995		0.00035		0.00459263		yes

		XLOC_002766		XLOC_002766		AT1G53830		1:20098521-20100889		WT leaves		ebs leaves		OK		0.848567		4.32722		2.35034		3.00241		5.00E-05		0.000851471		yes

		XLOC_005098		XLOC_005098		AT1G15520		1:5331857-5338326		WT leaves		ebs leaves		OK		0.36608		1.85991		2.345		1.62924		5.00E-05		0.000851471		yes

		XLOC_023983		XLOC_023983		AT4G14365		4:8271463-8273765		WT leaves		ebs leaves		OK		0.834593		4.2117		2.33526		2.39162		5.00E-05		0.000851471		yes

		XLOC_004766		XLOC_004766		AT1G09932		1:3230449-3233109		WT leaves		ebs leaves		OK		0.217167		1.09153		2.32948		1.0951		0.0008		0.00899964		yes

		XLOC_013278		XLOC_013278		AT2G39200		2:16356147-16359813		WT leaves		ebs leaves		OK		0.491562		2.469		2.32848		1.01991		0.0003		0.00405131		yes

		XLOC_019233		XLOC_019233		AT3G44120		3:15878398-15879817		WT leaves		ebs leaves		OK		0.986316		4.89557		2.31136		1.34834		0.0028		0.0238741		yes

		XLOC_010139		XLOC_010139		AT2G32160		2:13662212-13666269		WT leaves		ebs leaves		OK		3.1007		15.3821		2.31059		0.931013		0.00035		0.00459263		yes

		XLOC_012057		XLOC_012057		AT2G18193		2:7917504-7919277		WT leaves		ebs leaves		OK		0.499775		2.47891		2.31035		1.96691		5.00E-05		0.000851471		yes

		XLOC_007706		XLOC_007706		AT1G69630		1:26191639-26193174		WT leaves		ebs leaves		OK		0.412608		2.04136		2.30669		3.41259		5.00E-05		0.000851471		yes

		XLOC_016334		XLOC_016334		AT3G50470		3:18729053-18730269		WT leaves		ebs leaves		OK		0.624204		3.08324		2.30436		1.7418		0.0023		0.0205272		yes

		XLOC_009268		XLOC_009268		AT2G17040		2:7407122-7408270		WT leaves		ebs leaves		OK		0.905856		4.44927		2.29622		0.915707		0.0012		0.0123451		yes

		XLOC_028654		XLOC_028654		AT5G57640		5:23344625-23345594		WT leaves		ebs leaves		OK		0.285728		1.40035		2.29307		1.26258		0.0023		0.0205272		yes

		XLOC_019524		XLOC_019524		AT3G48640		3:18021649-18022324		WT leaves		ebs leaves		OK		1.20328		5.89157		2.29168		3.62575		5.00E-05		0.000851471		yes

		XLOC_024561		XLOC_024561		AT4G23810		4:12390166-12393982		WT leaves		ebs leaves		OK		1.1739		5.72227		2.28528		1.77305		0.0029		0.0245348		yes

		XLOC_004237		XLOC_004237		AT1G80820		1:30370571-30372670		WT leaves		ebs leaves		OK		0.371855		1.78065		2.25959		1.58737		0.0002		0.00287925		yes

		XLOC_014630		XLOC_014630		AT3G16670		3:5681418-5682331		WT leaves		ebs leaves		OK		2.25277		10.77		2.25725		2.10477		5.00E-05		0.000851471		yes

		XLOC_012693		XLOC_012693		AT2G29120		2:12511291-12515895		WT leaves		ebs leaves		OK		0.41669		1.98193		2.24986		1.60991		5.00E-05		0.000851471		yes

		XLOC_008084		XLOC_008084		AT1G76930		1:28895300-28896883		WT leaves		ebs leaves		OK		2.49754		11.8005		2.24027		2.23591		5.00E-05		0.000851471		yes

		XLOC_016157		XLOC_016157		AT3G47360		3:17451111-17452843		WT leaves		ebs leaves		OK		0.365657		1.71523		2.22984		2.38601		0.0003		0.00405131		yes

		XLOC_018679		XLOC_018679		AT3G28857		3:10855631-10856624		WT leaves		ebs leaves		OK		0.527162		2.47171		2.22919		2.04881		0.00015		0.0022305		yes

		XLOC_005554		XLOC_005554		AT1G24140		1:8536044-8537387		WT leaves		ebs leaves		OK		0.256749		1.20072		2.22547		0.942195		0.00295		0.0247543		yes

		XLOC_024749		XLOC_024749		AT4G27300		4:13669307-13672348		WT leaves		ebs leaves		OK		0.609444		2.84494		2.22283		4.91294		5.00E-05		0.000851471		yes

		XLOC_030499		XLOC_030499		AT5G25440		5:8854774-8856758		WT leaves		ebs leaves		OK		1.39598		6.49085		2.21713		2.9768		5.00E-05		0.000851471		yes

		XLOC_001037		XLOC_001037		AT1G19320		1:6679280-6680252		WT leaves		ebs leaves		OK		1.23168		5.7141		2.2139		2.49175		5.00E-05		0.000851471		yes

		XLOC_012878		XLOC_012878		AT2G32140		2:13655626-13657175		WT leaves		ebs leaves		OK		0.444619		2.05777		2.21044		1.16198		0.00455		0.0348213		yes

		XLOC_027877		XLOC_027877		AT5G44572		5:17968151-17969563		WT leaves		ebs leaves		OK		1.45167		6.71288		2.20922		2.82779		5.00E-05		0.000851471		yes

		XLOC_007912		XLOC_007912		AT1G73700		1:27717379-27719648		WT leaves		ebs leaves		OK		0.453968		2.08769		2.20124		1.65434		5.00E-05		0.000851471		yes

		XLOC_003489		XLOC_003489		AT1G67105		1:25057478-25058264		WT leaves		ebs leaves		OK		0.262059		1.20324		2.19897		1.90946		0.00655		0.0460563		yes

		XLOC_032519		XLOC_032519		AT5G61100		5:24579169-24580327		WT leaves		ebs leaves		OK		0.326401		1.49283		2.19334		1.96425		0.00575		0.0419268		yes

		XLOC_027972		XLOC_027972		AT5G46220		5:18738748-18742011		WT leaves		ebs leaves		OK		1.01598		4.631		2.18845		2.30947		0.00025		0.00348795		yes

		XLOC_016981		XLOC_016981		AT3G62370		3:23080758-23083282		WT leaves		ebs leaves		OK		15.2376		68.9195		2.17728		5.51996		5.00E-05		0.000851471		yes

		XLOC_026507		XLOC_026507		AT5G20230		5:6826505-6827629		WT leaves		ebs leaves		OK		9.90253		44.5532		2.16966		7.66701		5.00E-05		0.000851471		yes

		XLOC_033115		XLOC_033115		ATCG00560		Pt:63803-63920		WT leaves		ebs leaves		OK		57.8512		260.198		2.16919		2.33375		0.00075		0.00852515		yes

		XLOC_021238		XLOC_021238		AT4G11000		4:6731019-6732464		WT leaves		ebs leaves		OK		0.869971		3.88295		2.15811		4.03902		5.00E-05		0.000851471		yes

		XLOC_033142		XLOC_033142		ATCG01060		Pt:117317-117563		WT leaves		ebs leaves		OK		4.44891		19.7919		2.15338		2.39521		0.0004		0.005161		yes

		XLOC_017808		XLOC_017808		AT3G13790		3:4532910-4535867		WT leaves		ebs leaves		OK		2.70003		11.9965		2.15156		1.31348		5.00E-05		0.000851471		yes

		XLOC_000034		XLOC_000034		AT1G01560		1:202135-204335		WT leaves		ebs leaves		OK		0.386987		1.71566		2.14841		1.11654		0.00015		0.0022305		yes

		XLOC_032505		XLOC_032505		AT5G60910		5:24502481-24506143		WT leaves		ebs leaves		OK		0.448407		1.98218		2.14421		1.33198		0.0001		0.00156486		yes

		XLOC_006112		XLOC_006112		AT1G35210		1:12896651-12897402		WT leaves		ebs leaves		OK		2.40979		10.638		2.14225		3.71101		5.00E-05		0.000851471		yes

		XLOC_018103		XLOC_018103		AT3G19230		3:6661087-6663519		WT leaves		ebs leaves		OK		0.188499		0.8303		2.13908		2.20126		0.00065		0.00761746		yes

		XLOC_001149		XLOC_001149		AT1G21250		1:7439265-7442113		WT leaves		ebs leaves		OK		0.796965		3.47907		2.12611		3.95538		5.00E-05		0.000851471		yes

		XLOC_004239		XLOC_004239		AT1G80840		1:30383690-30387522		WT leaves		ebs leaves		OK		3.38582		14.7593		2.12405		1.86909		0.00115		0.0119101		yes

		XLOC_017153		XLOC_017153		AT3G02980		3:670896-672215		WT leaves		ebs leaves		OK		0.513623		2.2366		2.12253		2.34858		0.0003		0.00405131		yes

		XLOC_006028		XLOC_006028		AT1G33720		1:12220896-12224000		WT leaves		ebs leaves		OK		1.59507		6.94014		2.12135		1.28299		5.00E-05		0.000851471		yes

		XLOC_011190		XLOC_011190		AT2G02930		2:851163-852222		WT leaves		ebs leaves		OK		0.937857		4.07998		2.12112		2.86771		5.00E-05		0.000851471		yes

		XLOC_020517		XLOC_020517		AT4G01895		4:819956-821505		WT leaves		ebs leaves		OK		3.52605		15.123		2.10062		2.25549		0.00055		0.00661714		yes

		XLOC_028613		XLOC_028613		AT5G56810		5:22974519-22975992		WT leaves		ebs leaves		OK		0.408249		1.74085		2.09227		2.9181		5.00E-05		0.000851471		yes

		XLOC_000451		XLOC_000451		AT1G09350		1:3019818-3021441		WT leaves		ebs leaves		OK		1.83265		7.78939		2.08758		3.28261		5.00E-05		0.000851471		yes

		XLOC_020237		XLOC_020237		AT3G60980		3:22565308-22566745		WT leaves		ebs leaves		OK		3.41892		14.3868		2.07314		1.24458		0.00475		0.0360098		yes

		XLOC_033085		XLOC_033085		ATCG00020		Pt:382-1444		WT leaves		ebs leaves		OK		19.1938		80.1849		2.06269		9.20814		5.00E-05		0.000851471		yes

		XLOC_002562		XLOC_002562		AT1G50240		1:18607046-18614162		WT leaves		ebs leaves		OK		4.76396		19.6769		2.04627		3.86261		5.00E-05		0.000851471		yes

		XLOC_000036		XLOC_000036		AT1G01580		1:209394-213041		WT leaves		ebs leaves		OK		0.335045		1.37571		2.03775		1.06775		0.0005		0.00615957		yes

		XLOC_024521		XLOC_024521		AT4G23210		4:12148713-12151479		WT leaves		ebs leaves		OK		1.28164		5.25468		2.03561		1.97022		5.00E-05		0.000851471		yes

		XLOC_003904		XLOC_003904		AT1G74458		1:27986956-27987675		WT leaves		ebs leaves		OK		1.91167		7.74497		2.01842		1.43473		0.00215		0.0195366		yes

		XLOC_013351		XLOC_013351		AT2G40330		2:16844863-16845934		WT leaves		ebs leaves		OK		0.706056		2.82818		2.00202		2.32834		5.00E-05		0.000851471		yes

		XLOC_030092		XLOC_030092		AT5G17780		5:5867282-5869050		WT leaves		ebs leaves		OK		0.335364		1.33453		1.99253		1.20995		0.0007		0.00809588		yes

		XLOC_017166		XLOC_017166		AT3G03260		3:755158-759282		WT leaves		ebs leaves		OK		0.351917		1.39094		1.98276		0.8217		0.00325		0.0268701		yes

		XLOC_005493		XLOC_005493		AT1G23140		1:8202260-8203215		WT leaves		ebs leaves		OK		2.83631		11.1951		1.98078		3.8504		0.0026		0.0224687		yes

		XLOC_000444		XLOC_000444		AT1G09240		1:2984880-2986130		WT leaves		ebs leaves		OK		0.821354		3.23355		1.97704		2.23957		5.00E-05		0.000851471		yes

		XLOC_005129		XLOC_005129		AT1G16260		1:5559578-5562113		WT leaves		ebs leaves		OK		0.465319		1.8261		1.97247		1.57231		5.00E-05		0.000851471		yes

		XLOC_013986		XLOC_013986		AT3G04960		3:1373687-1375892		WT leaves		ebs leaves		OK		0.996312		3.89233		1.96596		1.65203		5.00E-05		0.000851471		yes

		XLOC_012320		XLOC_012320		AT2G22880		2:9741118-9741463		WT leaves		ebs leaves		OK		1.7107		6.66315		1.96162		2.09881		0.00225		0.0201977		yes

		XLOC_004124		XLOC_004124		AT1G78490		1:29528252-29530665		WT leaves		ebs leaves		OK		4.03349		15.6775		1.9586		6.26371		5.00E-05		0.000851471		yes

		XLOC_004806		XLOC_004806		AT1G10550		1:3479152-3480988		WT leaves		ebs leaves		OK		0.779496		2.97826		1.93386		1.64984		0.0001		0.00156486		yes

		XLOC_003759		XLOC_003759		AT1G71890		1:27058438-27060785		WT leaves		ebs leaves		OK		0.507497		1.93481		1.93072		1.33697		0.0065		0.0457916		yes

		XLOC_029676		XLOC_029676		AT5G10140		5:3173496-3179448		WT leaves		ebs leaves		OK		1.86082		7.08683		1.92921		2.61933		5.00E-05		0.000851471		yes

		XLOC_015362		XLOC_015362		AT3G28310		3:10576960-10577375		WT leaves		ebs leaves		OK		4.59925		17.4618		1.92473		2.84692		5.00E-05		0.000851471		yes

		XLOC_019551		XLOC_019551		AT3G49210		3:18238047-18241237		WT leaves		ebs leaves		OK		2.60476		9.88884		1.92465		1.93078		0.00035		0.00459263		yes

		XLOC_028031		XLOC_028031		AT5G47130		5:19141015-19142011		WT leaves		ebs leaves		OK		1.00803		3.82673		1.92458		2.4774		0.00025		0.00348795		yes

		XLOC_033087		XLOC_033087		ATCG00040		Pt:1716-4347		WT leaves		ebs leaves		OK		0.579368		2.19831		1.92384		3.39524		5.00E-05		0.000851471		yes

		XLOC_013279		XLOC_013279		AT2G39210		2:16366156-16368275		WT leaves		ebs leaves		OK		1.63887		6.20066		1.91972		1.6796		0.00075		0.00852515		yes

		XLOC_005865		XLOC_005865		AT1G30860		1:10986522-10989504		WT leaves		ebs leaves		OK		0.613802		2.32073		1.91873		2.56015		5.00E-05		0.000851471		yes

		XLOC_029064		XLOC_029064		AT5G65080		5:25997503-26002465		WT leaves		ebs leaves		OK		2.4426		9.22887		1.91774		0.895908		0.006		0.043172		yes

		XLOC_000664		XLOC_000664		AT1G12880		1:4389750-4391151		WT leaves		ebs leaves		OK		1.95499		7.33971		1.90856		3.12314		5.00E-05		0.000851471		yes

		XLOC_014185		XLOC_014185		AT3G09020		3:2753306-2754621		WT leaves		ebs leaves		OK		0.227725		0.85296		1.90518		2.07589		0.0016		0.0154884		yes

		XLOC_031677		XLOC_031677		AT5G45830		5:18589481-18591400		WT leaves		ebs leaves		OK		1.30848		4.88771		1.90126		1.58769		0.00055		0.00661714		yes

		XLOC_020339		XLOC_020339		AT3G62460		3:23104664-23105624		WT leaves		ebs leaves		OK		5.51337		20.5394		1.89739		5.19325		5.00E-05		0.000851471		yes

		XLOC_010973		XLOC_010973		AT2G46430		2:19058129-19061436		WT leaves		ebs leaves		OK		0.668395		2.48781		1.8961		2.10081		5.00E-05		0.000851471		yes

		XLOC_010665		XLOC_010665		AT2G41100		2:17137828-17139612		WT leaves		ebs leaves		OK		19.7205		73.3141		1.89439		7.18942		5.00E-05		0.000851471		yes

		XLOC_016065		XLOC_016065		AT3G45730		3:16789979-16790582		WT leaves		ebs leaves		OK		1.658		6.14806		1.89069		2.69246		5.00E-05		0.000851471		yes

		XLOC_013758		XLOC_013758		AT2G48090		2:19669109-19669764		WT leaves		ebs leaves		OK		0.931305		3.44135		1.88565		1.60096		0.00175		0.0166962		yes

		XLOC_023997		XLOC_023997		AT4G14580		4:8367886-8369167		WT leaves		ebs leaves		OK		0.598041		2.20459		1.88219		3.01718		5.00E-05		0.000851471		yes

		XLOC_012696		XLOC_012696		transcript:AT2G29160.1		2:12537250-12539334		WT leaves		ebs leaves		OK		1.77323		6.523		1.87915		5.60665		5.00E-05		0.000851471		yes

		XLOC_003400		XLOC_003400		AT1G65390		1:24292477-24294631		WT leaves		ebs leaves		OK		2.1599		7.93632		1.87751		2.40546		0.0005		0.00615957		yes

		XLOC_007444		XLOC_007444		AT1G65150		1:24203840-24205775		WT leaves		ebs leaves		OK		0.586174		2.15371		1.87742		1.6252		5.00E-05		0.000851471		yes

		XLOC_009672		XLOC_009672		AT2G23680		2:10066162-10067455		WT leaves		ebs leaves		OK		0.298328		1.08637		1.86454		0.890693		0.00315		0.0261601		yes

		XLOC_028574		XLOC_028574		AT5G56220		5:22754817-22757920		WT leaves		ebs leaves		OK		2.27867		8.29113		1.86338		1.79791		0.0026		0.0224687		yes

		XLOC_023101		XLOC_023101		AT4G02520		4:1110451-1111660		WT leaves		ebs leaves		OK		10.9512		39.8178		1.86232		7.03458		5.00E-05		0.000851471		yes

		XLOC_022259		XLOC_022259		AT4G28280		4:14010684-14011558		WT leaves		ebs leaves		OK		0.999233		3.63261		1.86211		1.60553		5.00E-05		0.000851471		yes

		XLOC_018474		XLOC_018474		AT3G25882		3:9470416-9470950		WT leaves		ebs leaves		OK		3.89401		14.1509		1.86157		3.86435		5.00E-05		0.000851471		yes

		XLOC_012497		XLOC_012497		AT2G25735		2:10975059-10975759		WT leaves		ebs leaves		OK		3.23495		11.7296		1.85834		3.77578		5.00E-05		0.000851471		yes

		XLOC_004341		XLOC_004341		AT1G02770		1:604872-606693		WT leaves		ebs leaves		OK		2.98227		10.7852		1.85457		3.15813		5.00E-05		0.000851471		yes

		XLOC_003778		XLOC_003778		AT1G72140		1:27141813-27144490		WT leaves		ebs leaves		OK		1.16332		4.20223		1.85291		2.69913		5.00E-05		0.000851471		yes

		XLOC_000843		XLOC_000843		AT1G16110		1:5518372-5520891		WT leaves		ebs leaves		OK		1.54473		5.5748		1.85157		2.89872		5.00E-05		0.000851471		yes

		XLOC_021776		XLOC_021776		AT4G19950		4:10809876-10811084		WT leaves		ebs leaves		OK		1.01903		3.67278		1.84967		1.38349		0.006		0.043172		yes

		XLOC_031602		XLOC_031602		AT5G44568		5:17961200-17962202		WT leaves		ebs leaves		OK		6.27874		22.5834		1.84672		3.35338		5.00E-05		0.000851471		yes

		XLOC_027884		XLOC_027884		AT5G44590		5:17987590-17989227		WT leaves		ebs leaves		OK		0.339717		1.21553		1.83918		2.05514		0.00175		0.0166962		yes

		XLOC_005379		XLOC_005379		AT1G21100		1:7386838-7388428		WT leaves		ebs leaves		OK		0.756749		2.7022		1.83625		1.88295		0.0001		0.00156486		yes

		XLOC_026765		XLOC_026765		AT5G25930		5:9050793-9055251		WT leaves		ebs leaves		OK		0.594735		2.11736		1.83195		1.49027		0.0008		0.00899964		yes

		XLOC_016834		XLOC_016834		AT3G59880		3:22120968-22121700		WT leaves		ebs leaves		OK		0.529587		1.87478		1.82379		1.5408		0.0051		0.0380253		yes

		XLOC_005055		XLOC_005055		AT1G14870		1:5128374-5129523		WT leaves		ebs leaves		OK		1.32363		4.65468		1.81419		1.79922		0.0006		0.0071353		yes

		XLOC_033103		XLOC_033103		ATCG00330		Pt:36937-37240		WT leaves		ebs leaves		OK		12.9937		45.6766		1.81365		3.9182		5.00E-05		0.000851471		yes

		XLOC_026307		XLOC_026307		AT5G16690		5:5474385-5479951		WT leaves		ebs leaves		OK		3.27006		11.4134		1.80334		2.91538		0.0019		0.0177704		yes

		XLOC_006416		XLOC_006416		AT1G43997,transcript:AT1G43997.1		1:16704095-16704586		WT leaves		ebs leaves		OK		1.58792		5.45737		1.78107		2.03716		0.00085		0.00943042		yes

		XLOC_001042		XLOC_001042		AT1G19380		1:6698057-6698824		WT leaves		ebs leaves		OK		2.3236		7.98477		1.78089		2.44169		5.00E-05		0.000851471		yes

		XLOC_025073		XLOC_025073		AT4G33050		4:15944321-15947026		WT leaves		ebs leaves		OK		2.57635		8.82132		1.77567		4.5479		5.00E-05		0.000851471		yes

		XLOC_008190		XLOC_008190		AT1G78750		1:29613121-29614695		WT leaves		ebs leaves		OK		0.247059		0.84584		1.77553		2.00261		0.00205		0.0188125		yes

		XLOC_007354		XLOC_007354		AT1G63350		1:23494934-23497631		WT leaves		ebs leaves		OK		0.429398		1.46591		1.77141		3.49635		5.00E-05		0.000851471		yes

		XLOC_012540		XLOC_012540		AT2G26560		2:11293768-11295806		WT leaves		ebs leaves		OK		26.3		89.7255		1.77046		3.95721		5.00E-05		0.000851471		yes

		XLOC_012755		XLOC_012755		AT2G30250		2:12903235-12905198		WT leaves		ebs leaves		OK		2.99178		10.1418		1.76124		5.0368		5.00E-05		0.000851471		yes

		XLOC_014864		XLOC_014864		AT3G20370		3:7105370-7107225		WT leaves		ebs leaves		OK		3.45043		11.4607		1.73185		1.4055		0.0062		0.0442502		yes

		XLOC_033046		XLOC_033046		ATCG00490		Pt:54957-56397		WT leaves		ebs leaves		OK		9.16989		30.4148		1.7298		7.14141		5.00E-05		0.000851471		yes

		XLOC_023805		XLOC_023805		AT4G12010		4:7197210-7201393		WT leaves		ebs leaves		OK		2.50566		8.28479		1.72527		2.70703		0.00085		0.00943042		yes

		XLOC_003076		XLOC_003076		AT1G59590		1:21887751-21888792		WT leaves		ebs leaves		OK		0.915828		3.02732		1.72489		2.34218		5.00E-05		0.000851471		yes

		XLOC_007692		XLOC_007692		AT1G69310		1:26054307-26058105		WT leaves		ebs leaves		OK		0.721877		2.36881		1.71434		2.69735		5.00E-05		0.000851471		yes

		XLOC_022352		XLOC_022352		AT4G29610		4:14517447-14518329		WT leaves		ebs leaves		OK		3.94287		12.9374		1.71422		4.71353		5.00E-05		0.000851471		yes

		XLOC_012715		XLOC_012715		AT2G29500		2:12633090-12633805		WT leaves		ebs leaves		OK		0.836541		2.7445		1.71403		1.51783		0.00045		0.0056757		yes

		XLOC_019770		XLOC_019770		AT3G52740		3:19546373-19546964		WT leaves		ebs leaves		OK		17.1794		56.1793		1.70936		1.42866		0.00355		0.0286849		yes

		XLOC_033104		XLOC_033104		ATCG00340		Pt:37374-39579		WT leaves		ebs leaves		OK		4.11798		13.4348		1.70597		6.57113		5.00E-05		0.000851471		yes

		XLOC_023835		XLOC_023835		AT4G12470		4:7401108-7401907		WT leaves		ebs leaves		OK		4.71993		15.3032		1.69699		4.47814		5.00E-05		0.000851471		yes

		XLOC_000978		XLOC_000978		AT1G18400		1:6331397-6333743		WT leaves		ebs leaves		OK		3.6658		11.7701		1.68293		1.50439		0.00235		0.0208329		yes

		XLOC_031215		XLOC_031215		AT5G38240		5:15277238-15279317		WT leaves		ebs leaves		OK		0.26996		0.863985		1.67826		2.2724		0.0005		0.00615957		yes

		XLOC_030306		XLOC_030306		AT5G22250		5:7365531-7366778		WT leaves		ebs leaves		OK		2.63907		8.42566		1.67476		4.09723		5.00E-05		0.000851471		yes

		XLOC_020140		XLOC_020140		AT3G59140		3:21863419-21868701		WT leaves		ebs leaves		OK		6.11394		19.4275		1.66792		4.46081		5.00E-05		0.000851471		yes

		XLOC_007217		XLOC_007217		AT1G61255		1:22589150-22589691		WT leaves		ebs leaves		OK		0.88323		2.80614		1.66773		1.90037		0.00175		0.0166962		yes

		XLOC_032504		XLOC_032504		AT5G60900		5:24498466-24501494		WT leaves		ebs leaves		OK		0.3318		1.05311		1.66627		2.66491		5.00E-05		0.000851471		yes

		XLOC_008304		XLOC_008304		AT1G80710		1:30333422-30335871		WT leaves		ebs leaves		OK		3.50734		11.1088		1.66326		2.02799		0.002		0.018491		yes

		XLOC_025247		XLOC_025247		AT4G36280		4:17165330-17169375		WT leaves		ebs leaves		OK		2.01824		6.35217		1.65415		1.39536		0.0032		0.0264922		yes

		XLOC_006774		XLOC_006774		AT1G52342		1:19492254-19492769		WT leaves		ebs leaves		OK		8.89005		27.8303		1.64639		3.80333		5.00E-05		0.000851471		yes

		XLOC_017227		XLOC_017227		AT3G04210		3:1105962-1108069		WT leaves		ebs leaves		OK		6.64255		20.6312		1.63502		6.15888		5.00E-05		0.000851471		yes

		XLOC_007870		XLOC_007870		AT1G73010		1:27464571-27466256		WT leaves		ebs leaves		OK		0.748517		2.32186		1.63318		1.62833		0.00025		0.00348795		yes

		XLOC_020494		XLOC_020494		AT4G01525		4:660809-661698		WT leaves		ebs leaves		OK		0.425928		1.32075		1.63268		1.82127		0.0028		0.0238741		yes

		XLOC_018208		XLOC_018208		AT3G21230		3:7448039-7452000		WT leaves		ebs leaves		OK		1.27312		3.93937		1.62959		1.05824		0.00175		0.0166962		yes

		XLOC_004269		XLOC_004269		AT1G01390		1:148119-149806		WT leaves		ebs leaves		OK		1.0619		3.24863		1.61318		1.39998		0.0003		0.00405131		yes

		XLOC_014847		XLOC_014847		AT3G20100		3:7018994-7020901		WT leaves		ebs leaves		OK		1.44955		4.41653		1.60731		2.18707		5.00E-05		0.000851471		yes

		XLOC_009156		XLOC_009156		AT2G15080		2:6533686-6536995		WT leaves		ebs leaves		OK		1.24379		3.77175		1.60049		2.98009		5.00E-05		0.000851471		yes

		XLOC_031709		XLOC_031709		AT5G46260		5:18759101-18763358		WT leaves		ebs leaves		OK		0.890834		2.68222		1.5902		4.52709		5.00E-05		0.000851471		yes

		XLOC_016212		XLOC_016212		AT3G48280		3:17879565-17881312		WT leaves		ebs leaves		OK		1.82863		5.49105		1.58632		2.39178		5.00E-05		0.000851471		yes

		XLOC_033114		XLOC_033114		ATCG00550		Pt:63537-63660		WT leaves		ebs leaves		OK		63.8014		191.455		1.58535		1.79817		0.00305		0.0254208		yes

		XLOC_029457		XLOC_029457		AT5G05790		5:1740571-1742028		WT leaves		ebs leaves		OK		0.397567		1.18961		1.58122		1.25002		0.00505		0.0377284		yes

		XLOC_007499		XLOC_007499		AT1G66060		1:24593914-24595544		WT leaves		ebs leaves		OK		0.508385		1.52111		1.58113		2.02042		0.0001		0.00156486		yes

		XLOC_021761		XLOC_021761		AT4G19570		4:10665293-10667318		WT leaves		ebs leaves		OK		0.309456		0.924488		1.57892		1.30426		0.0013		0.0131764		yes

		XLOC_026856		XLOC_026856		AT5G27420		5:9684071-9685561		WT leaves		ebs leaves		OK		0.730394		2.18037		1.57783		2.17209		5.00E-05		0.000851471		yes

		XLOC_008146		XLOC_008146		AT1G77855		1:29277165-29278518		WT leaves		ebs leaves		OK		2.33251		6.9502		1.57517		1.43089		0.00145		0.014382		yes

		XLOC_007022		XLOC_007022		AT1G56520		1:21174663-21178974		WT leaves		ebs leaves		OK		0.450332		1.3388		1.57188		1.23642		0.0008		0.00899964		yes

		XLOC_000274		XLOC_000274		AT1G06080		1:1843567-1846302		WT leaves		ebs leaves		OK		10.6087		31.3888		1.56501		2.90984		5.00E-05		0.000851471		yes

		XLOC_024564		XLOC_024564		AT4G23880		4:12415676-12416450		WT leaves		ebs leaves		OK		5.95358		17.5913		1.56303		1.57717		0.00195		0.0181465		yes

		XLOC_024074		XLOC_024074		AT4G15990		4:9061268-9061676		WT leaves		ebs leaves		OK		3.99107		11.7835		1.56192		2.69007		5.00E-05		0.000851471		yes

		XLOC_021865		XLOC_021865		AT4G21323		4:11342493-11345632		WT leaves		ebs leaves		OK		0.298844		0.879206		1.55681		2.47726		0.0001		0.00156486		yes

		XLOC_024469		XLOC_024469		AT4G22390		4:11813424-11815133		WT leaves		ebs leaves		OK		1.17376		3.44404		1.55296		1.97149		0.0003		0.00405131		yes

		XLOC_020257		XLOC_020257		AT3G61190		3:22650158-22651488		WT leaves		ebs leaves		OK		1.16112		3.40406		1.55174		1.85022		5.00E-05		0.000851471		yes

		XLOC_004366		XLOC_004366		AT1G03106		1:748101-749034		WT leaves		ebs leaves		OK		1.9109		5.60038		1.55127		3.13301		5.00E-05		0.000851471		yes

		XLOC_014973		XLOC_014973		AT3G22060		3:7771015-7772340		WT leaves		ebs leaves		OK		10.2087		29.8287		1.5469		4.94575		5.00E-05		0.000851471		yes

		XLOC_024324		XLOC_024324		AT4G19810		4:10763933-10765753		WT leaves		ebs leaves		OK		1.31433		3.83648		1.54545		2.32811		5.00E-05		0.000851471		yes

		XLOC_005733		XLOC_005733		AT1G28190		1:9846883-9847923		WT leaves		ebs leaves		OK		4.23427		12.3325		1.54228		1.54291		0.00075		0.00852515		yes

		XLOC_031236		XLOC_031236		AT5G38565		5:15444309-15446009		WT leaves		ebs leaves		OK		0.802078		2.33488		1.54153		1.46928		0.0003		0.00405131		yes

		XLOC_016784		XLOC_016784		AT3G58865		3:21765878-21766823		WT leaves		ebs leaves		OK		0.713244		2.07601		1.54135		2.26436		0.00015		0.0022305		yes

		XLOC_018686		XLOC_018686		AT3G28930		3:10959685-10960808		WT leaves		ebs leaves		OK		9.94563		28.868		1.53733		4.96915		5.00E-05		0.000851471		yes

		XLOC_022262		XLOC_022262		AT4G28350		4:14026576-14028622		WT leaves		ebs leaves		OK		0.439696		1.27544		1.53641		2.6285		5.00E-05		0.000851471		yes

		XLOC_005004		XLOC_005004		AT1G14120		1:4833517-4835089		WT leaves		ebs leaves		OK		0.778845		2.25426		1.53324		2.10224		0.00015		0.0022305		yes

		XLOC_021603		XLOC_021603		AT4G16740		4:9407767-9410877		WT leaves		ebs leaves		OK		1.68774		4.87024		1.5289		0.96158		0.0002		0.00287925		yes

		XLOC_027874		XLOC_027874		AT5G44565		5:17951511-17953133		WT leaves		ebs leaves		OK		1.88884		5.44047		1.52623		2.06756		5.00E-05		0.000851471		yes

		XLOC_021525		XLOC_021525		AT4G15610		4:8909063-8910908		WT leaves		ebs leaves		OK		1.22129		3.51197		1.52387		2.2701		5.00E-05		0.000851471		yes

		XLOC_032250		XLOC_032250		AT5G56250		5:22768576-22772896		WT leaves		ebs leaves		OK		4.86896		13.9602		1.51963		6.1932		5.00E-05		0.000851471		yes

		XLOC_029424		XLOC_029424		AT5G05060		5:1493718-1495085		WT leaves		ebs leaves		OK		27.0045		77.2437		1.51622		6.93268		5.00E-05		0.000851471		yes

		XLOC_014317		XLOC_014317		AT3G11390		3:3569827-3571960		WT leaves		ebs leaves		OK		0.256583		0.733014		1.51441		2.10742		0.0003		0.00405131		yes

		XLOC_010435		XLOC_010435		AT2G37030		2:15553731-15554106		WT leaves		ebs leaves		OK		3.00346		8.52311		1.50475		2.16684		0.00055		0.00661714		yes

		XLOC_020032		XLOC_020032		AT3G57460		3:21263085-21265797		WT leaves		ebs leaves		OK		0.350481		0.993519		1.50321		1.71556		0.00425		0.0330579		yes

		XLOC_026958		XLOC_026958		AT5G28630		5:10636630-10637249		WT leaves		ebs leaves		OK		5.11978		14.5071		1.50261		1.46932		0.0026		0.0224687		yes

		XLOC_003420		XLOC_003420		AT1G65790		1:24468931-24472329		WT leaves		ebs leaves		OK		1.45856		4.12871		1.50115		4.41658		5.00E-05		0.000851471		yes

		XLOC_006483		XLOC_006483		AT1G46768		1:17265700-17266536		WT leaves		ebs leaves		OK		1.05957		2.99473		1.49895		1.89298		0.0001		0.00156486		yes

		XLOC_024916		XLOC_024916		AT4G30280		4:14825807-14827047		WT leaves		ebs leaves		OK		1.94525		5.48597		1.49579		1.75195		0.00015		0.0022305		yes

		XLOC_007662		XLOC_007662		AT1G68800		1:25847065-25848540		WT leaves		ebs leaves		OK		1.12841		3.16899		1.48973		1.39477		0.00205		0.0188125		yes

		XLOC_012664		XLOC_012664		AT2G28650		2:12289151-12291045		WT leaves		ebs leaves		OK		1.04771		2.94041		1.48877		1.71988		0.0037		0.0296384		yes

		XLOC_033105		XLOC_033105		ATCG00350		Pt:39604-41857		WT leaves		ebs leaves		OK		3.03925		8.50677		1.4849		5.26189		5.00E-05		0.000851471		yes

		XLOC_029806		XLOC_029806		AT5G12330		5:3987374-3989833		WT leaves		ebs leaves		OK		0.397138		1.10865		1.48109		1.16177		0.0001		0.00156486		yes

		XLOC_021556		XLOC_021556		AT4G16008		4:9067829-9068512		WT leaves		ebs leaves		OK		7.1817		20.0284		1.47965		4.29657		5.00E-05		0.000851471		yes

		XLOC_005939		XLOC_005939		AT1G31920		1:11461854-11463848		WT leaves		ebs leaves		OK		13.4517		37.4099		1.47563		2.25618		0.00015		0.0022305		yes

		XLOC_008176		XLOC_008176		AT1G78460		1:29518315-29519323		WT leaves		ebs leaves		OK		2.1186		5.86838		1.46985		1.60448		0.00485		0.0365734		yes

		XLOC_026449		XLOC_026449		AT5G19240		5:6470128-6471062		WT leaves		ebs leaves		OK		32.0941		88.8056		1.46834		4.3689		5.00E-05		0.000851471		yes

		XLOC_013894		XLOC_013894		AT3G03190		3:735027-735987		WT leaves		ebs leaves		OK		1.39521		3.86005		1.46814		1.29397		0.0059		0.0426846		yes

		XLOC_008103		XLOC_008103		AT1G77145		1:28989926-28991346		WT leaves		ebs leaves		OK		0.829599		2.28946		1.46452		1.31018		0.0007		0.00809588		yes

		XLOC_007573		XLOC_007573		AT1G67265		1:25175557-25176202		WT leaves		ebs leaves		OK		0.96257		2.65276		1.46253		1.63158		0.0007		0.00809588		yes

		XLOC_005453		XLOC_005453		transcript:AT1G22350.1		1:7892877-7894498		WT leaves		ebs leaves		OK		1.74983		4.81605		1.46063		3.8283		5.00E-05		0.000851471		yes

		XLOC_022808		XLOC_022808		AT4G37770		4:17752083-17754157		WT leaves		ebs leaves		OK		3.47394		9.55405		1.45954		3.87753		5.00E-05		0.000851471		yes

		XLOC_012129		XLOC_012129		AT2G19650		2:8493474-8495823		WT leaves		ebs leaves		OK		0.591042		1.625		1.45911		1.55936		0.00095		0.0102873		yes

		XLOC_026732		XLOC_026732		AT5G25260		5:8752683-8754485		WT leaves		ebs leaves		OK		0.514884		1.41458		1.45805		1.04971		0.0033		0.0271623		yes

		XLOC_019751		XLOC_019751		AT3G52400		3:19425633-19427141		WT leaves		ebs leaves		OK		4.73045		12.9683		1.45495		4.06248		5.00E-05		0.000851471		yes

		XLOC_012530		XLOC_012530		AT2G26390		2:11229086-11230491		WT leaves		ebs leaves		OK		0.349132		0.954556		1.45106		1.69061		0.0038		0.0302303		yes

		XLOC_017905		XLOC_017905		AT3G15420		3:5207576-5208359		WT leaves		ebs leaves		OK		3.35064		9.117		1.44412		1.16844		0.006		0.043172		yes

		XLOC_018524		XLOC_018524		AT3G26590		3:9761699-9765315		WT leaves		ebs leaves		OK		1.29269		3.51614		1.44361		1.39992		0.0006		0.0071353		yes

		XLOC_005413		XLOC_005413		AT1G21550		1:7553100-7553876		WT leaves		ebs leaves		OK		2.56706		6.974		1.44187		2.38295		5.00E-05		0.000851471		yes

		XLOC_018452		XLOC_018452		AT3G25610		3:9308941-9313353		WT leaves		ebs leaves		OK		0.49145		1.33259		1.43911		3.25083		5.00E-05		0.000851471		yes

		XLOC_033059		XLOC_033059		ATCG00710		Pt:74484-74706		WT leaves		ebs leaves		OK		7.76964		21.048		1.43777		1.59791		0.0052		0.038662		yes

		XLOC_010221		XLOC_010221		AT2G33480		2:14181185-14182402		WT leaves		ebs leaves		OK		6.97066		18.877		1.43726		3.62117		5.00E-05		0.000851471		yes

		XLOC_006458		XLOC_006458		AT1G45063		1:17033334-17035105		WT leaves		ebs leaves		OK		0.574417		1.55434		1.43613		1.44938		0.001		0.010716		yes

		XLOC_024426		XLOC_024426		AT4G21850		4:11591115-11592238		WT leaves		ebs leaves		OK		2.32719		6.29062		1.43461		2.06785		5.00E-05		0.000851471		yes

		XLOC_024520		XLOC_024520		AT4G23200		4:12145379-12147934		WT leaves		ebs leaves		OK		0.48179		1.30044		1.43252		2.49549		5.00E-05		0.000851471		yes

		XLOC_024075		XLOC_024075		AT4G16000		4:9063844-9064481		WT leaves		ebs leaves		OK		4.75932		12.8449		1.43236		3.32776		5.00E-05		0.000851471		yes

		XLOC_003468		XLOC_003468		AT1G66725		1:24883930-24884559		WT leaves		ebs leaves		OK		1.18176		3.18008		1.42813		1.99594		0.00075		0.00852515		yes

		XLOC_005141		XLOC_005141		AT1G16515		1:5647548-5647813		WT leaves		ebs leaves		OK		27.8582		74.6537		1.42211		1.66768		0.0011		0.0114951		yes

		XLOC_019752		XLOC_019752		AT3G52450		3:19440738-19442383		WT leaves		ebs leaves		OK		1.35203		3.62198		1.42166		2.61681		5.00E-05		0.000851471		yes

		XLOC_001271		XLOC_001271		AT1G23410		1:8314923-8315531		WT leaves		ebs leaves		OK		9.3123		24.9317		1.42077		0.913825		0.00395		0.0311163		yes

		XLOC_004360		XLOC_004360		AT1G03020		1:698206-698515		WT leaves		ebs leaves		OK		2.90069		7.75796		1.41928		1.56861		0.005		0.0374454		yes

		XLOC_028037		XLOC_028037		AT5G47230		5:19179938-19181129		WT leaves		ebs leaves		OK		2.74648		7.33243		1.41671		3.18419		5.00E-05		0.000851471		yes

		XLOC_028772		XLOC_028772		AT5G59820		5:24102971-24103787		WT leaves		ebs leaves		OK		7.24202		19.2904		1.41342		4.23015		5.00E-05		0.000851471		yes

		XLOC_020022		XLOC_020022		AT3G57260		3:21188516-21189859		WT leaves		ebs leaves		OK		0.929717		2.46552		1.40703		1.64546		5.00E-05		0.000851471		yes

		XLOC_022540		XLOC_022540		AT4G32870		4:15862142-15862741		WT leaves		ebs leaves		OK		1.28818		3.41279		1.40561		1.27151		0.00275		0.0235344		yes

		XLOC_029203		XLOC_029203		AT5G01040		5:9868-16173		WT leaves		ebs leaves		OK		1.05075		2.77875		1.40302		1.61987		0.0013		0.0131764		yes

		XLOC_032889		XLOC_032889		ATMG00030		Mt:11917-12241		WT leaves		ebs leaves		OK		6.8932		18.16		1.39751		2.42807		5.00E-05		0.000851471		yes

		XLOC_014209		XLOC_014209		AT3G09530		3:2926301-2928215		WT leaves		ebs leaves		OK		1.85074		4.87025		1.39589		3.9526		5.00E-05		0.000851471		yes

		XLOC_026398		XLOC_026398		AT5G18470		5:6127796-6131015		WT leaves		ebs leaves		OK		1.5313		4.0169		1.39133		1.36685		0.00145		0.014382		yes

		XLOC_003312		XLOC_003312		AT1G64065		1:23778352-23779529		WT leaves		ebs leaves		OK		1.52509		3.98699		1.38641		2.76655		5.00E-05		0.000851471		yes

		XLOC_014165		XLOC_014165		AT3G08660		3:2631129-2633166		WT leaves		ebs leaves		OK		0.378693		0.989398		1.38552		2.03956		0.00045		0.0056757		yes

		XLOC_022512		XLOC_022512		AT4G32480		4:15676403-15677973		WT leaves		ebs leaves		OK		4.9633		12.9314		1.38151		2.9714		5.00E-05		0.000851471		yes

		XLOC_008151		XLOC_008151		AT1G77960		1:29306956-29313571		WT leaves		ebs leaves		OK		0.90521		2.35674		1.38047		2.5514		5.00E-05		0.000851471		yes

		XLOC_032449		XLOC_032449		AT5G59780		5:24082196-24083431		WT leaves		ebs leaves		OK		6.86338		17.7183		1.36825		3.75311		5.00E-05		0.000851471		yes

		XLOC_016297		XLOC_016297		AT3G49780		3:18465678-18466376		WT leaves		ebs leaves		OK		6.82451		17.6122		1.36778		2.59325		5.00E-05		0.000851471		yes

		XLOC_027299		XLOC_027299		AT5G35490		5:13689816-13690548		WT leaves		ebs leaves		OK		2.75545		7.10198		1.36594		2.83651		5.00E-05		0.000851471		yes

		XLOC_006386		XLOC_006386		AT1G43650		1:16443684-16446886		WT leaves		ebs leaves		OK		1.14219		2.94345		1.3657		1.65104		0.00015		0.0022305		yes

		XLOC_021437		XLOC_021437		AT4G14400		4:8294445-8298602		WT leaves		ebs leaves		OK		1.62302		4.17043		1.36151		3.12768		5.00E-05		0.000851471		yes

		XLOC_007397		XLOC_007397		AT1G64170		1:23815238-23818293		WT leaves		ebs leaves		OK		0.34763		0.892515		1.36033		2.26126		0.00015		0.0022305		yes

		XLOC_021020		XLOC_021020		AT4G08040		4:4887111-4888939		WT leaves		ebs leaves		OK		1.62218		4.15215		1.35593		3.19099		5.00E-05		0.000851471		yes

		XLOC_020039		XLOC_020039		AT3G57540		3:21301396-21303061		WT leaves		ebs leaves		OK		0.808208		2.06336		1.3522		1.67982		0.00015		0.0022305		yes

		XLOC_016267		XLOC_016267		AT3G49120		3:18207650-18210132		WT leaves		ebs leaves		OK		21.2688		54.2873		1.35188		5.91401		5.00E-05		0.000851471		yes

		XLOC_033038		XLOC_033038		ATCG00270,ATCG00280		Pt:32710-35141		WT leaves		ebs leaves		OK		8.81592		22.4538		1.34878		5.2306		5.00E-05		0.000851471		yes

		XLOC_010600		XLOC_010600		AT2G40095		2:16743022-16745144		WT leaves		ebs leaves		OK		0.40524		1.03147		1.34786		1.26122		0.0046		0.0351314		yes

		XLOC_016620		XLOC_016620		AT3G55646		3:20644895-20646655		WT leaves		ebs leaves		OK		2.90114		7.37664		1.34635		3.2696		5.00E-05		0.000851471		yes

		XLOC_031306		XLOC_031306		AT5G39640		5:15873038-15873269		WT leaves		ebs leaves		OK		6.91799		17.5723		1.34488		1.49851		0.00665		0.0466709		yes

		XLOC_031008		XLOC_031008		AT5G35480		5:13689203-13689558		WT leaves		ebs leaves		OK		9.08391		23.0364		1.34253		2.5534		5.00E-05		0.000851471		yes

		XLOC_017782		XLOC_017782		AT3G13403,AT3G13404		3:4358178-4359007		WT leaves		ebs leaves		OK		16.3854		41.4992		1.34068		1.4327		0.0043		0.0332931		yes

		XLOC_012363		XLOC_012363		AT2G23600		2:10042198-10043673		WT leaves		ebs leaves		OK		27.8623		70.3617		1.33647		5.73225		5.00E-05		0.000851471		yes

		XLOC_020338		XLOC_020338		AT3G62455		3:23100567-23104580		WT leaves		ebs leaves		OK		0.563952		1.42368		1.33598		3.29357		5.00E-05		0.000851471		yes

		XLOC_012316		XLOC_012316		AT2G22810		2:9717790-9719472		WT leaves		ebs leaves		OK		5.87021		14.8034		1.33444		4.88573		5.00E-05		0.000851471		yes

		XLOC_033031		XLOC_033031		ATCG00080		Pt:7582-7693		WT leaves		ebs leaves		OK		189.406		476.787		1.33186		2.06081		0.00055		0.00661714		yes

		XLOC_015735		XLOC_015735		AT3G41768		3:14197676-14199484		WT leaves		ebs leaves		OK		23.6018		59.3762		1.33099		6.35346		5.00E-05		0.000851471		yes

		XLOC_001359		XLOC_001359		AT1G25250		1:8849548-8851612		WT leaves		ebs leaves		OK		3.38435		8.50993		1.33027		1.57282		0.00195		0.0181465		yes

		XLOC_020431		XLOC_020431		AT4G00380		4:167958-170974		WT leaves		ebs leaves		OK		1.68781		4.23737		1.32801		3.43857		5.00E-05		0.000851471		yes

		XLOC_019599		XLOC_019599		AT3G49970		3:18527215-18529066		WT leaves		ebs leaves		OK		0.281815		0.704467		1.32178		1.62082		0.0044		0.0338974		yes

		XLOC_005075		XLOC_005075		AT1G15165		1:5217718-5220113		WT leaves		ebs leaves		OK		4.22836		10.5522		1.31937		1.15216		0.00295		0.0247543		yes

		XLOC_020507		XLOC_020507		AT4G01720		4:744920-748554		WT leaves		ebs leaves		OK		0.84637		2.11204		1.31928		1.83831		5.00E-05		0.000851471		yes

		XLOC_005747		XLOC_005747		AT1G28370		1:9955968-9956940		WT leaves		ebs leaves		OK		1.80192		4.48984		1.31713		2.48176		5.00E-05		0.000851471		yes

		XLOC_013690		XLOC_013690		AT2G46660		2:19153327-19155489		WT leaves		ebs leaves		OK		1.41758		3.52266		1.31324		2.04444		0.0001		0.00156486		yes

		XLOC_010664		XLOC_010664		AT2G41090		2:17135720-17136852		WT leaves		ebs leaves		OK		46.4896		115.099		1.30789		6.10599		5.00E-05		0.000851471		yes

		XLOC_029188		XLOC_029188		AT5G67340		5:26864555-26867602		WT leaves		ebs leaves		OK		0.406089		1.00521		1.30762		1.68491		0.00025		0.00348795		yes

		XLOC_033057		XLOC_033057		ATCG00680		Pt:72370-73897		WT leaves		ebs leaves		OK		4.08542		10.0974		1.30542		4.3972		5.00E-05		0.000851471		yes

		XLOC_014924		XLOC_014924		AT3G21330		3:7507239-7509175		WT leaves		ebs leaves		OK		7.08948		17.5056		1.30407		5.11819		5.00E-05		0.000851471		yes

		XLOC_001306		XLOC_001306		AT1G24148		1:8544249-8545551		WT leaves		ebs leaves		OK		4.21612		10.4065		1.30349		3.54505		5.00E-05		0.000851471		yes

		XLOC_028192		XLOC_028192		AT5G50012		5:20348614-20350830		WT leaves		ebs leaves		OK		1.42515		3.50237		1.29721		2.96627		5.00E-05		0.000851471		yes

		XLOC_022899		XLOC_022899		AT4G39670		4:18410171-18411000		WT leaves		ebs leaves		OK		0.569754		1.39969		1.2967		1.54529		0.0072		0.0495732		yes

		XLOC_005296		XLOC_005296		AT1G19640		1:6788884-6791846		WT leaves		ebs leaves		OK		0.600118		1.47241		1.29486		1.68092		0.00015		0.0022305		yes

		XLOC_028843		XLOC_028843		AT5G61010		5:24553840-24556749		WT leaves		ebs leaves		OK		1.96986		4.82157		1.29141		3.92364		5.00E-05		0.000851471		yes

		XLOC_006925		XLOC_006925		transcript:AT1G55035.1		1:20532843-20534375		WT leaves		ebs leaves		OK		0.522911		1.27907		1.29046		2.0398		0.00025		0.00348795		yes

		XLOC_001724		XLOC_001724		AT1G31690		1:11343979-11347767		WT leaves		ebs leaves		OK		55.4117		135.502		1.29005		6.36834		5.00E-05		0.000851471		yes

		XLOC_018270		XLOC_018270		AT3G22231		3:7845822-7846605		WT leaves		ebs leaves		OK		7.95943		19.3945		1.28491		3.15024		5.00E-05		0.000851471		yes

		XLOC_016360		XLOC_016360		AT3G50930		3:18929525-18931839		WT leaves		ebs leaves		OK		0.704019		1.70887		1.27936		2.25062		5.00E-05		0.000851471		yes

		XLOC_026609		XLOC_026609		AT5G23020		5:7718120-7721839		WT leaves		ebs leaves		OK		2.49752		6.05335		1.27724		2.09244		5.00E-05		0.000851471		yes

		XLOC_006461		XLOC_006461		AT1G45145		1:17074941-17076330		WT leaves		ebs leaves		OK		4.80346		11.6412		1.2771		3.23307		5.00E-05		0.000851471		yes

		XLOC_033061		XLOC_033061		ATCG00730		Pt:76480-77672		WT leaves		ebs leaves		OK		5.03315		12.1902		1.27619		2.67511		5.00E-05		0.000851471		yes

		XLOC_019918		XLOC_019918		AT3G55240		3:20473540-20474763		WT leaves		ebs leaves		OK		4.73234		11.4447		1.27406		3.04543		5.00E-05		0.000851471		yes

		XLOC_000138		XLOC_000138		AT1G03420		1:844435-847739		WT leaves		ebs leaves		OK		5.53235		13.3381		1.26959		2.81658		5.00E-05		0.000851471		yes

		XLOC_001328		XLOC_001328		AT1G24530		1:8693226-8694705		WT leaves		ebs leaves		OK		9.20354		22.0693		1.26178		3.37171		5.00E-05		0.000851471		yes

		XLOC_004596		XLOC_004596		AT1G07090		1:2173951-2174894		WT leaves		ebs leaves		OK		1.14076		2.73148		1.25969		1.63673		0.00065		0.00761746		yes

		XLOC_019218		XLOC_019218		AT3G43960		3:15774054-15775657		WT leaves		ebs leaves		OK		4.36855		10.4284		1.25529		1.30522		0.00105		0.0111359		yes

		XLOC_015371		XLOC_015371		AT3G28540		3:10694443-10696123		WT leaves		ebs leaves		OK		0.910498		2.1619		1.24757		2.48312		5.00E-05		0.000851471		yes

		XLOC_032947		XLOC_032947		ATMG00020		Mt:8847-11415		WT leaves		ebs leaves		OK		4.95571		11.7654		1.24738		5.12869		5.00E-05		0.000851471		yes

		XLOC_004017		XLOC_004017		AT1G76610		1:28750987-28751851		WT leaves		ebs leaves		OK		1.69181		4.00804		1.24433		1.56561		0.00035		0.00459263		yes

		XLOC_027902		XLOC_027902		AT5G44910		5:18137353-18138235		WT leaves		ebs leaves		OK		0.863467		2.04458		1.24359		1.62796		0.00355		0.0286849		yes

		XLOC_012191		XLOC_012191		AT2G20620		2:8891928-8893244		WT leaves		ebs leaves		OK		1.28027		3.03143		1.24355		2.13798		0.00025		0.00348795		yes

		XLOC_029716		XLOC_029716		AT5G10760		5:3400341-3402207		WT leaves		ebs leaves		OK		1.20631		2.84954		1.24013		2.04413		5.00E-05		0.000851471		yes

		XLOC_014910		XLOC_014910		AT3G21050		3:7375157-7376420		WT leaves		ebs leaves		OK		1.07972		2.5482		1.23882		2.37973		0.00025		0.00348795		yes

		XLOC_016593		XLOC_016593		AT3G55290		3:20502611-20503797		WT leaves		ebs leaves		OK		1.6612		3.91795		1.23788		1.31351		0.0011		0.0114951		yes

		XLOC_004377		XLOC_004377		AT1G03410		1:844435-847739		WT leaves		ebs leaves		OK		1.74573		4.08608		1.22688		2.45729		5.00E-05		0.000851471		yes

		XLOC_007080		XLOC_007080		AT1G58280		1:21620330-21622611		WT leaves		ebs leaves		OK		1.93787		4.51429		1.22003		1.73916		0.0001		0.00156486		yes

		XLOC_028210		XLOC_028210		AT5G50200		5:20436179-20437726		WT leaves		ebs leaves		OK		2.00122		4.65819		1.21889		1.57556		0.00015		0.0022305		yes

		XLOC_013673		XLOC_013673		AT2G46400		2:19043413-19044826		WT leaves		ebs leaves		OK		1.43005		3.32811		1.21864		1.65587		0.0001		0.00156486		yes

		XLOC_004485		XLOC_004485		transcript:AT1G05135.1		1:1477499-1478821		WT leaves		ebs leaves		OK		37.4363		87.0727		1.21778		5.92778		5.00E-05		0.000851471		yes

		XLOC_033117		XLOC_033117		ATCG00580		Pt:64070-64322		WT leaves		ebs leaves		OK		15.5651		36.1564		1.21593		2.17633		0.00025		0.00348795		yes

		XLOC_025936		XLOC_025936		AT5G09220		5:2866251-2869054		WT leaves		ebs leaves		OK		4.47967		10.4041		1.21569		4.10062		5.00E-05		0.000851471		yes

		XLOC_020460		XLOC_020460		AT4G00970		4:418436-421694		WT leaves		ebs leaves		OK		7.78425		18.0779		1.2156		5.16661		5.00E-05		0.000851471		yes

		XLOC_028935		XLOC_028935		AT5G62730		5:25197493-25200033		WT leaves		ebs leaves		OK		0.778982		1.80872		1.2153		2.40156		5.00E-05		0.000851471		yes

		XLOC_018091		XLOC_018091		AT3G19010		3:6556196-6558009		WT leaves		ebs leaves		OK		24.0939		55.8886		1.21388		1.57816		0.00205		0.0188125		yes

		XLOC_029029		XLOC_029029		AT5G64530		5:25795232-25796938		WT leaves		ebs leaves		OK		1.3033		3.01625		1.21059		1.6013		0.00065		0.00761746		yes

		XLOC_007406		XLOC_007406		AT1G64400		1:23915597-23919783		WT leaves		ebs leaves		OK		1.99576		4.61447		1.20923		1.90741		5.00E-05		0.000851471		yes

		XLOC_001150		XLOC_001150		AT1G21270		1:7444930-7448463		WT leaves		ebs leaves		OK		8.71396		20.1253		1.20761		3.96681		5.00E-05		0.000851471		yes

		XLOC_019243		XLOC_019243		AT3G44260		3:15952044-15953084		WT leaves		ebs leaves		OK		16.9013		39.0132		1.20683		4.49267		5.00E-05		0.000851471		yes

		XLOC_022224		XLOC_022224		AT4G27657		4:13813043-13813516		WT leaves		ebs leaves		OK		7.83903		18.0912		1.20654		2.26968		5.00E-05		0.000851471		yes

		XLOC_032139		XLOC_032139		AT5G54148		5:21975784-21977104		WT leaves		ebs leaves		OK		0.877764		2.02543		1.20633		1.87825		0.00045		0.0056757		yes

		XLOC_029388		XLOC_029388		AT5G04340		5:1216130-1217106		WT leaves		ebs leaves		OK		2.71882		6.26441		1.2042		2.22047		5.00E-05		0.000851471		yes

		XLOC_033141		XLOC_033141		ATCG01050		Pt:115664-117185		WT leaves		ebs leaves		OK		0.907129		2.0893		1.20364		2.36092		5.00E-05		0.000851471		yes

		XLOC_020490		XLOC_020490		AT4G01500		4:639246-640940		WT leaves		ebs leaves		OK		0.988739		2.27679		1.20334		1.94311		5.00E-05		0.000851471		yes

		XLOC_025533		XLOC_025533		AT5G02030		5:395633-399041		WT leaves		ebs leaves		OK		5.62107		12.9386		1.20277		3.28754		5.00E-05		0.000851471		yes

		XLOC_032721		XLOC_032721		AT5G64870		5:25929537-25931384		WT leaves		ebs leaves		OK		0.724252		1.66373		1.19986		1.50891		0.0005		0.00615957		yes

		XLOC_005320		XLOC_005320		AT1G20070		1:6956520-6959123		WT leaves		ebs leaves		OK		7.20313		16.4829		1.19428		4.0801		5.00E-05		0.000851471		yes

		XLOC_005176		XLOC_005176		AT1G17380		1:5955487-5957212		WT leaves		ebs leaves		OK		1.81993		4.16302		1.19375		1.55021		0.0001		0.00156486		yes

		XLOC_024915		XLOC_024915		AT4G30270		4:14819191-14820592		WT leaves		ebs leaves		OK		24.7002		56.422		1.19174		5.51835		5.00E-05		0.000851471		yes

		XLOC_025510		XLOC_025510		AT5G01610		5:230986-232205		WT leaves		ebs leaves		OK		1.62442		3.70922		1.19119		1.60692		0.00055		0.00661714		yes

		XLOC_018130		XLOC_018130		AT3G19710		3:6843661-6849497		WT leaves		ebs leaves		OK		7.73615		17.6563		1.19049		2.449		5.00E-05		0.000851471		yes

		XLOC_024173		XLOC_024173		AT4G17470		4:9742758-9744860		WT leaves		ebs leaves		OK		4.67474		10.6531		1.18831		1.55357		0.0034		0.0277146		yes

		XLOC_032167		XLOC_032167		AT5G54720		5:22232194-22232949		WT leaves		ebs leaves		OK		3.08727		7.02541		1.18625		1.65264		0.0001		0.00156486		yes

		XLOC_032549		XLOC_032549		AT5G61660		5:24779214-24779930		WT leaves		ebs leaves		OK		44.4706		101.081		1.18459		5.40705		5.00E-05		0.000851471		yes

		XLOC_028822		XLOC_028822		AT5G60610		5:24363590-24365528		WT leaves		ebs leaves		OK		1.12709		2.56107		1.18414		1.08187		0.0056		0.0410106		yes

		XLOC_013533		XLOC_013533		AT2G43590		2:18081330-18082767		WT leaves		ebs leaves		OK		6.6169		15.0204		1.18269		3.30022		5.00E-05		0.000851471		yes

		XLOC_008116		XLOC_008116		AT1G77330		1:29062989-29064537		WT leaves		ebs leaves		OK		1.2337		2.79488		1.17979		1.30227		0.00315		0.0261601		yes

		XLOC_027704		XLOC_027704		AT5G41900		5:16768952-16771696		WT leaves		ebs leaves		OK		10.763		24.3805		1.17965		1.52757		0.00215		0.0195366		yes

		XLOC_000076		XLOC_000076		AT1G02400		1:486800-489577		WT leaves		ebs leaves		OK		1.07002		2.41918		1.17688		1.79483		0.0005		0.00615957		yes

		XLOC_012364		XLOC_012364		AT2G23610		2:10044178-10046532		WT leaves		ebs leaves		OK		6.44536		14.5691		1.17658		3.82665		5.00E-05		0.000851471		yes

		XLOC_029176		XLOC_029176		AT5G67060		5:26766127-26767250		WT leaves		ebs leaves		OK		2.03539		4.59345		1.17428		2.29757		5.00E-05		0.000851471		yes

		XLOC_031532		XLOC_031532		AT5G43450		5:17457124-17458797		WT leaves		ebs leaves		OK		11.5476		25.9606		1.16873		4.43842		5.00E-05		0.000851471		yes

		XLOC_012303		XLOC_012303		AT2G22500		2:9563223-9564751		WT leaves		ebs leaves		OK		10.3297		23.221		1.16863		4.89247		5.00E-05		0.000851471		yes

		XLOC_017318		XLOC_017318		AT3G05650		3:1645679-1648573		WT leaves		ebs leaves		OK		1.4217		3.1881		1.16508		1.0465		0.00705		0.0487943		yes

		XLOC_023905		XLOC_023905		AT4G13395		4:7785686-7786113		WT leaves		ebs leaves		OK		2.98947		6.70232		1.16477		1.25601		0.00685		0.047749		yes

		XLOC_010785		XLOC_010785		AT2G43200		2:17958229-17960536		WT leaves		ebs leaves		OK		3.69038		8.24077		1.15901		4.01694		5.00E-05		0.000851471		yes

		XLOC_027630		XLOC_027630		AT5G40780		5:16323650-16327281		WT leaves		ebs leaves		OK		3.17859		7.08881		1.15716		2.84523		5.00E-05		0.000851471		yes

		XLOC_031562		XLOC_031562		AT5G44010		5:17706964-17709199		WT leaves		ebs leaves		OK		5.52506		12.2905		1.15348		1.33258		0.00595		0.0429624		yes

		XLOC_016129		XLOC_016129		AT3G46900		3:17268874-17269510		WT leaves		ebs leaves		OK		2.1859		4.86114		1.15307		1.80105		0.0003		0.00405131		yes

		XLOC_002920		XLOC_002920		AT1G56510		1:21167588-21173632		WT leaves		ebs leaves		OK		2.66525		5.9051		1.14769		4.32385		5.00E-05		0.000851471		yes

		XLOC_005049		XLOC_005049		AT1G14790		1:5090989-5098032		WT leaves		ebs leaves		OK		0.723492		1.60068		1.14564		1.8535		0.0005		0.00615957		yes

		XLOC_032383		XLOC_032383		AT5G58670		5:23704230-23706800		WT leaves		ebs leaves		OK		4.86011		10.7527		1.14564		2.92291		5.00E-05		0.000851471		yes

		XLOC_019453		XLOC_019453		AT3G47340		3:17437883-17441243		WT leaves		ebs leaves		OK		3.59154		7.92814		1.14238		3.52176		5.00E-05		0.000851471		yes

		XLOC_032315		XLOC_032315		AT5G57480		5:23279405-23280968		WT leaves		ebs leaves		OK		0.5077		1.11879		1.1399		1.76998		0.0011		0.0114951		yes

		XLOC_018302		XLOC_018302		AT3G22820		3:8073270-8074138		WT leaves		ebs leaves		OK		2.21268		4.8725		1.13887		1.46252		0.00095		0.0102873		yes

		XLOC_025315		XLOC_025315		AT4G37370		4:17569827-17571704		WT leaves		ebs leaves		OK		0.961884		2.11377		1.13588		1.3723		0.0011		0.0114951		yes

		XLOC_019438		XLOC_019438		AT3G47090		3:17341511-17344645		WT leaves		ebs leaves		OK		0.423623		0.929742		1.13405		2.22506		0.0001		0.00156486		yes

		XLOC_007777		XLOC_007777		AT1G70890		1:26725625-26726544		WT leaves		ebs leaves		OK		57.2463		125.352		1.13073		5.30434		5.00E-05		0.000851471		yes

		XLOC_014652		XLOC_014652		AT3G17050		3:5814747-5816592		WT leaves		ebs leaves		OK		2.94581		6.45021		1.13068		3.60534		5.00E-05		0.000851471		yes

		XLOC_024526		XLOC_024526		AT4G23260		4:12167353-12170086		WT leaves		ebs leaves		OK		1.0865		2.37867		1.13047		0.943996		0.0057		0.041595		yes

		XLOC_010803		XLOC_010803		AT2G43535		2:18070972-18071676		WT leaves		ebs leaves		OK		41.1189		89.9831		1.12985		4.8291		5.00E-05		0.000851471		yes

		XLOC_010605		XLOC_010605		AT2G40130		2:16765919-16769268		WT leaves		ebs leaves		OK		1.08241		2.36744		1.12907		1.1105		0.00365		0.0293139		yes

		XLOC_007915		XLOC_007915		AT1G73805		1:27745426-27749178		WT leaves		ebs leaves		OK		0.963322		2.10381		1.12692		1.08682		0.0043		0.0332931		yes

		XLOC_025620		XLOC_025620		AT5G03390		5:834987-836751		WT leaves		ebs leaves		OK		1.77137		3.86738		1.12649		2.27869		5.00E-05		0.000851471		yes

		XLOC_030049		XLOC_030049		AT5G17090		5:5621248-5622476		WT leaves		ebs leaves		OK		18.373		40.0938		1.12579		4.56838		5.00E-05		0.000851471		yes

		XLOC_012183		XLOC_012183		AT2G20560		2:8847444-8850010		WT leaves		ebs leaves		OK		0.678281		1.47807		1.12376		1.14663		0.0056		0.0410106		yes

		XLOC_016436		XLOC_016436		AT3G52310		3:19398627-19402953		WT leaves		ebs leaves		OK		2.99633		6.52505		1.12279		1.06518		0.00285		0.0242224		yes

		XLOC_010800		XLOC_010800		AT2G43510		2:18067171-18067802		WT leaves		ebs leaves		OK		6.78518		14.7583		1.12106		2.11584		5.00E-05		0.000851471		yes

		XLOC_021261		XLOC_021261		AT4G11320		4:6887253-6889059		WT leaves		ebs leaves		OK		10.2619		22.3174		1.12087		2.45603		5.00E-05		0.000851471		yes

		XLOC_019804		XLOC_019804		AT3G53310		3:19766663-19768599		WT leaves		ebs leaves		OK		1.22559		2.66343		1.11981		1.7267		0.001		0.010716		yes

		XLOC_005710		XLOC_005710		AT1G27730		1:9648140-9649073		WT leaves		ebs leaves		OK		7.73328		16.7943		1.11882		1.34463		0.0054		0.0398135		yes

		XLOC_017106		XLOC_017106		AT3G02020		3:340545-343835		WT leaves		ebs leaves		OK		2.50583		5.41527		1.11174		3.29369		5.00E-05		0.000851471		yes

		XLOC_027691		XLOC_027691		AT5G41750		5:16693908-16698943		WT leaves		ebs leaves		OK		0.832684		1.79364		1.10705		2.2067		5.00E-05		0.000851471		yes

		XLOC_024644		XLOC_024644		AT4G25480		4:13018213-13019121		WT leaves		ebs leaves		OK		14.7432		31.7055		1.10468		1.53057		0.0026		0.0224687		yes

		XLOC_025545		XLOC_025545		AT5G02190		5:435210-436897		WT leaves		ebs leaves		OK		2.791		5.99914		1.10398		2.25249		5.00E-05		0.000851471		yes

		XLOC_006121		XLOC_006121		AT1G35350		1:12981250-12984583		WT leaves		ebs leaves		OK		3.15519		6.75755		1.09877		3.86692		5.00E-05		0.000851471		yes

		XLOC_010560		XLOC_010560		AT2G39420		2:16460363-16463061		WT leaves		ebs leaves		OK		4.16956		8.89598		1.09326		1.82116		0.00025		0.00348795		yes

		XLOC_020215		XLOC_020215		AT3G60540		3:22374962-22375865		WT leaves		ebs leaves		OK		1.86031		3.96067		1.0902		1.29248		0.00505		0.0377284		yes

		XLOC_004376		XLOC_004376		AT1G03400		1:842746-844190		WT leaves		ebs leaves		OK		9.23008		19.6489		1.09003		1.68704		5.00E-05		0.000851471		yes

		XLOC_029766		XLOC_029766		AT5G11610		5:3735349-3738217		WT leaves		ebs leaves		OK		4.50043		9.57738		1.08957		3.36302		5.00E-05		0.000851471		yes

		XLOC_023899		XLOC_023899		AT4G13260		4:7721617-7723989		WT leaves		ebs leaves		OK		4.4565		9.46838		1.08721		3.86244		5.00E-05		0.000851471		yes

		XLOC_030552		XLOC_030552		AT5G26340		5:9243510-9247066		WT leaves		ebs leaves		OK		10.431		22.1578		1.08693		4.74691		5.00E-05		0.000851471		yes

		XLOC_000861		XLOC_000861		AT1G16410		1:5608806-5611426		WT leaves		ebs leaves		OK		4.47919		9.51134		1.08641		2.95378		5.00E-05		0.000851471		yes

		XLOC_019637		XLOC_019637		AT3G50560		3:18761087-18764016		WT leaves		ebs leaves		OK		1.05694		2.23953		1.0833		1.52958		0.002		0.018491		yes

		XLOC_022911		XLOC_022911		AT4G39830		4:18478928-18481343		WT leaves		ebs leaves		OK		1.27297		2.68753		1.07808		1.77556		5.00E-05		0.000851471		yes

		XLOC_032338		XLOC_032338		AT5G57785		5:23408895-23409422		WT leaves		ebs leaves		OK		7.74411		16.3437		1.07757		2.59863		5.00E-05		0.000851471		yes

		XLOC_024802		XLOC_024802		AT4G28140		4:13974690-13975908		WT leaves		ebs leaves		OK		1.68438		3.54925		1.07529		1.83085		5.00E-05		0.000851471		yes

		XLOC_012321		XLOC_012321		AT2G22890		2:9742392-9743347		WT leaves		ebs leaves		OK		5.14267		10.8276		1.07413		1.4043		0.00545		0.0400705		yes

		XLOC_014907		XLOC_014907		AT3G21020		3:7368266-7369526		WT leaves		ebs leaves		OK		2.93792		6.17622		1.07193		2.9377		5.00E-05		0.000851471		yes

		XLOC_022056		XLOC_022056		AT4G24570		4:12686458-12687650		WT leaves		ebs leaves		OK		12.5544		26.3703		1.07072		3.69786		5.00E-05		0.000851471		yes

		XLOC_032508		XLOC_032508		AT5G60950		5:24526846-24528084		WT leaves		ebs leaves		OK		0.816331		1.71434		1.07043		1.22631		0.0053		0.039201		yes

		XLOC_033060		XLOC_033060		ATCG00720		Pt:74840-76292		WT leaves		ebs leaves		OK		3.13785		6.58458		1.06931		2.20861		5.00E-05		0.000851471		yes

		XLOC_019304		XLOC_019304		AT3G45160		3:16533450-16534082		WT leaves		ebs leaves		OK		4.26083		8.93082		1.06766		2.14781		0.0001		0.00156486		yes

		XLOC_005578		XLOC_005578		AT1G24575		1:8711035-8711528		WT leaves		ebs leaves		OK		11.0604		23.1826		1.06763		2.77076		5.00E-05		0.000851471		yes

		XLOC_022005		XLOC_022005		AT4G23870		4:12414229-12415049		WT leaves		ebs leaves		OK		7.50681		15.7266		1.06693		3.29718		5.00E-05		0.000851471		yes

		XLOC_005031		XLOC_005031		AT1G14520		1:4968141-4970311		WT leaves		ebs leaves		OK		5.33422		11.1677		1.06598		1.9459		5.00E-05		0.000851471		yes

		XLOC_012194		XLOC_012194		AT2G20670		2:8911859-8913534		WT leaves		ebs leaves		OK		59.2259		123.818		1.06392		5.21991		5.00E-05		0.000851471		yes

		XLOC_001801		XLOC_001801		AT1G32940		1:11937595-11940978		WT leaves		ebs leaves		OK		2.49773		5.21731		1.06269		2.2478		0.0004		0.005161		yes

		XLOC_019991		XLOC_019991		AT3G56710		3:21006749-21007565		WT leaves		ebs leaves		OK		8.8019		18.3543		1.06024		3.36503		5.00E-05		0.000851471		yes

		XLOC_018315		XLOC_018315		AT3G23085		3:8209763-8211155		WT leaves		ebs leaves		OK		0.622313		1.29668		1.05911		1.68715		0.00195		0.0181465		yes

		XLOC_010782		XLOC_010782		AT2G43150		2:17945892-17947022		WT leaves		ebs leaves		OK		5.75435		11.9564		1.05506		3.27429		5.00E-05		0.000851471		yes

		XLOC_004923		XLOC_004923		AT1G12610		1:4289943-4291017		WT leaves		ebs leaves		OK		1.0231		2.11787		1.04967		1.29647		0.0045		0.0345242		yes

		XLOC_007682		XLOC_007682		transcript:AT1G69140.1		1:25991519-25991872		WT leaves		ebs leaves		OK		15.36		31.727		1.04653		2.57397		5.00E-05		0.000851471		yes

		XLOC_026125		XLOC_026125		AT5G13370		5:4286818-4289554		WT leaves		ebs leaves		OK		2.99377		6.18382		1.04653		1.42232		0.00655		0.0460563		yes

		XLOC_015199		XLOC_015199		AT3G25600		3:9307253-9307967		WT leaves		ebs leaves		OK		5.06782		10.4592		1.04534		1.67186		0.00025		0.00348795		yes

		XLOC_005463		XLOC_005463		AT1G22490		1:7938250-7940592		WT leaves		ebs leaves		OK		1.92295		3.96827		1.04519		1.86961		5.00E-05		0.000851471		yes

		XLOC_004589		XLOC_004589		AT1G07000		1:2150193-2152325		WT leaves		ebs leaves		OK		1.93233		3.98582		1.04454		2.27767		5.00E-05		0.000851471		yes

		XLOC_011868		XLOC_011868		AT2G15020		2:6491433-6493352		WT leaves		ebs leaves		OK		1.99664		4.10684		1.04046		2.40625		5.00E-05		0.000851471		yes

		XLOC_013536		XLOC_013536		AT2G43620		2:18093769-18095025		WT leaves		ebs leaves		OK		2.49298		5.1216		1.03872		1.56731		5.00E-05		0.000851471		yes

		XLOC_003479		XLOC_003479		AT1G66880		1:24945483-24955611		WT leaves		ebs leaves		OK		3.03367		6.22914		1.03797		2.69492		5.00E-05		0.000851471		yes

		XLOC_000992		XLOC_000992		AT1G18570		1:6389410-6391267		WT leaves		ebs leaves		OK		1.23996		2.54556		1.03769		1.99978		0.0001		0.00156486		yes

		XLOC_026085		XLOC_026085		AT5G12170		5:3931561-3935129		WT leaves		ebs leaves		OK		3.33134		6.83398		1.03662		1.39213		0.0019		0.0177704		yes

		XLOC_032825		XLOC_032825		AT5G66650		5:26603002-26604376		WT leaves		ebs leaves		OK		0.994615		2.03851		1.03531		1.0646		0.006		0.043172		yes

		XLOC_019261		XLOC_019261		AT3G44450		3:16074095-16074678		WT leaves		ebs leaves		OK		13.0924		26.7652		1.03162		3.12612		5.00E-05		0.000851471		yes

		XLOC_025994		XLOC_025994		AT5G10380		5:3267634-3268813		WT leaves		ebs leaves		OK		2.34902		4.80207		1.0316		1.41146		0.0006		0.0071353		yes

		XLOC_021188		XLOC_021188		AT4G10120		4:6314786-6319936		WT leaves		ebs leaves		OK		11.4097		23.3218		1.03141		2.31374		5.00E-05		0.000851471		yes

		XLOC_010989		XLOC_010989		AT2G46690		2:19180729-19181467		WT leaves		ebs leaves		OK		5.81303		11.8574		1.02842		2.58189		5.00E-05		0.000851471		yes

		XLOC_021616		XLOC_021616		AT4G16990		4:9560134-9565555		WT leaves		ebs leaves		OK		37.0702		75.6143		1.0284		4.90219		5.00E-05		0.000851471		yes

		XLOC_003372		XLOC_003372		AT1G64900		1:24113214-24114984		WT leaves		ebs leaves		OK		18.36		37.2371		1.02018		2.30398		5.00E-05		0.000851471		yes

		XLOC_003644		XLOC_003644		AT1G69720		1:26226865-26228580		WT leaves		ebs leaves		OK		13.4865		27.3252		1.01872		3.85982		5.00E-05		0.000851471		yes

		XLOC_029343		XLOC_029343		AT5G03700		5:965873-967322		WT leaves		ebs leaves		OK		1.56314		3.16137		1.0161		2.34494		5.00E-05		0.000851471		yes

		XLOC_033051		XLOC_033051		ATCG00540		Pt:61656-62619		WT leaves		ebs leaves		OK		1.86925		3.77658		1.01462		2.08995		0.00025		0.00348795		yes

		XLOC_020009		XLOC_020009		AT3G57020		3:21098314-21100360		WT leaves		ebs leaves		OK		17.239		34.8128		1.01394		3.86011		5.00E-05		0.000851471		yes

		XLOC_016908		XLOC_016908		AT3G61060		3:22602909-22606878		WT leaves		ebs leaves		OK		9.60353		19.3286		1.0091		2.66361		5.00E-05		0.000851471		yes

		XLOC_021974		XLOC_021974		AT4G23270		4:12171102-12173925		WT leaves		ebs leaves		OK		12.2376		24.6253		1.00882		1.42948		0.0004		0.005161		yes

		XLOC_004985		XLOC_004985		AT1G13650		1:4680431-4682196		WT leaves		ebs leaves		OK		108.717		218.387		1.00631		4.97694		5.00E-05		0.000851471		yes

		XLOC_007613		XLOC_007613		AT1G67865		1:25446288-25446737		WT leaves		ebs leaves		OK		6.44062		12.9285		1.00529		1.60223		0.00185		0.0174525		yes

		XLOC_016458		XLOC_016458		AT3G52670		3:19525246-19526737		WT leaves		ebs leaves		OK		2.6451		5.30882		1.00507		2.56893		5.00E-05		0.000851471		yes

		XLOC_010303		XLOC_010303		AT2G34810		2:14685255-14687062		WT leaves		ebs leaves		OK		6.04395		12.1231		1.00419		1.13414		0.00245		0.0214424		yes

		XLOC_026574		XLOC_026574		AT5G22300		5:7379198-7381935		WT leaves		ebs leaves		OK		3.44459		6.90267		1.00283		2.6474		5.00E-05		0.000851471		yes

		XLOC_022292		XLOC_022292		AT4G28720		4:14192582-14194256		WT leaves		ebs leaves		OK		7.44701		14.9201		1.00253		3.82916		5.00E-05		0.000851471		yes

		XLOC_017666		XLOC_017666		AT3G11750		3:3715070-3715904		WT leaves		ebs leaves		OK		13.2547		26.5535		1.00239		2.77087		5.00E-05		0.000851471		yes

		XLOC_005918		XLOC_005918		AT1G31540		1:11288451-11293753		WT leaves		ebs leaves		OK		2.64573		5.29875		1.00198		1.44408		0.00225		0.0201977		yes

		XLOC_012860		XLOC_012860		AT2G31865		2:13546595-13549536		WT leaves		ebs leaves		OK		0.731005		1.46317		1.00114		0.97506		0.0064		0.0453111		yes

		XLOC_029460		XLOC_029460		AT5G05840		5:1757097-1760666		WT leaves		ebs leaves		OK		2.54221		5.08725		1.0008		2.51169		5.00E-05		0.000851471		yes

		XLOC_018214		XLOC_018214		AT3G21320		3:7497289-7501841		WT leaves		ebs leaves		OK		1.74771		3.49522		0.999914		1.83111		0.00075		0.00852515		yes

		XLOC_007446		XLOC_007446		AT1G65190		1:24215643-24217328		WT leaves		ebs leaves		OK		4.01793		8.02242		0.997585		3.22255		5.00E-05		0.000851471		yes

		XLOC_013192		XLOC_013192		AT2G37540		2:15750969-15753967		WT leaves		ebs leaves		OK		17.9865		35.9018		0.997136		1.85987		0.00015		0.0022305		yes

		XLOC_016719		XLOC_016719		AT3G57450		3:21261933-21262622		WT leaves		ebs leaves		OK		16.488		32.8974		0.996561		3.6329		5.00E-05		0.000851471		yes

		XLOC_029581		XLOC_029581		AT5G08150		5:2622029-2622720		WT leaves		ebs leaves		OK		7.28017		14.5223		0.996228		2.1147		5.00E-05		0.000851471		yes

		XLOC_003687		XLOC_003687		AT1G70560		1:26604854-26607503		WT leaves		ebs leaves		OK		5.02407		10.0149		0.995225		1.73678		5.00E-05		0.000851471		yes

		XLOC_025270		XLOC_025270		AT4G36648		4:17280527-17282730		WT leaves		ebs leaves		OK		17.6171		35.1093		0.99488		4.75808		5.00E-05		0.000851471		yes

		XLOC_006997		XLOC_006997		AT1G56120		1:20987287-20993072		WT leaves		ebs leaves		OK		2.36319		4.70928		0.994772		3.50326		5.00E-05		0.000851471		yes

		XLOC_002701		XLOC_002701		AT1G52800		1:19664043-19665362		WT leaves		ebs leaves		OK		1.75498		3.49566		0.994113		1.97282		0.00015		0.0022305		yes

		XLOC_026588		XLOC_026588		AT5G22580		5:7502673-7503449		WT leaves		ebs leaves		OK		16.223		32.2514		0.991324		3.57945		5.00E-05		0.000851471		yes

		XLOC_012481		XLOC_012481		AT2G25460		2:10832753-10835483		WT leaves		ebs leaves		OK		0.84988		1.68941		0.991191		1.46335		0.0011		0.0114951		yes

		XLOC_006748		XLOC_006748		AT1G52040		1:19350374-19352782		WT leaves		ebs leaves		OK		52.751		104.75		0.989686		3.53504		5.00E-05		0.000851471		yes

		XLOC_021291		XLOC_021291		AT4G11780		4:7085969-7088212		WT leaves		ebs leaves		OK		1.1957		2.37404		0.989489		2.03546		0.00025		0.00348795		yes

		XLOC_000942		XLOC_000942		AT1G17610		1:6056894-6058357		WT leaves		ebs leaves		OK		0.512249		1.01351		0.984446		1.47177		0.0048		0.0362554		yes

		XLOC_016222		XLOC_016222		AT3G48390		3:17920814-17923496		WT leaves		ebs leaves		OK		1.85145		3.66296		0.984351		2.75278		5.00E-05		0.000851471		yes

		XLOC_015357		XLOC_015357		AT3G28270		3:10538104-10540024		WT leaves		ebs leaves		OK		11.9988		23.6492		0.978896		4.08971		5.00E-05		0.000851471		yes

		XLOC_002818		XLOC_002818		AT1G54730		1:20424409-20430123		WT leaves		ebs leaves		OK		14.439		28.4364		0.977767		3.44234		5.00E-05		0.000851471		yes

		XLOC_033073		XLOC_033073		ATCG01020		Pt:113448-113607		WT leaves		ebs leaves		OK		47.248		92.767		0.97336		1.43855		0.0061		0.0437218		yes

		XLOC_022704		XLOC_022704		AT4G35770		4:16944940-16946192		WT leaves		ebs leaves		OK		22.1117		43.3648		0.971715		3.81503		5.00E-05		0.000851471		yes

		XLOC_033093		XLOC_033093		ATCG00150		Pt:14020-14770		WT leaves		ebs leaves		OK		3.36342		6.59331		0.971074		2.18501		0.0001		0.00156486		yes

		XLOC_015577		XLOC_015577		AT3G30841		3:12591391-12593527		WT leaves		ebs leaves		OK		2.55082		4.98942		0.967909		2.49178		5.00E-05		0.000851471		yes

		XLOC_024400		XLOC_024400		AT4G21380		4:11388924-11393226		WT leaves		ebs leaves		OK		1.34948		2.63531		0.965576		1.57125		0.0004		0.005161		yes

		XLOC_011948		XLOC_011948		AT2G16367,transcript:AT2G16367.1		2:7079795-7080248		WT leaves		ebs leaves		OK		170.55		332.773		0.964344		3.82686		5.00E-05		0.000851471		yes

		XLOC_009572		XLOC_009572		AT2G22122		2:9403263-9403808		WT leaves		ebs leaves		OK		7.32106		14.2833		0.964204		2.37251		5.00E-05		0.000851471		yes

		XLOC_005255		XLOC_005255		AT1G18810		1:6485595-6487030		WT leaves		ebs leaves		OK		10.8127		21.0423		0.960565		3.49689		5.00E-05		0.000851471		yes

		XLOC_016165		XLOC_016165		AT3G47510		3:17511078-17511858		WT leaves		ebs leaves		OK		6.13416		11.9364		0.960423		2.22094		5.00E-05		0.000851471		yes

		XLOC_008576		XLOC_008576		AT2G05380		2:1966815-1968037		WT leaves		ebs leaves		OK		69.8657		135.841		0.959265		3.93899		5.00E-05		0.000851471		yes

		XLOC_016220		XLOC_016220		AT3G48350		3:17905724-17907561		WT leaves		ebs leaves		OK		21.0315		40.8549		0.957958		2.92113		5.00E-05		0.000851471		yes

		XLOC_003695		XLOC_003695		AT1G70640		1:26636254-26637127		WT leaves		ebs leaves		OK		4.17204		8.0992		0.957025		1.47546		0.00105		0.0111359		yes

		XLOC_008033		XLOC_008033		AT1G76020		1:28532096-28533567		WT leaves		ebs leaves		OK		22.2702		43.2167		0.956476		1.50722		0.00375		0.0299483		yes

		XLOC_027425		XLOC_027425		AT5G37410		5:14836660-14838508		WT leaves		ebs leaves		OK		0.821405		1.59231		0.954959		1.92387		0.0004		0.005161		yes

		XLOC_000751		XLOC_000751		AT1G14370		1:4915575-4921596		WT leaves		ebs leaves		OK		2.70092		5.23346		0.954312		1.34479		0.00565		0.0412626		yes

		XLOC_028768		XLOC_028768		AT5G59720		5:24062576-24063277		WT leaves		ebs leaves		OK		2.78903		5.39938		0.953029		1.56101		0.0008		0.00899964		yes

		XLOC_023004		XLOC_023004		AT4G01010		4:434568-437242		WT leaves		ebs leaves		OK		0.776652		1.50214		0.951681		1.96436		0.0004		0.005161		yes

		XLOC_018164		XLOC_018164		AT3G20470		3:7140439-7141228		WT leaves		ebs leaves		OK		9.44867		18.2681		0.951148		1.4324		0.00445		0.0342115		yes

		XLOC_029108		XLOC_029108		AT5G65870		5:26351507-26352269		WT leaves		ebs leaves		OK		3.33049		6.43871		0.951036		1.41144		0.0026		0.0224687		yes

		XLOC_030255		XLOC_030255		AT5G20740		5:7025685-7026532		WT leaves		ebs leaves		OK		9.30138		17.9693		0.950019		2.37951		5.00E-05		0.000851471		yes

		XLOC_031034		XLOC_031034		AT5G35735		5:13900751-13902997		WT leaves		ebs leaves		OK		23.1487		44.6555		0.947904		3.92976		5.00E-05		0.000851471		yes

		XLOC_027869		XLOC_027869		AT5G44490		5:17924034-17925843		WT leaves		ebs leaves		OK		2.71035		5.22504		0.946961		2.58712		5.00E-05		0.000851471		yes

		XLOC_009958		XLOC_009958		AT2G28720		2:12326977-12327678		WT leaves		ebs leaves		OK		141.395		271.927		0.943491		4.66563		5.00E-05		0.000851471		yes

		XLOC_025259		XLOC_025259		AT4G36500		4:17225911-17226610		WT leaves		ebs leaves		OK		39.7608		76.3723		0.941703		4.15777		5.00E-05		0.000851471		yes

		XLOC_010619		XLOC_010619		AT2G40400		2:16869333-16873258		WT leaves		ebs leaves		OK		19.3998		37.2431		0.940933		3.64809		5.00E-05		0.000851471		yes

		XLOC_026204		XLOC_026204		AT5G14930		5:4828639-4830955		WT leaves		ebs leaves		OK		11.5342		22.1274		0.939916		1.88757		0.00055		0.00661714		yes

		XLOC_004020		XLOC_004020		AT1G76680		1:28776845-28778467		WT leaves		ebs leaves		OK		15.5633		29.8288		0.938558		3.9137		5.00E-05		0.000851471		yes

		XLOC_027847		XLOC_027847		AT5G44130		5:17761089-17762003		WT leaves		ebs leaves		OK		41.0165		78.5393		0.937209		4.06953		5.00E-05		0.000851471		yes

		XLOC_024637		XLOC_024637		AT4G25420		4:12990883-12992458		WT leaves		ebs leaves		OK		2.25713		4.32109		0.936908		1.73441		0.00015		0.0022305		yes

		XLOC_007782		XLOC_007782		AT1G71000		1:26769335-26770111		WT leaves		ebs leaves		OK		2.0891		3.99411		0.934991		1.37693		0.00725		0.0497695		yes

		XLOC_015070		XLOC_015070		AT3G23450		3:8410432-8412193		WT leaves		ebs leaves		OK		77.543		148.055		0.933069		4.50361		5.00E-05		0.000851471		yes

		XLOC_017523		XLOC_017523		AT3G09260		3:2838999-2843781		WT leaves		ebs leaves		OK		6.49776		12.3879		0.930911		1.61179		0.0013		0.0131764		yes

		XLOC_013488		XLOC_013488		AT2G42760		2:17795983-17797231		WT leaves		ebs leaves		OK		1.88418		3.58908		0.929674		2.00164		0.0001		0.00156486		yes

		XLOC_018645		XLOC_018645		AT3G28340		3:10588946-10590552		WT leaves		ebs leaves		OK		2.26819		4.31814		0.928869		2.40899		5.00E-05		0.000851471		yes

		XLOC_001113		XLOC_001113		AT1G20693		1:7176774-7178820		WT leaves		ebs leaves		OK		154.794		294.277		0.926828		4.62769		5.00E-05		0.000851471		yes

		XLOC_007317		XLOC_007317		AT1G62770		1:23245885-23246890		WT leaves		ebs leaves		OK		2.12864		4.04576		0.926482		1.17435		0.00635		0.0450604		yes

		XLOC_012395		XLOC_012395		transcript:AT2G24160.1		2:10268007-10270612		WT leaves		ebs leaves		OK		0.604062		1.1467		0.924721		1.9008		0.0008		0.00899964		yes

		XLOC_021680		XLOC_021680		AT4G18205		4:10073757-10075271		WT leaves		ebs leaves		OK		5.55717		10.5459		0.924258		2.01001		0.0005		0.00615957		yes

		XLOC_010511		XLOC_010511		AT2G38470		2:16108360-16111797		WT leaves		ebs leaves		OK		6.04406		11.4629		0.923384		2.59869		5.00E-05		0.000851471		yes

		XLOC_017658		XLOC_017658		AT3G11660		3:3678834-3679943		WT leaves		ebs leaves		OK		8.9885		17.0366		0.922488		3.37164		5.00E-05		0.000851471		yes

		XLOC_006807		XLOC_006807		AT1G52890		1:19697003-19698482		WT leaves		ebs leaves		OK		2.06536		3.9127		0.921773		1.75963		0.00025		0.00348795		yes

		XLOC_011383		XLOC_011383		AT2G06050		2:2359113-2362302		WT leaves		ebs leaves		OK		35.213		66.6792		0.921128		1.37392		0.0033		0.0271623		yes

		XLOC_003547		XLOC_003547		AT1G68130		1:25532243-25534586		WT leaves		ebs leaves		OK		5.57596		10.5546		0.920584		3.32795		5.00E-05		0.000851471		yes

		XLOC_022494		XLOC_022494		AT4G32280		4:15583386-15584769		WT leaves		ebs leaves		OK		129.44		244.901		0.919913		1.97079		5.00E-05		0.000851471		yes

		XLOC_031905		XLOC_031905		AT5G49730		5:20201100-20204513		WT leaves		ebs leaves		OK		28.0323		52.9341		0.917111		4.17009		5.00E-05		0.000851471		yes

		XLOC_024645		XLOC_024645		AT4G25490		4:13021779-13022725		WT leaves		ebs leaves		OK		3.7459		7.06757		0.915903		1.52695		0.0033		0.0271623		yes

		XLOC_021262		XLOC_021262		AT4G11330		4:6892054-6894149		WT leaves		ebs leaves		OK		15.5129		29.2572		0.915319		4.07093		5.00E-05		0.000851471		yes

		XLOC_014622		XLOC_014622		AT3G16450		3:5588393-5590055		WT leaves		ebs leaves		OK		3.55237		6.689		0.91301		2.21915		5.00E-05		0.000851471		yes

		XLOC_027573		XLOC_027573		AT5G39860		5:15957416-15958455		WT leaves		ebs leaves		OK		44.3453		83.4322		0.911821		4.10696		5.00E-05		0.000851471		yes

		XLOC_033028		XLOC_033028		ATMG01390		Mt:361349-363284		WT leaves		ebs leaves		OK		11.7854		22.153		0.910495		4.09426		5.00E-05		0.000851471		yes

		XLOC_028913		XLOC_028913		AT5G62360		5:25040648-25041462		WT leaves		ebs leaves		OK		55.5222		104.325		0.909947		4.13043		5.00E-05		0.000851471		yes

		XLOC_030631		XLOC_030631		AT5G28030		5:10030405-10032451		WT leaves		ebs leaves		OK		33.8861		63.6388		0.909216		3.49665		5.00E-05		0.000851471		yes

		XLOC_013407		XLOC_013407		AT2G41370		2:17237744-17240440		WT leaves		ebs leaves		OK		4.23735		7.95245		0.908239		3.14284		5.00E-05		0.000851471		yes

		XLOC_027572		XLOC_027572		AT5G39850		5:15950021-15951425		WT leaves		ebs leaves		OK		5.6149		10.5314		0.907364		2.19133		5.00E-05		0.000851471		yes

		XLOC_000515		XLOC_000515		AT1G10560		1:3484579-3486965		WT leaves		ebs leaves		OK		1.45561		2.72999		0.907278		1.26089		0.00055		0.00661714		yes

		XLOC_001831		XLOC_001831		AT1G33340		1:12087579-12088958		WT leaves		ebs leaves		OK		1.42768		2.65422		0.894617		1.23794		0.00245		0.0214424		yes

		XLOC_017923		XLOC_017923		AT3G15720		3:5325289-5327639		WT leaves		ebs leaves		OK		3.09864		5.75541		0.893284		1.03316		0.00245		0.0214424		yes

		XLOC_014028		XLOC_014028		AT3G05730		3:1695975-1696708		WT leaves		ebs leaves		OK		202.518		376.138		0.893212		4.30834		5.00E-05		0.000851471		yes

		XLOC_009361		XLOC_009361		AT2G18570		2:8063319-8065008		WT leaves		ebs leaves		OK		1.63704		3.03791		0.891992		1.59023		0.0003		0.00405131		yes

		XLOC_031178		XLOC_031178		AT5G37600		5:14933335-14935841		WT leaves		ebs leaves		OK		24.0076		44.4764		0.889548		4.15567		5.00E-05		0.000851471		yes

		XLOC_024054		XLOC_024054		AT4G15530		4:8864827-8870967		WT leaves		ebs leaves		OK		2.2559		4.17454		0.887916		1.752		0.00035		0.00459263		yes

		XLOC_002264		XLOC_002264		AT1G43675		1:16470871-16471248		WT leaves		ebs leaves		OK		6.19757		11.443		0.884685		1.60749		0.00245		0.0214424		yes

		XLOC_007904		XLOC_007904		AT1G73540		1:27645657-27646698		WT leaves		ebs leaves		OK		22.992		42.4467		0.884522		3.78637		5.00E-05		0.000851471		yes

		XLOC_007291		XLOC_007291		AT1G62300		1:23016682-23019279		WT leaves		ebs leaves		OK		2.81607		5.19787		0.884235		1.98195		5.00E-05		0.000851471		yes

		XLOC_012883		XLOC_012883		AT2G32290		2:13714546-13716929		WT leaves		ebs leaves		OK		2.1034		3.88095		0.88369		1.26821		0.0012		0.0123451		yes

		XLOC_008226		XLOC_008226		transcript:AT1G79245.1		1:29804734-29809514		WT leaves		ebs leaves		OK		36.0877		66.5626		0.883206		4.39899		5.00E-05		0.000851471		yes

		XLOC_015894		XLOC_015894		AT3G43350		3:15286072-15290808		WT leaves		ebs leaves		OK		1.61875		2.9854		0.883044		2.5476		5.00E-05		0.000851471		yes

		XLOC_017229		XLOC_017229		AT3G04230		3:1112989-1113659		WT leaves		ebs leaves		OK		5.53351		10.1877		0.880558		1.96553		0.0001		0.00156486		yes

		XLOC_028857		XLOC_028857		AT5G61350		5:24667972-24670501		WT leaves		ebs leaves		OK		1.49549		2.74742		0.877453		2.47647		5.00E-05		0.000851471		yes

		XLOC_010984		XLOC_010984		AT2G46600		2:19136018-19140747		WT leaves		ebs leaves		OK		42.9955		78.932		0.876425		2.77371		5.00E-05		0.000851471		yes

		XLOC_010602		XLOC_010602		AT2G40110		2:16747939-16749545		WT leaves		ebs leaves		OK		2.45986		4.51578		0.876397		1.45111		0.0013		0.0131764		yes

		XLOC_017605		XLOC_017605		AT3G10720		3:3354446-3357614		WT leaves		ebs leaves		OK		36.4668		66.8327		0.873971		2.67182		5.00E-05		0.000851471		yes

		XLOC_012374		XLOC_012374		AT2G23770		2:10120241-10122080		WT leaves		ebs leaves		OK		2.53015		4.62478		0.870162		2.61632		5.00E-05		0.000851471		yes

		XLOC_018509		XLOC_018509		AT3G26445		3:9680119-9680746		WT leaves		ebs leaves		OK		8.66551		15.8242		0.868775		1.72633		0.00145		0.014382		yes

		XLOC_016883		XLOC_016883		AT3G60690		3:22435120-22435949		WT leaves		ebs leaves		OK		11.752		21.298		0.85781		2.24697		5.00E-05		0.000851471		yes

		XLOC_020544		XLOC_020544		AT4G02330		4:1032412-1035037		WT leaves		ebs leaves		OK		12.1749		22.0592		0.857471		1.40896		0.0006		0.0071353		yes

		XLOC_017010		XLOC_017010		AT3G62950		3:23266248-23266934		WT leaves		ebs leaves		OK		13.753		24.9096		0.85695		2.93687		5.00E-05		0.000851471		yes

		XLOC_010987		XLOC_010987		AT2G46650		2:19151645-19152600		WT leaves		ebs leaves		OK		17.421		31.5406		0.856383		2.13449		5.00E-05		0.000851471		yes

		XLOC_025100		XLOC_025100		AT4G33467		4:16101463-16102196		WT leaves		ebs leaves		OK		24.868		45.0072		0.855867		3.39384		5.00E-05		0.000851471		yes

		XLOC_032804		XLOC_032804		AT5G66350		5:26504466-26506569		WT leaves		ebs leaves		OK		0.807177		1.45896		0.853988		1.40052		0.0034		0.0277146		yes

		XLOC_025734		XLOC_025734		AT5G05440		5:1609249-1610446		WT leaves		ebs leaves		OK		2.0018		3.61327		0.852007		1.85241		0.00035		0.00459263		yes

		XLOC_001259		XLOC_001259		AT1G23130		1:8200382-8201235		WT leaves		ebs leaves		OK		164.092		296.139		0.85177		4.19287		5.00E-05		0.000851471		yes

		XLOC_028662		XLOC_028662		AT5G57760		5:23400714-23403130		WT leaves		ebs leaves		OK		33.2379		59.9354		0.850577		2.23933		5.00E-05		0.000851471		yes

		XLOC_013330		XLOC_013330		AT2G39980		2:16687672-16689956		WT leaves		ebs leaves		OK		2.28698		4.11796		0.848481		2.51148		5.00E-05		0.000851471		yes

		XLOC_025215		XLOC_025215		AT4G35750		4:16940506-16941862		WT leaves		ebs leaves		OK		31.7124		56.9732		0.845237		3.96986		5.00E-05		0.000851471		yes

		XLOC_001438		XLOC_001438		AT1G27030		1:9381802-9383984		WT leaves		ebs leaves		OK		20.0795		36.0549		0.84447		3.67335		5.00E-05		0.000851471		yes

		XLOC_001840		XLOC_001840		AT1G33600		1:12180775-12182363		WT leaves		ebs leaves		OK		20.1172		36.1103		0.843979		3.93957		5.00E-05		0.000851471		yes

		XLOC_018461		XLOC_018461		AT3G25717		3:9375101-9375671		WT leaves		ebs leaves		OK		61.2122		109.813		0.843163		3.83873		5.00E-05		0.000851471		yes

		XLOC_004252		XLOC_004252		AT1G01060		1:33378-37871		WT leaves		ebs leaves		OK		0.647582		1.16126		0.842555		1.30697		0.00055		0.00661714		yes

		XLOC_014262		XLOC_014262		AT3G10420		3:3239179-3242537		WT leaves		ebs leaves		OK		19.6959		35.2439		0.839478		3.40891		5.00E-05		0.000851471		yes

		XLOC_012537		XLOC_012537		AT2G26530		2:11282774-11284229		WT leaves		ebs leaves		OK		9.37276		16.7623		0.83867		3.31031		5.00E-05		0.000851471		yes

		XLOC_027473		XLOC_027473		AT5G38210		5:15261004-15265630		WT leaves		ebs leaves		OK		1.78304		3.18343		0.83624		1.63142		0.0014		0.0140212		yes

		XLOC_028686		XLOC_028686		AT5G58180		5:23544010-23545760		WT leaves		ebs leaves		OK		2.42506		4.3282		0.835749		1.68646		0.00095		0.0102873		yes

		XLOC_029750		XLOC_029750		AT5G11410		5:3638430-3639883		WT leaves		ebs leaves		OK		1.2115		2.16147		0.835219		1.43374		0.00525		0.0389088		yes

		XLOC_025854		XLOC_025854		AT5G07440		5:2355936-2358194		WT leaves		ebs leaves		OK		5.66217		10.1002		0.834956		2.22472		5.00E-05		0.000851471		yes

		XLOC_016944		XLOC_016944		AT3G61630		3:22805179-22806527		WT leaves		ebs leaves		OK		1.63304		2.90841		0.83267		1.41698		0.0012		0.0123451		yes

		XLOC_021946		XLOC_021946		AT4G22690		4:11929358-11931693		WT leaves		ebs leaves		OK		8.82095		15.709		0.832584		3.64175		5.00E-05		0.000851471		yes

		XLOC_012728		XLOC_012728		AT2G29720		2:12700400-12702341		WT leaves		ebs leaves		OK		1.6797		2.98751		0.83074		0.990206		0.00615		0.0439951		yes

		XLOC_022772		XLOC_022772		AT4G37180		4:17504563-17506367		WT leaves		ebs leaves		OK		7.84651		13.9072		0.825712		2.88736		5.00E-05		0.000851471		yes

		XLOC_018399		XLOC_018399		AT3G24460		3:8885817-8893050		WT leaves		ebs leaves		OK		1.42778		2.52999		0.825356		1.70341		0.00095		0.0102873		yes

		XLOC_003388		XLOC_003388		AT1G65250		1:24234337-24235808		WT leaves		ebs leaves		OK		5.39451		9.55316		0.824486		2.57887		5.00E-05		0.000851471		yes

		XLOC_006951		XLOC_006951		AT1G55450		1:20704917-20706893		WT leaves		ebs leaves		OK		19.7757		35.0126		0.824143		3.4226		5.00E-05		0.000851471		yes

		XLOC_019153		XLOC_019153		transcript:AT3G43310.1		3:15265922-15268370		WT leaves		ebs leaves		OK		2.60823		4.6147		0.823164		2.74707		5.00E-05		0.000851471		yes

		XLOC_032414		XLOC_032414		AT5G59130		5:23870097-23873720		WT leaves		ebs leaves		OK		14.0222		24.795		0.822334		2.37972		5.00E-05		0.000851471		yes

		XLOC_004322		XLOC_004322		AT1G02340		1:465717-467844		WT leaves		ebs leaves		OK		22.1588		39.1582		0.821434		3.33426		5.00E-05		0.000851471		yes

		XLOC_032660		XLOC_032660		AT5G63760		5:25515877-25517833		WT leaves		ebs leaves		OK		2.82879		4.99703		0.820885		1.93724		0.0001		0.00156486		yes

		XLOC_006438		XLOC_006438		AT1G44510		1:16853446-16857835		WT leaves		ebs leaves		OK		5.10084		8.99516		0.818413		3.70155		5.00E-05		0.000851471		yes

		XLOC_009400		XLOC_009400		AT2G19130		2:8293681-8296275		WT leaves		ebs leaves		OK		2.21935		3.91372		0.818403		2.6541		5.00E-05		0.000851471		yes

		XLOC_001777		XLOC_001777		AT1G32540		1:11767503-11769898		WT leaves		ebs leaves		OK		23.7578		41.8856		0.818053		3.3206		5.00E-05		0.000851471		yes

		XLOC_000217		XLOC_000217		AT1G05000		1:1425592-1428782		WT leaves		ebs leaves		OK		1.09863		1.93539		0.816922		1.06593		0.00705		0.0487943		yes

		XLOC_032218		XLOC_032218		AT5G55570		5:22514474-22517929		WT leaves		ebs leaves		OK		12.3682		21.7735		0.815942		1.38338		0.00715		0.0493758		yes

		XLOC_033113		XLOC_033113		ATCG00470,ATCG00480		Pt:52264-54156		WT leaves		ebs leaves		OK		58.7644		103.36		0.814664		2.60164		5.00E-05		0.000851471		yes

		XLOC_006895		XLOC_006895		AT1G54410		1:20309774-20310767		WT leaves		ebs leaves		OK		1481.29		2604.36		0.814072		3.88997		5.00E-05		0.000851471		yes

		XLOC_008153		XLOC_008153		AT1G77990		1:29317898-29323358		WT leaves		ebs leaves		OK		2.42431		4.26142		0.813759		1.37408		0.00255		0.0221918		yes

		XLOC_023930		XLOC_023930		AT4G13770		4:7990484-7992311		WT leaves		ebs leaves		OK		34.2921		60.273		0.813634		3.64666		5.00E-05		0.000851471		yes

		XLOC_006595		XLOC_006595		AT1G49160		1:18179303-18182391		WT leaves		ebs leaves		OK		1.07183		1.88362		0.81343		1.25267		0.0019		0.0177704		yes

		XLOC_022849		XLOC_022849		AT4G38550		4:18025619-18028800		WT leaves		ebs leaves		OK		21.0101		36.9108		0.812961		3.54349		5.00E-05		0.000851471		yes

		XLOC_020612		XLOC_020612		AT4G03420		4:1511838-1514030		WT leaves		ebs leaves		OK		6.80787		11.9558		0.812442		3.17755		5.00E-05		0.000851471		yes

		XLOC_033091		XLOC_033091		ATCG00130		Pt:11528-12798		WT leaves		ebs leaves		OK		7.86853		13.7838		0.80881		2.08446		5.00E-05		0.000851471		yes

		XLOC_012337		XLOC_012337		AT2G23170		2:9863854-9866562		WT leaves		ebs leaves		OK		9.98428		17.4586		0.806208		3.26593		5.00E-05		0.000851471		yes

		XLOC_032450		XLOC_032450		AT5G59800		5:24094473-24096532		WT leaves		ebs leaves		OK		4.13514		7.22135		0.804334		1.33192		0.0064		0.0453111		yes

		XLOC_014245		XLOC_014245		AT3G10120		3:3130071-3130891		WT leaves		ebs leaves		OK		6.16347		10.7555		0.803257		2.0636		0.0001		0.00156486		yes

		XLOC_031652		XLOC_031652		AT5G45440		5:18412307-18413555		WT leaves		ebs leaves		OK		1.37549		2.39792		0.801836		1.2215		0.0045		0.0345242		yes

		XLOC_031400		XLOC_031400		AT5G41400		5:16569376-16570177		WT leaves		ebs leaves		OK		3.97106		6.91924		0.801089		1.58781		0.001		0.010716		yes

		XLOC_033050		XLOC_033050		ATCG00530		Pt:60740-61430		WT leaves		ebs leaves		OK		2.85825		4.97627		0.79993		1.60657		0.00205		0.0188125		yes

		XLOC_000315		XLOC_000315		AT1G06830		1:2097150-2097655		WT leaves		ebs leaves		OK		19.3037		33.56		0.797863		2.2348		5.00E-05		0.000851471		yes

		XLOC_021832		XLOC_021832		AT4G20830		4:11155452-11157806		WT leaves		ebs leaves		OK		22.9033		39.8113		0.797623		3.36339		5.00E-05		0.000851471		yes

		XLOC_013097		XLOC_013097		AT2G35930		2:15082854-15084473		WT leaves		ebs leaves		OK		2.23952		3.88287		0.793936		1.53821		0.00385		0.0305232		yes

		XLOC_033110		XLOC_033110		ATCG00430		Pt:49256-49934		WT leaves		ebs leaves		OK		3.49863		6.05977		0.792472		1.70198		0.00125		0.0127815		yes

		XLOC_032445		XLOC_032445		AT5G59730		5:24063876-24066170		WT leaves		ebs leaves		OK		11.0643		19.1606		0.792232		1.79797		0.00145		0.014382		yes

		XLOC_007244		XLOC_007244		AT1G61580		1:22720691-22723152		WT leaves		ebs leaves		OK		7.48767		12.9437		0.789661		2.72135		5.00E-05		0.000851471		yes

		XLOC_010966		XLOC_010966		AT2G46310		2:19011502-19012857		WT leaves		ebs leaves		OK		3.32595		5.74544		0.788649		2.10237		5.00E-05		0.000851471		yes

		XLOC_017103		XLOC_017103		AT3G01960		3:324580-325087		WT leaves		ebs leaves		OK		14.1096		24.3474		0.787093		2.09628		5.00E-05		0.000851471		yes

		XLOC_004335		XLOC_004335		AT1G02610		1:553049-555994		WT leaves		ebs leaves		OK		18.7426		32.3393		0.786971		1.38286		0.00645		0.0455607		yes

		XLOC_022790		XLOC_022790		AT4G37520		4:17631561-17633249		WT leaves		ebs leaves		OK		3.65145		6.29933		0.78673		1.19158		0.00455		0.0348213		yes

		XLOC_031588		XLOC_031588		AT5G44410		5:17891221-17892978		WT leaves		ebs leaves		OK		4.72665		8.14741		0.785523		1.28122		0.00175		0.0166962		yes

		XLOC_013204		XLOC_013204		AT2G37710		2:15814717-15817004		WT leaves		ebs leaves		OK		11.4189		19.6434		0.782623		2.44087		5.00E-05		0.000851471		yes

		XLOC_004816		XLOC_004816		AT1G10682		1:3544990-3545471		WT leaves		ebs leaves		OK		20.4818		35.1757		0.780236		2.56679		5.00E-05		0.000851471		yes

		XLOC_006728		XLOC_006728		AT1G51805		1:19220976-19225690		WT leaves		ebs leaves		OK		23.3589		39.9872		0.77557		2.59988		5.00E-05		0.000851471		yes

		XLOC_014573		XLOC_014573		AT3G15750		3:5335077-5336476		WT leaves		ebs leaves		OK		12.9613		22.1865		0.775469		2.78924		5.00E-05		0.000851471		yes

		XLOC_024154		XLOC_024154		AT4G17090		4:9604501-9607334		WT leaves		ebs leaves		OK		96.9183		165.824		0.774813		3.75281		5.00E-05		0.000851471		yes

		XLOC_030486		XLOC_030486		AT5G25190		5:8706789-8707748		WT leaves		ebs leaves		OK		10.8583		18.5754		0.774595		1.8327		0.00115		0.0119101		yes

		XLOC_023823		XLOC_023823		AT4G12320		4:7314777-7316669		WT leaves		ebs leaves		OK		28.5281		48.799		0.774466		2.7535		5.00E-05		0.000851471		yes

		XLOC_018453		XLOC_018453		AT3G25620		3:9316073-9319571		WT leaves		ebs leaves		OK		2.04608		3.49932		0.774214		2.28635		5.00E-05		0.000851471		yes

		XLOC_006770		XLOC_006770		AT1G52290		1:19470032-19472449		WT leaves		ebs leaves		OK		16.0563		27.4588		0.774125		1.32055		0.0071		0.0490854		yes

		XLOC_032078		XLOC_032078		AT5G52900		5:21452441-21453808		WT leaves		ebs leaves		OK		34.1115		58.2348		0.771624		3.61938		5.00E-05		0.000851471		yes

		XLOC_033030		XLOC_033030		ATCG00070		Pt:7016-7202		WT leaves		ebs leaves		OK		55.6212		94.8725		0.770355		1.47754		0.00415		0.0323616		yes

		XLOC_024669		XLOC_024669		AT4G25940		4:13169640-13172881		WT leaves		ebs leaves		OK		5.76051		9.82446		0.77018		2.33403		5.00E-05		0.000851471		yes

		XLOC_012586		XLOC_012586		AT2G27310		2:11683861-11684967		WT leaves		ebs leaves		OK		6.57002		11.175		0.766303		2.56368		5.00E-05		0.000851471		yes

		XLOC_001862		XLOC_001862		AT1G33960		1:12346231-12348513		WT leaves		ebs leaves		OK		1.08686		1.84705		0.765056		1.40509		0.00365		0.0293139		yes

		XLOC_000169		XLOC_000169		AT1G03990		1:1024846-1027616		WT leaves		ebs leaves		OK		0.926654		1.57443		0.764728		1.71335		0.00115		0.0119101		yes

		XLOC_012662		XLOC_012662		AT2G28630		2:12275318-12277245		WT leaves		ebs leaves		OK		14.7174		25.0052		0.764711		3.50454		5.00E-05		0.000851471		yes

		XLOC_007756		XLOC_007756		AT1G70420		1:26539573-26540762		WT leaves		ebs leaves		OK		16.7184		28.3995		0.764427		3.25549		5.00E-05		0.000851471		yes

		XLOC_004415		XLOC_004415		AT1G04040		1:1040382-1043864		WT leaves		ebs leaves		OK		77.9687		132.344		0.763322		2.48953		5.00E-05		0.000851471		yes

		XLOC_025816		XLOC_025816		AT5G06860		5:2132196-2133746		WT leaves		ebs leaves		OK		5.44116		9.22358		0.761413		1.47198		0.0059		0.0426846		yes

		XLOC_032047		XLOC_032047		AT5G52320		5:21244977-21246682		WT leaves		ebs leaves		OK		4.70661		7.97242		0.76033		1.21889		0.0011		0.0114951		yes

		XLOC_023456		XLOC_023456		AT4G06746		4:4073961-4074545		WT leaves		ebs leaves		OK		3.3457		5.66388		0.759483		1.45222		0.0052		0.038662		yes

		XLOC_010546		XLOC_010546		AT2G39030		2:16298226-16299202		WT leaves		ebs leaves		OK		4.45116		7.5278		0.758047		1.71283		0.00115		0.0119101		yes

		XLOC_018472		XLOC_018472		AT3G25870		3:9463315-9464283		WT leaves		ebs leaves		OK		2.80547		4.74421		0.757928		1.65367		0.00095		0.0102873		yes

		XLOC_012029		XLOC_012029		AT2G17695		2:7684111-7685187		WT leaves		ebs leaves		OK		58.3299		98.5181		0.756153		2.25064		5.00E-05		0.000851471		yes

		XLOC_007950		XLOC_007950		AT1G74440		1:27975178-27980404		WT leaves		ebs leaves		OK		2.34496		3.9593		0.755686		1.39968		0.0069		0.0480072		yes

		XLOC_019950		XLOC_019950		AT3G55970		3:20766734-20769324		WT leaves		ebs leaves		OK		2.06451		3.48458		0.755184		1.49743		0.00115		0.0119101		yes

		XLOC_000333		XLOC_000333		AT1G07180		1:2204319-2206934		WT leaves		ebs leaves		OK		15.2804		25.7394		0.752298		2.73303		5.00E-05		0.000851471		yes

		XLOC_010720		XLOC_010720		AT2G42040		2:17543033-17545230		WT leaves		ebs leaves		OK		21.5599		36.2712		0.750472		3.35776		5.00E-05		0.000851471		yes

		XLOC_031900		XLOC_031900		AT5G49630		5:20142469-20146498		WT leaves		ebs leaves		OK		7.05577		11.8668		0.750058		2.21941		5.00E-05		0.000851471		yes

		XLOC_027424		XLOC_027424		AT5G37400		5:14834342-14836346		WT leaves		ebs leaves		OK		0.843721		1.41867		0.749702		1.53784		0.0039		0.0308142		yes

		XLOC_000688		XLOC_000688		AT1G13260		1:4542167-4543742		WT leaves		ebs leaves		OK		23.5786		39.6206		0.748771		3.51629		5.00E-05		0.000851471		yes

		XLOC_004600		XLOC_004600		AT1G07135		1:2189927-2190659		WT leaves		ebs leaves		OK		61.2867		102.957		0.748396		3.33981		5.00E-05		0.000851471		yes

		XLOC_009619		XLOC_009619		AT2G22770		2:9684724-9686595		WT leaves		ebs leaves		OK		1.48377		2.49214		0.748114		1.27495		0.0054		0.0398135		yes

		XLOC_017082		XLOC_017082		AT3G01500		3:194723-198019		WT leaves		ebs leaves		OK		1492.63		2506.67		0.74792		2.68189		5.00E-05		0.000851471		yes

		XLOC_022229		XLOC_022229		AT4G27740		4:13839074-13839763		WT leaves		ebs leaves		OK		23.149		38.8735		0.747839		2.3961		5.00E-05		0.000851471		yes

		XLOC_021741		XLOC_021741		AT4G19170		4:10481785-10483857		WT leaves		ebs leaves		OK		63.8675		107.203		0.747198		3.67649		5.00E-05		0.000851471		yes

		XLOC_017952		XLOC_017952		AT3G16470		3:5595928-5599224		WT leaves		ebs leaves		OK		17.0607		28.6078		0.745733		3.24302		5.00E-05		0.000851471		yes

		XLOC_024720		XLOC_024720		AT4G26795		4:13487208-13489601		WT leaves		ebs leaves		OK		3.6348		6.09359		0.745415		1.64017		0.00205		0.0188125		yes

		XLOC_026439		XLOC_026439		AT5G19140		5:6423152-6428467		WT leaves		ebs leaves		OK		331.761		556.101		0.745203		3.6154		5.00E-05		0.000851471		yes

		XLOC_028771		XLOC_028771		AT5G59790		5:24090714-24093168		WT leaves		ebs leaves		OK		2.16499		3.62598		0.744011		1.96216		5.00E-05		0.000851471		yes

		XLOC_007320		XLOC_007320		AT1G62810		1:23257725-23261966		WT leaves		ebs leaves		OK		6.82296		11.4187		0.742932		3.20593		5.00E-05		0.000851471		yes

		XLOC_001283		XLOC_001283		AT1G23710		1:8385250-8386426		WT leaves		ebs leaves		OK		8.24381		13.7885		0.742078		1.50289		0.002		0.018491		yes

		XLOC_012066		XLOC_012066		AT2G18350		2:7969319-7972081		WT leaves		ebs leaves		OK		4.00332		6.68698		0.74016		1.64251		0.0002		0.00287925		yes

		XLOC_010772		XLOC_010772		AT2G43060		2:17909184-17910082		WT leaves		ebs leaves		OK		3.04511		5.08563		0.739933		1.62557		0.00085		0.00943042		yes

		XLOC_010996		XLOC_010996		AT2G46790		2:19232648-19235087		WT leaves		ebs leaves		OK		2.69071		4.49335		0.739807		1.76085		5.00E-05		0.000851471		yes

		XLOC_017968		XLOC_017968		AT3G16690		3:5684358-5686490		WT leaves		ebs leaves		OK		5.84004		9.74619		0.738861		1.67802		0.00065		0.00761746		yes

		XLOC_022027		XLOC_022027		AT4G24120		4:12524490-12527341		WT leaves		ebs leaves		OK		6.09177		10.1607		0.73807		2.69293		5.00E-05		0.000851471		yes

		XLOC_009541		XLOC_009541		AT2G21650		2:9259582-9260656		WT leaves		ebs leaves		OK		5.15305		8.58765		0.736838		1.36061		0.0035		0.0283675		yes

		XLOC_007901		XLOC_007901		AT1G73500		1:27639090-27640529		WT leaves		ebs leaves		OK		3.13282		5.21932		0.7364		2.02491		5.00E-05		0.000851471		yes

		XLOC_023093		XLOC_023093		AT4G02420		4:1064362-1066372		WT leaves		ebs leaves		OK		2.99727		4.99334		0.736356		2.38694		5.00E-05		0.000851471		yes

		XLOC_026539		XLOC_026539		AT5G20960,AT5G20970		5:7116737-7128359		WT leaves		ebs leaves		OK		5.4482		9.07382		0.735929		1.24272		0.00695		0.0482464		yes

		XLOC_029990		XLOC_029990		AT5G16080		5:5252314-5253618		WT leaves		ebs leaves		OK		2.61618		4.35167		0.734106		1.52034		0.0006		0.0071353		yes

		XLOC_033125		XLOC_033125		ATCG00750		Pt:78959-79376		WT leaves		ebs leaves		OK		7.75731		12.9012		0.733874		1.56521		0.0019		0.0177704		yes

		XLOC_000739		XLOC_000739		AT1G14190		1:4852801-4854307		WT leaves		ebs leaves		OK		1.01086		1.67909		0.732101		1.42642		0.00635		0.0450604		yes

		XLOC_003408		XLOC_003408		AT1G65490		1:24354770-24355351		WT leaves		ebs leaves		OK		6.87173		11.411		0.731683		1.21616		0.00465		0.0354402		yes

		XLOC_013710		XLOC_013710		AT2G47000		2:19309867-19315241		WT leaves		ebs leaves		OK		1.5575		2.58612		0.731559		2.17431		5.00E-05		0.000851471		yes

		XLOC_019665		XLOC_019665		AT3G50840		3:18896174-18898621		WT leaves		ebs leaves		OK		5.42044		8.9884		0.729655		2.68451		5.00E-05		0.000851471		yes

		XLOC_003530		XLOC_003530		AT1G67850		1:25437899-25442142		WT leaves		ebs leaves		OK		2.87834		4.77121		0.72912		2.29809		5.00E-05		0.000851471		yes

		XLOC_029369		XLOC_029369		AT5G04020		5:1081610-1086546		WT leaves		ebs leaves		OK		3.44172		5.70304		0.728602		2.04635		5.00E-05		0.000851471		yes

		XLOC_013639		XLOC_013639		AT2G45660		2:18807537-18811047		WT leaves		ebs leaves		OK		36.004		59.5915		0.726949		3.50825		5.00E-05		0.000851471		yes

		XLOC_033124		XLOC_033124		ATCG00740		Pt:77900-78890		WT leaves		ebs leaves		OK		3.25168		5.3796		0.726316		1.81335		0.0002		0.00287925		yes

		XLOC_007614		XLOC_007614		AT1G67870		1:25449366-25451012		WT leaves		ebs leaves		OK		166.815		275.664		0.724664		3.59496		5.00E-05		0.000851471		yes

		XLOC_016057		XLOC_016057		AT3G45650		3:16759252-16761266		WT leaves		ebs leaves		OK		3.30586		5.46265		0.724574		2.26876		5.00E-05		0.000851471		yes

		XLOC_004571		XLOC_004571		AT1G06690		1:2049601-2052154		WT leaves		ebs leaves		OK		45.4217		74.8848		0.721293		3.4444		5.00E-05		0.000851471		yes

		XLOC_018395		XLOC_018395		AT3G24420		3:8862839-8864914		WT leaves		ebs leaves		OK		52.9312		87.2493		0.721025		3.43858		5.00E-05		0.000851471		yes

		XLOC_005260		XLOC_005260		AT1G18890		1:6520747-6525962		WT leaves		ebs leaves		OK		7.22917		11.9149		0.720868		3.08315		5.00E-05		0.000851471		yes

		XLOC_000785		XLOC_000785		AT1G15125		1:5204624-5205912		WT leaves		ebs leaves		OK		3.02954		4.99056		0.720103		1.77463		0.0005		0.00615957		yes

		XLOC_020260		XLOC_020260		AT3G61210		3:22658677-22659870		WT leaves		ebs leaves		OK		23.8367		39.2122		0.718117		3.04495		5.00E-05		0.000851471		yes

		XLOC_013172		XLOC_013172		AT2G37170		2:15613401-15614857		WT leaves		ebs leaves		OK		35.1655		57.8006		0.716925		1.65163		0.0006		0.0071353		yes

		XLOC_003078		XLOC_003078		AT1G59620		1:21902283-21905685		WT leaves		ebs leaves		OK		6.08748		9.98967		0.714592		2.32029		5.00E-05		0.000851471		yes

		XLOC_026203		XLOC_026203		AT5G14920		5:4826478-4827980		WT leaves		ebs leaves		OK		95.9374		157.183		0.712282		3.47425		5.00E-05		0.000851471		yes

		XLOC_002585		XLOC_002585		AT1G50732		1:18802687-18803363		WT leaves		ebs leaves		OK		38.3283		62.7475		0.71115		2.24462		5.00E-05		0.000851471		yes

		XLOC_012060		XLOC_012060		AT2G18210		2:7924957-7925875		WT leaves		ebs leaves		OK		6.32215		10.3487		0.71096		2.13644		5.00E-05		0.000851471		yes

		XLOC_003421		XLOC_003421		AT1G65800		1:24473120-24476715		WT leaves		ebs leaves		OK		4.25547		6.96368		0.710532		1.186		0.00235		0.0208329		yes

		XLOC_032016		XLOC_032016		AT5G51795		5:21043082-21044194		WT leaves		ebs leaves		OK		2.36675		3.87251		0.710363		1.61735		0.00185		0.0174525		yes

		XLOC_010087		XLOC_010087		AT2G31200		2:13293985-13295410		WT leaves		ebs leaves		OK		8.35828		13.6598		0.708659		2.49442		5.00E-05		0.000851471		yes

		XLOC_002646		XLOC_002646		AT1G51700		1:19174069-19175189		WT leaves		ebs leaves		OK		13.7178		22.3757		0.705887		2.87646		5.00E-05		0.000851471		yes

		XLOC_030429		XLOC_030429		AT5G24280		5:8251377-8262154		WT leaves		ebs leaves		OK		0.7971		1.29978		0.705435		1.74413		0.0002		0.00287925		yes

		XLOC_013286		XLOC_013286		AT2G39310		2:16414072-16416815		WT leaves		ebs leaves		OK		1.09199		1.78023		0.705098		1.23244		0.0059		0.0426846		yes

		XLOC_022116		XLOC_022116		AT4G25780		4:13121067-13121955		WT leaves		ebs leaves		OK		13.6032		22.1572		0.703835		2.57329		5.00E-05		0.000851471		yes

		XLOC_012028		XLOC_012028		AT2G17640		2:7668077-7670495		WT leaves		ebs leaves		OK		5.29827		8.62306		0.702679		2.26878		5.00E-05		0.000851471		yes

		XLOC_002922		XLOC_002922		AT1G56540		1:21181663-21185306		WT leaves		ebs leaves		OK		0.641647		1.04407		0.70236		1.5903		0.00245		0.0214424		yes

		XLOC_016243		XLOC_016243		AT3G48720		3:18046322-18049463		WT leaves		ebs leaves		OK		43.1257		70.12		0.701278		3.42226		5.00E-05		0.000851471		yes

		XLOC_012911		XLOC_012911		AT2G32870		2:13944610-13946790		WT leaves		ebs leaves		OK		38.436		62.436		0.699921		3.41366		5.00E-05		0.000851471		yes

		XLOC_033092		XLOC_033092		ATCG00140		Pt:13261-13507		WT leaves		ebs leaves		OK		36.873		59.8553		0.698914		1.61124		0.0021		0.0191763		yes

		XLOC_001800		XLOC_001800		AT1G32928		1:11931202-11931801		WT leaves		ebs leaves		OK		4.43757		7.19908		0.698042		1.40036		0.00355		0.0286849		yes

		XLOC_005407		XLOC_005407		AT1G21520		1:7534153-7534789		WT leaves		ebs leaves		OK		6.11284		9.91054		0.697122		1.70706		0.00035		0.00459263		yes

		XLOC_013263		XLOC_013263		AT2G38860		2:16233314-16235235		WT leaves		ebs leaves		OK		5.81449		9.42447		0.69676		1.99246		5.00E-05		0.000851471		yes

		XLOC_010062		XLOC_010062		AT2G30870		2:13141356-13142613		WT leaves		ebs leaves		OK		74.3381		120.47		0.696504		3.42821		5.00E-05		0.000851471		yes

		XLOC_010860		XLOC_010860		AT2G44490		2:18364755-18367725		WT leaves		ebs leaves		OK		61.9551		100.276		0.694678		3.4682		5.00E-05		0.000851471		yes

		XLOC_014623		XLOC_014623		AT3G16460		3:5592581-5595717		WT leaves		ebs leaves		OK		5.52426		8.93759		0.694105		1.79244		5.00E-05		0.000851471		yes

		XLOC_010066		XLOC_010066		AT2G30930		2:13162368-13163398		WT leaves		ebs leaves		OK		70.0879		113.308		0.693011		3.33993		5.00E-05		0.000851471		yes

		XLOC_001841		XLOC_001841		AT1G33610		1:12188909-12190418		WT leaves		ebs leaves		OK		3.5744		5.77145		0.691233		2.12199		5.00E-05		0.000851471		yes

		XLOC_022467		XLOC_022467		AT4G31800		4:15383200-15385029		WT leaves		ebs leaves		OK		5.57221		8.99508		0.690887		1.94801		0.0001		0.00156486		yes

		XLOC_022361		XLOC_022361		AT4G29780		4:14579703-14581700		WT leaves		ebs leaves		OK		7.19825		11.6091		0.689537		2.60139		5.00E-05		0.000851471		yes

		XLOC_003231		XLOC_003231		AT1G62570		1:23169135-23172105		WT leaves		ebs leaves		OK		3.24036		5.22455		0.68915		1.87325		0.00015		0.0022305		yes

		XLOC_005574		XLOC_005574		AT1G24400		1:8651406-8653828		WT leaves		ebs leaves		OK		7.67593		12.3744		0.688945		2.67309		5.00E-05		0.000851471		yes

		XLOC_000487		XLOC_000487		AT1G09970		1:3252239-3255693		WT leaves		ebs leaves		OK		24.5981		39.5247		0.684207		1.63775		0.0054		0.0398135		yes

		XLOC_032588		XLOC_032588		AT5G62470		5:25078990-25081101		WT leaves		ebs leaves		OK		12.3927		19.9108		0.684058		2.85123		5.00E-05		0.000851471		yes

		XLOC_009650		XLOC_009650		AT2G23180		2:9874906-9876594		WT leaves		ebs leaves		OK		3.81899		6.13522		0.683922		1.31952		0.003		0.0250717		yes

		XLOC_019648		XLOC_019648		AT3G50685		3:18834154-18834834		WT leaves		ebs leaves		OK		296.993		476.902		0.683263		1.43069		0.00365		0.0293139		yes

		XLOC_019407		XLOC_019407		AT3G46620		3:17178696-17180067		WT leaves		ebs leaves		OK		15.5184		24.8786		0.680925		2.61002		5.00E-05		0.000851471		yes

		XLOC_010371		XLOC_010371		AT2G35960		2:15106939-15107993		WT leaves		ebs leaves		OK		19.0625		30.5572		0.680777		2.90321		5.00E-05		0.000851471		yes

		XLOC_012501		XLOC_012501		AT2G25850		2:11025419-11030776		WT leaves		ebs leaves		OK		11.9857		19.1989		0.679702		2.00471		5.00E-05		0.000851471		yes

		XLOC_009246		XLOC_009246		AT2G16740		2:7267721-7268942		WT leaves		ebs leaves		OK		9.81403		15.7083		0.678612		2.18466		5.00E-05		0.000851471		yes

		XLOC_004954		XLOC_004954		AT1G13210		1:4508962-4513938		WT leaves		ebs leaves		OK		12.8292		20.5165		0.677349		3.22249		5.00E-05		0.000851471		yes

		XLOC_003819		XLOC_003819		AT1G72910		1:27435613-27437144		WT leaves		ebs leaves		OK		3.24822		5.19148		0.676495		1.19677		0.00405		0.0317421		yes

		XLOC_012726		XLOC_012726		AT2G29670		2:12681957-12685087		WT leaves		ebs leaves		OK		44.5362		71.1684		0.67626		3.32567		5.00E-05		0.000851471		yes

		XLOC_004872		XLOC_004872		AT1G11670		1:3928161-3931576		WT leaves		ebs leaves		OK		6.09145		9.73141		0.675863		2.53908		5.00E-05		0.000851471		yes

		XLOC_013572		XLOC_013572		AT2G44290		2:18305200-18306251		WT leaves		ebs leaves		OK		5.21529		8.33057		0.675667		1.42429		0.0015		0.0147359		yes

		XLOC_033090		XLOC_033090		ATCG00120		Pt:9937-11461		WT leaves		ebs leaves		OK		6.44716		10.2926		0.674866		2.4987		5.00E-05		0.000851471		yes

		XLOC_030010		XLOC_030010		AT5G16370		5:5356604-5358511		WT leaves		ebs leaves		OK		4.53495		7.23779		0.674462		2.19108		5.00E-05		0.000851471		yes

		XLOC_000878		XLOC_000878		AT1G16670		1:5697323-5699769		WT leaves		ebs leaves		OK		4.42431		7.05274		0.672732		2.29571		5.00E-05		0.000851471		yes

		XLOC_022816		XLOC_022816		AT4G37980		4:17852440-17854500		WT leaves		ebs leaves		OK		112.926		179.972		0.672398		3.32925		5.00E-05		0.000851471		yes

		XLOC_025543		XLOC_025543		AT5G02170		5:427832-430695		WT leaves		ebs leaves		OK		4.06658		6.48027		0.672236		0.948229		0.00725		0.0497695		yes

		XLOC_007616		XLOC_007616		AT1G67910		1:25471287-25472440		WT leaves		ebs leaves		OK		7.95389		12.6737		0.672103		1.8581		0.0002		0.00287925		yes

		XLOC_021682		XLOC_021682		AT4G18220		4:10078767-10080109		WT leaves		ebs leaves		OK		8.53661		13.5641		0.66806		2.33986		5.00E-05		0.000851471		yes

		XLOC_013244		XLOC_013244		AT2G38465		2:16106262-16106913		WT leaves		ebs leaves		OK		19.1191		30.3722		0.667732		1.88297		5.00E-05		0.000851471		yes

		XLOC_027567		XLOC_027567		AT5G39760		5:15911415-15912830		WT leaves		ebs leaves		OK		17.8863		28.4005		0.667064		2.96946		5.00E-05		0.000851471		yes

		XLOC_016347		XLOC_016347		AT3G50700		3:18840410-18842950		WT leaves		ebs leaves		OK		18.9377		30.0643		0.666793		3.15896		5.00E-05		0.000851471		yes

		XLOC_025506		XLOC_025506		AT5G01542		5:210978-213472		WT leaves		ebs leaves		OK		1.60661		2.54938		0.666128		1.64478		0.00095		0.0102873		yes

		XLOC_004257		XLOC_004257		AT1G01120		1:57268-59167		WT leaves		ebs leaves		OK		69.8356		110.742		0.665167		3.30676		5.00E-05		0.000851471		yes

		XLOC_019238		XLOC_019238		AT3G44205		3:15913020-15915321		WT leaves		ebs leaves		OK		1.18033		1.87143		0.664949		1.63147		0.00115		0.0119101		yes

		XLOC_005989		XLOC_005989		AT1G32900		1:11920389-11923766		WT leaves		ebs leaves		OK		6.57949		10.4197		0.66327		2.57755		5.00E-05		0.000851471		yes

		XLOC_002739		XLOC_002739		AT1G53350,AT1G53360		1:19903898-19908548		WT leaves		ebs leaves		OK		2.00458		3.17394		0.662979		2.06197		5.00E-05		0.000851471		yes

		XLOC_022137		XLOC_022137		AT4G26070		4:13217648-13219933		WT leaves		ebs leaves		OK		6.80142		10.7574		0.661418		1.67206		0.0001		0.00156486		yes

		XLOC_024327		XLOC_024327		AT4G19830		4:10772401-10774023		WT leaves		ebs leaves		OK		29.9795		47.4101		0.661221		2.90912		5.00E-05		0.000851471		yes

		XLOC_017042		XLOC_017042		AT3G01060		3:16642-18840		WT leaves		ebs leaves		OK		42.2826		66.8157		0.660124		2.33125		5.00E-05		0.000851471		yes

		XLOC_013259		XLOC_013259		AT2G38750		2:16196264-16198491		WT leaves		ebs leaves		OK		25.0538		39.5649		0.659192		3.05218		5.00E-05		0.000851471		yes

		XLOC_008212		XLOC_008212		AT1G78990		1:29713530-29714969		WT leaves		ebs leaves		OK		2.97029		4.68807		0.658388		1.81589		0.00035		0.00459263		yes

		XLOC_012743		XLOC_012743		AT2G29995		2:12796906-12799419		WT leaves		ebs leaves		OK		9.27652		14.6379		0.658058		1.63948		0.0007		0.00809588		yes

		XLOC_012419		XLOC_012419		AT2G24550		2:10427855-10429222		WT leaves		ebs leaves		OK		12.585		19.8543		0.65775		2.53912		5.00E-05		0.000851471		yes

		XLOC_031555		XLOC_031555		AT5G43890		5:17648856-17650131		WT leaves		ebs leaves		OK		1.9529		3.07931		0.656985		1.49966		0.0034		0.0277146		yes

		XLOC_014561		XLOC_014561		AT3G15540		3:5264023-5265678		WT leaves		ebs leaves		OK		13.1404		20.7134		0.656549		2.48332		5.00E-05		0.000851471		yes

		XLOC_003884		XLOC_003884		AT1G74090		1:27862908-27864193		WT leaves		ebs leaves		OK		25.3908		40.0016		0.655749		1.56195		0.00565		0.0412626		yes

		XLOC_016158		XLOC_016158		AT3G47380		3:17457794-17458570		WT leaves		ebs leaves		OK		8.66516		13.6471		0.655295		2.04645		5.00E-05		0.000851471		yes

		XLOC_022554		XLOC_022554		AT4G33220		4:16022438-16026360		WT leaves		ebs leaves		OK		28.4336		44.7568		0.65451		3.12284		5.00E-05		0.000851471		yes

		XLOC_014880		XLOC_014880		AT3G20600		3:7194845-7195736		WT leaves		ebs leaves		OK		4.76503		7.50003		0.654411		1.65907		0.00085		0.00943042		yes

		XLOC_000306		XLOC_000306		AT1G06640		1:2032337-2034018		WT leaves		ebs leaves		OK		15.1157		23.7875		0.654155		1.5239		0.00145		0.014382		yes

		XLOC_000092		XLOC_000092		AT1G02650		1:568703-570418		WT leaves		ebs leaves		OK		1.49003		2.34345		0.653293		1.48292		0.00325		0.0268701		yes

		XLOC_029210		XLOC_029210		AT5G01180		5:60207-63848		WT leaves		ebs leaves		OK		2.34478		3.68759		0.653226		1.24792		0.00385		0.0305232		yes

		XLOC_009334		XLOC_009334		AT2G18050		2:7845922-7846884		WT leaves		ebs leaves		OK		13.9719		21.9191		0.649656		1.68536		0.00025		0.00348795		yes

		XLOC_016021		XLOC_016021		AT3G44900		3:16388723-16391360		WT leaves		ebs leaves		OK		0.764266		1.19897		0.649653		1.38451		0.0072		0.0495732		yes

		XLOC_014634		XLOC_014634		AT3G16720		3:5692737-5694127		WT leaves		ebs leaves		OK		6.0139		9.43318		0.649444		2.2064		5.00E-05		0.000851471		yes

		XLOC_009230		XLOC_009230		AT2G16380		2:7085783-7089157		WT leaves		ebs leaves		OK		10.2761		16.1157		0.64918		2.52758		5.00E-05		0.000851471		yes

		XLOC_018081		XLOC_018081		AT3G18830		3:6488861-6491273		WT leaves		ebs leaves		OK		20.4685		32.0991		0.649129		2.40581		5.00E-05		0.000851471		yes

		XLOC_014434		XLOC_014434		AT3G13600		3:4445101-4447383		WT leaves		ebs leaves		OK		1.61097		2.52489		0.648288		1.61314		0.00145		0.014382		yes

		XLOC_001245		XLOC_001245		AT1G22890		1:8102817-8103532		WT leaves		ebs leaves		OK		33.6616		52.7473		0.647992		2.58749		5.00E-05		0.000851471		yes

		XLOC_014116		XLOC_014116		AT3G07350		3:2347467-2348791		WT leaves		ebs leaves		OK		4.94054		7.73176		0.64613		1.96114		0.0001		0.00156486		yes

		XLOC_032846		XLOC_032846		AT5G67030		5:26753509-26757236		WT leaves		ebs leaves		OK		100.132		156.631		0.645458		3.22136		5.00E-05		0.000851471		yes

		XLOC_029523		XLOC_029523		AT5G07000		5:2171402-2172939		WT leaves		ebs leaves		OK		16.4464		25.7107		0.644599		2.85533		5.00E-05		0.000851471		yes

		XLOC_028444		XLOC_028444		AT5G54160		5:21981995-21984363		WT leaves		ebs leaves		OK		55.9549		87.4674		0.644479		1.66485		0.0019		0.0177704		yes

		XLOC_012763		XLOC_012763		AT2G30350		2:12934149-12935773		WT leaves		ebs leaves		OK		9.39594		14.6803		0.643769		1.40179		0.0036		0.0290256		yes

		XLOC_022042		XLOC_022042		AT4G24350		4:12609527-12612131		WT leaves		ebs leaves		OK		38.8471		60.694		0.643748		2.5098		5.00E-05		0.000851471		yes

		XLOC_032396		XLOC_032396		AT5G58870		5:23769810-23773780		WT leaves		ebs leaves		OK		32.8435		51.3016		0.643394		1.62243		0.0024		0.0211749		yes

		XLOC_003847		XLOC_003847		AT1G73480		1:27628938-27632806		WT leaves		ebs leaves		OK		20.5295		32.0464		0.642467		3.04324		5.00E-05		0.000851471		yes

		XLOC_005340		XLOC_005340		AT1G20440		1:7084408-7085772		WT leaves		ebs leaves		OK		433.652		676.732		0.642048		3.08602		5.00E-05		0.000851471		yes

		XLOC_011003		XLOC_011003		AT2G46870		2:19260917-19262404		WT leaves		ebs leaves		OK		10.9944		17.1415		0.640733		2.65681		5.00E-05		0.000851471		yes

		XLOC_008088		XLOC_008088		AT1G76955		1:28918809-28919545		WT leaves		ebs leaves		OK		12.1244		18.8694		0.638132		1.95329		0.00015		0.0022305		yes

		XLOC_026148		XLOC_026148		AT5G13770		5:4445422-4448646		WT leaves		ebs leaves		OK		38.7375		60.2828		0.638016		2.39156		5.00E-05		0.000851471		yes

		XLOC_024811		XLOC_024811		AT4G28290		4:14011843-14012583		WT leaves		ebs leaves		OK		27.8614		43.3374		0.637344		1.63153		0.0009		0.00987867		yes

		XLOC_032608		XLOC_032608		AT5G62920		5:25252385-25254212		WT leaves		ebs leaves		OK		10.8227		16.8175		0.635902		1.76284		0.00075		0.00852515		yes

		XLOC_002337		XLOC_002337		AT1G45201		1:17123820-17128651		WT leaves		ebs leaves		OK		29.2191		45.4004		0.635794		1.11969		0.007		0.0484845		yes

		XLOC_012863		XLOC_012863		AT2G31900		2:13560759-13569623		WT leaves		ebs leaves		OK		1.01015		1.56887		0.635163		1.76313		0.00085		0.00943042		yes

		XLOC_003083		XLOC_003083		AT1G59700		1:21936295-21937959		WT leaves		ebs leaves		OK		3.38072		5.24779		0.634379		1.47778		0.00175		0.0166962		yes

		XLOC_001135		XLOC_001135		AT1G21010		1:7346155-7346973		WT leaves		ebs leaves		OK		18.5829		28.7889		0.631541		1.6599		0.00025		0.00348795		yes

		XLOC_017298		XLOC_017298		AT3G05320		3:1513449-1514895		WT leaves		ebs leaves		OK		2.14968		3.32938		0.631133		1.58079		0.002		0.018491		yes

		XLOC_029272		XLOC_029272		AT5G02290		5:469297-472784		WT leaves		ebs leaves		OK		12.1785		18.8607		0.63105		2.3887		5.00E-05		0.000851471		yes

		XLOC_003996		XLOC_003996		AT1G76185		1:28590324-28591518		WT leaves		ebs leaves		OK		5.68079		8.79457		0.630521		1.57081		0.0019		0.0177704		yes

		XLOC_032337		XLOC_032337		AT5G57780		5:23405323-23406351		WT leaves		ebs leaves		OK		20.8277		32.224		0.629628		2.48741		5.00E-05		0.000851471		yes

		XLOC_007842		XLOC_007842		AT1G72416		1:27258828-27260291		WT leaves		ebs leaves		OK		18.867		29.1657		0.628403		2.04396		5.00E-05		0.000851471		yes

		XLOC_023620		XLOC_023620		AT4G08850		4:5636488-5640636		WT leaves		ebs leaves		OK		12.5765		19.4414		0.628396		2.73861		5.00E-05		0.000851471		yes

		XLOC_019546		XLOC_019546		AT3G49160		3:18221993-18224885		WT leaves		ebs leaves		OK		6.93168		10.7119		0.627935		2.6208		5.00E-05		0.000851471		yes

		XLOC_012912		XLOC_012912		AT2G32880		2:13948749-13950556		WT leaves		ebs leaves		OK		27.5122		42.4381		0.625289		2.76839		5.00E-05		0.000851471		yes

		XLOC_018562		XLOC_018562		AT3G27050		3:9978094-9979699		WT leaves		ebs leaves		OK		24.6242		37.9423		0.623727		2.4953		5.00E-05		0.000851471		yes

		XLOC_004963		XLOC_004963		AT1G13360		1:4576872-4577967		WT leaves		ebs leaves		OK		47.8186		73.6555		0.623222		2.22756		5.00E-05		0.000851471		yes

		XLOC_003286		XLOC_003286		AT1G63540,AT1G63550		1:23566957-23571107		WT leaves		ebs leaves		OK		4.20077		6.47006		0.623124		2.02491		5.00E-05		0.000851471		yes

		XLOC_016460		XLOC_016460		AT3G52710		3:19532194-19538403		WT leaves		ebs leaves		OK		4.62879		7.12912		0.62309		1.98439		0.00015		0.0022305		yes

		XLOC_026722		XLOC_026722		AT5G25120		5:8662098-8664533		WT leaves		ebs leaves		OK		7.84322		12.0749		0.622499		2.49984		5.00E-05		0.000851471		yes

		XLOC_017539		XLOC_017539		AT3G09540		3:2928810-2931228		WT leaves		ebs leaves		OK		12.469		19.1898		0.621998		2.57739		5.00E-05		0.000851471		yes

		XLOC_002819		XLOC_002819		AT1G54740		1:20430768-20431986		WT leaves		ebs leaves		OK		14.1401		21.7345		0.620193		2.48623		5.00E-05		0.000851471		yes

		XLOC_012528		XLOC_012528		AT2G26360		2:11220707-11223213		WT leaves		ebs leaves		OK		4.9814		7.65607		0.620051		1.45812		0.00525		0.0389088		yes

		XLOC_004131		XLOC_004131		AT1G78670		1:29590944-29593499		WT leaves		ebs leaves		OK		8.43144		12.9479		0.618872		2.0192		0.0001		0.00156486		yes

		XLOC_024391		XLOC_024391		AT4G21215		4:11310384-11313709		WT leaves		ebs leaves		OK		27.1267		41.6402		0.618263		2.76484		5.00E-05		0.000851471		yes

		XLOC_005445		XLOC_005445		AT1G22180		1:7826288-7830392		WT leaves		ebs leaves		OK		5.57252		8.55037		0.617656		1.51691		0.00145		0.014382		yes

		XLOC_014831		XLOC_014831		AT3G19930		3:6934772-6937120		WT leaves		ebs leaves		OK		20.7579		31.8434		0.617334		2.95699		5.00E-05		0.000851471		yes

		XLOC_029484		XLOC_029484		AT5G06320		5:1928390-1931768		WT leaves		ebs leaves		OK		100.116		153.58		0.617312		2.99822		5.00E-05		0.000851471		yes

		XLOC_019490		XLOC_019490		AT3G48100		3:17758426-17760874		WT leaves		ebs leaves		OK		4.9268		7.55086		0.615989		1.99215		0.0001		0.00156486		yes

		XLOC_003335		XLOC_003335		AT1G64370		1:23888919-23889661		WT leaves		ebs leaves		OK		186.671		285.793		0.614473		3.02359		5.00E-05		0.000851471		yes

		XLOC_028513		XLOC_028513		AT5G55180		5:22388781-22390714		WT leaves		ebs leaves		OK		27.2764		41.7532		0.614233		2.18002		5.00E-05		0.000851471		yes

		XLOC_004724		XLOC_004724		AT1G09220		1:2977791-2979466		WT leaves		ebs leaves		OK		1.43241		2.19146		0.613447		1.39958		0.0063		0.044843		yes

		XLOC_027881		XLOC_027881		AT5G44580		5:17979310-17980411		WT leaves		ebs leaves		OK		18.7102		28.6235		0.613378		1.72845		0.0006		0.0071353		yes

		XLOC_002902		XLOC_002902		AT1G56190		1:21028215-21030649		WT leaves		ebs leaves		OK		99.1914		151.669		0.612639		3.0416		5.00E-05		0.000851471		yes

		XLOC_000419		XLOC_000419		AT1G08830		1:2827060-2838469		WT leaves		ebs leaves		OK		48.7301		74.4879		0.612194		2.38485		5.00E-05		0.000851471		yes

		XLOC_000008		XLOC_000008		AT1G01180		1:75582-76758		WT leaves		ebs leaves		OK		7.62181		11.6472		0.611775		1.92644		5.00E-05		0.000851471		yes

		XLOC_005010		XLOC_005010		AT1G14200		1:4854383-4855200		WT leaves		ebs leaves		OK		9.11697		13.9316		0.61173		1.50578		0.0026		0.0224687		yes

		XLOC_000884		XLOC_000884		AT1G16720		1:5723087-5727312		WT leaves		ebs leaves		OK		79.0737		120.829		0.611699		3.04489		5.00E-05		0.000851471		yes

		XLOC_019723		XLOC_019723		AT3G51920		3:19268042-19269479		WT leaves		ebs leaves		OK		19.2071		29.3444		0.611445		2.32566		5.00E-05		0.000851471		yes

		XLOC_019400		XLOC_019400		AT3G46530		3:17130366-17133338		WT leaves		ebs leaves		OK		4.20064		6.41272		0.610328		2.23015		5.00E-05		0.000851471		yes

		XLOC_005381		XLOC_005381		AT1G21120		1:7395227-7396773		WT leaves		ebs leaves		OK		23.7095		36.1843		0.609897		2.81028		5.00E-05		0.000851471		yes

		XLOC_017620		XLOC_017620		AT3G10940		3:3422077-3423445		WT leaves		ebs leaves		OK		39.3455		60.0153		0.609129		2.77157		5.00E-05		0.000851471		yes

		XLOC_023674		XLOC_023674		AT4G09760		4:6146689-6151399		WT leaves		ebs leaves		OK		8.43954		12.8729		0.609103		1.51578		0.0019		0.0177704		yes

		XLOC_018322		XLOC_018322		AT3G23170		3:8267941-8268735		WT leaves		ebs leaves		OK		17.9449		27.3631		0.608659		2.35598		5.00E-05		0.000851471		yes

		XLOC_001644		XLOC_001644		AT1G30270		1:10654856-10658897		WT leaves		ebs leaves		OK		4.8983		7.46843		0.608525		2.10601		5.00E-05		0.000851471		yes

		XLOC_000178		XLOC_000178		AT1G04180		1:1104622-1105988		WT leaves		ebs leaves		OK		8.19759		12.4971		0.608319		2.24355		5.00E-05		0.000851471		yes

		XLOC_030547		XLOC_030547		AT5G26230		5:9173516-9174542		WT leaves		ebs leaves		OK		4.27966		6.52403		0.608266		1.67794		0.0014		0.0140212		yes

		XLOC_014365		XLOC_014365		AT3G12320		3:3923734-3925465		WT leaves		ebs leaves		OK		4.76229		7.25647		0.607613		1.61102		0.0013		0.0131764		yes

		XLOC_012064		XLOC_012064		AT2G18300		2:7952441-7954739		WT leaves		ebs leaves		OK		101.231		154.21		0.607243		2.38118		0.0001		0.00156486		yes

		XLOC_008201		XLOC_008201		AT1G78860		1:29646167-29647499		WT leaves		ebs leaves		OK		2.7457		4.1741		0.604291		1.59397		0.00195		0.0181465		yes

		XLOC_032289		XLOC_032289		AT5G56980		5:23056079-23057742		WT leaves		ebs leaves		OK		11.0165		16.7371		0.60339		2.54959		5.00E-05		0.000851471		yes

		XLOC_025551		XLOC_025551		AT5G02260		5:463157-465246		WT leaves		ebs leaves		OK		6.9405		10.54		0.602765		1.72647		0.0005		0.00615957		yes

		XLOC_028989		XLOC_028989		AT5G63800		5:25530054-25535849		WT leaves		ebs leaves		OK		34.1256		51.8128		0.602454		2.91342		5.00E-05		0.000851471		yes

		XLOC_002756		XLOC_002756		AT1G53670		1:20036640-20038219		WT leaves		ebs leaves		OK		85.1936		129.327		0.602206		2.81098		5.00E-05		0.000851471		yes

		XLOC_010463		XLOC_010463		AT2G37580		2:15764727-15765553		WT leaves		ebs leaves		OK		6.71741		10.1917		0.601424		1.57773		0.0008		0.00899964		yes

		XLOC_028617		XLOC_028617		AT5G56870		5:23004195-23008649		WT leaves		ebs leaves		OK		4.6732		7.08722		0.60081		1.66946		0.0012		0.0123451		yes

		XLOC_027790		XLOC_027790		AT5G43150		5:17325012-17325923		WT leaves		ebs leaves		OK		9.40355		14.2585		0.600546		1.55701		0.00115		0.0119101		yes

		XLOC_018313		XLOC_018313		AT3G23030		3:8180767-8181800		WT leaves		ebs leaves		OK		150.763		228.28		0.598519		2.52774		5.00E-05		0.000851471		yes

		XLOC_007786		XLOC_007786		AT1G71030		1:26795122-26796364		WT leaves		ebs leaves		OK		133.97		202.798		0.598128		2.98143		5.00E-05		0.000851471		yes

		XLOC_025764		XLOC_025764		AT5G05890		5:1772542-1774113		WT leaves		ebs leaves		OK		3.63284		5.49605		0.597298		1.42033		0.00175		0.0166962		yes

		XLOC_032157		XLOC_032157		AT5G54510		5:22131092-22133678		WT leaves		ebs leaves		OK		3.66946		5.55137		0.597276		1.38067		0.00685		0.047749		yes

		XLOC_000449		XLOC_000449		AT1G09310		1:3009054-3009880		WT leaves		ebs leaves		OK		949.192		1435.76		0.597045		2.90272		5.00E-05		0.000851471		yes

		XLOC_027398		XLOC_027398		AT5G37070		5:14651011-14652286		WT leaves		ebs leaves		OK		13.1281		19.8569		0.596985		1.60034		0.00075		0.00852515		yes

		XLOC_012426		XLOC_012426		AT2G24645		2:10480531-10482795		WT leaves		ebs leaves		OK		4.60202		6.95956		0.596727		1.75902		0.00035		0.00459263		yes

		XLOC_030308		XLOC_030308		AT5G22270		5:7372232-7373102		WT leaves		ebs leaves		OK		25.0596		37.89		0.596451		2.3283		5.00E-05		0.000851471		yes

		XLOC_031906		XLOC_031906		AT5G49740		5:20205341-20208730		WT leaves		ebs leaves		OK		8.89497		13.4358		0.595019		2.17018		5.00E-05		0.000851471		yes

		XLOC_032719		XLOC_032719		AT5G64840		5:25916722-25919810		WT leaves		ebs leaves		OK		105.591		159.42		0.594346		2.97869		5.00E-05		0.000851471		yes

		XLOC_015115		XLOC_015115		AT3G24190		3:8743252-8751634		WT leaves		ebs leaves		OK		25.7555		38.8836		0.594279		2.5155		5.00E-05		0.000851471		yes

		XLOC_020131		XLOC_020131		AT3G58990		3:21797057-21798303		WT leaves		ebs leaves		OK		7.63104		11.5204		0.594242		2.03737		5.00E-05		0.000851471		yes

		XLOC_003858		XLOC_003858		AT1G73670		1:27700049-27703440		WT leaves		ebs leaves		OK		9.45097		14.2569		0.593122		1.33857		0.00635		0.0450604		yes

		XLOC_016992		XLOC_016992		AT3G62550		3:23135983-23137173		WT leaves		ebs leaves		OK		278.295		419.678		0.592667		2.95655		5.00E-05		0.000851471		yes

		XLOC_023744		XLOC_023744		AT4G10920		4:6696711-6699199		WT leaves		ebs leaves		OK		98.8666		149.085		0.592584		2.7954		5.00E-05		0.000851471		yes

		XLOC_014618		XLOC_014618		AT3G16420		3:5579385-5580953		WT leaves		ebs leaves		OK		14.4592		21.8001		0.592344		2.33554		5.00E-05		0.000851471		yes

		XLOC_031852		XLOC_031852		AT5G48790		5:19779859-19782050		WT leaves		ebs leaves		OK		68.5601		103.288		0.591227		2.81541		5.00E-05		0.000851471		yes

		XLOC_026438		XLOC_026438		AT5G19120		5:6414487-6415907		WT leaves		ebs leaves		OK		28.1275		42.3712		0.591102		2.65546		5.00E-05		0.000851471		yes

		XLOC_012579		XLOC_012579		AT2G27190		2:11621221-11623618		WT leaves		ebs leaves		OK		8.64734		12.9919		0.587284		2.27326		5.00E-05		0.000851471		yes

		XLOC_022028		XLOC_022028		AT4G24130		4:12527752-12528593		WT leaves		ebs leaves		OK		6.01094		9.02498		0.586333		1.41994		0.0024		0.0211749		yes

		XLOC_031647		XLOC_031647		AT5G45340		5:18368641-18370991		WT leaves		ebs leaves		OK		3.53138		5.29707		0.584962		1.51242		0.001		0.010716		yes

		XLOC_004010		XLOC_004010		AT1G76520		1:28715077-28717416		WT leaves		ebs leaves		OK		19.176		28.754		0.584465		1.90746		0.00095		0.0102873		yes

		XLOC_000263		XLOC_000263		AT1G05900		1:1786855-1789676		WT leaves		ebs leaves		OK		9.76786		14.6334		0.583149		1.23464		0.0067		0.0469329		yes

		XLOC_021403		XLOC_021403		AT4G13830		4:8011423-8012780		WT leaves		ebs leaves		OK		125.232		187.261		0.580452		1.84312		0.00025		0.00348795		yes

		XLOC_032408		XLOC_032408		AT5G59080		5:23847404-23848557		WT leaves		ebs leaves		OK		17.6079		26.3292		0.58044		2.28403		5.00E-05		0.000851471		yes

		XLOC_012215		XLOC_012215		transcript:AT2G20910.1		2:8994147-8996804		WT leaves		ebs leaves		OK		5.2841		7.8961		0.579482		2.37236		5.00E-05		0.000851471		yes

		XLOC_018837		XLOC_018837		AT3G30700		3:12254559-12255180		WT leaves		ebs leaves		OK		5.85601		8.74193		0.578034		1.39593		0.00565		0.0412626		yes

		XLOC_027564		XLOC_027564		AT5G39730		5:15901678-15902870		WT leaves		ebs leaves		OK		18.0659		26.9683		0.577996		2.21754		5.00E-05		0.000851471		yes

		XLOC_000466		XLOC_000466		AT1G09560		1:3093838-3094864		WT leaves		ebs leaves		OK		21.8109		32.5404		0.577182		2.37534		5.00E-05		0.000851471		yes

		XLOC_008137		XLOC_008137		AT1G77690		1:29200940-29203340		WT leaves		ebs leaves		OK		3.77577		5.63291		0.577108		1.38724		0.0023		0.0205272		yes

		XLOC_022126		XLOC_022126		AT4G25900		4:13161345-13163636		WT leaves		ebs leaves		OK		7.56502		11.2805		0.57641		2.00553		0.0001		0.00156486		yes

		XLOC_004577		XLOC_004577		AT1G06800		1:2087231-2091686		WT leaves		ebs leaves		OK		3.74722		5.58593		0.575976		1.2353		0.0049		0.0368604		yes

		XLOC_021679		XLOC_021679		AT4G18197		4:10071633-10073236		WT leaves		ebs leaves		OK		2.37072		3.53091		0.574715		1.20996		0.0049		0.0368604		yes

		XLOC_018498		XLOC_018498		AT3G26290		3:9632681-9634470		WT leaves		ebs leaves		OK		6.09429		9.07596		0.574592		1.46408		0.0019		0.0177704		yes

		XLOC_003095		XLOC_003095		AT1G59870		1:22034505-22040038		WT leaves		ebs leaves		OK		113.895		169.61		0.574513		2.79473		5.00E-05		0.000851471		yes

		XLOC_012209		XLOC_012209		AT2G20835		2:8970885-8971303		WT leaves		ebs leaves		OK		17.8454		26.5312		0.572139		1.41594		0.0022		0.0198837		yes

		XLOC_018501		XLOC_018501		AT3G26310		3:9641088-9642779		WT leaves		ebs leaves		OK		10.8406		16.1148		0.571942		2.38108		5.00E-05		0.000851471		yes

		XLOC_028404		XLOC_028404		AT5G53550		5:21755290-21758921		WT leaves		ebs leaves		OK		6.80179		10.1078		0.571489		2.30326		5.00E-05		0.000851471		yes

		XLOC_032546		XLOC_032546		AT5G61600		5:24766385-24767430		WT leaves		ebs leaves		OK		28.2421		41.9687		0.571465		2.46663		5.00E-05		0.000851471		yes

		XLOC_021388		XLOC_021388		AT4G13530		4:7866718-7868742		WT leaves		ebs leaves		OK		39.5282		58.733		0.571289		1.55776		0.00095		0.0102873		yes

		XLOC_018487		XLOC_018487		AT3G26170		3:9573359-9575148		WT leaves		ebs leaves		OK		4.15009		6.1658		0.571144		1.45717		0.0013		0.0131764		yes

		XLOC_004792		XLOC_004792		AT1G10350		1:3393406-3395055		WT leaves		ebs leaves		OK		11.6976		17.3751		0.570806		1.60552		0.0048		0.0362554		yes

		XLOC_010404		XLOC_010404		AT2G36430		2:15290203-15291763		WT leaves		ebs leaves		OK		14.6583		21.7539		0.569553		2.40684		5.00E-05		0.000851471		yes

		XLOC_014398		XLOC_014398		AT3G13062,AT3G13065		3:4184568-4191298		WT leaves		ebs leaves		OK		15.8249		23.4781		0.569125		2.32651		5.00E-05		0.000851471		yes

		XLOC_033127		XLOC_033127		ATCG00770		Pt:80067-80472		WT leaves		ebs leaves		OK		12.7463		18.9036		0.568574		1.39324		0.00545		0.0400705		yes

		XLOC_032622		XLOC_032622		AT5G63160		5:25333262-25335485		WT leaves		ebs leaves		OK		35.1174		52.0581		0.567938		1.39994		0.00515		0.0383364		yes

		XLOC_032532		XLOC_032532		AT5G61340		5:24662003-24663117		WT leaves		ebs leaves		OK		3.97345		5.88888		0.567603		1.24124		0.0058		0.0421587		yes

		XLOC_026080		XLOC_026080		AT5G12050		5:3890103-3891513		WT leaves		ebs leaves		OK		97.5594		144.567		0.56738		2.82389		5.00E-05		0.000851471		yes

		XLOC_002919		XLOC_002919		AT1G56500		1:21159743-21167321		WT leaves		ebs leaves		OK		43.9368		65.0712		0.566591		2.77855		5.00E-05		0.000851471		yes

		XLOC_031233		XLOC_031233		AT5G38510		5:15417732-15420606		WT leaves		ebs leaves		OK		75.5608		111.819		0.56545		2.75225		5.00E-05		0.000851471		yes

		XLOC_024555		XLOC_024555		AT4G23670		4:12332559-12333804		WT leaves		ebs leaves		OK		671.815		993.823		0.564926		2.77257		5.00E-05		0.000851471		yes

		XLOC_031042		XLOC_031042		transcript:AT5G35796.1		5:13968536-13969932		WT leaves		ebs leaves		OK		8.6595		12.7984		0.563604		2.18138		5.00E-05		0.000851471		yes

		XLOC_013882		XLOC_013882		AT3G03000		3:677239-678084		WT leaves		ebs leaves		OK		5.74219		8.48286		0.562949		1.44785		0.0034		0.0277146		yes

		XLOC_003981		XLOC_003981		AT1G75900		1:28499059-28501138		WT leaves		ebs leaves		OK		24.839		36.6891		0.562748		2.57464		5.00E-05		0.000851471		yes

		XLOC_003739		XLOC_003739		AT1G71480		1:26931939-26935825		WT leaves		ebs leaves		OK		21.7091		32.0519		0.562111		2.15675		5.00E-05		0.000851471		yes

		XLOC_024141		XLOC_024141		AT4G16900		4:9511858-9516541		WT leaves		ebs leaves		OK		2.10467		3.10494		0.560973		1.78394		0.0001		0.00156486		yes

		XLOC_021730		XLOC_021730		AT4G18930		4:10370703-10372045		WT leaves		ebs leaves		OK		16.4549		24.2737		0.560879		1.94752		0.00015		0.0022305		yes

		XLOC_007520		XLOC_007520		AT1G66400		1:24770574-24771371		WT leaves		ebs leaves		OK		10.1744		14.999		0.559918		1.78555		0.0003		0.00405131		yes

		XLOC_029715		XLOC_029715		AT5G10740		5:3393568-3396200		WT leaves		ebs leaves		OK		3.10752		4.57951		0.559427		1.41593		0.00235		0.0208329		yes

		XLOC_009987		XLOC_009987		AT2G29320		2:12592147-12593686		WT leaves		ebs leaves		OK		12.2255		18.0152		0.559328		2.13193		5.00E-05		0.000851471		yes

		XLOC_019712		XLOC_019712		AT3G51750,AT3G51760		3:19196361-19199506		WT leaves		ebs leaves		OK		12.1462		17.8911		0.558736		1.34494		0.0023		0.0205272		yes

		XLOC_019316		XLOC_019316		AT3G45310		3:16628383-16630521		WT leaves		ebs leaves		OK		9.83826		14.4781		0.557398		2.14893		5.00E-05		0.000851471		yes

		XLOC_019930		XLOC_019930		AT3G55500		3:20574830-20576182		WT leaves		ebs leaves		OK		39.2118		57.6108		0.555051		1.5551		0.0019		0.0177704		yes

		XLOC_028565		XLOC_028565		AT5G56100		5:22717114-22717751		WT leaves		ebs leaves		OK		55.5418		81.5789		0.554622		2.29604		5.00E-05		0.000851471		yes

		XLOC_004276		XLOC_004276		AT1G01470		1:172145-172948		WT leaves		ebs leaves		OK		60.8307		89.3403		0.55451		2.5659		5.00E-05		0.000851471		yes

		XLOC_004263		XLOC_004263		AT1G01190		1:83044-84864		WT leaves		ebs leaves		OK		3.23938		4.75631		0.554124		1.65461		0.00135		0.013631		yes

		XLOC_028907		XLOC_028907		AT5G62280		5:25017072-25018246		WT leaves		ebs leaves		OK		29.2391		42.8966		0.552968		2.45841		5.00E-05		0.000851471		yes

		XLOC_010606		XLOC_010606		AT2G40140		2:16772072-16774657		WT leaves		ebs leaves		OK		7.95096		11.6626		0.552683		2.25236		5.00E-05		0.000851471		yes

		XLOC_013438		XLOC_013438		AT2G41870		2:17470865-17472936		WT leaves		ebs leaves		OK		12.4214		18.2135		0.552175		2.31697		5.00E-05		0.000851471		yes

		XLOC_015956		XLOC_015956		AT3G44020		3:15801371-15802730		WT leaves		ebs leaves		OK		28.1003		41.1774		0.551271		1.5861		0.0005		0.00615957		yes

		XLOC_009349		XLOC_009349		AT2G18328		2:7964392-7964909		WT leaves		ebs leaves		OK		66.597		97.5812		0.551146		2.34278		5.00E-05		0.000851471		yes

		XLOC_019822		XLOC_019822		AT3G53610		3:19876231-19878519		WT leaves		ebs leaves		OK		16.7063		24.4754		0.550943		2.16328		5.00E-05		0.000851471		yes

		XLOC_025714		XLOC_025714		AT5G05090		5:1503231-1504494		WT leaves		ebs leaves		OK		8.19678		12.0066		0.550698		1.98038		5.00E-05		0.000851471		yes

		XLOC_024845		XLOC_024845		AT4G29190		4:14391937-14393373		WT leaves		ebs leaves		OK		28.0687		41.0999		0.550175		2.41911		5.00E-05		0.000851471		yes

		XLOC_028443		XLOC_028443		AT5G54145		5:21972464-21973083		WT leaves		ebs leaves		OK		19.0913		27.9442		0.549635		1.96882		0.0001		0.00156486		yes

		XLOC_031572		XLOC_031572		AT5G44260		5:17829625-17831225		WT leaves		ebs leaves		OK		8.57111		12.5436		0.549394		2.06374		5.00E-05		0.000851471		yes

		XLOC_009567		XLOC_009567		AT2G22080		2:9386515-9388183		WT leaves		ebs leaves		OK		53.8663		78.8072		0.548944		2.61707		5.00E-05		0.000851471		yes

		XLOC_000925		XLOC_000925		AT1G17330		1:5929908-5931831		WT leaves		ebs leaves		OK		5.34838		7.82317		0.54865		1.30657		0.0037		0.0296384		yes

		XLOC_007519		XLOC_007519		AT1G66330		1:24729628-24732491		WT leaves		ebs leaves		OK		23.5648		34.4574		0.54818		2.54457		5.00E-05		0.000851471		yes

		XLOC_017903		XLOC_017903		AT3G15353		3:5179412-5181586		WT leaves		ebs leaves		OK		1595.93		2331.98		0.547159		1.9905		5.00E-05		0.000851471		yes

		XLOC_012287		XLOC_012287		AT2G22170		2:9426848-9427817		WT leaves		ebs leaves		OK		47.3139		69.1043		0.546512		2.46282		5.00E-05		0.000851471		yes

		XLOC_007147		XLOC_007147		AT1G60270		1:22221676-22224257		WT leaves		ebs leaves		OK		13.628		19.8887		0.545375		1.75488		0.00045		0.0056757		yes

		XLOC_020450		XLOC_020450		AT4G00780		4:334731-336344		WT leaves		ebs leaves		OK		52.9467		77.2059		0.54417		2.62228		5.00E-05		0.000851471		yes

		XLOC_001610		XLOC_001610		AT1G29670		1:10375762-10378961		WT leaves		ebs leaves		OK		204.835		298.549		0.543503		1.90924		0.00125		0.0127815		yes

		XLOC_013829		XLOC_013829		AT3G02150		3:391056-392758		WT leaves		ebs leaves		OK		7.22374		10.5274		0.543332		1.95522		5.00E-05		0.000851471		yes

		XLOC_015314		XLOC_015314		AT3G27690		3:10255946-10257011		WT leaves		ebs leaves		OK		2211.29		3222.51		0.543296		2.51113		5.00E-05		0.000851471		yes

		XLOC_028307		XLOC_028307		AT5G52030		5:21128128-21130090		WT leaves		ebs leaves		OK		14.176		20.6479		0.542545		1.64277		0.0001		0.00156486		yes

		XLOC_022166		XLOC_022166		AT4G26530		4:13391292-13393107		WT leaves		ebs leaves		OK		415.874		605.585		0.542183		2.51848		5.00E-05		0.000851471		yes

		XLOC_011818		XLOC_011818		AT2G14220		2:6024059-6027028		WT leaves		ebs leaves		OK		1.70556		2.48346		0.542108		1.64846		0.00145		0.014382		yes

		XLOC_031189		XLOC_031189		AT5G37770		5:14998853-14999619		WT leaves		ebs leaves		OK		61.271		89.1747		0.54143		2.5097		5.00E-05		0.000851471		yes

		XLOC_028379		XLOC_028379		AT5G53150		5:21554790-21557491		WT leaves		ebs leaves		OK		13.2085		19.2225		0.541328		1.76602		0.00205		0.0188125		yes

		XLOC_005793		XLOC_005793		AT1G29357		1:10274047-10275718		WT leaves		ebs leaves		OK		3.05067		4.43889		0.54107		1.38678		0.0069		0.0480072		yes

		XLOC_012770		XLOC_012770		AT2G30432		2:12968614-12970209		WT leaves		ebs leaves		OK		14.1314		20.5521		0.540379		1.61074		0.00075		0.00852515		yes

		XLOC_001205		XLOC_001205		AT1G22190		1:7835781-7837288		WT leaves		ebs leaves		OK		9.7164		14.1249		0.539743		2.1805		5.00E-05		0.000851471		yes

		XLOC_016938		XLOC_016938		AT3G61550		3:22776400-22777225		WT leaves		ebs leaves		OK		26.1744		38.0413		0.539409		1.54666		0.00315		0.0261601		yes

		XLOC_007817		XLOC_007817		AT1G71810		1:27002413-27008176		WT leaves		ebs leaves		OK		14.1539		20.5669		0.539121		2.4891		5.00E-05		0.000851471		yes

		XLOC_024565		XLOC_024565		AT4G23890		4:12419393-12421464		WT leaves		ebs leaves		OK		164.879		239.501		0.53863		2.66726		5.00E-05		0.000851471		yes

		XLOC_007620		XLOC_007620		AT1G67970		1:25484698-25486462		WT leaves		ebs leaves		OK		10.0704		14.6002		0.53586		1.92381		5.00E-05		0.000851471		yes

		XLOC_017532		XLOC_017532		AT3G09390		3:2889485-2890229		WT leaves		ebs leaves		OK		472.509		684.914		0.535581		2.63667		5.00E-05		0.000851471		yes

		XLOC_018733		XLOC_018733		AT3G29400		3:11297282-11299620		WT leaves		ebs leaves		OK		7.00482		10.146		0.534492		1.75906		0.0006		0.0071353		yes

		XLOC_000905		XLOC_000905		AT1G17050		1:5829079-5831343		WT leaves		ebs leaves		OK		16.9185		24.4995		0.534151		2.1817		5.00E-05		0.000851471		yes

		XLOC_016310		XLOC_016310		AT3G49940		3:18514342-18515475		WT leaves		ebs leaves		OK		15.2761		22.117		0.533882		1.96884		5.00E-05		0.000851471		yes

		XLOC_016638		XLOC_016638		AT3G55800		3:20709385-20711640		WT leaves		ebs leaves		OK		542.134		784.645		0.533392		2.56732		5.00E-05		0.000851471		yes

		XLOC_018687		XLOC_018687		AT3G28940		3:10968099-10969387		WT leaves		ebs leaves		OK		56.6568		81.9828		0.533071		2.51423		5.00E-05		0.000851471		yes

		XLOC_030440		XLOC_030440		AT5G24420		5:8336613-8338008		WT leaves		ebs leaves		OK		40.6843		58.8506		0.532587		2.55463		5.00E-05		0.000851471		yes

		XLOC_010571		XLOC_010571		AT2G39660		2:16531687-16533931		WT leaves		ebs leaves		OK		6.26823		9.06699		0.532566		1.9851		5.00E-05		0.000851471		yes

		XLOC_008591		XLOC_008591		AT2G05520		2:2026161-2027117		WT leaves		ebs leaves		OK		644.72		932.298		0.532117		2.5488		5.00E-05		0.000851471		yes

		XLOC_005454		XLOC_005454		AT1G22360		1:7894857-7897591		WT leaves		ebs leaves		OK		26.1718		37.8401		0.531901		2.44676		5.00E-05		0.000851471		yes

		XLOC_003902		XLOC_003902		AT1G74450		1:27982508-27984280		WT leaves		ebs leaves		OK		9.06868		13.1112		0.531838		2.18755		5.00E-05		0.000851471		yes

		XLOC_001944		XLOC_001944		AT1G35190		1:12890422-12892874		WT leaves		ebs leaves		OK		4.63554		6.70092		0.531623		1.4928		0.00145		0.014382		yes

		XLOC_026450		XLOC_026450		AT5G19250		5:6471905-6472945		WT leaves		ebs leaves		OK		156.465		225.915		0.529934		2.61429		5.00E-05		0.000851471		yes

		XLOC_001668		XLOC_001668		AT1G30640		1:10860654-10864700		WT leaves		ebs leaves		OK		2.63797		3.80729		0.529337		1.51481		0.0018		0.017094		yes

		XLOC_016463		XLOC_016463		AT3G52800		3:19569310-19570682		WT leaves		ebs leaves		OK		44.0312		63.5192		0.528668		2.51577		5.00E-05		0.000851471		yes

		XLOC_026554		XLOC_026554		AT5G21430		5:7222225-7223621		WT leaves		ebs leaves		OK		99.21		143.105		0.528517		2.61754		5.00E-05		0.000851471		yes

		XLOC_029645		XLOC_029645		AT5G09660		5:2993443-2995675		WT leaves		ebs leaves		OK		546.779		788.531		0.528211		2.53913		5.00E-05		0.000851471		yes

		XLOC_025168		XLOC_025168		AT4G34710		4:16560061-16562969		WT leaves		ebs leaves		OK		25.1661		36.2547		0.526688		2.51545		5.00E-05		0.000851471		yes

		XLOC_010382		XLOC_010382		AT2G36130,AT2G36145		2:15166772-15169514		WT leaves		ebs leaves		OK		180.509		260.007		0.526483		2.5699		5.00E-05		0.000851471		yes

		XLOC_003360		XLOC_003360		AT1G64710		1:24044544-24046552		WT leaves		ebs leaves		OK		17.7613		25.5621		0.525265		2.17498		5.00E-05		0.000851471		yes

		XLOC_014146		XLOC_014146		AT3G07870		3:2510782-2512394		WT leaves		ebs leaves		OK		5.06008		7.28213		0.525202		1.62429		0.0005		0.00615957		yes

		XLOC_013822		XLOC_013822		AT3G02030		3:344907-350010		WT leaves		ebs leaves		OK		3.95407		5.68908		0.524859		1.82104		0.0003		0.00405131		yes

		XLOC_013347		XLOC_013347		AT2G40270		2:16821933-16824506		WT leaves		ebs leaves		OK		8.50404		12.2308		0.524302		1.88619		0.00015		0.0022305		yes

		XLOC_005969		XLOC_005969		AT1G32520		1:11758210-11759280		WT leaves		ebs leaves		OK		11.8096		16.9837		0.524186		1.50029		0.0019		0.0177704		yes

		XLOC_006436		XLOC_006436		AT1G44446		1:16848358-16851224		WT leaves		ebs leaves		OK		170.324		244.887		0.523835		1.84264		0.00055		0.00661714		yes

		XLOC_022992		XLOC_022992		AT4G00880		4:366372-367274		WT leaves		ebs leaves		OK		17.4222		25.0412		0.523376		1.98411		5.00E-05		0.000851471		yes

		XLOC_010392		XLOC_010392		AT2G36320		2:15228787-15230496		WT leaves		ebs leaves		OK		28.3505		40.7239		0.522501		2.45244		5.00E-05		0.000851471		yes

		XLOC_001225		XLOC_001225		AT1G22630		1:8003314-8004304		WT leaves		ebs leaves		OK		68.5599		98.4806		0.522475		2.43126		5.00E-05		0.000851471		yes

		XLOC_032162		XLOC_032162		AT5G54630		5:22192498-22194308		WT leaves		ebs leaves		OK		52.2444		75.0437		0.522454		1.86996		5.00E-05		0.000851471		yes

		XLOC_010958		XLOC_010958		AT2G46220		2:18979470-18980770		WT leaves		ebs leaves		OK		95.7734		137.568		0.522444		2.60056		5.00E-05		0.000851471		yes

		XLOC_031598		XLOC_031598		AT5G44520		5:17934286-17936527		WT leaves		ebs leaves		OK		33.1537		47.6189		0.522364		2.45311		5.00E-05		0.000851471		yes

		XLOC_009282		XLOC_009282		AT2G17290		2:7516414-7519633		WT leaves		ebs leaves		OK		3.98437		5.71895		0.5214		1.88985		0.0002		0.00287925		yes

		XLOC_001472		XLOC_001472		AT1G27570		1:9575537-9582376		WT leaves		ebs leaves		OK		6.92532		9.93927		0.521259		2.0959		5.00E-05		0.000851471		yes

		XLOC_032869		XLOC_032869		AT5G67370		5:26877552-26879542		WT leaves		ebs leaves		OK		30.2571		43.4059		0.520616		1.92863		0.0001		0.00156486		yes

		XLOC_003702		XLOC_003702		AT1G70760		1:26687229-26691277		WT leaves		ebs leaves		OK		266.344		382.047		0.52046		2.18894		5.00E-05		0.000851471		yes

		XLOC_002890		XLOC_002890		AT1G55920		1:20912115-20913447		WT leaves		ebs leaves		OK		5.1881		7.43794		0.519697		1.56013		0.00105		0.0111359		yes

		XLOC_006624		XLOC_006624		AT1G49750		1:18410928-18412801		WT leaves		ebs leaves		OK		91.4215		131.046		0.519465		2.58418		5.00E-05		0.000851471		yes

		XLOC_031991		XLOC_031991		AT5G51260		5:20832024-20833782		WT leaves		ebs leaves		OK		3.2183		4.61198		0.519088		1.34446		0.0045		0.0345242		yes

		XLOC_019959		XLOC_019959		AT3G56090		3:20814046-20816035		WT leaves		ebs leaves		OK		70.3649		100.78		0.518285		2.5588		5.00E-05		0.000851471		yes

		XLOC_029380		XLOC_029380		AT5G04235		5:1164286-1168411		WT leaves		ebs leaves		OK		1.53876		2.20247		0.517357		1.704		0.00085		0.00943042		yes

		XLOC_014346		XLOC_014346		AT3G11900		3:3758451-3760378		WT leaves		ebs leaves		OK		9.41138		13.4643		0.516662		1.99384		5.00E-05		0.000851471		yes

		XLOC_013413		XLOC_013413		AT2G41475		2:17295073-17296420		WT leaves		ebs leaves		OK		27.3989		39.1958		0.516581		2.15256		5.00E-05		0.000851471		yes

		XLOC_004410		XLOC_004410		AT1G03950		1:1011171-1013365		WT leaves		ebs leaves		OK		9.72186		13.906		0.516401		1.36497		0.00695		0.0482464		yes

		XLOC_000618		XLOC_000618		AT1G12140		1:4121368-4125648		WT leaves		ebs leaves		OK		17.198		24.598		0.516302		1.45416		0.0009		0.00987867		yes

		XLOC_025581		XLOC_025581		AT5G02790		5:632795-635125		WT leaves		ebs leaves		OK		100.219		143.251		0.515383		2.56676		5.00E-05		0.000851471		yes

		XLOC_019970		XLOC_019970		AT3G56290		3:20878538-20879568		WT leaves		ebs leaves		OK		36.085		51.5546		0.514702		2.12936		5.00E-05		0.000851471		yes

		XLOC_025604		XLOC_025604		AT5G03120		5:733978-734943		WT leaves		ebs leaves		OK		49.5692		70.8132		0.514576		2.23396		5.00E-05		0.000851471		yes

		XLOC_017740		XLOC_017740		AT3G12920		3:4121882-4123508		WT leaves		ebs leaves		OK		18.7828		26.823		0.514057		2.3094		5.00E-05		0.000851471		yes

		XLOC_022955		XLOC_022955		AT4G00330		4:142600-144523		WT leaves		ebs leaves		OK		22.3696		31.9371		0.513693		2.29048		5.00E-05		0.000851471		yes

		XLOC_004016		XLOC_004016		AT1G76600		1:28746887-28747845		WT leaves		ebs leaves		OK		12.1144		17.2956		0.513688		1.80777		0.00035		0.00459263		yes

		XLOC_017259		XLOC_017259		AT3G04730		3:1288611-1290602		WT leaves		ebs leaves		OK		74.2727		106.028		0.513537		2.55786		5.00E-05		0.000851471		yes

		XLOC_025862		XLOC_025862		AT5G07610		5:2406067-2407330		WT leaves		ebs leaves		OK		6.52352		9.31017		0.513157		1.76198		0.00075		0.00852515		yes

		XLOC_001032		XLOC_001032		AT1G19180		1:6622093-6623620		WT leaves		ebs leaves		OK		11.9577		17.0624		0.512882		2.07494		5.00E-05		0.000851471		yes

		XLOC_019913		XLOC_019913		AT3G55130		3:20433877-20436390		WT leaves		ebs leaves		OK		19.4715		27.769		0.512108		2.41733		5.00E-05		0.000851471		yes

		XLOC_029546		XLOC_029546		AT5G07460		5:2360633-2362013		WT leaves		ebs leaves		OK		8.06573		11.4996		0.51171		1.60514		0.0011		0.0114951		yes

		XLOC_029495		XLOC_029495		AT5G06530		5:1989746-1994912		WT leaves		ebs leaves		OK		23.5994		33.597		0.509582		1.74072		0.0006		0.0071353		yes

		XLOC_027846		XLOC_027846		AT5G44070		5:17734737-17737859		WT leaves		ebs leaves		OK		21.1344		30.0716		0.508805		2.34958		5.00E-05		0.000851471		yes

		XLOC_001706		XLOC_001706		AT1G31173		1:11137364-11138969		WT leaves		ebs leaves		OK		11.404		16.2236		0.508549		2.15546		5.00E-05		0.000851471		yes

		XLOC_007609		XLOC_007609		AT1G67800		1:25420779-25423731		WT leaves		ebs leaves		OK		9.98813		14.1922		0.506812		1.68562		0.0008		0.00899964		yes

		XLOC_008055		XLOC_008055		AT1G76360		1:28639576-28646712		WT leaves		ebs leaves		OK		11.0711		15.7253		0.506284		1.58599		0.0026		0.0224687		yes

		XLOC_018255		XLOC_018255		AT3G21870		3:7703865-7704829		WT leaves		ebs leaves		OK		11.4918		16.3006		0.504318		1.45706		0.0022		0.0198837		yes

		XLOC_021973		XLOC_021973		AT4G23180		4:12138136-12140921		WT leaves		ebs leaves		OK		18.865		26.7568		0.504192		1.22264		0.0026		0.0224687		yes

		XLOC_007762		XLOC_007762		AT1G70530		1:26588749-26591379		WT leaves		ebs leaves		OK		16.0056		22.6994		0.504084		2.33835		5.00E-05		0.000851471		yes

		XLOC_006011		XLOC_006011		AT1G33440		1:12127388-12130407		WT leaves		ebs leaves		OK		2.93696		4.16488		0.503951		1.35915		0.0041		0.0320662		yes

		XLOC_029340		XLOC_029340		AT5G03630		5:922165-924683		WT leaves		ebs leaves		OK		17.3569		24.6063		0.503515		2.12541		5.00E-05		0.000851471		yes

		XLOC_017569		XLOC_017569		AT3G10080		3:3107274-3108177		WT leaves		ebs leaves		OK		16.9264		23.9843		0.502811		1.61166		0.0003		0.00405131		yes

		XLOC_032247		XLOC_032247		AT5G56210		5:22750554-22752732		WT leaves		ebs leaves		OK		10.658		15.1018		0.502791		2.02037		0.0002		0.00287925		yes

		XLOC_001989		XLOC_001989		AT1G35720		1:13225196-13227195		WT leaves		ebs leaves		OK		54.1811		76.7568		0.502504		2.42802		5.00E-05		0.000851471		yes

		XLOC_001361		XLOC_001361		AT1G25275		1:8860670-8861364		WT leaves		ebs leaves		OK		155.881		220.804		0.502316		2.38117		5.00E-05		0.000851471		yes

		XLOC_023621		XLOC_023621		AT4G08870		4:5646438-5648727		WT leaves		ebs leaves		OK		59.2109		83.6699		0.498846		1.69954		0.0007		0.00809588		yes

		XLOC_023999		XLOC_023999		AT4G14622		4:8389039-8390833		WT leaves		ebs leaves		OK		10.2596		14.4956		0.498638		2.06715		5.00E-05		0.000851471		yes

		XLOC_020214		XLOC_020214		AT3G60520		3:22361529-22362579		WT leaves		ebs leaves		OK		17.1587		24.2406		0.498485		1.44805		0.0061		0.0437218		yes

		XLOC_009923		XLOC_009923		AT2G28190		2:12014497-12016569		WT leaves		ebs leaves		OK		125.261		176.954		0.498441		2.44701		5.00E-05		0.000851471		yes

		XLOC_003822		XLOC_003822		AT1G72940		1:27442237-27443856		WT leaves		ebs leaves		OK		4.34118		6.12957		0.497697		1.4699		0.00205		0.0188125		yes

		XLOC_013515		XLOC_013515		AT2G43290		2:17991051-17992047		WT leaves		ebs leaves		OK		40.6209		57.344		0.49742		2.31282		5.00E-05		0.000851471		yes

		XLOC_004216		XLOC_004216		AT1G80440		1:30241606-30243071		WT leaves		ebs leaves		OK		39.5664		55.8544		0.497397		2.39405		5.00E-05		0.000851471		yes

		XLOC_023253		XLOC_023253		AT4G04695		4:2381633-2383996		WT leaves		ebs leaves		OK		4.58912		6.47792		0.497313		1.60928		0.0021		0.0191763		yes

		XLOC_011101		XLOC_011101		AT2G01350		2:163953-167259		WT leaves		ebs leaves		OK		41.6871		58.8442		0.497298		2.12101		5.00E-05		0.000851471		yes

		XLOC_000308		XLOC_000308		AT1G06650		1:2035838-2040246		WT leaves		ebs leaves		OK		41.9665		59.2162		0.496754		1.81952		0.00045		0.0056757		yes

		XLOC_011141		XLOC_011141		AT2G01930		2:427116-428839		WT leaves		ebs leaves		OK		23.8186		33.5768		0.495378		2.23496		5.00E-05		0.000851471		yes

		XLOC_004007		XLOC_004007		AT1G76450		1:28684550-28689121		WT leaves		ebs leaves		OK		134.808		190.009		0.495162		2.02094		5.00E-05		0.000851471		yes

		XLOC_016642		XLOC_016642		AT3G55880		3:20736570-20738913		WT leaves		ebs leaves		OK		7.45648		10.5092		0.495084		1.5102		0.0019		0.0177704		yes

		XLOC_012420		XLOC_012420		AT2G24570		2:10437397-10439298		WT leaves		ebs leaves		OK		4.02837		5.67688		0.494904		1.26637		0.0063		0.044843		yes

		XLOC_023260		XLOC_023260		AT4G04770		4:2427798-2429850		WT leaves		ebs leaves		OK		150.473		211.907		0.493926		2.47149		5.00E-05		0.000851471		yes

		XLOC_005216		XLOC_005216		AT1G18060		1:6211872-6213444		WT leaves		ebs leaves		OK		98.0791		138.059		0.493272		2.44816		5.00E-05		0.000851471		yes

		XLOC_006610		XLOC_006610		AT1G49500		1:18321294-18322284		WT leaves		ebs leaves		OK		48.5152		68.2549		0.492497		2.34048		5.00E-05		0.000851471		yes

		XLOC_026029		XLOC_026029		AT5G11090		5:3524679-3525846		WT leaves		ebs leaves		OK		10.5487		14.8372		0.49216		1.86773		0.0001		0.00156486		yes

		XLOC_004473		XLOC_004473		AT1G04985		1:1416342-1418482		WT leaves		ebs leaves		OK		25.4391		35.7721		0.491789		2.14333		5.00E-05		0.000851471		yes

		XLOC_005527		XLOC_005527		AT1G23740		1:8395556-8399749		WT leaves		ebs leaves		OK		92.2879		129.763		0.491671		2.4181		5.00E-05		0.000851471		yes

		XLOC_000426		XLOC_000426		AT1G08930		1:2873464-2877270		WT leaves		ebs leaves		OK		22.1413		31.1071		0.490501		2.13004		0.00015		0.0022305		yes

		XLOC_012350		XLOC_012350		AT2G23430		2:9976745-9978021		WT leaves		ebs leaves		OK		19.821		27.8395		0.490106		2.02816		5.00E-05		0.000851471		yes

		XLOC_030081		XLOC_030081		AT5G17650		5:5816697-5818347		WT leaves		ebs leaves		OK		4.36015		6.12348		0.489973		1.2739		0.00725		0.0497695		yes

		XLOC_010775		XLOC_010775		AT2G43100		2:17920659-17921689		WT leaves		ebs leaves		OK		14.8714		20.8699		0.488887		1.7551		0.0003		0.00405131		yes

		XLOC_016633		XLOC_016633		AT3G55760		3:20700391-20703083		WT leaves		ebs leaves		OK		38.5663		54.1156		0.488703		2.38742		5.00E-05		0.000851471		yes

		XLOC_007405		XLOC_007405		AT1G64380		1:23890645-23892173		WT leaves		ebs leaves		OK		13.112		18.3973		0.488611		2.09374		5.00E-05		0.000851471		yes

		XLOC_032061		XLOC_032061		AT5G52552		5:21327711-21330136		WT leaves		ebs leaves		OK		13.7399		19.2757		0.488418		2.13698		5.00E-05		0.000851471		yes

		XLOC_031363		XLOC_031363		AT5G40610		5:16264860-16267354		WT leaves		ebs leaves		OK		17.47		24.5028		0.488071		2.10926		5.00E-05		0.000851471		yes

		XLOC_024528		XLOC_024528		AT4G23290		4:12177737-12180826		WT leaves		ebs leaves		OK		21.7137		30.4494		0.487811		1.81077		5.00E-05		0.000851471		yes

		XLOC_025540		XLOC_025540		AT5G02120		5:419090-422032		WT leaves		ebs leaves		OK		278.244		390.12		0.487564		2.34441		5.00E-05		0.000851471		yes

		XLOC_008178		XLOC_008178		AT1G78510		1:29535284-29537417		WT leaves		ebs leaves		OK		12.378		17.3424		0.486526		2.0156		5.00E-05		0.000851471		yes

		XLOC_023791		XLOC_023791		AT4G11830		4:7115735-7121245		WT leaves		ebs leaves		OK		2.56468		3.5926		0.48625		1.74438		0.0005		0.00615957		yes

		XLOC_003821		XLOC_003821		AT1G72930		1:27439451-27440464		WT leaves		ebs leaves		OK		72.6675		101.777		0.486035		2.32341		5.00E-05		0.000851471		yes

		XLOC_016536		XLOC_016536		AT3G54050		3:20016891-20020926		WT leaves		ebs leaves		OK		683.466		957.136		0.485855		2.34414		5.00E-05		0.000851471		yes

		XLOC_017036		XLOC_017036		AT3G63440		3:23422652-23426536		WT leaves		ebs leaves		OK		6.96193		9.74399		0.485024		1.59098		0.0011		0.0114951		yes

		XLOC_024111		XLOC_024111		AT4G16520		4:9306662-9308462		WT leaves		ebs leaves		OK		135.822		189.969		0.484047		2.32883		5.00E-05		0.000851471		yes

		XLOC_007304		XLOC_007304		AT1G62510		1:23136368-23137191		WT leaves		ebs leaves		OK		16.2556		22.7237		0.483261		1.80537		0.00015		0.0022305		yes

		XLOC_027841		XLOC_027841		AT5G44020		5:17712408-17714336		WT leaves		ebs leaves		OK		301.207		421.033		0.483177		2.42127		5.00E-05		0.000851471		yes

		XLOC_010133		XLOC_010133		AT2G32010		2:13624791-13629146		WT leaves		ebs leaves		OK		10.2629		14.3446		0.483063		2.15535		5.00E-05		0.000851471		yes

		XLOC_006075		XLOC_006075		AT1G34570		1:12654939-12656486		WT leaves		ebs leaves		OK		16.9906		23.7326		0.48213		1.96953		0.00015		0.0022305		yes

		XLOC_015230		XLOC_015230		AT3G26080		3:9528773-9530496		WT leaves		ebs leaves		OK		9.83298		13.7332		0.481971		1.60724		0.00105		0.0111359		yes

		XLOC_032086		XLOC_032086		AT5G53050		5:21509860-21513576		WT leaves		ebs leaves		OK		15.3146		21.387		0.481827		2.09976		5.00E-05		0.000851471		yes

		XLOC_008504		XLOC_008504		AT2G04039		2:1333261-1336489		WT leaves		ebs leaves		OK		49.4775		69.0236		0.480317		1.96694		0.00015		0.0022305		yes

		XLOC_008021		XLOC_008021		AT1G75750		1:28441525-28442429		WT leaves		ebs leaves		OK		49.7944		69.4493		0.479976		1.57683		0.002		0.018491		yes

		XLOC_017461		XLOC_017461		AT3G07700		3:2457107-2463965		WT leaves		ebs leaves		OK		21.6984		30.244		0.479059		2.11793		5.00E-05		0.000851471		yes

		XLOC_012244		XLOC_012244		AT2G21330		2:9128146-9130240		WT leaves		ebs leaves		OK		571.772		796.729		0.47865		2.29784		5.00E-05		0.000851471		yes

		XLOC_005838		XLOC_005838		AT1G30280		1:10662662-10664763		WT leaves		ebs leaves		OK		16.8327		23.4432		0.477899		1.51164		0.00655		0.0460563		yes

		XLOC_019489		XLOC_019489		AT3G48090		3:17755373-17757780		WT leaves		ebs leaves		OK		7.4355		10.3521		0.477425		1.29488		0.00245		0.0214424		yes

		XLOC_006786		XLOC_006786		AT1G52570		1:19583939-19587050		WT leaves		ebs leaves		OK		3.02505		4.21132		0.477314		1.44282		0.0028		0.0238741		yes

		XLOC_000047		XLOC_000047		AT1G01790		1:284609-291094		WT leaves		ebs leaves		OK		61.7475		85.9468		0.477062		1.62167		0.0001		0.00156486		yes

		XLOC_031762		XLOC_031762		AT5G47250		5:19185793-19188745		WT leaves		ebs leaves		OK		4.63292		6.43696		0.474457		1.64394		0.00105		0.0111359		yes

		XLOC_016696		XLOC_016696		AT3G57040		3:21109613-21111432		WT leaves		ebs leaves		OK		11.4544		15.9078		0.473838		1.9021		0.00015		0.0022305		yes

		XLOC_009759		XLOC_009759		AT2G25080		2:10668048-10670019		WT leaves		ebs leaves		OK		395.402		548.925		0.473288		2.35677		5.00E-05		0.000851471		yes

		XLOC_018488		XLOC_018488		AT3G26180		3:9578216-9580086		WT leaves		ebs leaves		OK		8.94421		12.4093		0.4724		1.61373		0.00065		0.00761746		yes

		XLOC_010563		XLOC_010563		AT2G39470		2:16476215-16485039		WT leaves		ebs leaves		OK		204.781		284.055		0.472085		2.10471		5.00E-05		0.000851471		yes

		XLOC_000450		XLOC_000450		AT1G09340		1:3015327-3018234		WT leaves		ebs leaves		OK		500.895		694.661		0.471802		2.2893		5.00E-05		0.000851471		yes

		XLOC_033129		XLOC_033129		ATCG00790		Pt:81188-82652		WT leaves		ebs leaves		OK		32.037		44.4292		0.471767		1.58326		0.00175		0.0166962		yes

		XLOC_032249		XLOC_032249		AT5G56240		5:22759802-22764587		WT leaves		ebs leaves		OK		13.124		18.1866		0.470664		2.26306		5.00E-05		0.000851471		yes

		XLOC_028716		XLOC_028716		AT5G58787		5:23742449-23744619		WT leaves		ebs leaves		OK		7.21948		10.0041		0.47062		1.63051		0.0007		0.00809588		yes

		XLOC_008018		XLOC_008018		AT1G75690		1:28422109-28423285		WT leaves		ebs leaves		OK		317.994		440.592		0.470443		2.3591		5.00E-05		0.000851471		yes

		XLOC_003135		XLOC_003135		AT1G60870		1:22409471-22410654		WT leaves		ebs leaves		OK		36.1797		50.1064		0.469817		2.21343		5.00E-05		0.000851471		yes

		XLOC_025518		XLOC_025518		AT5G01750		5:289764-291326		WT leaves		ebs leaves		OK		215.081		297.816		0.469543		2.34785		5.00E-05		0.000851471		yes

		XLOC_022553		XLOC_022553		AT4G33180		4:16000176-16002269		WT leaves		ebs leaves		OK		10.4453		14.4591		0.469125		1.69955		0.00035		0.00459263		yes

		XLOC_012976		XLOC_012976		AT2G33855		2:14324308-14325192		WT leaves		ebs leaves		OK		23.0426		31.8923		0.468904		1.97325		0.0002		0.00287925		yes

		XLOC_009124		XLOC_009124		AT2G14750		2:6314031-6315766		WT leaves		ebs leaves		OK		29.2713		40.4904		0.468093		2.12724		5.00E-05		0.000851471		yes

		XLOC_007787		XLOC_007787		AT1G71040		1:26796965-26800322		WT leaves		ebs leaves		OK		11.689		16.162		0.467458		1.97598		5.00E-05		0.000851471		yes

		XLOC_004945		XLOC_004945		AT1G13000		1:4436104-4439476		WT leaves		ebs leaves		OK		9.8312		13.5931		0.467437		1.44037		0.00585		0.0424555		yes

		XLOC_007659		XLOC_007659		AT1G68780		1:25831802-25833844		WT leaves		ebs leaves		OK		13.9218		19.2488		0.46743		2.1035		5.00E-05		0.000851471		yes

		XLOC_000717		XLOC_000717		AT1G13820		1:4735546-4737808		WT leaves		ebs leaves		OK		42.7125		59.0521		0.467329		2.22213		5.00E-05		0.000851471		yes

		XLOC_014872		XLOC_014872		AT3G20510		3:7160676-7162206		WT leaves		ebs leaves		OK		10.5364		14.565		0.467116		1.51387		0.0024		0.0211749		yes

		XLOC_028076		XLOC_028076		AT5G47910		5:19397442-19402061		WT leaves		ebs leaves		OK		7.0812		9.78252		0.466212		1.97427		5.00E-05		0.000851471		yes

		XLOC_031561		XLOC_031561		AT5G44005		5:17704902-17705558		WT leaves		ebs leaves		OK		14.8379		20.4956		0.466022		1.556		0.0018		0.017094		yes

		XLOC_031534		XLOC_031534		AT5G43470,AT5G43480		5:17462546-17467643		WT leaves		ebs leaves		OK		10.4307		14.4064		0.465877		2.00093		5.00E-05		0.000851471		yes

		XLOC_002867		XLOC_002867		AT1G55480		1:20713683-20715547		WT leaves		ebs leaves		OK		203.566		280.747		0.463774		2.32513		5.00E-05		0.000851471		yes

		XLOC_000736		XLOC_000736		AT1G14150		1:4839852-4841848		WT leaves		ebs leaves		OK		213.923		294.897		0.463123		2.18932		5.00E-05		0.000851471		yes

		XLOC_028288		XLOC_028288		AT5G51720		5:21009591-21010345		WT leaves		ebs leaves		OK		264.826		365.009		0.46289		2.27095		5.00E-05		0.000851471		yes

		XLOC_015210		XLOC_015210		AT3G25770		3:9406872-9407955		WT leaves		ebs leaves		OK		270.759		373.117		0.462619		1.80683		0.0001		0.00156486		yes

		XLOC_022392		XLOC_022392		AT4G30530		4:14920533-14922494		WT leaves		ebs leaves		OK		77.2288		106.423		0.462603		2.00317		0.00035		0.00459263		yes

		XLOC_000994		XLOC_000994		AT1G18590		1:6398579-6399942		WT leaves		ebs leaves		OK		6.48074		8.92487		0.461674		1.39128		0.00285		0.0242224		yes

		XLOC_024871		XLOC_024871		AT4G29590		4:14512548-14514492		WT leaves		ebs leaves		OK		38.243		52.6577		0.46145		2.13882		5.00E-05		0.000851471		yes

		XLOC_029118		XLOC_029118		AT5G66040		5:26410519-26411355		WT leaves		ebs leaves		OK		60.8112		83.7002		0.460894		1.89729		5.00E-05		0.000851471		yes

		XLOC_029138		XLOC_029138		AT5G66520		5:26551878-26553741		WT leaves		ebs leaves		OK		9.98614		13.7435		0.460746		1.96745		0.0002		0.00287925		yes

		XLOC_029084		XLOC_029084		AT5G65480		5:26176020-26180316		WT leaves		ebs leaves		OK		45.4233		62.5007		0.460439		1.76767		0.0004		0.005161		yes

		XLOC_014760		XLOC_014760		AT3G18773		3:6465824-6467175		WT leaves		ebs leaves		OK		7.38111		10.1546		0.460223		1.66202		0.00095		0.0102873		yes

		XLOC_009825		XLOC_009825		AT2G26210		2:11157117-11159292		WT leaves		ebs leaves		OK		15.0579		20.7045		0.459428		1.81856		0.0002		0.00287925		yes

		XLOC_006083		XLOC_006083		AT1G34750		1:12736091-12738196		WT leaves		ebs leaves		OK		5.54607		7.6228		0.458855		1.48782		0.00295		0.0247543		yes

		XLOC_022477		XLOC_022477		AT4G31980		4:15464904-15469204		WT leaves		ebs leaves		OK		3.59436		4.93815		0.458235		1.53673		0.0022		0.0198837		yes

		XLOC_027498		XLOC_027498		AT5G38520		5:15421572-15423431		WT leaves		ebs leaves		OK		178.094		244.533		0.457391		2.28943		5.00E-05		0.000851471		yes

		XLOC_008044		XLOC_008044		AT1G76180		1:28586675-28587931		WT leaves		ebs leaves		OK		251.343		345.084		0.457291		2.24908		5.00E-05		0.000851471		yes

		XLOC_003758		XLOC_003758		AT1G71880		1:27054179-27056341		WT leaves		ebs leaves		OK		37.5652		51.4962		0.45507		2.22299		5.00E-05		0.000851471		yes

		XLOC_000338		XLOC_000338		AT1G07280		1:2238086-2241217		WT leaves		ebs leaves		OK		67.999		93.1669		0.454305		2.0425		0.0001		0.00156486		yes

		XLOC_022399		XLOC_022399		AT4G30660		4:14955372-14956790		WT leaves		ebs leaves		OK		366.78		502.246		0.453477		2.09291		5.00E-05		0.000851471		yes

		XLOC_015059		XLOC_015059		AT3G23310		3:8338899-8343632		WT leaves		ebs leaves		OK		26.2267		35.9119		0.453428		2.23119		5.00E-05		0.000851471		yes

		XLOC_025719		XLOC_025719		AT5G05180		5:1536225-1538492		WT leaves		ebs leaves		OK		7.97305		10.9157		0.453195		1.71679		0.00065		0.00761746		yes

		XLOC_029594		XLOC_029594		AT5G08370		5:2689712-2693550		WT leaves		ebs leaves		OK		6.77185		9.26639		0.452457		1.37265		0.00195		0.0181465		yes

		XLOC_019293		XLOC_019293		AT3G44990		3:16446974-16448764		WT leaves		ebs leaves		OK		25.0537		34.2816		0.452409		2.03302		0.0001		0.00156486		yes

		XLOC_028038		XLOC_028038		AT5G47240		5:19183600-19185644		WT leaves		ebs leaves		OK		39.548		54.1142		0.452401		2.18259		5.00E-05		0.000851471		yes

		XLOC_002706		XLOC_002706		AT1G52870		1:19685744-19687907		WT leaves		ebs leaves		OK		99.4152		136.005		0.452117		1.69586		0.0009		0.00987867		yes

		XLOC_018330		XLOC_018330		AT3G23400		3:8376443-8378305		WT leaves		ebs leaves		OK		226.13		309.277		0.451746		2.26442		5.00E-05		0.000851471		yes

		XLOC_022761		XLOC_022761		AT4G36990		4:17440176-17442151		WT leaves		ebs leaves		OK		3.26371		4.46299		0.451496		1.35794		0.00485		0.0365734		yes

		XLOC_001004		XLOC_001004		AT1G18740		1:6463921-6465476		WT leaves		ebs leaves		OK		17.8735		24.4369		0.451243		2.02733		5.00E-05		0.000851471		yes

		XLOC_016377		XLOC_016377		AT3G51240		3:19025109-19026872		WT leaves		ebs leaves		OK		7.43765		10.1648		0.450656		1.5049		0.0014		0.0140212		yes

		XLOC_010719		XLOC_010719		AT2G41990		2:17527256-17528937		WT leaves		ebs leaves		OK		6.84093		9.34787		0.450444		1.58525		0.0009		0.00987867		yes

		XLOC_013883		XLOC_013883		AT3G03020		3:680943-681999		WT leaves		ebs leaves		OK		11.6028		15.8511		0.45011		1.40963		0.00525		0.0389088		yes

		XLOC_000438		XLOC_000438		AT1G09070		1:2927702-2928968		WT leaves		ebs leaves		OK		84.6803		115.561		0.448556		2.22733		5.00E-05		0.000851471		yes

		XLOC_009242		XLOC_009242		AT2G16600		2:7200806-7201574		WT leaves		ebs leaves		OK		609.85		831.998		0.448126		2.2332		5.00E-05		0.000851471		yes

		XLOC_021158		XLOC_021158		AT4G09650		4:6100742-6101708		WT leaves		ebs leaves		OK		1475.44		2012.72		0.447995		2.12588		5.00E-05		0.000851471		yes

		XLOC_023258		XLOC_023258		AT4G04740		4:2403608-2408737		WT leaves		ebs leaves		OK		11.8048		16.0968		0.4474		1.72463		0.0003		0.00405131		yes

		XLOC_032328		XLOC_032328		AT5G57630		5:23340846-23343258		WT leaves		ebs leaves		OK		34.7178		47.3402		0.447389		1.58131		0.00385		0.0305232		yes

		XLOC_026131		XLOC_026131		AT5G13490		5:4335466-4337680		WT leaves		ebs leaves		OK		6.93205		9.45196		0.447332		1.59106		0.0011		0.0114951		yes

		XLOC_028657		XLOC_028657		AT5G57700		5:23374873-23377142		WT leaves		ebs leaves		OK		19.3743		26.417		0.44732		1.16331		0.0064		0.0453111		yes

		XLOC_019704		XLOC_019704		AT3G51600		3:19138393-19139252		WT leaves		ebs leaves		OK		293.254		399.853		0.447316		2.23303		5.00E-05		0.000851471		yes

		XLOC_004686		XLOC_004686		AT1G08450		1:2667797-2671892		WT leaves		ebs leaves		OK		20.3943		27.8059		0.447229		1.24013		0.00245		0.0214424		yes

		XLOC_014303		XLOC_014303		AT3G11110		3:3479978-3480455		WT leaves		ebs leaves		OK		19.0966		26.0113		0.445824		1.3931		0.0056		0.0410106		yes

		XLOC_004425		XLOC_004425		AT1G04240		1:1128187-1129551		WT leaves		ebs leaves		OK		50.8772		69.2937		0.445705		2.13978		5.00E-05		0.000851471		yes

		XLOC_031058		XLOC_031058		AT5G35970		5:14118875-14123340		WT leaves		ebs leaves		OK		84.7367		115.384		0.445378		2.22361		5.00E-05		0.000851471		yes

		XLOC_022954		XLOC_022954		AT4G00280,AT4G00290		4:122408-125591		WT leaves		ebs leaves		OK		5.75716		7.83765		0.445064		1.52772		0.00105		0.0111359		yes

		XLOC_022438		XLOC_022438		AT4G31310		4:15191324-15192596		WT leaves		ebs leaves		OK		15.1561		20.6311		0.444921		1.48503		0.0023		0.0205272		yes

		XLOC_017857		XLOC_017857		AT3G14440		3:4831287-4833599		WT leaves		ebs leaves		OK		8.24877		11.2267		0.444682		1.8396		0.00025		0.00348795		yes

		XLOC_010756		XLOC_010756		AT2G42750		2:17793306-17795680		WT leaves		ebs leaves		OK		37.0209		50.369		0.444195		2.12149		5.00E-05		0.000851471		yes

		XLOC_006845		XLOC_006845		AT1G53560		1:19984741-19985983		WT leaves		ebs leaves		OK		42.092		57.2604		0.443991		1.64917		0.0004		0.005161		yes

		XLOC_021345		XLOC_021345		AT4G12830		4:7531140-7536263		WT leaves		ebs leaves		OK		43.9807		59.8284		0.443959		2.12944		5.00E-05		0.000851471		yes

		XLOC_005468		XLOC_005468		AT1G22570		1:7976619-7978573		WT leaves		ebs leaves		OK		10.194		13.8619		0.443405		1.85205		0.00015		0.0022305		yes

		XLOC_014920		XLOC_014920		AT3G21270		3:7474678-7475757		WT leaves		ebs leaves		OK		15.4149		20.9578		0.443169		1.79868		0.00035		0.00459263		yes

		XLOC_028658		XLOC_028658		AT5G57710		5:23384793-23388353		WT leaves		ebs leaves		OK		55.4362		75.3552		0.442879		2.20135		5.00E-05		0.000851471		yes

		XLOC_019955		XLOC_019955		AT3G56060		3:20803132-20806013		WT leaves		ebs leaves		OK		20.7412		28.1918		0.44278		1.7506		0.0001		0.00156486		yes

		XLOC_013776		XLOC_013776		AT3G01210		3:71625-73220		WT leaves		ebs leaves		OK		10.7374		14.594		0.442729		1.59219		0.00125		0.0127815		yes

		XLOC_018515		XLOC_018515		AT3G26510		3:9710336-9712660		WT leaves		ebs leaves		OK		59.6542		81.0426		0.442057		2.08136		5.00E-05		0.000851471		yes

		XLOC_001192		XLOC_001192		AT1G21980		1:7734738-7738661		WT leaves		ebs leaves		OK		11.2752		15.3168		0.441963		2.01581		5.00E-05		0.000851471		yes

		XLOC_004413		XLOC_004413		AT1G04000		1:1028105-1029119		WT leaves		ebs leaves		OK		9.67649		13.1435		0.441798		1.55545		0.0013		0.0131764		yes

		XLOC_021099		XLOC_021099		AT4G08920		4:5724102-5727253		WT leaves		ebs leaves		OK		73.878		100.344		0.441734		2.21491		5.00E-05		0.000851471		yes

		XLOC_004207		XLOC_004207		AT1G80270		1:30180953-30183507		WT leaves		ebs leaves		OK		11.9665		16.253		0.441706		1.78563		0.00035		0.00459263		yes

		XLOC_005455		XLOC_005455		AT1G22370		1:7898012-7899879		WT leaves		ebs leaves		OK		14.3864		19.5356		0.441404		1.59826		0.00215		0.0195366		yes

		XLOC_022328		XLOC_022328		AT4G29160		4:14380752-14382666		WT leaves		ebs leaves		OK		39.5971		53.7642		0.441252		2.06573		5.00E-05		0.000851471		yes

		XLOC_026061		XLOC_026061		AT5G11670		5:3754248-3758242		WT leaves		ebs leaves		OK		67.2209		91.2616		0.441099		2.20064		5.00E-05		0.000851471		yes

		XLOC_033130		XLOC_033130		ATCG00800,ATCG00810		Pt:82825-83949		WT leaves		ebs leaves		OK		18.533		25.1557		0.440788		1.45138		0.00405		0.0317421		yes

		XLOC_025471		XLOC_025471		AT4G40045		4:18559102-18560657		WT leaves		ebs leaves		OK		27.914		37.8873		0.440724		1.67464		0.0009		0.00987867		yes

		XLOC_017837		XLOC_017837		AT3G14200		3:4712573-4714653		WT leaves		ebs leaves		OK		11.799		16.0138		0.440658		1.77204		0.00045		0.0056757		yes

		XLOC_009367		XLOC_009367		AT2G18700		2:8109042-8112010		WT leaves		ebs leaves		OK		43.1998		58.5393		0.438381		0.971322		0.0051		0.0380253		yes

		XLOC_023572		XLOC_023572		AT4G08230		4:5187784-5189644		WT leaves		ebs leaves		OK		31.5233		42.7139		0.438287		1.4866		0.00225		0.0201977		yes

		XLOC_013787		XLOC_013787		AT3G01440		3:168434-172022		WT leaves		ebs leaves		OK		55.2428		74.8471		0.438161		1.86855		0.0002		0.00287925		yes

		XLOC_003589		XLOC_003589		AT1G68840		1:25880322-25882222		WT leaves		ebs leaves		OK		22.1796		30.048		0.438037		1.975		0.0001		0.00156486		yes

		XLOC_011069		XLOC_011069		AT2G48020		2:19644099-19647180		WT leaves		ebs leaves		OK		16.6807		22.5928		0.437686		1.90676		5.00E-05		0.000851471		yes

		XLOC_014036		XLOC_014036		AT3G05840		3:1739980-1743163		WT leaves		ebs leaves		OK		27.0803		36.6628		0.437071		2.08933		5.00E-05		0.000851471		yes

		XLOC_026956		XLOC_026956		AT5G28626		5:10632240-10633944		WT leaves		ebs leaves		OK		4.50636		6.10002		0.436851		1.47514		0.00365		0.0293139		yes

		XLOC_022413		XLOC_022413		AT4G30960		4:15067052-15069010		WT leaves		ebs leaves		OK		74.9864		101.476		0.436437		2.17731		5.00E-05		0.000851471		yes

		XLOC_012707		XLOC_012707		AT2G29420		2:12616563-12618899		WT leaves		ebs leaves		OK		13.3328		18.0302		0.43543		1.40725		0.0032		0.0264922		yes

		XLOC_019231		XLOC_019231		AT3G44100		3:15866038-15867310		WT leaves		ebs leaves		OK		43.2329		58.4603		0.435326		1.38067		0.002		0.018491		yes

		XLOC_012070		XLOC_012070		AT2G18440		2:7994940-7997239		WT leaves		ebs leaves		OK		136.03		183.768		0.433959		2.14089		5.00E-05		0.000851471		yes

		XLOC_030040		XLOC_030040		AT5G16970		5:5576167-5578075		WT leaves		ebs leaves		OK		44.2206		59.6967		0.432931		1.67456		0.00015		0.0022305		yes

		XLOC_030175		XLOC_030175		AT5G19220		5:6461390-6466831		WT leaves		ebs leaves		OK		199.924		269.827		0.432585		2.04474		5.00E-05		0.000851471		yes

		XLOC_005662		XLOC_005662		AT1G26800		1:9285098-9286324		WT leaves		ebs leaves		OK		11.2973		15.2443		0.432282		1.68346		0.00095		0.0102873		yes

		XLOC_017777		XLOC_017777		AT3G13310		3:4310607-4311441		WT leaves		ebs leaves		OK		20.1933		27.2357		0.431624		1.7212		0.0003		0.00405131		yes

		XLOC_019441		XLOC_019441		AT3G47160		3:17359987-17362118		WT leaves		ebs leaves		OK		39.65		53.4542		0.430982		2.06608		0.0001		0.00156486		yes

		XLOC_007071		XLOC_007071		AT1G58180		1:21537769-21539914		WT leaves		ebs leaves		OK		11.6323		15.6779		0.430599		1.56659		0.0016		0.0154884		yes

		XLOC_003905		XLOC_003905		AT1G74470		1:27991164-27993006		WT leaves		ebs leaves		OK		1254.99		1690.94		0.430153		1.57829		0.00075		0.00852515		yes

		XLOC_017672		XLOC_017672		AT3G11850		3:3738896-3741714		WT leaves		ebs leaves		OK		5.08552		6.85017		0.429744		1.50813		0.0014		0.0140212		yes

		XLOC_014254		XLOC_014254		AT3G10300		3:3186313-3188205		WT leaves		ebs leaves		OK		22.46		30.2421		0.4292		1.52929		0.0007		0.00809588		yes

		XLOC_004802		XLOC_004802		AT1G10470		1:3442326-3443957		WT leaves		ebs leaves		OK		51.8888		69.8575		0.428992		2.06559		5.00E-05		0.000851471		yes

		XLOC_007560		XLOC_007560		AT1G67050		1:25028626-25029788		WT leaves		ebs leaves		OK		14.4309		19.4159		0.428081		1.71866		0.00045		0.0056757		yes

		XLOC_019248		XLOC_019248		AT3G44280		3:15968592-15971167		WT leaves		ebs leaves		OK		11.3282		15.2375		0.427713		1.41752		0.0049		0.0368604		yes

		XLOC_030833		XLOC_030833		AT5G32460		5:12081802-12084148		WT leaves		ebs leaves		OK		6.91678		9.3034		0.427658		1.60972		0.00085		0.00943042		yes

		XLOC_016362		XLOC_016362		AT3G50950		3:18935673-18940428		WT leaves		ebs leaves		OK		32.4258		43.605		0.427352		1.88066		5.00E-05		0.000851471		yes

		XLOC_010294		XLOC_010294		AT2G34620		2:14577173-14578288		WT leaves		ebs leaves		OK		147.254		198.002		0.42721		1.22911		0.0032		0.0264922		yes

		XLOC_007647		XLOC_007647		AT1G68530		1:25712587-25714807		WT leaves		ebs leaves		OK		144.078		193.69		0.426901		1.64034		0.00365		0.0293139		yes

		XLOC_013849		XLOC_013849		AT3G02460		3:505433-508428		WT leaves		ebs leaves		OK		5.6015		7.52933		0.426709		1.55527		0.00205		0.0188125		yes

		XLOC_001030		XLOC_001030		AT1G19150		1:6612748-6613972		WT leaves		ebs leaves		OK		229.288		308.169		0.426557		2.13622		5.00E-05		0.000851471		yes

		XLOC_032573		XLOC_032573		AT5G62140		5:24954505-24955385		WT leaves		ebs leaves		OK		26.1113		35.0866		0.426244		1.65987		0.0008		0.00899964		yes

		XLOC_014295		XLOC_014295		AT3G10985		3:3442527-3443445		WT leaves		ebs leaves		OK		37.5319		50.4237		0.425985		1.77604		0.0001		0.00156486		yes

		XLOC_016805		XLOC_016805		AT3G59300		3:21918454-21924415		WT leaves		ebs leaves		OK		16.0213		21.5209		0.425744		1.67812		0.00065		0.00761746		yes

		XLOC_014534		XLOC_014534		AT3G15210		3:5121421-5122562		WT leaves		ebs leaves		OK		14.2427		19.1127		0.424304		1.71478		0.00035		0.00459263		yes

		XLOC_031576		XLOC_031576		AT5G44290		5:17840423-17843751		WT leaves		ebs leaves		OK		21.8033		29.2471		0.423749		2.0232		0.0001		0.00156486		yes

		XLOC_002232		XLOC_002232		AT1G42970		1:16127380-16129843		WT leaves		ebs leaves		OK		967.146		1297.24		0.423637		1.97987		5.00E-05		0.000851471		yes

		XLOC_017294		XLOC_017294		AT3G05270		3:1500802-1503407		WT leaves		ebs leaves		OK		13.774		18.4714		0.423343		1.36148		0.0065		0.0457916		yes

		XLOC_025544		XLOC_025544		AT5G02180		5:430876-433741		WT leaves		ebs leaves		OK		5.84916		7.84039		0.422695		1.43229		0.0023		0.0205272		yes

		XLOC_010046		XLOC_010046		AT2G30440		2:12972876-12975497		WT leaves		ebs leaves		OK		37.489		50.2471		0.422573		2.07908		5.00E-05		0.000851471		yes

		XLOC_017670		XLOC_017670		AT3G11820		3:3729304-3731149		WT leaves		ebs leaves		OK		14.7533		19.7725		0.422451		1.81612		0.00015		0.0022305		yes

		XLOC_030522		XLOC_030522		AT5G25840		5:9010723-9011498		WT leaves		ebs leaves		OK		28.8422		38.65		0.422291		1.72487		0.0003		0.00405131		yes

		XLOC_000680		XLOC_000680		AT1G13110		1:4467219-4469033		WT leaves		ebs leaves		OK		43.9924		58.8416		0.419581		1.97487		5.00E-05		0.000851471		yes

		XLOC_006044		XLOC_006044		AT1G33970		1:12349459-12351246		WT leaves		ebs leaves		OK		58.4092		78.1127		0.419362		1.97743		5.00E-05		0.000851471		yes

		XLOC_012601		XLOC_012601		AT2G27500		2:11752169-11754028		WT leaves		ebs leaves		OK		17.5325		23.4457		0.41929		1.46873		0.00315		0.0261601		yes

		XLOC_000182		XLOC_000182		AT1G04250		1:1136257-1138613		WT leaves		ebs leaves		OK		28.7658		38.4664		0.419246		1.89517		5.00E-05		0.000851471		yes

		XLOC_019527		XLOC_019527		AT3G48740		3:18052465-18054755		WT leaves		ebs leaves		OK		71.5978		95.7081		0.418727		2.08168		5.00E-05		0.000851471		yes

		XLOC_016438		XLOC_016438		AT3G52360		3:19412119-19412918		WT leaves		ebs leaves		OK		13.8035		18.4496		0.418555		1.41045		0.00455		0.0348213		yes

		XLOC_030143		XLOC_030143		AT5G18600		5:6183257-6183954		WT leaves		ebs leaves		OK		85.8225		114.671		0.418068		2.01075		5.00E-05		0.000851471		yes

		XLOC_017534		XLOC_017534		AT3G09405,AT3G09410		3:2894811-2901019		WT leaves		ebs leaves		OK		11.276		15.064		0.417857		1.60196		0.0011		0.0114951		yes

		XLOC_011407		XLOC_011407		AT2G06530		2:2588544-2590453		WT leaves		ebs leaves		OK		39.884		53.2811		0.417812		1.96191		5.00E-05		0.000851471		yes

		XLOC_007987		XLOC_007987		AT1G75100		1:28190815-28193800		WT leaves		ebs leaves		OK		11.3788		15.1913		0.416895		1.74849		0.0002		0.00287925		yes

		XLOC_002429		XLOC_002429		AT1G47970		1:17687268-17688816		WT leaves		ebs leaves		OK		74.052		98.8464		0.41665		2.03047		5.00E-05		0.000851471		yes

		XLOC_017669		XLOC_017669		AT3G11780		3:3724133-3725593		WT leaves		ebs leaves		OK		42.0156		56.0765		0.416472		1.66138		0.0014		0.0140212		yes

		XLOC_010198		XLOC_010198		AT2G33050		2:14021869-14025085		WT leaves		ebs leaves		OK		3.60925		4.81695		0.41642		1.4586		0.00355		0.0286849		yes

		XLOC_017049		XLOC_017049		AT3G01180		3:62244-65845		WT leaves		ebs leaves		OK		16.83		22.451		0.41575		1.95384		5.00E-05		0.000851471		yes

		XLOC_001287		XLOC_001287		AT1G23750		1:8400150-8401487		WT leaves		ebs leaves		OK		12.4423		16.5974		0.415704		1.48249		0.0036		0.0290256		yes

		XLOC_028477		XLOC_028477		AT5G54585		5:22175538-22176691		WT leaves		ebs leaves		OK		30.6725		40.901		0.41519		1.73123		0.0005		0.00615957		yes

		XLOC_005903		XLOC_005903		AT1G31350		1:11221334-11222786		WT leaves		ebs leaves		OK		9.49303		12.6583		0.415143		1.37903		0.00295		0.0247543		yes

		XLOC_003429		XLOC_003429		AT1G65960		1:24552002-24558322		WT leaves		ebs leaves		OK		190.125		253.472		0.414883		2.00992		5.00E-05		0.000851471		yes

		XLOC_026693		XLOC_026693		AT5G24530		5:8378832-8383401		WT leaves		ebs leaves		OK		6.29155		8.38428		0.41427		1.34404		0.0062		0.0442502		yes

		XLOC_025316		XLOC_025316		AT4G37380		4:17572039-17573938		WT leaves		ebs leaves		OK		4.13054		5.5034		0.413992		1.4123		0.00695		0.0482464		yes

		XLOC_012546		XLOC_012546		AT2G26690		2:11347146-11351293		WT leaves		ebs leaves		OK		12.9383		17.2332		0.413536		1.53285		0.0024		0.0211749		yes

		XLOC_001134		XLOC_001134		AT1G21000		1:7337727-7339452		WT leaves		ebs leaves		OK		7.69058		10.2418		0.413299		1.40366		0.00275		0.0235344		yes

		XLOC_016689		XLOC_016689		AT3G56880		3:21059914-21060965		WT leaves		ebs leaves		OK		75.1703		100.098		0.413183		2.01998		5.00E-05		0.000851471		yes

		XLOC_018403		XLOC_018403		AT3G24503		3:8918678-8923073		WT leaves		ebs leaves		OK		49.1657		65.4613		0.41299		1.65114		0.0005		0.00615957		yes

		XLOC_005277		XLOC_005277		AT1G19300		1:6671136-6672653		WT leaves		ebs leaves		OK		6.87479		9.14929		0.412343		1.47328		0.00265		0.0228368		yes

		XLOC_010811		XLOC_010811		AT2G43700		2:18115091-18118844		WT leaves		ebs leaves		OK		2.59939		3.45924		0.412282		1.4021		0.00495		0.0371611		yes

		XLOC_005423		XLOC_005423		AT1G21830		1:7661117-7662608		WT leaves		ebs leaves		OK		20.7719		27.6411		0.41218		1.74416		0.00065		0.00761746		yes

		XLOC_017288		XLOC_017288		AT3G05160		3:1453105-1457150		WT leaves		ebs leaves		OK		34.0617		45.3233		0.412102		1.79269		0.00115		0.0119101		yes

		XLOC_007375		XLOC_007375		AT1G63800		1:23667615-23669080		WT leaves		ebs leaves		OK		32.7732		43.5644		0.41063		1.81883		0.00015		0.0022305		yes

		XLOC_024504		XLOC_024504		AT4G22920		4:12016524-12018492		WT leaves		ebs leaves		OK		5.35794		7.12183		0.410568		1.41276		0.00345		0.0280604		yes

		XLOC_028751		XLOC_028751		AT5G59430		5:23967312-23970945		WT leaves		ebs leaves		OK		17.3577		23.0663		0.410213		1.91691		0.0001		0.00156486		yes

		XLOC_032672		XLOC_032672		AT5G64040		5:25628587-25629615		WT leaves		ebs leaves		OK		3921.66		5210.11		0.409851		1.89095		0.0001		0.00156486		yes

		XLOC_019662		XLOC_019662		AT3G50820		3:18890875-18892426		WT leaves		ebs leaves		OK		1642.67		2181.48		0.409268		1.90866		5.00E-05		0.000851471		yes

		XLOC_032142		XLOC_032142		AT5G54190		5:21990911-21992812		WT leaves		ebs leaves		OK		31.9059		42.3683		0.409164		1.77204		0.00015		0.0022305		yes

		XLOC_010666		XLOC_010666		AT2G41110		2:17140228-17142457		WT leaves		ebs leaves		OK		44.6199		59.2217		0.40844		1.6238		0.001		0.010716		yes

		XLOC_022022		XLOC_022022		AT4G24060		4:12503781-12505646		WT leaves		ebs leaves		OK		11.3093		15.0083		0.408251		1.63754		0.0006		0.0071353		yes

		XLOC_003922		XLOC_003922		AT1G74790		1:28098764-28101896		WT leaves		ebs leaves		OK		15.1122		20.0503		0.407908		1.87216		0.0001		0.00156486		yes

		XLOC_009229		XLOC_009229		AT2G16365		2:7074361-7079519		WT leaves		ebs leaves		OK		29.9514		39.7367		0.407849		1.8547		0.0002		0.00287925		yes

		XLOC_029845		XLOC_029845		AT5G13400		5:4292746-4299223		WT leaves		ebs leaves		OK		27.5099		36.4832		0.407281		1.49509		0.00245		0.0214424		yes

		XLOC_003311		XLOC_003311		AT1G64060		1:23769773-23776931		WT leaves		ebs leaves		OK		3.41577		4.52826		0.406747		1.61271		0.00115		0.0119101		yes

		XLOC_010924		XLOC_010924		AT2G45600		2:18789587-18790952		WT leaves		ebs leaves		OK		9.13624		12.1117		0.406733		1.49517		0.0025		0.0218079		yes

		XLOC_028912		XLOC_028912		AT5G62350		5:25037425-25038362		WT leaves		ebs leaves		OK		305.137		404.35		0.406147		2.0347		0.00015		0.0022305		yes

		XLOC_005298		XLOC_005298		AT1G19660		1:6799980-6802685		WT leaves		ebs leaves		OK		64.7845		85.845		0.406086		1.97136		5.00E-05		0.000851471		yes

		XLOC_004337		XLOC_004337		AT1G02660		1:571954-574981		WT leaves		ebs leaves		OK		11.5224		15.2664		0.405919		1.83868		0.0001		0.00156486		yes

		XLOC_000336		XLOC_000336		AT1G07240		1:2223690-2225452		WT leaves		ebs leaves		OK		10.414		13.7894		0.405033		1.57789		0.001		0.010716		yes

		XLOC_017592		XLOC_017592		AT3G10525		3:3281361-3282032		WT leaves		ebs leaves		OK		43.9122		58.1343		0.404768		1.77043		0.00035		0.00459263		yes

		XLOC_005287		XLOC_005287		AT1G19450		1:6731433-6734882		WT leaves		ebs leaves		OK		22.1517		29.3141		0.404179		1.5044		0.00375		0.0299483		yes

		XLOC_002527		XLOC_002527		AT1G49560		1:18342553-18344363		WT leaves		ebs leaves		OK		7.85352		10.3909		0.403913		1.47174		0.00325		0.0268701		yes

		XLOC_013313		XLOC_013313		AT2G39700		2:16543831-16545584		WT leaves		ebs leaves		OK		24.4189		32.3076		0.403877		1.83801		0.0001		0.00156486		yes

		XLOC_014998		XLOC_014998		AT3G22370		3:7906790-7908740		WT leaves		ebs leaves		OK		23.8016		31.4907		0.403871		1.87212		0.0001		0.00156486		yes

		XLOC_028118		XLOC_028118		AT5G48620		5:19716475-19721452		WT leaves		ebs leaves		OK		7.61419		10.0718		0.403555		1.84798		5.00E-05		0.000851471		yes

		XLOC_021855		XLOC_021855		AT4G21192		4:11294179-11295430		WT leaves		ebs leaves		OK		21.8257		28.8367		0.401875		1.38611		0.00515		0.0383364		yes

		XLOC_031765		XLOC_031765		AT5G47370		5:19216311-19217909		WT leaves		ebs leaves		OK		55.3965		73.1259		0.400589		1.94738		5.00E-05		0.000851471		yes

		XLOC_012463		XLOC_012463		AT2G25200		2:10736482-10737654		WT leaves		ebs leaves		OK		12.162		16.0421		0.39948		1.42661		0.0025		0.0218079		yes

		XLOC_027825		XLOC_027825		AT5G43700		5:17550232-17551581		WT leaves		ebs leaves		OK		72.1899		95.2111		0.399334		1.97126		0.0002		0.00287925		yes

		XLOC_027981		XLOC_027981		AT5G46410		5:18825102-18829221		WT leaves		ebs leaves		OK		5.98784		7.89242		0.398433		1.63764		0.00075		0.00852515		yes

		XLOC_004408		XLOC_004408		AT1G03870		1:982505-983540		WT leaves		ebs leaves		OK		58.8196		77.489		0.397694		1.9176		5.00E-05		0.000851471		yes

		XLOC_002651		XLOC_002651		AT1G51760		1:19199418-19201642		WT leaves		ebs leaves		OK		12.903		16.9901		0.396983		1.66994		0.0006		0.0071353		yes

		XLOC_025889		XLOC_025889		AT5G08050		5:2578344-2579163		WT leaves		ebs leaves		OK		350.96		462.125		0.396978		1.97693		5.00E-05		0.000851471		yes

		XLOC_004348		XLOC_004348		AT1G02880		1:642751-644903		WT leaves		ebs leaves		OK		8.95088		11.7831		0.396622		1.35072		0.0029		0.0245348		yes

		XLOC_024725		XLOC_024725		AT4G26860		4:13503085-13504780		WT leaves		ebs leaves		OK		44.9514		59.1726		0.396562		1.85744		0.00035		0.00459263		yes

		XLOC_003235		XLOC_003235		AT1G62630		1:23185911-23188593		WT leaves		ebs leaves		OK		6.33948		8.34475		0.396504		1.66663		0.00085		0.00943042		yes

		XLOC_023921		XLOC_023921		AT4G13575		4:7892319-7893705		WT leaves		ebs leaves		OK		88.881		116.879		0.395067		1.88972		5.00E-05		0.000851471		yes

		XLOC_024130		XLOC_024130		AT4G16770		4:9434392-9437172		WT leaves		ebs leaves		OK		8.71337		11.4512		0.394198		1.35144		0.00525		0.0389088		yes

		XLOC_026615		XLOC_026615		AT5G23120		5:7778120-7780628		WT leaves		ebs leaves		OK		297.794		391.322		0.39404		1.37998		0.00015		0.0022305		yes

		XLOC_025387		XLOC_025387		AT4G38690		4:18074474-18075765		WT leaves		ebs leaves		OK		52.5806		69.0857		0.393857		1.9145		0.00025		0.00348795		yes

		XLOC_017040		XLOC_017040		AT3G63520		3:23452910-23456078		WT leaves		ebs leaves		OK		138.673		182.115		0.393163		1.95223		0.00015		0.0022305		yes

		XLOC_021638		XLOC_021638		AT4G17460		4:9739662-9741146		WT leaves		ebs leaves		OK		19.7802		25.9707		0.392828		1.59836		0.0023		0.0205272		yes

		XLOC_022582		XLOC_022582		AT4G33920		4:16260662-16262981		WT leaves		ebs leaves		OK		14.4084		18.9154		0.392648		1.72267		0.0005		0.00615957		yes

		XLOC_007355		XLOC_007355		AT1G63360		1:23499514-23502169		WT leaves		ebs leaves		OK		13.5688		17.8023		0.39177		1.84546		0.0002		0.00287925		yes

		XLOC_021280		XLOC_021280		AT4G11570		4:7004332-7006081		WT leaves		ebs leaves		OK		60.138		78.8793		0.391369		1.93248		5.00E-05		0.000851471		yes

		XLOC_022398		XLOC_022398		AT4G30650		4:14954319-14954968		WT leaves		ebs leaves		OK		481.368		631.039		0.39059		1.95919		0.0002		0.00287925		yes

		XLOC_005396		XLOC_005396		AT1G21380		1:7483780-7488713		WT leaves		ebs leaves		OK		16.865		22.1043		0.390297		1.65067		0.00075		0.00852515		yes

		XLOC_001213		XLOC_001213		AT1G22280		1:7873866-7875878		WT leaves		ebs leaves		OK		17.2188		22.5606		0.389818		1.72024		0.0004		0.005161		yes

		XLOC_026380		XLOC_026380		AT5G18130		5:5995478-5997498		WT leaves		ebs leaves		OK		14.4573		18.9328		0.389088		1.58045		0.0011		0.0114951		yes

		XLOC_007874		XLOC_007874		AT1G73110		1:27491183-27496878		WT leaves		ebs leaves		OK		35.976		47.111		0.389029		1.67392		0.0004		0.005161		yes

		XLOC_027731		XLOC_027731		AT5G42270		5:16902485-16908007		WT leaves		ebs leaves		OK		391.467		512.156		0.387692		1.86732		0.00035		0.00459263		yes

		XLOC_025110		XLOC_025110		AT4G33660		4:16167285-16167951		WT leaves		ebs leaves		OK		30.5199		39.9283		0.387663		1.35054		0.0069		0.0480072		yes

		XLOC_028469		XLOC_028469		AT5G54500		5:22124510-22126504		WT leaves		ebs leaves		OK		54.4577		71.2434		0.38762		1.81341		0.00015		0.0022305		yes

		XLOC_025038		XLOC_025038		AT4G32290		4:15589673-15591164		WT leaves		ebs leaves		OK		7.50064		9.80512		0.386522		1.31344		0.00445		0.0342115		yes

		XLOC_022484		XLOC_022484		AT4G32060		4:15501077-15503593		WT leaves		ebs leaves		OK		119.501		156.191		0.386289		1.93562		5.00E-05		0.000851471		yes

		XLOC_001114		XLOC_001114		AT1G20696		1:7179451-7181499		WT leaves		ebs leaves		OK		158.405		206.995		0.385974		1.90633		0.0001		0.00156486		yes

		XLOC_009244		XLOC_009244		AT2G16700		2:7244607-7245741		WT leaves		ebs leaves		OK		105.922		138.409		0.385939		1.88453		5.00E-05		0.000851471		yes

		XLOC_029736		XLOC_029736		AT5G11070		5:3516216-3516995		WT leaves		ebs leaves		OK		97.6285		127.54		0.385581		1.88773		0.0001		0.00156486		yes

		XLOC_028696		XLOC_028696		AT5G58370		5:23593116-23596026		WT leaves		ebs leaves		OK		11.3		14.762		0.38557		1.41661		0.0044		0.0338974		yes

		XLOC_017051		XLOC_017051		AT3G01200		3:69510-71415		WT leaves		ebs leaves		OK		14.7543		19.2697		0.385202		1.43698		0.0034		0.0277146		yes

		XLOC_019872		XLOC_019872		AT3G54500		3:20173618-20179027		WT leaves		ebs leaves		OK		29.2009		38.1333		0.385037		1.51682		0.00225		0.0201977		yes

		XLOC_008312		XLOC_008312		AT1G80920		1:30400733-30404690		WT leaves		ebs leaves		OK		191.676		250.269		0.384808		1.76688		0.0003		0.00405131		yes

		XLOC_027528		XLOC_027528		AT5G38980		5:15606770-15607350		WT leaves		ebs leaves		OK		58.1684		75.9384		0.384594		1.71046		0.00065		0.00761746		yes

		XLOC_002263		XLOC_002263		AT1G43670		1:16468043-16470500		WT leaves		ebs leaves		OK		266.794		348.254		0.384412		1.92387		0.00015		0.0022305		yes

		XLOC_021307		XLOC_021307		AT4G12070		4:7231821-7234501		WT leaves		ebs leaves		OK		6.15605		8.03373		0.384063		1.28383		0.0066		0.0463903		yes

		XLOC_000835		XLOC_000835		AT1G15980		1:5489297-5493772		WT leaves		ebs leaves		OK		173.939		226.981		0.38399		1.89268		0.00015		0.0022305		yes

		XLOC_007932		XLOC_007932		AT1G74070		1:27851487-27852976		WT leaves		ebs leaves		OK		81.1346		105.873		0.383941		1.91272		0.0002		0.00287925		yes

		XLOC_023916		XLOC_023916		AT4G13550		4:7871056-7876963		WT leaves		ebs leaves		OK		10.7073		13.9716		0.383911		1.74655		0.00035		0.00459263		yes

		XLOC_025866		XLOC_025866		AT5G07670		5:2430145-2432196		WT leaves		ebs leaves		OK		11.2652		14.6987		0.383814		1.61867		0.001		0.010716		yes

		XLOC_030084		XLOC_030084		AT5G17700		5:5830580-5833901		WT leaves		ebs leaves		OK		6.52008		8.49615		0.38192		1.49321		0.002		0.018491		yes

		XLOC_021449		XLOC_021449		AT4G14560		4:8361057-8361986		WT leaves		ebs leaves		OK		48.6459		63.388		0.381892		1.50709		0.0034		0.0277146		yes

		XLOC_001395		XLOC_001395		AT1G26550		1:9171129-9172940		WT leaves		ebs leaves		OK		80.8332		105.305		0.381556		1.84019		0.00025		0.00348795		yes

		XLOC_004703		XLOC_004703		AT1G08810		1:2819064-2820395		WT leaves		ebs leaves		OK		16.4262		21.3969		0.381402		1.42742		0.00235		0.0208329		yes

		XLOC_016161		XLOC_016161		AT3G47430		3:17480602-17481792		WT leaves		ebs leaves		OK		18.7836		24.4581		0.380836		1.52038		0.0018		0.017094		yes

		XLOC_000126		XLOC_000126		AT1G03220		1:787121-788651		WT leaves		ebs leaves		OK		25.3412		32.9828		0.380231		1.58798		0.00105		0.0111359		yes

		XLOC_024982		XLOC_024982		AT4G31450		4:15255622-15258812		WT leaves		ebs leaves		OK		10.8654		14.1417		0.380206		1.61922		0.0014		0.0140212		yes

		XLOC_027601		XLOC_027601		AT5G40380		5:16151771-16155683		WT leaves		ebs leaves		OK		10.9448		14.2368		0.379387		1.69063		0.00055		0.00661714		yes

		XLOC_009297		XLOC_009297		AT2G17520		2:7617209-7621109		WT leaves		ebs leaves		OK		10.919		14.2008		0.379132		1.58776		0.002		0.018491		yes

		XLOC_011265		XLOC_011265		AT2G04230		2:1446863-1449100		WT leaves		ebs leaves		OK		15.9622		20.7531		0.378663		1.4673		0.0037		0.0296384		yes

		XLOC_009360		XLOC_009360		AT2G18560		2:8059287-8061056		WT leaves		ebs leaves		OK		6.44259		8.37575		0.378578		1.41506		0.00375		0.0299483		yes

		XLOC_003896		XLOC_003896		AT1G74320		1:27940672-27943204		WT leaves		ebs leaves		OK		8.95783		11.6361		0.377392		1.50133		0.0025		0.0218079		yes

		XLOC_026424		XLOC_026424		AT5G18860		5:6290675-6295811		WT leaves		ebs leaves		OK		5.28645		6.86652		0.37728		1.53646		0.00195		0.0181465		yes

		XLOC_027622		XLOC_027622		AT5G40670		5:16285710-16287793		WT leaves		ebs leaves		OK		20.7192		26.8951		0.376377		1.67111		0.0007		0.00809588		yes

		XLOC_010061		XLOC_010061		AT2G30860		2:13138996-13140245		WT leaves		ebs leaves		OK		397.017		515.264		0.376111		1.86317		0.00015		0.0022305		yes

		XLOC_018263		XLOC_018263		AT3G22142		3:7803603-7808046		WT leaves		ebs leaves		OK		25.6759		33.3161		0.375809		1.88105		0.0003		0.00405131		yes

		XLOC_005341		XLOC_005341		AT1G20450		1:7088002-7089606		WT leaves		ebs leaves		OK		161.615		209.701		0.375775		1.84091		0.0001		0.00156486		yes

		XLOC_028201		XLOC_028201		AT5G50100		5:20371852-20373441		WT leaves		ebs leaves		OK		13.2162		17.146		0.375557		1.37555		0.0047		0.0356892		yes

		XLOC_010531		XLOC_010531		AT2G38820		2:16221835-16223662		WT leaves		ebs leaves		OK		10.3786		13.4567		0.374712		1.54102		0.0016		0.0154884		yes

		XLOC_004128		XLOC_004128		AT1G78600		1:29567105-29568859		WT leaves		ebs leaves		OK		44.2685		57.3935		0.374606		1.81209		0.0001		0.00156486		yes

		XLOC_010749		XLOC_010749		AT2G42620		2:17756139-17758468		WT leaves		ebs leaves		OK		11.454		14.8477		0.374385		1.28489		0.00355		0.0286849		yes

		XLOC_011347		XLOC_011347		AT2G05620		2:2081008-2081858		WT leaves		ebs leaves		OK		147.532		191.2		0.374056		1.85498		5.00E-05		0.000851471		yes

		XLOC_017929		XLOC_017929		AT3G15900		3:5374247-5377179		WT leaves		ebs leaves		OK		31.9506		41.4071		0.374034		1.46324		0.0035		0.0283675		yes

		XLOC_015344		XLOC_015344		AT3G28130		3:10465515-10468911		WT leaves		ebs leaves		OK		8.70253		11.2773		0.373921		1.2357		0.0071		0.0490854		yes

		XLOC_000974		XLOC_000974		AT1G18300		1:6299686-6301086		WT leaves		ebs leaves		OK		11.6679		15.1153		0.373458		1.39178		0.005		0.0374454		yes

		XLOC_000793		XLOC_000793		AT1G15260		1:5249759-5250573		WT leaves		ebs leaves		OK		54.9373		71.1336		0.372746		1.74079		0.0003		0.00405131		yes

		XLOC_020209		XLOC_020209		AT3G60380		3:22316912-22319266		WT leaves		ebs leaves		OK		25.3339		32.7994		0.372601		1.81785		0.00055		0.00661714		yes

		XLOC_027852		XLOC_027852		AT5G44190		5:17798368-17800824		WT leaves		ebs leaves		OK		70.1161		90.7601		0.372312		1.47752		0.0061		0.0437218		yes

		XLOC_010336		XLOC_010336		AT2G35370		2:14891101-14892218		WT leaves		ebs leaves		OK		628.729		813.19		0.371155		1.84511		0.0003		0.00405131		yes

		XLOC_032744		XLOC_032744		AT5G65310		5:26101938-26104614		WT leaves		ebs leaves		OK		27.1605		35.1237		0.370937		1.76156		5.00E-05		0.000851471		yes

		XLOC_018615		XLOC_018615		AT3G27890		3:10350655-10352033		WT leaves		ebs leaves		OK		37.4639		48.4101		0.369806		1.61487		0.0011		0.0114951		yes

		XLOC_019895		XLOC_019895		AT3G54890		3:20339503-20341103		WT leaves		ebs leaves		OK		7483.11		9665.91		0.369267		1.58433		0.0015		0.0147359		yes

		XLOC_029055		XLOC_029055		AT5G64940,AT5G64950		5:25948972-25955160		WT leaves		ebs leaves		OK		90.4566		116.781		0.368507		1.72679		0.00015		0.0022305		yes

		XLOC_007221		XLOC_007221		AT1G61310		1:22613062-22615943		WT leaves		ebs leaves		OK		5.20392		6.71723		0.368268		1.51001		0.00265		0.0228368		yes

		XLOC_009325		XLOC_009325		AT2G17972		2:7821584-7824005		WT leaves		ebs leaves		OK		89.8435		115.965		0.368203		1.68818		0.00075		0.00852515		yes

		XLOC_007294		XLOC_007294		AT1G62310		1:23036038-23039609		WT leaves		ebs leaves		OK		8.58075		11.0712		0.367641		1.57902		0.0012		0.0123451		yes

		XLOC_009991		XLOC_009991		AT2G29360		2:12603802-12605271		WT leaves		ebs leaves		OK		79.9257		103.114		0.367511		1.74022		0.0003		0.00405131		yes

		XLOC_000616		XLOC_000616		AT1G12110		1:4105232-4109545		WT leaves		ebs leaves		OK		10.1413		13.0814		0.367271		1.52191		0.0018		0.017094		yes

		XLOC_003392		XLOC_003392		AT1G65295		1:24251510-24252303		WT leaves		ebs leaves		OK		52.8884		68.2146		0.36713		1.56882		0.0015		0.0147359		yes

		XLOC_021663		XLOC_021663		AT4G17900		4:9945869-9948078		WT leaves		ebs leaves		OK		12.0389		15.5248		0.366871		1.46315		0.0035		0.0283675		yes

		XLOC_029102		XLOC_029102		AT5G65730		5:26299031-26300478		WT leaves		ebs leaves		OK		201.106		259.3		0.366663		1.81066		0.0001		0.00156486		yes

		XLOC_010350		XLOC_010350		AT2G35635		2:14980969-14982116		WT leaves		ebs leaves		OK		57.7428		74.4147		0.365947		1.67302		0.00045		0.0056757		yes

		XLOC_021854		XLOC_021854		AT4G21180		4:11288912-11294009		WT leaves		ebs leaves		OK		17.892		23.0486		0.365366		1.3618		0.0062		0.0442502		yes

		XLOC_004102		XLOC_004102		AT1G78100		1:29387794-29389112		WT leaves		ebs leaves		OK		20.0772		25.862		0.365274		1.57194		0.0017		0.01632		yes

		XLOC_014177		XLOC_014177		AT3G08940		3:2717674-2722624		WT leaves		ebs leaves		OK		1846.08		2377.63		0.365062		1.69337		0.0007		0.00809588		yes

		XLOC_018137		XLOC_018137		AT3G19850		3:6898180-6901255		WT leaves		ebs leaves		OK		21.1192		27.1955		0.364817		1.66597		0.0003		0.00405131		yes

		XLOC_003358		XLOC_003358		AT1G64680		1:24036020-24037401		WT leaves		ebs leaves		OK		89.0479		114.636		0.364406		1.81395		0.0004		0.005161		yes

		XLOC_001226		XLOC_001226		AT1G22640		1:8006194-8007428		WT leaves		ebs leaves		OK		18.2073		23.4271		0.363662		1.47268		0.0017		0.01632		yes

		XLOC_032794		XLOC_032794		AT5G66190		5:26448937-26453199		WT leaves		ebs leaves		OK		689.097		886.519		0.363444		1.74874		0.0005		0.00615957		yes

		XLOC_022321		XLOC_022321		AT4G29070		4:14321812-14323307		WT leaves		ebs leaves		OK		24.3772		31.3597		0.36338		1.61832		0.0009		0.00987867		yes

		XLOC_026593		XLOC_026593		AT5G22630		5:7524341-7526160		WT leaves		ebs leaves		OK		7.40046		9.51904		0.363201		1.41116		0.0043		0.0332931		yes

		XLOC_024985		XLOC_024985		AT4G31500		4:15273470-15275310		WT leaves		ebs leaves		OK		44.1759		56.8163		0.363044		1.70348		0.00035		0.00459263		yes

		XLOC_006045		XLOC_006045		AT1G34000		1:12355567-12358966		WT leaves		ebs leaves		OK		238.589		306.814		0.362839		1.64081		0.00135		0.013631		yes

		XLOC_022920		XLOC_022920		AT4G39940		4:18519716-18521568		WT leaves		ebs leaves		OK		22.7886		29.3007		0.362626		1.57419		0.00135		0.013631		yes

		XLOC_011051		XLOC_011051		AT2G47720,AT2G47730		2:19556325-19559463		WT leaves		ebs leaves		OK		94.1024		120.991		0.3626		1.78576		0.00015		0.0022305		yes

		XLOC_013754		XLOC_013754		AT2G48030		2:19647522-19650148		WT leaves		ebs leaves		OK		6.86131		8.81548		0.361555		1.34994		0.00535		0.0395392		yes

		XLOC_020152		XLOC_020152		AT3G59400		3:21948716-21949710		WT leaves		ebs leaves		OK		272.052		349.369		0.360868		1.79712		0.0004		0.005161		yes

		XLOC_019718		XLOC_019718		AT3G51840		3:19225359-19229163		WT leaves		ebs leaves		OK		52.984		68.0413		0.360853		1.67885		0.00075		0.00852515		yes

		XLOC_031522		XLOC_031522		AT5G43320		5:17385866-17389527		WT leaves		ebs leaves		OK		31.4252		40.326		0.359787		1.6823		0.001		0.010716		yes

		XLOC_001381		XLOC_001381		AT1G26210		1:9066635-9069238		WT leaves		ebs leaves		OK		26.6284		34.1494		0.358894		1.36834		0.00615		0.0439951		yes

		XLOC_000491		XLOC_000491		AT1G10060		1:3284238-3287107		WT leaves		ebs leaves		OK		34.8218		44.655		0.35883		1.6413		0.00055		0.00661714		yes

		XLOC_003441		XLOC_003441		AT1G66180		1:24647187-24648813		WT leaves		ebs leaves		OK		37.9436		48.6479		0.35852		1.72732		0.00045		0.0056757		yes

		XLOC_017824		XLOC_017824		AT3G14050		3:4650756-4653914		WT leaves		ebs leaves		OK		10.4766		13.4315		0.358452		1.61038		0.00105		0.0111359		yes

		XLOC_000154		XLOC_000154		AT1G03740		1:933511-937043		WT leaves		ebs leaves		OK		12.2178		15.6617		0.35826		1.68117		0.0008		0.00899964		yes

		XLOC_028988		XLOC_028988		AT5G63780		5:25523844-25528013		WT leaves		ebs leaves		OK		44.3601		56.8595		0.358137		1.54109		0.0021		0.0191763		yes

		XLOC_023794		XLOC_023794		AT4G11850		4:7129122-7133200		WT leaves		ebs leaves		OK		6.6809		8.55993		0.357555		1.50024		0.0021		0.0191763		yes

		XLOC_029278		XLOC_029278		AT5G02380		5:503407-507244		WT leaves		ebs leaves		OK		673.07		862.18		0.357232		1.76388		0.0003		0.00405131		yes

		XLOC_017435		XLOC_017435		transcript:AT3G07280.1		3:2318921-2321215		WT leaves		ebs leaves		OK		8.77055		11.2307		0.356703		1.5433		0.0019		0.0177704		yes

		XLOC_016700		XLOC_016700		AT3G57090		3:21128529-21130189		WT leaves		ebs leaves		OK		44.0162		56.3308		0.355888		1.58491		0.0016		0.0154884		yes

		XLOC_007664		XLOC_007664		AT1G68830		1:25872444-25875550		WT leaves		ebs leaves		OK		53.8255		68.8782		0.355759		1.76152		0.00035		0.00459263		yes

		XLOC_008237		XLOC_008237		AT1G79510		1:29903419-29909988		WT leaves		ebs leaves		OK		50.3563		64.4326		0.355617		1.44407		0.00415		0.0323616		yes

		XLOC_010052		XLOC_010052		AT2G30600		2:13036875-13042586		WT leaves		ebs leaves		OK		71.777		91.7938		0.354875		1.41363		0.00215		0.0195366		yes

		XLOC_003706		XLOC_003706		AT1G70820		1:26705517-26708264		WT leaves		ebs leaves		OK		153.653		196.486		0.354752		1.76341		0.00025		0.00348795		yes

		XLOC_031397		XLOC_031397		AT5G41340		5:16538080-16540130		WT leaves		ebs leaves		OK		31.3657		40.0935		0.354181		1.45849		0.0042		0.032724		yes

		XLOC_014076		XLOC_014076		AT3G66654		3:2087979-2090495		WT leaves		ebs leaves		OK		20.9874		26.8253		0.354069		1.50876		0.00245		0.0214424		yes

		XLOC_022285		XLOC_022285		AT4G28660		4:14149879-14151104		WT leaves		ebs leaves		OK		354.279		452.569		0.353253		1.74996		0.00065		0.00761746		yes

		XLOC_027670		XLOC_027670		AT5G41410		5:16580043-16584008		WT leaves		ebs leaves		OK		17.0427		21.7634		0.352751		1.67346		0.0006		0.0071353		yes

		XLOC_004597		XLOC_004597		AT1G07110		1:2178103-2184148		WT leaves		ebs leaves		OK		46.8883		59.8683		0.352562		1.68283		0.00055		0.00661714		yes

		XLOC_000185		XLOC_000185		AT1G04350		1:1165164-1166768		WT leaves		ebs leaves		OK		32.2961		41.2282		0.352273		1.67278		0.00075		0.00852515		yes

		XLOC_022488		XLOC_022488		AT4G32190		4:15544877-15547855		WT leaves		ebs leaves		OK		25.0304		31.9351		0.351461		1.70094		0.0002		0.00287925		yes

		XLOC_029608		XLOC_029608		AT5G08650		5:2806322-2813264		WT leaves		ebs leaves		OK		102.068		130.223		0.351458		1.75361		0.00045		0.0056757		yes

		XLOC_002451		XLOC_002451		AT1G48330		1:17863836-17864386		WT leaves		ebs leaves		OK		33.1746		42.301		0.350612		1.34156		0.0059		0.0426846		yes

		XLOC_015256		XLOC_015256		AT3G26618		3:9788604-9790351		WT leaves		ebs leaves		OK		17.3571		22.1276		0.350316		1.53647		0.0019		0.0177704		yes

		XLOC_027820		XLOC_027820		AT5G43630		5:17526750-17530516		WT leaves		ebs leaves		OK		11.0333		14.0606		0.349801		1.57076		0.0022		0.0198837		yes

		XLOC_031734		XLOC_031734		AT5G46800		5:18988630-18990772		WT leaves		ebs leaves		OK		48.7582		62.0938		0.348802		1.67462		0.0009		0.00987867		yes

		XLOC_010022		XLOC_010022		AT2G29970		2:12776385-12779938		WT leaves		ebs leaves		OK		13.5324		17.224		0.348002		1.61351		0.00085		0.00943042		yes

		XLOC_005008		XLOC_005008		AT1G14170		1:4843233-4845847		WT leaves		ebs leaves		OK		9.33952		11.8854		0.347775		1.41512		0.004		0.0314701		yes

		XLOC_003540		XLOC_003540		AT1G68010		1:25493195-25495988		WT leaves		ebs leaves		OK		312.718		397.855		0.34738		1.7309		0.00045		0.0056757		yes

		XLOC_006649		XLOC_006649		AT1G50250		1:18614208-18617063		WT leaves		ebs leaves		OK		92.2625		117.359		0.347106		1.73899		0.00045		0.0056757		yes

		XLOC_009461		XLOC_009461		AT2G20340		2:8779734-8782772		WT leaves		ebs leaves		OK		15.1097		19.2113		0.346483		1.51947		0.0015		0.0147359		yes

		XLOC_019655		XLOC_019655		AT3G50750		3:18861838-18863234		WT leaves		ebs leaves		OK		20.3072		25.8191		0.346449		1.54525		0.0023		0.0205272		yes

		XLOC_012500		XLOC_012500		AT2G25830		2:11018715-11021699		WT leaves		ebs leaves		OK		56.7529		72.1508		0.34632		1.70943		0.00055		0.00661714		yes

		XLOC_011316		XLOC_011316		AT2G05070		2:1799233-1800392		WT leaves		ebs leaves		OK		2528.53		3213.87		0.34601		1.59658		0.0013		0.0131764		yes

		XLOC_018510		XLOC_018510		AT3G26450		3:9681297-9683434		WT leaves		ebs leaves		OK		135.675		172.427		0.345831		1.70586		0.00045		0.0056757		yes

		XLOC_020421		XLOC_020421		AT4G00300		4:126508-130399		WT leaves		ebs leaves		OK		30.0953		38.2242		0.344952		1.66206		0.0006		0.0071353		yes

		XLOC_005415		XLOC_005415		AT1G21590		1:7566231-7569902		WT leaves		ebs leaves		OK		27.5182		34.9375		0.344392		1.70566		0.0005		0.00615957		yes

		XLOC_008291		XLOC_008291		AT1G80460		1:30246744-30249305		WT leaves		ebs leaves		OK		28.606		36.294		0.343413		1.65115		0.00085		0.00943042		yes

		XLOC_003368		XLOC_003368		AT1G64860		1:24097912-24100952		WT leaves		ebs leaves		OK		71.9411		91.2686		0.343302		1.71555		0.0005		0.00615957		yes

		XLOC_025005		XLOC_025005		AT4G31820		4:15390649-15394430		WT leaves		ebs leaves		OK		49.3088		62.5438		0.343021		1.71349		0.00035		0.00459263		yes

		XLOC_025142		XLOC_025142		AT4G34138		4:16348105-16349982		WT leaves		ebs leaves		OK		19.4252		24.6323		0.342625		1.50111		0.0016		0.0154884		yes

		XLOC_000404		XLOC_000404		AT1G08550		1:2706923-2709531		WT leaves		ebs leaves		OK		138.923		176.16		0.342601		1.63992		0.0008		0.00899964		yes

		XLOC_003631		XLOC_003631		AT1G69530		1:26141835-26143500		WT leaves		ebs leaves		OK		81.1975		102.955		0.342501		1.68476		0.0005		0.00615957		yes

		XLOC_002864		XLOC_002864		AT1G55370		1:20674782-20676449		WT leaves		ebs leaves		OK		50.311		63.7357		0.341227		1.66279		0.00095		0.0102873		yes

		XLOC_019149		XLOC_019149		AT3G43270		3:15222124-15225460		WT leaves		ebs leaves		OK		10.2236		12.9439		0.340363		1.48325		0.00185		0.0174525		yes

		XLOC_021887		XLOC_021887		AT4G21620		4:11491481-11492167		WT leaves		ebs leaves		OK		121.683		154.039		0.340167		1.65803		0.0005		0.00615957		yes

		XLOC_026509		XLOC_026509		AT5G20250		5:6833658-6836782		WT leaves		ebs leaves		OK		107.065		135.483		0.339614		1.68191		0.00055		0.00661714		yes

		XLOC_029431		XLOC_029431		AT5G05200		5:1541520-1547164		WT leaves		ebs leaves		OK		96.7116		122.367		0.339456		1.63408		0.0012		0.0123451		yes

		XLOC_029299		XLOC_029299		AT5G02810		5:637896-641977		WT leaves		ebs leaves		OK		88.8268		112.357		0.339024		1.69829		0.00055		0.00661714		yes

		XLOC_023118		XLOC_023118		AT4G02770		4:1229110-1229945		WT leaves		ebs leaves		OK		4109.43		5196.72		0.338661		1.55602		0.00155		0.0151229		yes

		XLOC_031383		XLOC_031383		AT5G41050		5:16433316-16434318		WT leaves		ebs leaves		OK		20.9839		26.5352		0.338626		1.39661		0.0037		0.0296384		yes

		XLOC_031887		XLOC_031887		AT5G49360		5:20011878-20016742		WT leaves		ebs leaves		OK		33.64		42.5242		0.338105		1.65172		0.00065		0.00761746		yes

		XLOC_022205		XLOC_022205		AT4G27310		4:13675637-13676910		WT leaves		ebs leaves		OK		23.1428		29.2497		0.337855		1.50249		0.0024		0.0211749		yes

		XLOC_032307		XLOC_032307		AT5G57345		5:23229406-23230638		WT leaves		ebs leaves		OK		236.533		298.945		0.337837		1.68449		0.00055		0.00661714		yes

		XLOC_024655		XLOC_024655		AT4G25670,AT4G25672		4:13085197-13087090		WT leaves		ebs leaves		OK		29.6847		37.5166		0.337806		1.54493		0.0017		0.01632		yes

		XLOC_002669		XLOC_002669		AT1G52230		1:19454835-19455668		WT leaves		ebs leaves		OK		3237.96		4091.66		0.337604		1.58954		0.0016		0.0154884		yes

		XLOC_031823		XLOC_031823		AT5G48380		5:19604088-19607059		WT leaves		ebs leaves		OK		14.01		17.7032		0.33755		1.59414		0.0011		0.0114951		yes

		XLOC_026332		XLOC_026332		AT5G17170		5:5649192-5651158		WT leaves		ebs leaves		OK		157.326		198.748		0.337181		1.6556		0.0007		0.00809588		yes

		XLOC_024823		XLOC_024823		AT4G28510		4:14084748-14086844		WT leaves		ebs leaves		OK		26.2336		33.134		0.336894		1.51037		0.0021		0.0191763		yes

		XLOC_006766		XLOC_006766		AT1G52220		1:19453568-19454697		WT leaves		ebs leaves		OK		545.683		689.105		0.336661		1.67604		0.00085		0.00943042		yes

		XLOC_032828		XLOC_032828		AT5G66675		5:26615082-26616990		WT leaves		ebs leaves		OK		7.79522		9.83744		0.335694		1.32373		0.00645		0.0455607		yes

		XLOC_016959		XLOC_016959		AT3G61870		3:22902637-22904070		WT leaves		ebs leaves		OK		397.749		501.873		0.335465		1.67472		0.00065		0.00761746		yes

		XLOC_024457		XLOC_024457		AT4G22260		4:11769753-11772516		WT leaves		ebs leaves		OK		18.2186		22.9863		0.335366		1.47958		0.00275		0.0235344		yes

		XLOC_016122		XLOC_016122		AT3G46780		3:17228672-17231201		WT leaves		ebs leaves		OK		884.155		1115.29		0.335048		1.58266		0.0014		0.0140212		yes

		XLOC_028656		XLOC_028656		AT5G57660		5:23355463-23356989		WT leaves		ebs leaves		OK		174.377		219.94		0.334898		1.6764		0.0007		0.00809588		yes

		XLOC_010730		XLOC_010730		AT2G42220		2:17592037-17596629		WT leaves		ebs leaves		OK		568.565		717.01		0.334668		1.61195		0.00115		0.0119101		yes

		XLOC_021857		XLOC_021857		AT4G21210		4:11306944-11308742		WT leaves		ebs leaves		OK		151.052		190.434		0.334239		1.66602		0.0007		0.00809588		yes

		XLOC_020477		XLOC_020477		AT4G01330		4:550232-553016		WT leaves		ebs leaves		OK		50.1114		63.1755		0.334226		1.64616		0.0012		0.0123451		yes

		XLOC_004566		XLOC_004566		AT1G06550		1:2003626-2007190		WT leaves		ebs leaves		OK		15.9573		20.1126		0.333879		1.45372		0.0027		0.0231815		yes

		XLOC_017941		XLOC_017941		AT3G16140		3:5466245-5469481		WT leaves		ebs leaves		OK		2275.36		2867.65		0.333773		1.59528		0.00105		0.0111359		yes

		XLOC_005382		XLOC_005382		AT1G21130		1:7399061-7400605		WT leaves		ebs leaves		OK		149.208		188.037		0.333699		1.6633		0.00085		0.00943042		yes

		XLOC_013128		XLOC_013128		AT2G36490		2:15308020-15314807		WT leaves		ebs leaves		OK		8.59287		10.827		0.33342		1.50081		0.002		0.018491		yes

		XLOC_001444		XLOC_001444		AT1G27130		1:9425459-9426886		WT leaves		ebs leaves		OK		26.7206		33.6658		0.333334		1.49596		0.00285		0.0242224		yes

		XLOC_026733		XLOC_026733		AT5G25280		5:8773788-8776000		WT leaves		ebs leaves		OK		79.3921		100.014		0.333136		1.65232		0.00085		0.00943042		yes

		XLOC_007559		XLOC_007559		AT1G67040		1:25019104-25022542		WT leaves		ebs leaves		OK		12.0271		15.1408		0.332145		1.55094		0.0011		0.0114951		yes

		XLOC_024614		XLOC_024614		AT4G24990		4:12849708-12851633		WT leaves		ebs leaves		OK		24.2472		30.5228		0.332069		1.39277		0.0043		0.0332931		yes

		XLOC_030730		XLOC_030730		AT5G28910		5:10930568-10932999		WT leaves		ebs leaves		OK		7.95029		10.0077		0.332033		1.31454		0.0069		0.0480072		yes

		XLOC_023991		XLOC_023991		AT4G14440		4:8306744-8307753		WT leaves		ebs leaves		OK		50.3473		63.3721		0.331935		1.57169		0.00165		0.0159059		yes

		XLOC_020380		XLOC_020380		AT3G63140		3:23324608-23328709		WT leaves		ebs leaves		OK		429.251		540.01		0.331165		1.41391		0.0023		0.0205272		yes

		XLOC_007933		XLOC_007933		AT1G74100		1:27864344-27865694		WT leaves		ebs leaves		OK		26.9918		33.9562		0.331154		1.51517		0.0019		0.0177704		yes

		XLOC_013802		XLOC_013802		AT3G01690		3:256536-258547		WT leaves		ebs leaves		OK		64.8162		81.4795		0.330081		1.62124		0.00085		0.00943042		yes

		XLOC_026112		XLOC_026112		AT5G13180		5:4196571-4197848		WT leaves		ebs leaves		OK		59.9194		75.2993		0.329613		1.59518		0.00115		0.0119101		yes

		XLOC_028601		XLOC_028601		AT5G56630		5:22923921-22926963		WT leaves		ebs leaves		OK		13.2975		16.7081		0.329395		1.49008		0.0031		0.0258259		yes

		XLOC_025393		XLOC_025393		AT4G38770		4:18096808-18098565		WT leaves		ebs leaves		OK		1185.59		1489.46		0.329176		1.51366		0.0029		0.0245348		yes

		XLOC_022446		XLOC_022446		AT4G31390		4:15233073-15237109		WT leaves		ebs leaves		OK		24.3079		30.5372		0.329142		1.57935		0.001		0.010716		yes

		XLOC_023291		XLOC_023291		AT4G05180		4:2671821-2673243		WT leaves		ebs leaves		OK		2345.02		2945.09		0.328713		1.52753		0.0023		0.0205272		yes

		XLOC_023223		XLOC_023223		AT4G04330		4:2113403-2118597		WT leaves		ebs leaves		OK		161.35		202.6		0.32844		1.48127		0.0029		0.0245348		yes

		XLOC_032715		XLOC_032715		AT5G64770		5:25897366-25898124		WT leaves		ebs leaves		OK		103.059		129.401		0.32838		1.56518		0.0017		0.01632		yes

		XLOC_021744		XLOC_021744		AT4G19200		4:10498875-10500722		WT leaves		ebs leaves		OK		140.989		177.002		0.328184		1.62425		0.00125		0.0127815		yes

		XLOC_007402		XLOC_007402		AT1G64280		1:23850571-23855566		WT leaves		ebs leaves		OK		9.08637		11.4073		0.32818		1.43554		0.0039		0.0308142		yes

		XLOC_029359		XLOC_029359		AT5G03880		5:1038507-1041480		WT leaves		ebs leaves		OK		123.605		155.144		0.327876		1.60566		0.0011		0.0114951		yes

		XLOC_003422		XLOC_003422		AT1G65820		1:24485100-24486892		WT leaves		ebs leaves		OK		37.3815		46.917		0.327787		1.43644		0.0037		0.0296384		yes

		XLOC_019401		XLOC_019401		AT3G46540		3:17134090-17135587		WT leaves		ebs leaves		OK		28.788		36.1297		0.327717		1.4825		0.0023		0.0205272		yes

		XLOC_011763		XLOC_011763		AT2G13360		2:5539239-5541358		WT leaves		ebs leaves		OK		910.412		1142.51		0.327609		1.56459		0.00195		0.0181465		yes

		XLOC_007138		XLOC_007138		AT1G60140		1:22176933-22180875		WT leaves		ebs leaves		OK		12.86		16.1348		0.327279		1.53246		0.00175		0.0166962		yes

		XLOC_004897		XLOC_004897		AT1G12090		1:4089846-4090725		WT leaves		ebs leaves		OK		1614.14		2025.13		0.327248		1.56561		0.00125		0.0127815		yes

		XLOC_004764		XLOC_004764		AT1G09920		1:3224683-3227070		WT leaves		ebs leaves		OK		21.2476		26.6559		0.327158		1.3705		0.00555		0.0407249		yes

		XLOC_019671		XLOC_019671		AT3G51000		3:18945024-18946621		WT leaves		ebs leaves		OK		15.2717		19.1562		0.326945		1.34871		0.00655		0.0460563		yes

		XLOC_025425		XLOC_025425		AT4G39260		4:18273898-18275079		WT leaves		ebs leaves		OK		469.793		588.907		0.326015		1.41872		0.0046		0.0351314		yes

		XLOC_009206		XLOC_009206		AT2G15970		2:6950040-6951192		WT leaves		ebs leaves		OK		491.452		616.033		0.325955		1.60598		0.001		0.010716		yes

		XLOC_032195		XLOC_032195		AT5G55280		5:22420651-22422649		WT leaves		ebs leaves		OK		151.66		190.075		0.325725		1.15724		0.00525		0.0389088		yes

		XLOC_014117		XLOC_014117		AT3G07360		3:2354718-2356854		WT leaves		ebs leaves		OK		39.2163		49.1036		0.324377		1.56521		0.0014		0.0140212		yes

		XLOC_022904		XLOC_022904		AT4G39730		4:18432898-18433695		WT leaves		ebs leaves		OK		119.505		149.518		0.323254		1.49054		0.00155		0.0151229		yes

		XLOC_001736		XLOC_001736		AT1G31910,transcript:AT1G31900.1		1:11457125-11461825		WT leaves		ebs leaves		OK		30.7755		38.5005		0.323095		1.5688		0.0016		0.0154884		yes

		XLOC_029960		XLOC_029960		AT5G15450		5:5012060-5018347		WT leaves		ebs leaves		OK		28.9843		36.2448		0.322502		1.32541		0.00395		0.0311163		yes

		XLOC_003765		XLOC_003765		AT1G71970		1:27093027-27094027		WT leaves		ebs leaves		OK		27.4559		34.3271		0.322235		1.41568		0.00375		0.0299483		yes

		XLOC_012788		XLOC_012788		AT2G30695		2:13079089-13081399		WT leaves		ebs leaves		OK		61.9629		77.4597		0.322041		1.52573		0.00165		0.0159059		yes

		XLOC_001747		XLOC_001747		AT1G32060		1:11532532-11534639		WT leaves		ebs leaves		OK		1056.13		1320.16		0.321933		1.51954		0.00255		0.0221918		yes

		XLOC_025039		XLOC_025039		AT4G32340		4:15612583-15614305		WT leaves		ebs leaves		OK		167.087		208.854		0.321898		1.59819		0.00125		0.0127815		yes

		XLOC_021354		XLOC_021354		AT4G13010		4:7600550-7602729		WT leaves		ebs leaves		OK		47.4817		59.337		0.32156		1.55053		0.00185		0.0174525		yes

		XLOC_008213		XLOC_008213		AT1G78995		1:29715078-29716111		WT leaves		ebs leaves		OK		48.2906		60.3382		0.32133		1.50037		0.0027		0.0231815		yes

		XLOC_012809		XLOC_012809		AT2G31040		2:13208666-13211085		WT leaves		ebs leaves		OK		195.601		244.391		0.321275		1.61117		0.0014		0.0140212		yes

		XLOC_001170		XLOC_001170		AT1G21680		1:7613004-7615339		WT leaves		ebs leaves		OK		52.7628		65.9222		0.321244		1.51381		0.00215		0.0195366		yes

		XLOC_020515		XLOC_020515		AT4G01883		4:813067-815170		WT leaves		ebs leaves		OK		33.8634		42.3031		0.321035		1.49802		0.00235		0.0208329		yes

		XLOC_001003		XLOC_001003		AT1G18730		1:6460597-6462224		WT leaves		ebs leaves		OK		184.266		230.156		0.32082		1.46552		0.00235		0.0208329		yes

		XLOC_029856		XLOC_029856		AT5G13590		5:4373238-4379356		WT leaves		ebs leaves		OK		8.43124		10.5302		0.32071		1.43554		0.0041		0.0320662		yes

		XLOC_020548		XLOC_020548		AT4G02370		4:1042337-1043206		WT leaves		ebs leaves		OK		34.1844		42.6918		0.320622		1.43032		0.00335		0.0274762		yes

		XLOC_028093		XLOC_028093		AT5G48300		5:19570239-19572804		WT leaves		ebs leaves		OK		190.559		237.969		0.32054		1.60548		0.00155		0.0151229		yes

		XLOC_025413		XLOC_025413		AT4G39090		4:18215555-18217482		WT leaves		ebs leaves		OK		441.896		551.824		0.3205		1.56057		0.0022		0.0198837		yes

		XLOC_009834		XLOC_009834		AT2G26340		2:11215251-11217033		WT leaves		ebs leaves		OK		92.2737		115.203		0.320186		1.42484		0.0021		0.0191763		yes

		XLOC_024776		XLOC_024776		AT4G27700		4:13823587-13827823		WT leaves		ebs leaves		OK		216.568		270.367		0.3201		1.55705		0.00155		0.0151229		yes

		XLOC_020385		XLOC_020385		AT3G63210		3:23353614-23355160		WT leaves		ebs leaves		OK		13.7453		17.1596		0.320074		1.35225		0.0053		0.039201		yes

		XLOC_031546		XLOC_031546		AT5G43750		5:17579965-17581222		WT leaves		ebs leaves		OK		154.249		192.515		0.31971		1.58429		0.00155		0.0151229		yes

		XLOC_003745		XLOC_003745		AT1G71695		1:26964248-26966688		WT leaves		ebs leaves		OK		109.549		136.714		0.319586		1.58847		0.0016		0.0154884		yes

		XLOC_007604		XLOC_007604		AT1G67740		1:25394067-25395154		WT leaves		ebs leaves		OK		1562.19		1949.4		0.319456		1.51131		0.0024		0.0211749		yes

		XLOC_004367		XLOC_004367		AT1G03130		1:753306-754198		WT leaves		ebs leaves		OK		1854.9		2314.25		0.319198		1.51578		0.00255		0.0221918		yes

		XLOC_000535		XLOC_000535		AT1G10890		1:3627725-3630765		WT leaves		ebs leaves		OK		34.7029		43.2891		0.318948		1.50538		0.0021		0.0191763		yes

		XLOC_022480		XLOC_022480		AT4G32020		4:15487943-15489450		WT leaves		ebs leaves		OK		142.336		177.545		0.318885		1.541		0.0017		0.01632		yes

		XLOC_006787		XLOC_006787		AT1G52590		1:19587636-19590273		WT leaves		ebs leaves		OK		59.539		74.2667		0.318879		1.46544		0.00285		0.0242224		yes

		XLOC_021453		XLOC_021453		AT4G14605		4:8378428-8380714		WT leaves		ebs leaves		OK		13.5477		16.8939		0.318458		1.39723		0.00485		0.0365734		yes

		XLOC_010496		XLOC_010496		AT2G38230		2:16011455-16012508		WT leaves		ebs leaves		OK		149.377		186.114		0.317228		1.20566		0.00595		0.0429624		yes

		XLOC_025542		XLOC_025542		AT5G02160		5:426225-427297		WT leaves		ebs leaves		OK		1138.95		1419.01		0.317175		1.53561		0.0015		0.0147359		yes

		XLOC_007553		XLOC_007553		AT1G66970		1:24992552-24996117		WT leaves		ebs leaves		OK		79.3821		98.9004		0.317163		1.57801		0.0014		0.0140212		yes

		XLOC_019436		XLOC_019436		AT3G47070		3:17337064-17337733		WT leaves		ebs leaves		OK		475.791		592.751		0.317099		1.59196		0.0008		0.00899964		yes

		XLOC_004475		XLOC_004475		AT1G05010		1:1431189-1432858		WT leaves		ebs leaves		OK		149.322		186.02		0.317029		1.58926		0.00145		0.014382		yes

		XLOC_025985		XLOC_025985		AT5G10180		5:3193143-3197120		WT leaves		ebs leaves		OK		34.4195		42.8764		0.316957		1.55618		0.00175		0.0166962		yes

		XLOC_016029		XLOC_016029		AT3G45050		3:16475965-16477524		WT leaves		ebs leaves		OK		50.3664		62.723		0.316532		1.46108		0.0038		0.0302303		yes

		XLOC_029481		XLOC_029481		AT5G06260		5:1902598-1905101		WT leaves		ebs leaves		OK		15.2785		19.0258		0.316451		1.39624		0.00405		0.0317421		yes

		XLOC_032697		XLOC_032697		AT5G64460		5:25772848-25775568		WT leaves		ebs leaves		OK		56.6984		70.5757		0.315864		1.481		0.00235		0.0208329		yes

		XLOC_032308		XLOC_032308		AT5G57350		5:23230878-23236572		WT leaves		ebs leaves		OK		57.8265		71.8915		0.31409		1.55425		0.0013		0.0131764		yes

		XLOC_006654		XLOC_006654		AT1G50320		1:18638383-18639536		WT leaves		ebs leaves		OK		208.655		259.349		0.313775		1.57062		0.00185		0.0174525		yes

		XLOC_019954		XLOC_019954		AT3G56050		3:20797954-20801165		WT leaves		ebs leaves		OK		46.098		57.2864		0.313489		1.53056		0.00165		0.0159059		yes

		XLOC_005378		XLOC_005378		AT1G21080		1:7378537-7382661		WT leaves		ebs leaves		OK		18.1319		22.5234		0.312888		1.39797		0.00425		0.0330579		yes

		XLOC_020210		XLOC_020210		AT3G60390		3:22320594-22322586		WT leaves		ebs leaves		OK		19.1802		23.814		0.312195		1.37884		0.0051		0.0380253		yes

		XLOC_010999		XLOC_010999		AT2G46820		2:19243495-19245141		WT leaves		ebs leaves		OK		1409.97		1750.53		0.312127		1.49214		0.00235		0.0208329		yes

		XLOC_000556		XLOC_000556		AT1G11260		1:3777327-3780337		WT leaves		ebs leaves		OK		106.715		132.466		0.311857		1.54422		0.00165		0.0159059		yes

		XLOC_029317		XLOC_029317		AT5G03240		5:771724-773515		WT leaves		ebs leaves		OK		494.654		613.976		0.311761		1.51786		0.0019		0.0177704		yes

		XLOC_020670		XLOC_020670		AT4G04020		4:1932143-1933950		WT leaves		ebs leaves		OK		73.4177		91.1182		0.311612		1.5362		0.00205		0.0188125		yes

		XLOC_006711		XLOC_006711		AT1G51400		1:19050343-19053534		WT leaves		ebs leaves		OK		1827.47		2267.89		0.31151		1.50404		0.00295		0.0247543		yes

		XLOC_026334		XLOC_026334		AT5G17190		5:5652217-5652983		WT leaves		ebs leaves		OK		42.9661		53.3074		0.311138		1.40287		0.00475		0.0360098		yes

		XLOC_004561		XLOC_004561		AT1G06460		1:1965839-1969561		WT leaves		ebs leaves		OK		201.722		250.261		0.311066		1.51425		0.0016		0.0154884		yes

		XLOC_010481		XLOC_010481		AT2G37940		2:15876749-15879655		WT leaves		ebs leaves		OK		17.014		21.1054		0.310892		1.39527		0.00495		0.0371611		yes

		XLOC_003795		XLOC_003795		AT1G72510		1:27303365-27304850		WT leaves		ebs leaves		OK		22.6726		28.1239		0.310846		1.37548		0.005		0.0374454		yes

		XLOC_024788		XLOC_024788		AT4G27960		4:13915819-13917420		WT leaves		ebs leaves		OK		53.5607		66.4259		0.31057		1.44876		0.00295		0.0247543		yes

		XLOC_004956		XLOC_004956		AT1G13245		1:4525485-4526064		WT leaves		ebs leaves		OK		84.6489		104.963		0.310315		1.42634		0.0046		0.0351314		yes

		XLOC_027555		XLOC_027555		AT5G39570		5:15843958-15846178		WT leaves		ebs leaves		OK		186.462		231.103		0.309659		1.54091		0.00195		0.0181465		yes

		XLOC_032537		XLOC_032537		AT5G61420		5:24689150-24691095		WT leaves		ebs leaves		OK		24.6735		30.5721		0.309254		1.39791		0.0044		0.0338974		yes

		XLOC_022518		XLOC_022518		AT4G32600		4:15723433-15726109		WT leaves		ebs leaves		OK		13.3853		16.575		0.308364		1.38587		0.00615		0.0439951		yes

		XLOC_018119		XLOC_018119		AT3G19553		3:6790741-6792919		WT leaves		ebs leaves		OK		26.2216		32.4513		0.307524		1.46899		0.0027		0.0231815		yes

		XLOC_013166		XLOC_013166		AT2G37040		2:15557375-15560363		WT leaves		ebs leaves		OK		28.9529		35.8277		0.30737		1.44451		0.00375		0.0299483		yes

		XLOC_026200		XLOC_026200		AT5G14880		5:4814243-4817667		WT leaves		ebs leaves		OK		13.2041		16.3322		0.306732		1.4172		0.00495		0.0371611		yes

		XLOC_012766		XLOC_012766		AT2G30390		2:12951026-12954114		WT leaves		ebs leaves		OK		81.7665		101.135		0.306703		1.32582		0.00385		0.0305232		yes

		XLOC_029468		XLOC_029468		AT5G06060		5:1823841-1825894		WT leaves		ebs leaves		OK		30.309		37.4841		0.306536		1.36757		0.00455		0.0348213		yes

		XLOC_003689		XLOC_003689		AT1G70580		1:26612631-26616069		WT leaves		ebs leaves		OK		36.0613		44.5953		0.306438		1.46236		0.0026		0.0224687		yes

		XLOC_000165		XLOC_000165		AT1G03930		1:1004768-1008370		WT leaves		ebs leaves		OK		17.9632		22.2141		0.30643		1.45541		0.0035		0.0283675		yes

		XLOC_003552		XLOC_003552		AT1G68190		1:25559245-25561212		WT leaves		ebs leaves		OK		65.4926		80.9641		0.305951		1.34371		0.0065		0.0457916		yes

		XLOC_015202		XLOC_015202		AT3G25690		3:9353009-9357953		WT leaves		ebs leaves		OK		133.653		165.217		0.305876		1.51685		0.00225		0.0201977		yes

		XLOC_001139		XLOC_001139		AT1G21065		1:7374209-7375789		WT leaves		ebs leaves		OK		96.8633		119.642		0.3047		1.22535		0.0054		0.0398135		yes

		XLOC_019996		XLOC_019996		AT3G56800		3:21034536-21036077		WT leaves		ebs leaves		OK		133.096		164.338		0.304196		1.52266		0.00365		0.0293139		yes

		XLOC_032226		XLOC_032226		AT5G55740		5:22561940-22564433		WT leaves		ebs leaves		OK		21.5377		26.5918		0.304118		1.47521		0.00305		0.0254208		yes

		XLOC_009644		XLOC_009644		AT2G23120		2:9842042-9842634		WT leaves		ebs leaves		OK		151.58		187.143		0.304055		1.45433		0.004		0.0314701		yes

		XLOC_012893		XLOC_012893		AT2G32500		2:13794425-13797227		WT leaves		ebs leaves		OK		33.017		40.7601		0.303948		1.48444		0.0027		0.0231815		yes

		XLOC_019708		XLOC_019708		AT3G51660		3:19164062-19165247		WT leaves		ebs leaves		OK		50.7971		62.7031		0.30379		1.36604		0.00545		0.0400705		yes

		XLOC_003672		XLOC_003672		AT1G70210		1:26439863-26442829		WT leaves		ebs leaves		OK		31.5542		38.9296		0.303033		1.41734		0.00385		0.0305232		yes

		XLOC_008002		XLOC_008002		AT1G75380		1:28281388-28284045		WT leaves		ebs leaves		OK		261.154		322.044		0.302356		1.47404		0.0033		0.0271623		yes

		XLOC_020313		XLOC_020313		AT3G62110		3:22997030-23000041		WT leaves		ebs leaves		OK		16.9817		20.9255		0.301277		1.40967		0.0038		0.0302303		yes

		XLOC_003437		XLOC_003437		AT1G66130		1:24614961-24616930		WT leaves		ebs leaves		OK		35.9028		44.2334		0.301042		1.40217		0.0038		0.0302303		yes

		XLOC_025348		XLOC_025348		AT4G37925		4:17830561-17831554		WT leaves		ebs leaves		OK		107.532		132.437		0.300535		1.48527		0.0026		0.0224687		yes

		XLOC_004064		XLOC_004064		AT1G77490		1:29117541-29120215		WT leaves		ebs leaves		OK		112.622		138.702		0.300499		1.50405		0.00275		0.0235344		yes

		XLOC_025397		XLOC_025397		AT4G38810		4:18115282-18119077		WT leaves		ebs leaves		OK		19.8729		24.4736		0.300427		1.36278		0.0054		0.0398135		yes

		XLOC_032117		XLOC_032117		AT5G53850		5:21860996-21864973		WT leaves		ebs leaves		OK		43.1608		53.1227		0.299606		1.37794		0.00495		0.0371611		yes

		XLOC_022580		XLOC_022580		AT4G33740		4:16186829-16189007		WT leaves		ebs leaves		OK		19.8668		24.4469		0.29929		1.29563		0.00595		0.0429624		yes

		XLOC_025197		XLOC_025197		AT4G35260		4:16774194-16776325		WT leaves		ebs leaves		OK		34.8371		42.8416		0.298387		1.43308		0.0038		0.0302303		yes

		XLOC_000893		XLOC_000893		AT1G16880		1:5773591-5778484		WT leaves		ebs leaves		OK		262.764		323.128		0.29834		1.3936		0.0043		0.0332931		yes

		XLOC_022497		XLOC_022497		AT4G32300		4:15599474-15602595		WT leaves		ebs leaves		OK		12.2183		15.0248		0.298307		1.40032		0.0039		0.0308142		yes

		XLOC_032683		XLOC_032683		AT5G64170		5:25672465-25676746		WT leaves		ebs leaves		OK		20.5976		25.3202		0.297816		1.43787		0.0035		0.0283675		yes

		XLOC_019649		XLOC_019649		AT3G50690		3:18834966-18837097		WT leaves		ebs leaves		OK		32.5456		39.9988		0.297494		1.41381		0.0037		0.0296384		yes

		XLOC_025221		XLOC_025221		AT4G35830		4:16972597-16978057		WT leaves		ebs leaves		OK		129.736		159.382		0.296913		1.46985		0.003		0.0250717		yes

		XLOC_027931		XLOC_027931		AT5G45430		5:18407335-18411977		WT leaves		ebs leaves		OK		41.668		51.1896		0.296913		1.48078		0.00335		0.0274762		yes

		XLOC_017043		XLOC_017043		AT3G01090		3:31180-34597		WT leaves		ebs leaves		OK		17.4019		21.3769		0.296809		1.36189		0.0048		0.0362554		yes

		XLOC_014240		XLOC_014240		AT3G10060		3:3102156-3106815		WT leaves		ebs leaves		OK		117.917		144.847		0.296757		1.40178		0.00545		0.0400705		yes

		XLOC_021521		XLOC_021521		AT4G15545		4:8875917-8879327		WT leaves		ebs leaves		OK		227.989		280.051		0.296726		1.46817		0.0028		0.0238741		yes

		XLOC_024593		XLOC_024593		AT4G24620		4:12708751-12712825		WT leaves		ebs leaves		OK		63.5715		78.0471		0.295966		1.47897		0.0029		0.0245348		yes

		XLOC_010948		XLOC_010948		AT2G46090,AT2G46100		2:18950855-18956530		WT leaves		ebs leaves		OK		89.9302		110.394		0.295788		1.31181		0.0072		0.0495732		yes

		XLOC_018016		XLOC_018016		AT3G17510		3:5988990-5992912		WT leaves		ebs leaves		OK		17.8824		21.9464		0.295447		1.32597		0.0069		0.0480072		yes

		XLOC_017479		XLOC_017479		AT3G08510		3:2582361-2585851		WT leaves		ebs leaves		OK		121.6		149.234		0.295435		1.47964		0.00345		0.0280604		yes

		XLOC_012242		XLOC_012242		AT2G21280		2:9110312-9112707		WT leaves		ebs leaves		OK		67.7401		83.1238		0.295252		1.41277		0.00305		0.0254208		yes

		XLOC_018396		XLOC_018396		AT3G24430		3:8868582-8872201		WT leaves		ebs leaves		OK		114.467		140.39		0.294512		1.44483		0.00275		0.0235344		yes

		XLOC_019801		XLOC_019801		AT3G53260		3:19744050-19746780		WT leaves		ebs leaves		OK		30.0423		36.8162		0.293346		1.3605		0.0047		0.0356892		yes

		XLOC_005235		XLOC_005235		AT1G18360		1:6315650-6319427		WT leaves		ebs leaves		OK		27.1251		33.2151		0.292206		1.38563		0.0052		0.038662		yes

		XLOC_025561		XLOC_025561		AT5G02480		5:547562-549912		WT leaves		ebs leaves		OK		30.4402		37.2666		0.291907		1.42515		0.0039		0.0308142		yes

		XLOC_029506		XLOC_029506		AT5G06690		5:2060500-2061956		WT leaves		ebs leaves		OK		156.868		191.96		0.291253		1.33748		0.00525		0.0389088		yes

		XLOC_013789		XLOC_013789		AT3G01480		3:188383-190851		WT leaves		ebs leaves		OK		275.597		337.184		0.290978		1.44566		0.00275		0.0235344		yes

		XLOC_006769		XLOC_006769		AT1G52280		1:19467968-19469586		WT leaves		ebs leaves		OK		42.0026		51.3873		0.290933		1.34653		0.00675		0.0472653		yes

		XLOC_030594		XLOC_030594		AT5G27380		5:9667970-9670962		WT leaves		ebs leaves		OK		28.0369		34.2946		0.290656		1.36621		0.0058		0.0421587		yes

		XLOC_000724		XLOC_000724		AT1G13930		1:4761011-4762666		WT leaves		ebs leaves		OK		1580.31		1932.75		0.290443		1.40462		0.00505		0.0377284		yes

		XLOC_002286		XLOC_002286		AT1G43890		1:16646731-16649643		WT leaves		ebs leaves		OK		53.4689		65.3852		0.290264		1.31104		0.00635		0.0450604		yes

		XLOC_025683		XLOC_025683		AT5G04440		5:1254843-1256953		WT leaves		ebs leaves		OK		47.0686		57.5456		0.28994		1.40119		0.0041		0.0320662		yes

		XLOC_003958		XLOC_003958		AT1G75460		1:28327885-28329764		WT leaves		ebs leaves		OK		146.636		179.274		0.289923		1.44953		0.00375		0.0299483		yes

		XLOC_024793		XLOC_024793		AT4G28025		4:13935603-13937508		WT leaves		ebs leaves		OK		98.3274		120.181		0.289539		1.40629		0.0036		0.0290256		yes

		XLOC_008003		XLOC_008003		AT1G75410		1:28299791-28302603		WT leaves		ebs leaves		OK		19.5797		23.929		0.289397		1.37354		0.00555		0.0407249		yes

		XLOC_008198		XLOC_008198		AT1G78830		1:29636954-29638552		WT leaves		ebs leaves		OK		64.4022		78.7064		0.289372		1.3977		0.00415		0.0323616		yes

		XLOC_004820		XLOC_004820		AT1G10760		1:3581033-3590928		WT leaves		ebs leaves		OK		193.336		236.16		0.288649		1.3699		0.00645		0.0455607		yes

		XLOC_025196		XLOC_025196		AT4G35250		4:16771170-16773364		WT leaves		ebs leaves		OK		133.281		162.649		0.287283		1.43636		0.0038		0.0302303		yes

		XLOC_025234		XLOC_025234		AT4G36040		4:17049170-17050274		WT leaves		ebs leaves		OK		141.838		173.084		0.287229		1.43192		0.00465		0.0354402		yes

		XLOC_000382		XLOC_000382		AT1G08110		1:2535327-2537931		WT leaves		ebs leaves		OK		78.4496		95.7249		0.287129		1.39406		0.00525		0.0389088		yes

		XLOC_024649		XLOC_024649		AT4G25570		4:13053685-13055623		WT leaves		ebs leaves		OK		114.529		139.745		0.287086		1.4313		0.00435		0.03361		yes

		XLOC_004559		XLOC_004559		AT1G06430		1:1960057-1963011		WT leaves		ebs leaves		OK		42.1102		51.3369		0.285828		1.41621		0.00465		0.0354402		yes

		XLOC_028547		XLOC_028547		AT5G55850		5:22603371-22605268		WT leaves		ebs leaves		OK		45.7114		55.712		0.285436		1.32106		0.0068		0.0475435		yes

		XLOC_032874		XLOC_032874		AT5G67420		5:26904288-26906026		WT leaves		ebs leaves		OK		41.1074		50.0532		0.284063		1.39173		0.0049		0.0368604		yes

		XLOC_012902		XLOC_012902		AT2G32690		2:13863716-13864596		WT leaves		ebs leaves		OK		388.898		473.403		0.283676		1.42517		0.004		0.0314701		yes

		XLOC_025153		XLOC_025153		AT4G34350		4:16428479-16431114		WT leaves		ebs leaves		OK		150.355		183.025		0.28367		1.4216		0.0046		0.0351314		yes

		XLOC_005220		XLOC_005220		AT1G18150		1:6244297-6247812		WT leaves		ebs leaves		OK		27.2103		33.0846		0.282008		1.30968		0.007		0.0484845		yes

		XLOC_000254		XLOC_000254		AT1G05805		1:1744772-1747693		WT leaves		ebs leaves		OK		34.4597		41.8317		0.279686		1.32605		0.0063		0.044843		yes

		XLOC_025810		XLOC_025810		AT5G06700		5:2063486-2066039		WT leaves		ebs leaves		OK		53.2811		64.6751		0.279585		1.38596		0.00545		0.0400705		yes

		XLOC_032179		XLOC_032179		AT5G54940		5:22308270-22309410		WT leaves		ebs leaves		OK		213.003		258.548		0.279562		1.38008		0.00515		0.0383364		yes

		XLOC_019772		XLOC_019772		AT3G52750		3:19549660-19553014		WT leaves		ebs leaves		OK		47.0634		57.1067		0.279055		1.33216		0.00695		0.0482464		yes

		XLOC_024604		XLOC_024604		AT4G24780		4:12770330-12772479		WT leaves		ebs leaves		OK		33.4926		40.6224		0.278434		1.32827		0.006		0.043172		yes

		XLOC_017956		XLOC_017956		AT3G16520		3:5618439-5620873		WT leaves		ebs leaves		OK		56.3078		68.2603		0.27771		1.36451		0.00565		0.0412626		yes

		XLOC_000598		XLOC_000598		AT1G11840		1:3995168-3997907		WT leaves		ebs leaves		OK		88.1128		106.758		0.276921		1.37737		0.00605		0.0434474		yes

		XLOC_012347		XLOC_012347		AT2G23390		2:9960371-9963623		WT leaves		ebs leaves		OK		47.8303		57.9169		0.276059		1.36233		0.00535		0.0395392		yes

		XLOC_005679		XLOC_005679		AT1G27100		1:9407124-9411172		WT leaves		ebs leaves		OK		29.1689		35.3137		0.275799		1.34309		0.00645		0.0455607		yes

		XLOC_009603		XLOC_009603		AT2G22540		2:9579873-9583893		WT leaves		ebs leaves		OK		44.418		53.7421		0.274907		1.34562		0.00635		0.0450604		yes

		XLOC_001839		XLOC_001839		AT1G33590		1:12177776-12179413		WT leaves		ebs leaves		OK		71.6045		86.6068		0.274429		1.31298		0.00665		0.0466709		yes

		XLOC_006715		XLOC_006715		AT1G51500		1:19097796-19101080		WT leaves		ebs leaves		OK		61.734		74.5915		0.272946		1.34689		0.00605		0.0434474		yes

		XLOC_031293		XLOC_031293		AT5G39530		5:15826088-15828035		WT leaves		ebs leaves		OK		106.242		128.152		0.270508		1.34859		0.0072		0.0495732		yes

		XLOC_028821		XLOC_028821		AT5G60600		5:24358965-24363485		WT leaves		ebs leaves		OK		144.017		173.527		0.268919		1.34306		0.0067		0.0469329		yes

		XLOC_013981		XLOC_013981		AT3G04910		3:1354634-1358219		WT leaves		ebs leaves		OK		67.91		81.5246		0.263611		1.32182		0.0067		0.0469329		yes

		XLOC_001092		XLOC_001092		AT1G20260		1:7016692-7020590		WT leaves		ebs leaves		OK		111.051		133.209		0.262478		1.30904		0.0072		0.0495732		yes

		XLOC_002239		XLOC_002239		AT1G43040		1:16184208-16184523		WT leaves		ebs leaves		OK		0.702757		0		ERROR:#NAME?		ERROR:#NAME?		0.0007		0.00809588		yes

		XLOC_002748		XLOC_002748		AT1G53540		1:19980461-19981109		WT leaves		ebs leaves		OK		4.63753		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_004111		XLOC_004111		AT1G78206		1:29422451-29422574		WT leaves		ebs leaves		OK		15.9095		0		ERROR:#NAME?		ERROR:#NAME?		0.00065		0.00761746		yes

		XLOC_009609		XLOC_009609		AT2G22630		2:9618371-9621957		WT leaves		ebs leaves		OK		0		5.17267		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_010373		XLOC_010373		AT2G35980		2:15110587-15111471		WT leaves		ebs leaves		OK		0		1.58098		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_014679		XLOC_014679		AT3G17530		3:6000859-6002282		WT leaves		ebs leaves		OK		0		0.828458		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_017632		XLOC_017632		AT3G11165		3:3497945-3499090		WT leaves		ebs leaves		OK		0		1.0781		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_018564		XLOC_018564		AT3G27070		3:9982986-9984744		WT leaves		ebs leaves		OK		1.09577		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_018748		XLOC_018748		AT3G29580		3:11394674-11395871		WT leaves		ebs leaves		OK		0		1.14969		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_023837		XLOC_023837		AT4G12490		4:7409620-7410406		WT leaves		ebs leaves		OK		0		4.87525		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_024424		XLOC_024424		AT4G21830		4:11584345-11585419		WT leaves		ebs leaves		OK		0		2.12528		inf		ERROR:#NAME?		0.00215		0.0195366		yes

		XLOC_025443		XLOC_025443		AT4G39590		4:18387330-18388732		WT leaves		ebs leaves		OK		0		1.05588		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_026757		XLOC_026757		AT5G25750		5:8950883-8951143		WT leaves		ebs leaves		OK		3.73364		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_027771		XLOC_027771		AT5G42830		5:17176383-17178018		WT leaves		ebs leaves		OK		0		3.21208		inf		ERROR:#NAME?		0.00225		0.0201977		yes

		XLOC_029830		XLOC_029830		AT5G13080		5:4149739-4151150		WT leaves		ebs leaves		OK		0		0.785775		inf		ERROR:#NAME?		0.00255		0.0221918		yes

		XLOC_031465		XLOC_031465		AT5G42510		5:16998267-16998816		WT leaves		ebs leaves		OK		0.987228		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_032842		XLOC_032842		AT5G66970		5:26740444-26741125		WT leaves		ebs leaves		OK		0		6.64957		inf		ERROR:#NAME?		5.00E-05		0.000851471		yes

		XLOC_025961		XLOC_025961		AT5G09810		5:3052096-3054614		WT leaves		ebs leaves		OK		241.244		200.884		-0.264128		-1.3241		0.00715		0.0493758		yes

		XLOC_006070		XLOC_006070		AT1G34430		1:12587751-12590192		WT leaves		ebs leaves		OK		86.0679		71.5462		-0.2666		-1.3319		0.00725		0.0497695		yes

		XLOC_028944		XLOC_028944		AT5G62890		5:25243250-25247377		WT leaves		ebs leaves		OK		68.2153		56.6219		-0.268737		-1.33798		0.00635		0.0450604		yes

		XLOC_007930		XLOC_007930		AT1G74050		1:27847046-27848806		WT leaves		ebs leaves		OK		202.848		168.331		-0.269096		-1.343		0.00625		0.0445556		yes

		XLOC_030275		XLOC_030275		AT5G20950		5:7107375-7111349		WT leaves		ebs leaves		OK		39.815		32.9938		-0.271116		-1.31913		0.007		0.0484845		yes

		XLOC_013968		XLOC_013968		AT3G04650		3:1261983-1264622		WT leaves		ebs leaves		OK		60.7032		50.2053		-0.273934		-1.34653		0.00695		0.0482464		yes

		XLOC_010809		XLOC_010809		AT2G43680		2:18108348-18111831		WT leaves		ebs leaves		OK		56.2942		46.5379		-0.27458		-1.35664		0.0071		0.0490854		yes

		XLOC_016526		XLOC_016526		AT3G53870		3:19951487-19952961		WT leaves		ebs leaves		OK		318.101		262.865		-0.275163		-1.37807		0.00545		0.0400705		yes

		XLOC_028164		XLOC_028164		AT5G49460		5:20054522-20058464		WT leaves		ebs leaves		OK		29.5352		24.3762		-0.276962		-1.34258		0.0064		0.0453111		yes

		XLOC_009573		XLOC_009573		AT2G22125		2:9406262-9414518		WT leaves		ebs leaves		OK		31.8596		26.287		-0.277377		-1.38368		0.00565		0.0412626		yes

		XLOC_009551		XLOC_009551		AT2G21790		2:9293269-9297842		WT leaves		ebs leaves		OK		32.2066		26.5726		-0.27742		-1.36802		0.00595		0.0429624		yes

		XLOC_028663		XLOC_028663		AT5G57800		5:23420208-23424052		WT leaves		ebs leaves		OK		60.8701		50.216		-0.277588		-1.38161		0.0058		0.0421587		yes

		XLOC_010130		XLOC_010130		AT2G31960		2:13588886-13600229		WT leaves		ebs leaves		OK		18.0144		14.8601		-0.2777		-1.27306		0.00635		0.0450604		yes

		XLOC_020024		XLOC_020024		AT3G57290		3:21196549-21199183		WT leaves		ebs leaves		OK		65.6116		54.0874		-0.27866		-1.37678		0.0048		0.0362554		yes

		XLOC_006047		XLOC_006047		AT1G34030		1:12370064-12371553		WT leaves		ebs leaves		OK		122.766		101.176		-0.279046		-1.34695		0.0059		0.0426846		yes

		XLOC_007785		XLOC_007785		AT1G71020		1:26790596-26793175		WT leaves		ebs leaves		OK		31.5854		26.0169		-0.279809		-1.33		0.00685		0.047749		yes

		XLOC_004317		XLOC_004317		AT1G02280		1:448462-450426		WT leaves		ebs leaves		OK		111.26		91.6112		-0.280345		-1.36779		0.00465		0.0354402		yes

		XLOC_009527		XLOC_009527		AT2G21390		2:9152005-9156878		WT leaves		ebs leaves		OK		43.0579		35.4444		-0.280723		-1.40309		0.0047		0.0356892		yes

		XLOC_023730		XLOC_023730		AT4G10710		4:6601988-6606354		WT leaves		ebs leaves		OK		19.8785		16.3629		-0.280776		-1.34385		0.0064		0.0453111		yes

		XLOC_030271		XLOC_030271		AT5G20890		5:7086652-7090081		WT leaves		ebs leaves		OK		60.7358		49.905		-0.283361		-1.4128		0.00405		0.0317421		yes

		XLOC_025147		XLOC_025147		AT4G34220		4:16381505-16384194		WT leaves		ebs leaves		OK		67.207		55.2199		-0.283425		-1.40633		0.00445		0.0342115		yes

		XLOC_021102		XLOC_021102		AT4G08950		4:5740296-5741524		WT leaves		ebs leaves		OK		87.2447		71.6361		-0.28438		-1.36643		0.00575		0.0419268		yes

		XLOC_017849		XLOC_017849		AT3G14350		3:4782756-4787236		WT leaves		ebs leaves		OK		30.2988		24.8719		-0.284746		-1.37806		0.00585		0.0424555		yes

		XLOC_012243		XLOC_012243		AT2G21300		2:9114153-9119946		WT leaves		ebs leaves		OK		20.0368		16.4395		-0.285483		-1.35841		0.0047		0.0356892		yes

		XLOC_026670		XLOC_026670		AT5G24020		5:8116679-8118030		WT leaves		ebs leaves		OK		42.947		35.2305		-0.285734		-1.35657		0.0059		0.0426846		yes

		XLOC_014167		XLOC_014167		AT3G08680		3:2637559-2640838		WT leaves		ebs leaves		OK		35		28.7101		-0.285794		-1.40338		0.00415		0.0323616		yes

		XLOC_006907		XLOC_006907		AT1G54630		1:20401376-20403041		WT leaves		ebs leaves		OK		126.299		103.548		-0.286542		-1.40475		0.00465		0.0354402		yes

		XLOC_029890		XLOC_029890		AT5G14170		5:4568508-4570947		WT leaves		ebs leaves		OK		28.9889		23.7331		-0.2886		-1.35475		0.00525		0.0389088		yes

		XLOC_013024		XLOC_013024		AT2G34750		2:14658409-14664268		WT leaves		ebs leaves		OK		31.0666		25.4184		-0.289492		-1.40148		0.0041		0.0320662		yes

		XLOC_000663		XLOC_000663		AT1G12860		1:4384352-4386610		WT leaves		ebs leaves		OK		102.806		84.1069		-0.289629		-1.44492		0.0025		0.0218079		yes

		XLOC_027367		XLOC_027367		AT5G36250		5:14282102-14284581		WT leaves		ebs leaves		OK		27.1065		22.1724		-0.289878		-1.38393		0.0049		0.0368604		yes

		XLOC_013526		XLOC_013526		AT2G43460		2:18046003-18047401		WT leaves		ebs leaves		OK		259.733		212.444		-0.289948		-1.43591		0.00345		0.0280604		yes

		XLOC_003294		XLOC_003294		AT1G63680		1:23614436-23617767		WT leaves		ebs leaves		OK		40.2095		32.8745		-0.290568		-1.3421		0.00505		0.0377284		yes

		XLOC_013667		XLOC_013667		AT2G46280		2:19003425-19005571		WT leaves		ebs leaves		OK		78.6937		64.2762		-0.291963		-1.43369		0.00395		0.0311163		yes

		XLOC_029004		XLOC_029004		AT5G64030		5:25624036-25628559		WT leaves		ebs leaves		OK		27.838		22.7242		-0.292823		-1.44271		0.0032		0.0264922		yes

		XLOC_029083		XLOC_029083		AT5G65470		5:26172130-26175033		WT leaves		ebs leaves		OK		29.6451		24.1974		-0.292946		-1.39683		0.0049		0.0368604		yes

		XLOC_000471		XLOC_000471		AT1G09640		1:3119877-3122526		WT leaves		ebs leaves		OK		112.058		91.4437		-0.293295		-1.34403		0.00475		0.0360098		yes

		XLOC_010508		XLOC_010508		AT2G38440		2:16095328-16101221		WT leaves		ebs leaves		OK		17.355		14.16		-0.293529		-1.43347		0.0035		0.0283675		yes

		XLOC_003639		XLOC_003639		AT1G69620		1:26189835-26191323		WT leaves		ebs leaves		OK		395.73		322.832		-0.293732		-1.46615		0.0023		0.0205272		yes

		XLOC_024017		XLOC_024017		AT4G14900		4:8521521-8523705		WT leaves		ebs leaves		OK		23.2201		18.9382		-0.294075		-1.34248		0.0062		0.0442502		yes

		XLOC_024861		XLOC_024861		AT4G29410		4:14468243-14470167		WT leaves		ebs leaves		OK		180.691		147.335		-0.294426		-1.45095		0.0034		0.0277146		yes

		XLOC_007460		XLOC_007460		AT1G65440		1:24306610-24314620		WT leaves		ebs leaves		OK		23.9131		19.4887		-0.295164		-1.31541		0.00395		0.0311163		yes

		XLOC_000747		XLOC_000747		AT1G14320		1:4888213-4889661		WT leaves		ebs leaves		OK		497.927		405.742		-0.295372		-1.42493		0.0038		0.0302303		yes

		XLOC_022679		XLOC_022679		AT4G35460		4:16842187-16844082		WT leaves		ebs leaves		OK		27.6305		22.5145		-0.295409		-1.35135		0.0058		0.0421587		yes

		XLOC_014080		XLOC_014080		AT3G06720		3:2120323-2124131		WT leaves		ebs leaves		OK		21.2451		17.2983		-0.2965		-1.39881		0.00395		0.0311163		yes

		XLOC_031786		XLOC_031786		AT5G47700		5:19327802-19328983		WT leaves		ebs leaves		OK		266.009		216.586		-0.296535		-1.46649		0.003		0.0250717		yes

		XLOC_025086		XLOC_025086		AT4G33250		4:16038866-16040711		WT leaves		ebs leaves		OK		97.1649		79.1048		-0.296669		-1.45251		0.00335		0.0274762		yes

		XLOC_024166		XLOC_024166		AT4G17330		4:9688887-9697578		WT leaves		ebs leaves		OK		30.9507		25.1834		-0.297501		-1.31815		0.00365		0.0293139		yes

		XLOC_021992		XLOC_021992		AT4G23630		4:12317058-12319937		WT leaves		ebs leaves		OK		50.8433		41.3566		-0.29794		-1.46492		0.00265		0.0228368		yes

		XLOC_005832		XLOC_005832		AT1G30120		1:10584159-10586635		WT leaves		ebs leaves		OK		105.153		85.5231		-0.298098		-1.48883		0.0022		0.0198837		yes

		XLOC_005374		XLOC_005374		AT1G20960		1:7301747-7310250		WT leaves		ebs leaves		OK		29.9763		24.3787		-0.298202		-1.46178		0.0027		0.0231815		yes

		XLOC_013588		XLOC_013588		AT2G44610		2:18411425-18414081		WT leaves		ebs leaves		OK		53.3423		43.3811		-0.298215		-1.43068		0.0039		0.0308142		yes

		XLOC_003337		XLOC_003337		AT1G64390		1:23911118-23915229		WT leaves		ebs leaves		OK		43.4818		35.3468		-0.298829		-1.47294		0.00265		0.0228368		yes

		XLOC_008150		XLOC_008150		AT1G77940		1:29303896-29305382		WT leaves		ebs leaves		OK		265.507		215.834		-0.298829		-1.47801		0.00265		0.0228368		yes

		XLOC_002659		XLOC_002659		AT1G51950		1:19305314-19307510		WT leaves		ebs leaves		OK		22.8956		18.6047		-0.299403		-1.35179		0.00665		0.0466709		yes

		XLOC_022125		XLOC_022125		AT4G25880		4:13154707-13159382		WT leaves		ebs leaves		OK		23.5574		19.1289		-0.300432		-1.40384		0.0044		0.0338974		yes

		XLOC_006000		XLOC_006000		AT1G33250		1:12057249-12059485		WT leaves		ebs leaves		OK		16.1561		13.1176		-0.300575		-1.32173		0.00505		0.0377284		yes

		XLOC_009330		XLOC_009330		AT2G18020		2:7837101-7838304		WT leaves		ebs leaves		OK		594.426		482.52		-0.30091		-1.48701		0.0033		0.0271623		yes

		XLOC_029572		XLOC_029572		AT5G07970		5:2543867-2548723		WT leaves		ebs leaves		OK		9.82234		7.97319		-0.30091		-1.2981		0.0062		0.0442502		yes

		XLOC_002523		XLOC_002523		AT1G49510		1:18326869-18328610		WT leaves		ebs leaves		OK		45.5454		36.9626		-0.301238		-1.37666		0.0062		0.0442502		yes

		XLOC_019829		XLOC_019829		AT3G53740		3:19913706-19915016		WT leaves		ebs leaves		OK		300.995		244.139		-0.302032		-1.49414		0.0026		0.0224687		yes

		XLOC_020133		XLOC_020133		AT3G59020		3:21810259-21817555		WT leaves		ebs leaves		OK		22.4711		18.2262		-0.302062		-1.48267		0.00295		0.0247543		yes

		XLOC_006640		XLOC_006640		AT1G50030		1:18522440-18539995		WT leaves		ebs leaves		OK		15.2829		12.3931		-0.302376		-1.48592		0.0026		0.0224687		yes

		XLOC_019220		XLOC_019220		AT3G43980		3:15778401-15779311		WT leaves		ebs leaves		OK		206.814		167.695		-0.302495		-1.40535		0.0044		0.0338974		yes

		XLOC_009871		XLOC_009871		AT2G27100		2:11572549-11576658		WT leaves		ebs leaves		OK		22.7446		18.437		-0.302926		-1.30701		0.00715		0.0493758		yes

		XLOC_015678		XLOC_015678		AT3G32930		3:13489517-13490849		WT leaves		ebs leaves		OK		138.894		112.578		-0.30305		-1.49013		0.00245		0.0214424		yes

		XLOC_026296		XLOC_026296		AT5G16505		5:5390005-5392383		WT leaves		ebs leaves		OK		13.4722		10.9169		-0.303422		-1.34447		0.0065		0.0457916		yes

		XLOC_016033		XLOC_016033		AT3G45140		3:16525409-16529352		WT leaves		ebs leaves		OK		407.56		330.153		-0.303879		-1.34628		0.007		0.0484845		yes

		XLOC_032294		XLOC_032294		AT5G57110		5:23109437-23117563		WT leaves		ebs leaves		OK		51.5406		41.7149		-0.305146		-1.41597		0.00295		0.0247543		yes

		XLOC_026883		XLOC_026883		AT5G27770		5:9835884-9837341		WT leaves		ebs leaves		OK		210.371		170.266		-0.30515		-1.5048		0.0019		0.0177704		yes

		XLOC_015153		XLOC_015153		AT3G24830		3:9064531-9066089		WT leaves		ebs leaves		OK		363.033		293.745		-0.305536		-1.52503		0.00225		0.0201977		yes

		XLOC_000407		XLOC_000407		AT1G08600		1:2723823-2733613		WT leaves		ebs leaves		OK		6.67325		5.39896		-0.305706		-1.32389		0.0061		0.0437218		yes

		XLOC_013475		XLOC_013475		AT2G42490		2:17691406-17695853		WT leaves		ebs leaves		OK		19.5612		15.8246		-0.305823		-1.4564		0.0035		0.0283675		yes

		XLOC_000081		XLOC_000081		AT1G02500		1:518250-520437		WT leaves		ebs leaves		OK		130.197		105.323		-0.305875		-1.5289		0.0025		0.0218079		yes

		XLOC_014759		XLOC_014759		AT3G18740		3:6453367-6454018		WT leaves		ebs leaves		OK		374.976		303.323		-0.305942		-1.51009		0.00185		0.0174525		yes

		XLOC_032272		XLOC_032272		AT5G56710		5:22943830-22944971		WT leaves		ebs leaves		OK		479.337		387.732		-0.30598		-1.52774		0.0026		0.0224687		yes

		XLOC_017482		XLOC_017482		AT3G08580		3:2605441-2607787		WT leaves		ebs leaves		OK		514.57		416.227		-0.305996		-1.50083		0.00275		0.0235344		yes

		XLOC_009971		XLOC_009971		AT2G29020		2:12469723-12471700		WT leaves		ebs leaves		OK		40.219		32.5297		-0.30612		-1.33596		0.00725		0.0497695		yes

		XLOC_010466		XLOC_010466		AT2G37620		2:15779173-15781561		WT leaves		ebs leaves		OK		22.6901		18.3348		-0.307476		-1.38327		0.005		0.0374454		yes

		XLOC_022661		XLOC_022661		AT4G35100		4:16708551-16710289		WT leaves		ebs leaves		OK		667.655		539.43		-0.307667		-1.51523		0.00225		0.0201977		yes

		XLOC_002011		XLOC_002011		AT1G36160		1:13533410-13544009		WT leaves		ebs leaves		OK		33.173		26.7931		-0.308146		-1.48942		0.0015		0.0147359		yes

		XLOC_014021		XLOC_014021		AT3G05590		3:1621456-1623014		WT leaves		ebs leaves		OK		465.255		375.762		-0.308203		-1.5337		0.00185		0.0174525		yes

		XLOC_015030		XLOC_015030		AT3G22960		3:8139234-8141985		WT leaves		ebs leaves		OK		132.576		107.034		-0.308757		-1.5473		0.0013		0.0131764		yes

		XLOC_014328		XLOC_014328		AT3G11540		3:3631886-3637955		WT leaves		ebs leaves		OK		11.2029		9.04214		-0.309133		-1.37513		0.0059		0.0426846		yes

		XLOC_000468		XLOC_000468		AT1G09590		1:3106501-3107772		WT leaves		ebs leaves		OK		172.437		139.177		-0.309148		-1.50808		0.0022		0.0198837		yes

		XLOC_017283		XLOC_017283		AT3G05060		3:1412866-1415966		WT leaves		ebs leaves		OK		34.8501		28.123		-0.309414		-1.43645		0.0038		0.0302303		yes

		XLOC_019224		XLOC_019224		AT3G44010		3:15799930-15801200		WT leaves		ebs leaves		OK		249.269		201.136		-0.309531		-1.38083		0.00545		0.0400705		yes

		XLOC_028667		XLOC_028667		AT5G57870		5:23439497-23443781		WT leaves		ebs leaves		OK		40.3515		32.5586		-0.309583		-1.53892		0.00185		0.0174525		yes

		XLOC_000370		XLOC_000370		AT1G07890		1:2437329-2439665		WT leaves		ebs leaves		OK		277.401		223.804		-0.309737		-1.53328		0.00245		0.0214424		yes

		XLOC_032861		XLOC_032861		AT5G67250		5:26831372-26833333		WT leaves		ebs leaves		OK		17.5901		14.1862		-0.310275		-1.37319		0.0048		0.0362554		yes

		XLOC_027776		XLOC_027776		AT5G42950		5:17224435-17231355		WT leaves		ebs leaves		OK		23.0359		18.5743		-0.310579		-1.48064		0.0016		0.0154884		yes

		XLOC_024718		XLOC_024718		AT4G26760		4:13478591-13481808		WT leaves		ebs leaves		OK		12.1385		9.78678		-0.310689		-1.33989		0.00645		0.0455607		yes

		XLOC_017321		XLOC_017321		AT3G05680		3:1660522-1672522		WT leaves		ebs leaves		OK		11.2233		9.0476		-0.310885		-1.28745		0.0045		0.0345242		yes

		XLOC_000804		XLOC_000804		AT1G15500		1:5326289-5328874		WT leaves		ebs leaves		OK		127.074		102.402		-0.311429		-1.55494		0.00205		0.0188125		yes

		XLOC_003054		XLOC_003054		AT1G58380		1:21689031-21690256		WT leaves		ebs leaves		OK		52.1557		42.0102		-0.312084		-1.43971		0.00245		0.0214424		yes

		XLOC_032295		XLOC_032295		AT5G57120		5:23122539-23124513		WT leaves		ebs leaves		OK		35.7818		28.8096		-0.312678		-1.44745		0.003		0.0250717		yes

		XLOC_030636		XLOC_030636		AT5G28060		5:10069545-10070899		WT leaves		ebs leaves		OK		332.643		267.657		-0.313589		-1.56376		0.0015		0.0147359		yes

		XLOC_001844		XLOC_001844		AT1G33680		1:12203944-12214182		WT leaves		ebs leaves		OK		22.0979		17.7801		-0.313647		-1.46167		0.00335		0.0274762		yes

		XLOC_000833		XLOC_000833		AT1G15940		1:5473564-5478259		WT leaves		ebs leaves		OK		13.7534		11.0639		-0.313926		-1.29808		0.00485		0.0365734		yes

		XLOC_029721		XLOC_029721		AT5G10840		5:3423685-3427878		WT leaves		ebs leaves		OK		39.998		32.1758		-0.313953		-1.49694		0.00245		0.0214424		yes

		XLOC_021866		XLOC_021866		AT4G21326		4:11345973-11349653		WT leaves		ebs leaves		OK		12.1932		9.8053		-0.31444		-1.43403		0.0032		0.0264922		yes

		XLOC_022925		XLOC_022925		AT4G39980		4:18539574-18542093		WT leaves		ebs leaves		OK		89.975		72.3273		-0.314983		-1.55847		0.0015		0.0147359		yes

		XLOC_020335		XLOC_020335		AT3G62422		3:23091585-23092850		WT leaves		ebs leaves		OK		50.6699		40.7269		-0.315145		-1.50953		0.00215		0.0195366		yes

		XLOC_030438		XLOC_030438		AT5G24400		5:8330314-8331837		WT leaves		ebs leaves		OK		43.1824		34.6883		-0.315993		-1.45744		0.00295		0.0247543		yes

		XLOC_004832		XLOC_004832		AT1G10930		1:3647893-3655590		WT leaves		ebs leaves		OK		12.1043		9.72245		-0.316132		-1.47137		0.00295		0.0247543		yes

		XLOC_024661		XLOC_024661		AT4G25730		4:13102678-13106780		WT leaves		ebs leaves		OK		26.573		21.3391		-0.316459		-1.46383		0.00245		0.0214424		yes

		XLOC_017125		XLOC_017125		AT3G02450		3:502706-505230		WT leaves		ebs leaves		OK		59.0522		47.3889		-0.317442		-1.58078		0.0015		0.0147359		yes

		XLOC_030402		XLOC_030402		AT5G23900		5:8063984-8065523		WT leaves		ebs leaves		OK		122.287		98.1234		-0.317596		-1.54406		0.0015		0.0147359		yes

		XLOC_016592		XLOC_016592		AT3G55280		3:20500334-20501709		WT leaves		ebs leaves		OK		128.361		102.96		-0.318134		-1.54503		0.00185		0.0174525		yes

		XLOC_020329		XLOC_020329		AT3G62330		3:23062818-23065721		WT leaves		ebs leaves		OK		14.1822		11.3729		-0.318476		-1.35137		0.0068		0.0475435		yes

		XLOC_005614		XLOC_005614		AT1G25540		1:8969064-8974660		WT leaves		ebs leaves		OK		11.6126		9.3107		-0.318723		-1.43151		0.00295		0.0247543		yes

		XLOC_015387		XLOC_015387		AT3G28730		3:10784888-10790553		WT leaves		ebs leaves		OK		27.1094		21.7345		-0.318804		-1.38225		0.0044		0.0338974		yes

		XLOC_015981		XLOC_015981		AT3G44330		3:16006674-16010965		WT leaves		ebs leaves		OK		27.6605		22.1711		-0.319145		-1.44867		0.00245		0.0214424		yes

		XLOC_003330		XLOC_003330		AT1G64330		1:23870904-23874198		WT leaves		ebs leaves		OK		24.8186		19.8896		-0.319409		-1.49366		0.0033		0.0271623		yes

		XLOC_002396		XLOC_002396		AT1G47530		1:17451679-17454421		WT leaves		ebs leaves		OK		44.7582		35.8532		-0.320048		-1.55618		0.001		0.010716		yes

		XLOC_004937		XLOC_004937		AT1G12850		1:4379706-4381612		WT leaves		ebs leaves		OK		18.839		15.0857		-0.320539		-1.3506		0.00435		0.03361		yes

		XLOC_007536		XLOC_007536		AT1G66680		1:24866094-24868992		WT leaves		ebs leaves		OK		17.0429		13.6441		-0.320894		-1.32179		0.00685		0.047749		yes

		XLOC_031024		XLOC_031024		AT5G35620		5:13824704-13826391		WT leaves		ebs leaves		OK		81.5077		65.2433		-0.321107		-1.53427		0.0018		0.017094		yes

		XLOC_029818		XLOC_029818		AT5G12860		5:4059685-4061950		WT leaves		ebs leaves		OK		299.403		239.62		-0.321339		-1.59331		0.0013		0.0131764		yes

		XLOC_030394		XLOC_030394		AT5G23740		5:8008009-8009436		WT leaves		ebs leaves		OK		164.349		131.49		-0.321813		-1.58727		0.00125		0.0127815		yes

		XLOC_007999		XLOC_007999		AT1G75330		1:28266258-28268412		WT leaves		ebs leaves		OK		83.0692		66.4585		-0.32186		-1.56105		0.0014		0.0140212		yes

		XLOC_017086		XLOC_017086		AT3G01540		3:212517-216671		WT leaves		ebs leaves		OK		85.1399		68.1054		-0.322066		-1.61254		0.0013		0.0131764		yes

		XLOC_008542		XLOC_008542		AT2G04780		2:1676741-1678455		WT leaves		ebs leaves		OK		54.0982		43.2725		-0.32213		-1.55353		0.0018		0.017094		yes

		XLOC_021909		XLOC_021909		AT4G22010		4:11663323-11666715		WT leaves		ebs leaves		OK		39.1335		31.2947		-0.322485		-1.55914		0.0016		0.0154884		yes

		XLOC_012168		XLOC_012168		AT2G20300		2:8755924-8760222		WT leaves		ebs leaves		OK		11.389		9.10682		-0.322617		-1.47665		0.003		0.0250717		yes

		XLOC_020332		XLOC_020332		AT3G62360		3:23072785-23080563		WT leaves		ebs leaves		OK		27.5853		22.0507		-0.323075		-1.57249		0.00155		0.0151229		yes

		XLOC_001656		XLOC_001656		AT1G30440		1:10759474-10762394		WT leaves		ebs leaves		OK		66.4462		53.1035		-0.323381		-1.47075		0.0022		0.0198837		yes

		XLOC_032748		XLOC_032748		AT5G65360		5:26119858-26120581		WT leaves		ebs leaves		OK		165.086		131.922		-0.323529		-1.59235		0.0009		0.00987867		yes

		XLOC_032597		XLOC_032597		AT5G62650		5:25152624-25155935		WT leaves		ebs leaves		OK		14.6846		11.7334		-0.323682		-1.30357		0.006		0.043172		yes

		XLOC_004748		XLOC_004748		AT1G09690		1:3136187-3137475		WT leaves		ebs leaves		OK		351.543		280.892		-0.323686		-1.61195		0.00145		0.014382		yes

		XLOC_019480		XLOC_019480		AT3G47960		3:17692701-17700833		WT leaves		ebs leaves		OK		29.835		23.838		-0.323744		-1.41302		0.00295		0.0247543		yes

		XLOC_017110		XLOC_017110		AT3G02110		3:370761-373722		WT leaves		ebs leaves		OK		34.4604		27.5211		-0.324402		-1.37868		0.00365		0.0293139		yes

		XLOC_002697		XLOC_002697		AT1G52740		1:19645267-19649261		WT leaves		ebs leaves		OK		153.542		122.622		-0.324414		-1.49527		0.0028		0.0238741		yes

		XLOC_009337		XLOC_009337		AT2G18090		2:7864313-7867766		WT leaves		ebs leaves		OK		9.92964		7.92781		-0.324819		-1.42386		0.00405		0.0317421		yes

		XLOC_013951		XLOC_013951		AT3G04400		3:1167275-1168659		WT leaves		ebs leaves		OK		515.462		411.445		-0.325169		-1.62515		0.0009		0.00987867		yes

		XLOC_005866		XLOC_005866		AT1G30880		1:10993194-10994125		WT leaves		ebs leaves		OK		123.508		98.5687		-0.3254		-1.55025		0.0015		0.0147359		yes

		XLOC_018037		XLOC_018037		AT3G18130		3:6210903-6212433		WT leaves		ebs leaves		OK		70.1881		55.986		-0.326161		-1.55208		0.00145		0.014382		yes

		XLOC_012965		XLOC_012965		AT2G33770		2:14277557-14283040		WT leaves		ebs leaves		OK		17.586		14.0239		-0.326538		-1.59047		0.00135		0.013631		yes

		XLOC_014704		XLOC_014704		AT3G17820		3:6097413-6099595		WT leaves		ebs leaves		OK		23.4496		18.699		-0.326608		-1.3513		0.0047		0.0356892		yes

		XLOC_014593		XLOC_014593		AT3G16080		3:5454817-5455927		WT leaves		ebs leaves		OK		184.989		147.498		-0.326739		-1.58275		0.0015		0.0147359		yes

		XLOC_021493		XLOC_021493		AT4G15180		4:8651405-8662587		WT leaves		ebs leaves		OK		10.9705		8.74571		-0.326979		-1.55555		0.00135		0.013631		yes

		XLOC_022963		XLOC_022963		AT4G00430		4:185449-187627		WT leaves		ebs leaves		OK		242.343		193.17		-0.327177		-1.63499		0.00145		0.014382		yes

		XLOC_014638		XLOC_014638		AT3G16780		3:5708924-5710579		WT leaves		ebs leaves		OK		68.069		54.2534		-0.327285		-1.57034		0.00165		0.0159059		yes

		XLOC_016766		XLOC_016766		AT3G58510		3:21639977-21645486		WT leaves		ebs leaves		OK		21.4096		17.0626		-0.327421		-1.4292		0.0038		0.0302303		yes

		XLOC_004038		XLOC_004038		AT1G76950		1:28906522-28911564		WT leaves		ebs leaves		OK		8.02037		6.39116		-0.327592		-1.39596		0.0053		0.039201		yes

		XLOC_017792		XLOC_017792		AT3G13560		3:4425226-4428179		WT leaves		ebs leaves		OK		16.6127		13.2357		-0.327852		-1.48608		0.0027		0.0231815		yes

		XLOC_000390		XLOC_000390		AT1G08360		1:2636010-2637915		WT leaves		ebs leaves		OK		263.034		209.535		-0.32806		-1.63338		0.00125		0.0127815		yes

		XLOC_026532		XLOC_026532		AT5G20750		5:7027772-7031290		WT leaves		ebs leaves		OK		13.4756		10.7347		-0.328069		-1.51393		0.0028		0.0238741		yes

		XLOC_013331		XLOC_013331		AT2G39990		2:16698091-16700012		WT leaves		ebs leaves		OK		48.8144		38.8658		-0.328804		-1.55128		0.002		0.018491		yes

		XLOC_003641		XLOC_003641		AT1G69690		1:26216223-26217851		WT leaves		ebs leaves		OK		17.6105		14.0207		-0.328874		-1.42311		0.00415		0.0323616		yes

		XLOC_003305		XLOC_003305		AT1G63940		1:23729978-23733892		WT leaves		ebs leaves		OK		65.0425		51.7816		-0.328944		-1.62053		0.00115		0.0119101		yes

		XLOC_006898		XLOC_006898		AT1G54460		1:20340599-20343530		WT leaves		ebs leaves		OK		23.2339		18.4946		-0.329121		-1.46975		0.0029		0.0245348		yes

		XLOC_031010		XLOC_031010		AT5G35530		5:13710110-13712288		WT leaves		ebs leaves		OK		156.433		124.503		-0.329366		-1.63643		0.0011		0.0114951		yes

		XLOC_028380		XLOC_028380		AT5G53160		5:21560717-21562260		WT leaves		ebs leaves		OK		49.842		39.6665		-0.329443		-1.54328		0.00155		0.0151229		yes

		XLOC_011916		XLOC_011916		AT2G15820		2:6888539-6891360		WT leaves		ebs leaves		OK		11.8907		9.46283		-0.329493		-1.37098		0.0034		0.0277146		yes

		XLOC_009190		XLOC_009190		AT2G15620		2:6810475-6812939		WT leaves		ebs leaves		OK		207.403		165.041		-0.329613		-1.62986		0.00105		0.0111359		yes

		XLOC_014121		XLOC_014121		AT3G07430		3:2379192-2380198		WT leaves		ebs leaves		OK		149.003		118.561		-0.329715		-1.63613		0.00055		0.00661714		yes

		XLOC_004256		XLOC_004256		AT1G01100		1:50074-51199		WT leaves		ebs leaves		OK		372.7		296.362		-0.330651		-1.62905		0.00085		0.00943042		yes

		XLOC_025297		XLOC_025297		AT4G37100		4:17479172-17481863		WT leaves		ebs leaves		OK		6.61611		5.25693		-0.331764		-1.33691		0.0072		0.0495732		yes

		XLOC_032868		XLOC_032868		AT5G67360		5:26871890-26874579		WT leaves		ebs leaves		OK		55.8044		44.3236		-0.332301		-1.64801		0.0007		0.00809588		yes

		XLOC_020134		XLOC_020134		AT3G59040		3:21819070-21824348		WT leaves		ebs leaves		OK		55.9082		44.4058		-0.332311		-1.61453		0.00115		0.0119101		yes

		XLOC_025560		XLOC_025560		AT5G02450		5:533105-534656		WT leaves		ebs leaves		OK		256.251		203.529		-0.332322		-1.65638		0.0012		0.0123451		yes

		XLOC_010628		XLOC_010628		AT2G40520		2:16922586-16925914		WT leaves		ebs leaves		OK		18.1967		14.4498		-0.33263		-1.41701		0.00355		0.0286849		yes

		XLOC_002231		XLOC_002231		AT1G42960		1:16125781-16127288		WT leaves		ebs leaves		OK		147.471		117.088		-0.33284		-1.64392		0.0009		0.00987867		yes

		XLOC_019533		XLOC_019533		AT3G48870		3:18122196-18126742		WT leaves		ebs leaves		OK		110.975		88.0745		-0.333443		-1.66163		0.00065		0.00761746		yes

		XLOC_004008		XLOC_004008		AT1G76490		1:28695759-28698793		WT leaves		ebs leaves		OK		171.809		136.339		-0.333607		-1.65755		0.00085		0.00943042		yes

		XLOC_024267		XLOC_024267		AT4G18970		4:10388721-10390991		WT leaves		ebs leaves		OK		115.217		91.3798		-0.334405		-1.64635		0.00085		0.00943042		yes

		XLOC_018658		XLOC_018658		AT3G28460		3:10672040-10674395		WT leaves		ebs leaves		OK		33.7221		26.7447		-0.334443		-1.57567		0.00125		0.0127815		yes

		XLOC_014472		XLOC_014472		AT3G14220		3:4732892-4734609		WT leaves		ebs leaves		OK		35.2116		27.9195		-0.334781		-1.50917		0.00235		0.0208329		yes

		XLOC_007061		XLOC_007061		AT1G58025		1:21457666-21462243		WT leaves		ebs leaves		OK		11.3448		8.99458		-0.334909		-1.3489		0.0053		0.039201		yes

		XLOC_028966		XLOC_028966		AT5G63260		5:25361746-25364769		WT leaves		ebs leaves		OK		11.5012		9.11296		-0.33579		-1.29525		0.007		0.0484845		yes

		XLOC_015261		XLOC_015261		AT3G26700		3:9809949-9812664		WT leaves		ebs leaves		OK		9.18307		7.27201		-0.336622		-1.33793		0.00685		0.047749		yes

		XLOC_016280		XLOC_016280		AT3G49430		3:18331538-18335041		WT leaves		ebs leaves		OK		49.4855		39.1706		-0.337233		-1.61894		0.00105		0.0111359		yes

		XLOC_000264		XLOC_000264		AT1G05910		1:1790223-1796647		WT leaves		ebs leaves		OK		8.77007		6.94088		-0.337471		-1.52819		0.0018		0.017094		yes

		XLOC_030592		XLOC_030592		AT5G27330		5:9632702-9634980		WT leaves		ebs leaves		OK		14.9386		11.8147		-0.338457		-1.47933		0.00295		0.0247543		yes

		XLOC_023783		XLOC_023783		AT4G11680		4:7053442-7055622		WT leaves		ebs leaves		OK		18.5208		14.6457		-0.33867		-1.4594		0.00225		0.0201977		yes

		XLOC_009441		XLOC_009441		AT2G19870		2:8575877-8577947		WT leaves		ebs leaves		OK		32.1876		25.4491		-0.338891		-1.58788		0.0011		0.0114951		yes

		XLOC_029822		XLOC_029822		AT5G12900		5:4071918-4074619		WT leaves		ebs leaves		OK		10.6877		8.44699		-0.339438		-1.36354		0.0048		0.0362554		yes

		XLOC_032492		XLOC_032492		AT5G60670		5:24380909-24381593		WT leaves		ebs leaves		OK		124.134		98.1056		-0.339491		-1.55912		0.00155		0.0151229		yes

		XLOC_010425		XLOC_010425		AT2G36910		2:15502013-15507320		WT leaves		ebs leaves		OK		28.0412		22.1595		-0.339621		-1.64752		0.00095		0.0102873		yes

		XLOC_014426		XLOC_014426		AT3G13470		3:4389255-4392801		WT leaves		ebs leaves		OK		116.866		92.3422		-0.339791		-1.6939		0.00045		0.0056757		yes

		XLOC_003308		XLOC_003308		AT1G63980		1:23740515-23745374		WT leaves		ebs leaves		OK		54.1295		42.7601		-0.340151		-1.64856		0.0008		0.00899964		yes

		XLOC_026410		XLOC_026410		AT5G18670		5:6225955-6228132		WT leaves		ebs leaves		OK		15.3242		12.1021		-0.340546		-1.39323		0.00345		0.0280604		yes

		XLOC_015748		XLOC_015748		AT3G42170		3:14320951-14324069		WT leaves		ebs leaves		OK		28.0355		22.1343		-0.34097		-1.56061		0.0015		0.0147359		yes

		XLOC_006563		XLOC_006563		AT1G48610		1:17970677-17973303		WT leaves		ebs leaves		OK		23.0027		18.1604		-0.341005		-1.47086		0.003		0.0250717		yes

		XLOC_013336		XLOC_013336		AT2G40080		2:16734293-16734912		WT leaves		ebs leaves		OK		53.4358		42.1858		-0.341052		-1.43019		0.0034		0.0277146		yes

		XLOC_008054		XLOC_008054		AT1G76340		1:28634954-28636716		WT leaves		ebs leaves		OK		13.297		10.4962		-0.341232		-1.3792		0.00565		0.0412626		yes

		XLOC_005241		XLOC_005241		AT1G18540		1:6377320-6378580		WT leaves		ebs leaves		OK		407.593		321.685		-0.34148		-1.68765		0.0006		0.0071353		yes

		XLOC_009399		XLOC_009399		AT2G19110		2:8278880-8286445		WT leaves		ebs leaves		OK		6.75059		5.32718		-0.341642		-1.44611		0.0035		0.0283675		yes

		XLOC_031409		XLOC_031409		AT5G41520		5:16609152-16610692		WT leaves		ebs leaves		OK		267.729		211.176		-0.342332		-1.70514		0.00095		0.0102873		yes

		XLOC_017678		XLOC_017678		AT3G11964		3:3793956-3806626		WT leaves		ebs leaves		OK		13.803		10.8861		-0.342505		-1.68053		0.00095		0.0102873		yes

		XLOC_029642		XLOC_029642		AT5G09620		5:2983448-2985435		WT leaves		ebs leaves		OK		27.813		21.9352		-0.342511		-1.61279		0.00135		0.013631		yes

		XLOC_009433		XLOC_009433		AT2G19750		2:8514953-8516138		WT leaves		ebs leaves		OK		59.6364		47.0292		-0.342635		-1.48252		0.0024		0.0211749		yes

		XLOC_017967		XLOC_017967		AT3G16640		3:5669372-5670842		WT leaves		ebs leaves		OK		675.183		532.362		-0.34287		-1.70431		0.00085		0.00943042		yes

		XLOC_022635		XLOC_022635		AT4G34670		4:16548617-16550453		WT leaves		ebs leaves		OK		257.237		202.778		-0.3432		-1.71074		0.0008		0.00899964		yes

		XLOC_007192		XLOC_007192		AT1G60890		1:22412245-22417244		WT leaves		ebs leaves		OK		5.76273		4.54209		-0.343397		-1.34856		0.0063		0.044843		yes

		XLOC_016547		XLOC_016547		AT3G54280		3:20091975-20104257		WT leaves		ebs leaves		OK		10.1835		8.02624		-0.343432		-1.56463		0.00075		0.00852515		yes

		XLOC_024990		XLOC_024990		AT4G31590		4:15309505-15312591		WT leaves		ebs leaves		OK		16.3786		12.9069		-0.343665		-1.56534		0.00185		0.0174525		yes

		XLOC_029251		XLOC_029251		AT5G01820		5:313192-315000		WT leaves		ebs leaves		OK		17.0023		13.3894		-0.344634		-1.50729		0.00205		0.0188125		yes

		XLOC_013613		XLOC_013613		AT2G45190		2:18628264-18630712		WT leaves		ebs leaves		OK		25.3428		19.9522		-0.345023		-1.43888		0.0034		0.0277146		yes

		XLOC_032541		XLOC_032541		AT5G61480		5:24724540-24727842		WT leaves		ebs leaves		OK		14.9269		11.7496		-0.345302		-1.6311		0.00145		0.014382		yes

		XLOC_032453		XLOC_032453		AT5G59850		5:24112199-24114449		WT leaves		ebs leaves		OK		157.914		124.293		-0.345397		-1.69498		0.00095		0.0102873		yes

		XLOC_007359		XLOC_007359		AT1G63470		1:23536518-23539220		WT leaves		ebs leaves		OK		12.338		9.70959		-0.345631		-1.43559		0.00305		0.0254208		yes

		XLOC_009138		XLOC_009138		AT2G14890		2:6399620-6401059		WT leaves		ebs leaves		OK		217.825		171.376		-0.346005		-1.72471		0.00055		0.00661714		yes

		XLOC_010517		XLOC_010517		AT2G38550		2:16132005-16134415		WT leaves		ebs leaves		OK		54.2659		42.6731		-0.346717		-1.67663		0.00045		0.0056757		yes

		XLOC_014078		XLOC_014078		AT3G06660		3:2102401-2104906		WT leaves		ebs leaves		OK		10.4889		8.24194		-0.347815		-1.38619		0.00555		0.0407249		yes

		XLOC_014429		XLOC_014429		AT3G13520		3:4408924-4409440		WT leaves		ebs leaves		OK		327.275		257.153		-0.347878		-1.73031		0.00065		0.00761746		yes

		XLOC_002370		XLOC_002370		AT1G47250		1:17319176-17321074		WT leaves		ebs leaves		OK		24.7839		19.471		-0.348079		-1.31045		0.00455		0.0348213		yes

		XLOC_032875		XLOC_032875		AT5G67440		5:26912706-26916294		WT leaves		ebs leaves		OK		9.65065		7.58156		-0.348131		-1.48803		0.0033		0.0271623		yes

		XLOC_024021		XLOC_024021		AT4G14960		4:8548491-8550453		WT leaves		ebs leaves		OK		424.456		333.311		-0.348745		-1.71489		0.00035		0.00459263		yes

		XLOC_029964		XLOC_029964		AT5G15490		5:5027638-5030194		WT leaves		ebs leaves		OK		23.8925		18.7538		-0.349371		-1.57947		0.00105		0.0111359		yes

		XLOC_013197		XLOC_013197		AT2G37630		2:15781614-15783433		WT leaves		ebs leaves		OK		46.504		36.487		-0.349974		-1.67259		0.00065		0.00761746		yes

		XLOC_011093		XLOC_011093		AT2G01250		2:132696-134455		WT leaves		ebs leaves		OK		394.765		309.545		-0.350844		-1.7525		0.0005		0.00615957		yes

		XLOC_020030		XLOC_020030		AT3G57420		3:21252418-21255276		WT leaves		ebs leaves		OK		10.03		7.86404		-0.350973		-1.37961		0.00385		0.0305232		yes

		XLOC_018156		XLOC_018156		AT3G20330		3:7090105-7092670		WT leaves		ebs leaves		OK		19.2196		15.0624		-0.351628		-1.57862		0.0021		0.0191763		yes

		XLOC_017793		XLOC_017793		AT3G13570		3:4429297-4432159		WT leaves		ebs leaves		OK		33.0188		25.8701		-0.352001		-1.60934		0.0011		0.0114951		yes

		XLOC_022609		XLOC_022609		AT4G34280,AT4G34290		4:16406997-16412385		WT leaves		ebs leaves		OK		220.357		172.641		-0.352064		-1.56401		0.00095		0.0102873		yes

		XLOC_032513		XLOC_032513		AT5G61020		5:24557200-24559879		WT leaves		ebs leaves		OK		49.3825		38.6771		-0.352521		-1.71546		0.00045		0.0056757		yes

		XLOC_018683		XLOC_018683		AT3G28900		3:10902646-10904458		WT leaves		ebs leaves		OK		114.797		89.8464		-0.353554		-1.66421		0.00075		0.00852515		yes

		XLOC_019835		XLOC_019835		AT3G53890		3:19955343-19956361		WT leaves		ebs leaves		OK		188.439		147.475		-0.353628		-1.68882		0.00065		0.00761746		yes

		XLOC_019736		XLOC_019736		AT3G52170		3:19346751-19349533		WT leaves		ebs leaves		OK		18.256		14.2822		-0.354151		-1.54836		0.0014		0.0140212		yes

		XLOC_006771		XLOC_006771		AT1G52300		1:19474897-19476234		WT leaves		ebs leaves		OK		276.171		216.028		-0.354347		-1.75587		0.0003		0.00405131		yes

		XLOC_005727		XLOC_005727		AT1G28040,AT1G28050		1:9773579-9777810		WT leaves		ebs leaves		OK		23.0389		18.0202		-0.354459		-1.58963		0.00105		0.0111359		yes

		XLOC_021718		XLOC_021718		AT4G18730		4:10302162-10303382		WT leaves		ebs leaves		OK		160.099		125.207		-0.354655		-1.73253		0.00055		0.00661714		yes

		XLOC_000547		XLOC_000547		AT1G11130		1:3722856-3727450		WT leaves		ebs leaves		OK		9.04007		7.06876		-0.354878		-1.50283		0.00185		0.0174525		yes

		XLOC_016080		XLOC_016080		AT3G46040		3:16914538-16915759		WT leaves		ebs leaves		OK		127.45		99.6503		-0.354985		-1.72518		0.00055		0.00661714		yes

		XLOC_018006		XLOC_018006		AT3G17330		3:5916939-5920188		WT leaves		ebs leaves		OK		12.7397		9.96027		-0.355078		-1.56525		0.0017		0.01632		yes

		XLOC_013173		XLOC_013173		AT2G37190		2:15619406-15620119		WT leaves		ebs leaves		OK		304.996		238.375		-0.355561		-1.75068		0.0002		0.00287925		yes

		XLOC_019784		XLOC_019784		AT3G52930		3:19626747-19629073		WT leaves		ebs leaves		OK		119.55		93.4209		-0.355791		-1.77877		0.0003		0.00405131		yes

		XLOC_010385		XLOC_010385		AT2G36160		2:15169817-15171353		WT leaves		ebs leaves		OK		205.151		160.288		-0.356026		-1.76184		0.00045		0.0056757		yes

		XLOC_021990		XLOC_021990		AT4G23600		4:12310618-12313212		WT leaves		ebs leaves		OK		65.0384		50.8137		-0.356073		-1.56668		0.0013		0.0131764		yes

		XLOC_010562		XLOC_010562		AT2G39460		2:16474148-16476108		WT leaves		ebs leaves		OK		394.172		307.612		-0.357716		-1.77582		0.0005		0.00615957		yes

		XLOC_032479		XLOC_032479		AT5G60340		5:24274961-24276055		WT leaves		ebs leaves		OK		36.4409		28.4361		-0.357836		-1.51088		0.00185		0.0174525		yes

		XLOC_021793		XLOC_021793		AT4G20270		4:10949660-10953083		WT leaves		ebs leaves		OK		17.8908		13.9491		-0.35904		-1.62552		0.00075		0.00852515		yes

		XLOC_025808		XLOC_025808		AT5G06660		5:2046809-2047794		WT leaves		ebs leaves		OK		28.3401		22.0932		-0.359242		-1.52316		0.0016		0.0154884		yes

		XLOC_016728		XLOC_016728		AT3G57660		3:21353745-21362814		WT leaves		ebs leaves		OK		10.0083		7.80178		-0.359321		-1.70695		0.00045		0.0056757		yes

		XLOC_006608		XLOC_006608		AT1G49480		1:18314177-18316645		WT leaves		ebs leaves		OK		36.5457		28.46		-0.360765		-1.72605		0.0007		0.00809588		yes

		XLOC_001663		XLOC_001663		AT1G30530		1:10814658-10816583		WT leaves		ebs leaves		OK		30.1731		23.4968		-0.360801		-1.71187		0.0006		0.0071353		yes

		XLOC_029177		XLOC_029177		AT5G67070		5:26768019-26768846		WT leaves		ebs leaves		OK		92.6628		72.1282		-0.361427		-1.74344		0.0005		0.00615957		yes

		XLOC_020158		XLOC_020158		AT3G59540		3:21995676-21996836		WT leaves		ebs leaves		OK		240.428		187.139		-0.361495		-1.76743		0.0003		0.00405131		yes

		XLOC_032497		XLOC_032497		AT5G60790		5:24453257-24455970		WT leaves		ebs leaves		OK		36.8895		28.7116		-0.361579		-1.77329		0.00035		0.00459263		yes

		XLOC_020223		XLOC_020223		AT3G60770		3:22460188-22461779		WT leaves		ebs leaves		OK		234.606		182.571		-0.36178		-1.79697		0.0005		0.00615957		yes

		XLOC_031940		XLOC_031940		AT5G50390		5:20520788-20522980		WT leaves		ebs leaves		OK		6.34762		4.93811		-0.362257		-1.34675		0.00665		0.0466709		yes

		XLOC_003025		XLOC_003025		AT1G57720		1:21377614-21380382		WT leaves		ebs leaves		OK		184.498		143.489		-0.362662		-1.81946		0.0004		0.005161		yes

		XLOC_007569		XLOC_007569		AT1G67230		1:25151269-25156323		WT leaves		ebs leaves		OK		36.7936		28.6152		-0.362671		-1.81012		0.0002		0.00287925		yes

		XLOC_024999		XLOC_024999		AT4G31700		4:15346071-15347727		WT leaves		ebs leaves		OK		455.24		353.794		-0.36372		-1.81068		0.0004		0.005161		yes

		XLOC_013798		XLOC_013798		AT3G01650		3:242010-245268		WT leaves		ebs leaves		OK		11.4362		8.8877		-0.363724		-1.32179		0.0054		0.0398135		yes

		XLOC_032750		XLOC_032750		AT5G65390		5:26128583-26129338		WT leaves		ebs leaves		OK		28.6666		22.2745		-0.363976		-1.4033		0.00505		0.0377284		yes

		XLOC_019629		XLOC_019629		AT3G50370		3:18676058-18684346		WT leaves		ebs leaves		OK		24.2347		18.8166		-0.365062		-1.73556		0.0002		0.00287925		yes

		XLOC_016544		XLOC_016544		AT3G54220		3:20070157-20072780		WT leaves		ebs leaves		OK		12.9091		10.0214		-0.365304		-1.62027		0.0009		0.00987867		yes

		XLOC_019395		XLOC_019395		AT3G46450		3:17092937-17095639		WT leaves		ebs leaves		OK		6.97693		5.41605		-0.36535		-1.35376		0.00605		0.0434474		yes

		XLOC_024168		XLOC_024168		AT4G17390		4:9708683-9715612		WT leaves		ebs leaves		OK		312.259		242.388		-0.365423		-1.81279		0.00025		0.00348795		yes

		XLOC_016467		XLOC_016467		AT3G52890		3:19607956-19612186		WT leaves		ebs leaves		OK		10.3713		8.04941		-0.365648		-1.64699		0.00135		0.013631		yes

		XLOC_001264		XLOC_001264		AT1G23170,AT1G23180		1:8212555-8219584		WT leaves		ebs leaves		OK		22.7894		17.6862		-0.365741		-1.52663		0.00305		0.0254208		yes

		XLOC_029833		XLOC_029833		AT5G13140		5:4166608-4171794		WT leaves		ebs leaves		OK		94.8961		73.636		-0.365939		-1.63991		0.0009		0.00987867		yes

		XLOC_005029		XLOC_005029		AT1G14510		1:4961885-4964428		WT leaves		ebs leaves		OK		31.9512		24.7889		-0.366177		-1.6798		0.0007		0.00809588		yes

		XLOC_008428		XLOC_008428		AT2G03070		2:905618-909070		WT leaves		ebs leaves		OK		12.2645		9.51467		-0.366265		-1.56885		0.00145		0.014382		yes

		XLOC_028291		XLOC_028291		AT5G51750		5:21020206-21022781		WT leaves		ebs leaves		OK		33.3822		25.8889		-0.366748		-1.60954		0.00035		0.00459263		yes

		XLOC_023055		XLOC_023055		AT4G01850		4:796096-798286		WT leaves		ebs leaves		OK		203.775		158.021		-0.366859		-1.65972		0.0005		0.00615957		yes

		XLOC_017430		XLOC_017430		AT3G07210		3:2292797-2295452		WT leaves		ebs leaves		OK		8.92993		6.91997		-0.367884		-1.46952		0.0029		0.0245348		yes

		XLOC_031283		XLOC_031283		AT5G39410		5:15766036-15770410		WT leaves		ebs leaves		OK		22.8862		17.7332		-0.368025		-1.64562		0.00095		0.0102873		yes

		XLOC_016116		XLOC_016116		AT3G46640		3:17183069-17185218		WT leaves		ebs leaves		OK		45.2218		35.0398		-0.368026		-1.72758		0.00055		0.00661714		yes

		XLOC_029883		XLOC_029883		AT5G14040		5:4530642-4533070		WT leaves		ebs leaves		OK		117.296		90.86		-0.36844		-1.83975		0.00015		0.0022305		yes

		XLOC_026818		XLOC_026818		AT5G26850		5:9445118-9450865		WT leaves		ebs leaves		OK		22.5267		17.4496		-0.368443		-1.28767		0.00355		0.0286849		yes

		XLOC_018269		XLOC_018269		AT3G22230		3:7843966-7844597		WT leaves		ebs leaves		OK		295.877		229.187		-0.36847		-1.81889		0.00025		0.00348795		yes

		XLOC_021171		XLOC_021171		AT4G09800		4:6173714-6177293		WT leaves		ebs leaves		OK		244.565		189.439		-0.368483		-1.7882		0.00025		0.00348795		yes

		XLOC_017835		XLOC_017835		AT3G14180		3:4707112-4708848		WT leaves		ebs leaves		OK		15.4137		11.9357		-0.368926		-1.54439		0.00145		0.014382		yes

		XLOC_011143		XLOC_011143		AT2G01970		2:450378-454885		WT leaves		ebs leaves		OK		33.191		25.7011		-0.368964		-1.7774		0.00035		0.00459263		yes

		XLOC_014432		XLOC_014432		AT3G13580		3:4433046-4435305		WT leaves		ebs leaves		OK		81.1312		62.8157		-0.36913		-1.79146		0.0003		0.00405131		yes

		XLOC_002018		XLOC_002018		AT1G36280		1:13640507-13643126		WT leaves		ebs leaves		OK		11.4596		8.87218		-0.369199		-1.23808		0.0056		0.0410106		yes

		XLOC_022478		XLOC_022478		AT4G31985		4:15469894-15470559		WT leaves		ebs leaves		OK		286.251		221.59		-0.369392		-1.75332		0.0006		0.0071353		yes

		XLOC_014206		XLOC_014206		AT3G09500		3:2916951-2918108		WT leaves		ebs leaves		OK		296.492		229.475		-0.369658		-1.8464		0.00035		0.00459263		yes

		XLOC_023076		XLOC_023076		AT4G02130		4:944359-947085		WT leaves		ebs leaves		OK		46.0594		35.6441		-0.369836		-1.71716		0.00045		0.0056757		yes

		XLOC_030290		XLOC_030290		AT5G21940		5:7249267-7250539		WT leaves		ebs leaves		OK		78.6523		60.8619		-0.36995		-1.79645		0.00035		0.00459263		yes

		XLOC_025705		XLOC_025705		AT5G04885		5:1422798-1426879		WT leaves		ebs leaves		OK		14.3511		11.105		-0.369952		-1.67114		0.00075		0.00852515		yes

		XLOC_005889		XLOC_005889		AT1G31180		1:11142713-11144633		WT leaves		ebs leaves		OK		73.2288		56.6491		-0.370359		-1.17277		0.0068		0.0475435		yes

		XLOC_002605		XLOC_002605		AT1G51060		1:18926875-18927646		WT leaves		ebs leaves		OK		143.88		111.287		-0.370583		-1.79453		0.0004		0.005161		yes

		XLOC_004342		XLOC_004342		AT1G02780		1:607807-609465		WT leaves		ebs leaves		OK		561.821		434.545		-0.370605		-1.8447		0.00035		0.00459263		yes

		XLOC_000915		XLOC_000915		AT1G17200		1:5878399-5880041		WT leaves		ebs leaves		OK		55.5159		42.9033		-0.371811		-1.67711		0.00055		0.00661714		yes

		XLOC_017548		XLOC_017548		AT3G09720		3:2980220-2983618		WT leaves		ebs leaves		OK		6.71447		5.18876		-0.371883		-1.35117		0.006		0.043172		yes

		XLOC_026627		XLOC_026627		AT5G23280		5:7842970-7844275		WT leaves		ebs leaves		OK		32.7924		25.3387		-0.372017		-1.7057		0.0006		0.0071353		yes

		XLOC_005494		XLOC_005494		AT1G23205		1:8233996-8234893		WT leaves		ebs leaves		OK		16.9798		13.1164		-0.372451		-1.2985		0.007		0.0484845		yes

		XLOC_010919		XLOC_010919		AT2G45440		2:18730839-18733015		WT leaves		ebs leaves		OK		35.0773		27.0936		-0.372584		-1.77995		0.0003		0.00405131		yes

		XLOC_018550		XLOC_018550		AT3G26932		3:9930269-9932120		WT leaves		ebs leaves		OK		25.8265		19.9458		-0.372771		-1.65915		0.00095		0.0102873		yes

		XLOC_005846		XLOC_005846		AT1G30490		1:10796134-10800961		WT leaves		ebs leaves		OK		13.4738		10.4047		-0.372915		-1.62331		0.0011		0.0114951		yes

		XLOC_032474		XLOC_032474		AT5G60210		5:24243030-24245968		WT leaves		ebs leaves		OK		25.2588		19.505		-0.372946		-1.6069		0.0015		0.0147359		yes

		XLOC_005158		XLOC_005158		AT1G16920		1:5787329-5789249		WT leaves		ebs leaves		OK		42.2451		32.6206		-0.372999		-1.62653		0.00105		0.0111359		yes

		XLOC_029976		XLOC_029976		AT5G15780		5:5144726-5146403		WT leaves		ebs leaves		OK		146.061		112.754		-0.373395		-1.86457		0.0001		0.00156486		yes

		XLOC_025978		XLOC_025978		AT5G10020		5:3133260-3137242		WT leaves		ebs leaves		OK		9.7864		7.55021		-0.374262		-1.59991		0.0011		0.0114951		yes

		XLOC_027632		XLOC_027632		AT5G40850		5:16366352-16369099		WT leaves		ebs leaves		OK		74.9993		57.8555		-0.374423		-1.84753		0.00045		0.0056757		yes

		XLOC_031931		XLOC_031931		AT5G50320		5:20479590-20484850		WT leaves		ebs leaves		OK		12.6571		9.76258		-0.374611		-1.4658		0.00295		0.0247543		yes

		XLOC_018095		XLOC_018095		AT3G19120		3:6609411-6611059		WT leaves		ebs leaves		OK		12.1168		9.34168		-0.37526		-1.36112		0.00315		0.0261601		yes

		XLOC_014156		XLOC_014156		AT3G08030		3:2564032-2566002		WT leaves		ebs leaves		OK		78.646		60.6191		-0.375601		-1.84983		0.0003		0.00405131		yes

		XLOC_009599		XLOC_009599		AT2G22475		2:9541400-9545010		WT leaves		ebs leaves		OK		11.7903		9.08497		-0.376053		-1.32447		0.0058		0.0421587		yes

		XLOC_013967		XLOC_013967		AT3G04630		3:1258544-1260871		WT leaves		ebs leaves		OK		53.2785		41.018		-0.377295		-1.73141		0.0007		0.00809588		yes

		XLOC_015125		XLOC_015125		AT3G24490		3:8910769-8912196		WT leaves		ebs leaves		OK		22.7997		17.5521		-0.377367		-1.6631		0.0007		0.00809588		yes

		XLOC_002813		XLOC_002813		AT1G54580		1:20389346-20391015		WT leaves		ebs leaves		OK		83.5335		64.2969		-0.377606		-1.81896		0.00025		0.00348795		yes

		XLOC_030556		XLOC_030556		AT5G26742		5:9284557-9289003		WT leaves		ebs leaves		OK		456.958		351.608		-0.378094		-1.44969		0.0041		0.0320662		yes

		XLOC_024299		XLOC_024299		AT4G19400,AT4G19410		4:10580826-10585861		WT leaves		ebs leaves		OK		58.2045		44.7681		-0.37866		-1.74877		0.00045		0.0056757		yes

		XLOC_028752		XLOC_028752		AT5G59440		5:23971230-23972924		WT leaves		ebs leaves		OK		12.6918		9.75993		-0.378958		-1.30349		0.0064		0.0453111		yes

		XLOC_013651		XLOC_013651		AT2G45880		2:18878517-18882578		WT leaves		ebs leaves		OK		6.57326		5.05178		-0.379817		-1.49766		0.002		0.018491		yes

		XLOC_020363		XLOC_020363		AT3G62870		3:23242664-23244353		WT leaves		ebs leaves		OK		329.786		253.434		-0.379923		-1.89666		0.0001		0.00156486		yes

		XLOC_003023		XLOC_003023		AT1G57660		1:21355519-21356537		WT leaves		ebs leaves		OK		87.2718		67.0108		-0.381122		-1.73818		0.00025		0.00348795		yes

		XLOC_030663		XLOC_030663		AT5G28300		5:10292650-10295283		WT leaves		ebs leaves		OK		21.2869		16.3423		-0.381351		-1.71117		0.0005		0.00615957		yes

		XLOC_013748		XLOC_013748		AT2G47840		2:19594186-19595001		WT leaves		ebs leaves		OK		86.4427		66.3571		-0.381494		-1.69917		0.0005		0.00615957		yes

		XLOC_031813		XLOC_031813		AT5G48180		5:19540936-19542426		WT leaves		ebs leaves		OK		40.1955		30.8325		-0.382586		-1.77096		0.00025		0.00348795		yes

		XLOC_014308		XLOC_014308		AT3G11250		3:3521356-3523001		WT leaves		ebs leaves		OK		43.4969		33.3577		-0.382895		-1.75861		0.0004		0.005161		yes

		XLOC_029637		XLOC_029637		AT5G09510		5:2955112-2956673		WT leaves		ebs leaves		OK		242.545		185.978		-0.383123		-1.78716		0.00035		0.00459263		yes

		XLOC_005744		XLOC_005744		AT1G28310		1:9911897-9913837		WT leaves		ebs leaves		OK		12.1997		9.35293		-0.383359		-1.412		0.0039		0.0308142		yes

		XLOC_012383		XLOC_012383		AT2G23950		2:10187042-10190412		WT leaves		ebs leaves		OK		8.18486		6.27324		-0.383747		-1.55259		0.0018		0.017094		yes

		XLOC_022633		XLOC_022633		AT4G34640		4:16538281-16541926		WT leaves		ebs leaves		OK		45.2767		34.7002		-0.383825		-1.83687		0.0002		0.00287925		yes

		XLOC_013169		XLOC_013169		AT2G37120		2:15594029-15594961		WT leaves		ebs leaves		OK		32.6287		24.9913		-0.384714		-1.44196		0.0034		0.0277146		yes

		XLOC_024125		XLOC_024125		AT4G16720		4:9399959-9401382		WT leaves		ebs leaves		OK		361.419		276.807		-0.384794		-1.91695		0.0001		0.00156486		yes

		XLOC_021409		XLOC_021409		AT4G13940		4:8054860-8057181		WT leaves		ebs leaves		OK		378.971		290.186		-0.385109		-1.89259		0.00015		0.0022305		yes

		XLOC_005154		XLOC_005154		AT1G16870		1:5770731-5773251		WT leaves		ebs leaves		OK		17.2534		13.2073		-0.385539		-1.61763		0.00075		0.00852515		yes

		XLOC_006303		XLOC_006303		AT1G41830		1:15603616-15607966		WT leaves		ebs leaves		OK		53.0457		40.5962		-0.385889		-1.90331		0.0001		0.00156486		yes

		XLOC_000765		XLOC_000765		AT1G14670		1:5037611-5040528		WT leaves		ebs leaves		OK		54.9119		42.0039		-0.386596		-1.91482		5.00E-05		0.000851471		yes

		XLOC_000965		XLOC_000965		AT1G18080		1:6222200-6224151		WT leaves		ebs leaves		OK		336.498		257.269		-0.38732		-1.92798		5.00E-05		0.000851471		yes

		XLOC_010297		XLOC_010297		AT2G34660		2:14602469-14612565		WT leaves		ebs leaves		OK		11.0864		8.47593		-0.387351		-1.78174		0.0001		0.00156486		yes

		XLOC_000689		XLOC_000689		AT1G13270		1:4544952-4547312		WT leaves		ebs leaves		OK		90.755		69.314		-0.38883		-1.85592		0.0002		0.00287925		yes

		XLOC_002626		XLOC_002626		AT1G51405		1:19057779-19059582		WT leaves		ebs leaves		OK		7.80424		5.9589		-0.389211		-1.35516		0.00725		0.0497695		yes

		XLOC_024738		XLOC_024738		AT4G27090		4:13593904-13595252		WT leaves		ebs leaves		OK		624.655		476.564		-0.390389		-1.94731		5.00E-05		0.000851471		yes

		XLOC_013435		XLOC_013435		AT2G41840		2:17459787-17461539		WT leaves		ebs leaves		OK		379.251		289.144		-0.391367		-1.94496		0.00015		0.0022305		yes

		XLOC_029949		XLOC_029949		AT5G15220		5:4941243-4942483		WT leaves		ebs leaves		OK		23.008		17.5279		-0.392487		-1.37908		0.0051		0.0380253		yes

		XLOC_015994		XLOC_015994		AT3G44590		3:16163816-16164931		WT leaves		ebs leaves		OK		40.7664		31.0532		-0.392641		-1.55651		0.0013		0.0131764		yes

		XLOC_025454		XLOC_025454		AT4G39800		4:18469347-18471967		WT leaves		ebs leaves		OK		73.5953		56.0465		-0.392991		-1.89726		5.00E-05		0.000851471		yes

		XLOC_028359		XLOC_028359		AT5G52920		5:21463537-21466880		WT leaves		ebs leaves		OK		152.465		116.086		-0.393279		-1.97289		5.00E-05		0.000851471		yes

		XLOC_028060		XLOC_028060		AT5G47660		5:19313007-19314636		WT leaves		ebs leaves		OK		10.8102		8.22976		-0.393474		-1.40847		0.0048		0.0362554		yes

		XLOC_028689		XLOC_028689		AT5G58250		5:23559473-23560513		WT leaves		ebs leaves		OK		457.701		348.197		-0.394502		-1.97576		5.00E-05		0.000851471		yes

		XLOC_007561		XLOC_007561		AT1G67080		1:25045224-25046860		WT leaves		ebs leaves		OK		30.8408		23.4607		-0.39459		-1.57874		0.00205		0.0188125		yes

		XLOC_000824		XLOC_000824		AT1G15830		1:5448725-5450177		WT leaves		ebs leaves		OK		24.6903		18.7817		-0.394617		-1.77381		0.00035		0.00459263		yes

		XLOC_007841		XLOC_007841		AT1G72410		1:27245164-27257081		WT leaves		ebs leaves		OK		15.7374		11.966		-0.395259		-1.42918		0.0039		0.0308142		yes

		XLOC_024956		XLOC_024956		AT4G30930		4:15049823-15051665		WT leaves		ebs leaves		OK		18.8308		14.3166		-0.395404		-1.59186		0.001		0.010716		yes

		XLOC_021998		XLOC_021998		AT4G23740		4:12366385-12369338		WT leaves		ebs leaves		OK		45.8499		34.8573		-0.39546		-1.95101		5.00E-05		0.000851471		yes

		XLOC_010994		XLOC_010994		AT2G46780		2:19229292-19231505		WT leaves		ebs leaves		OK		8.66394		6.58329		-0.396215		-1.43697		0.00405		0.0317421		yes

		XLOC_030230		XLOC_030230		AT5G20290		5:6851451-6853066		WT leaves		ebs leaves		OK		678.784		515.592		-0.396722		-1.96523		0.00015		0.0022305		yes

		XLOC_020389		XLOC_020389		AT3G63250		3:23370307-23372682		WT leaves		ebs leaves		OK		25.0303		19.0081		-0.397057		-1.75129		0.0005		0.00615957		yes

		XLOC_032801		XLOC_032801		AT5G66310		5:26485684-26491382		WT leaves		ebs leaves		OK		3.5526		2.69747		-0.397269		-1.40395		0.00585		0.0424555		yes

		XLOC_024099		XLOC_024099		AT4G16340		4:9228184-9241317		WT leaves		ebs leaves		OK		13.614		10.3368		-0.397308		-1.94734		5.00E-05		0.000851471		yes

		XLOC_013160		XLOC_013160		AT2G36900		2:15491039-15492822		WT leaves		ebs leaves		OK		22.4835		17.063		-0.397999		-1.31861		0.0047		0.0356892		yes

		XLOC_013749		XLOC_013749		AT2G47900		2:19610472-19613232		WT leaves		ebs leaves		OK		31.8671		24.1839		-0.398023		-1.7751		0.0001		0.00156486		yes

		XLOC_031938		XLOC_031938		AT5G50370		5:20509158-20510703		WT leaves		ebs leaves		OK		17.4549		13.2452		-0.398162		-1.44189		0.0033		0.0271623		yes

		XLOC_019952		XLOC_019952		AT3G56020		3:20790569-20791085		WT leaves		ebs leaves		OK		221.612		168.083		-0.398863		-1.8437		0.00035		0.00459263		yes

		XLOC_027620		XLOC_027620		AT5G40640		5:16277041-16280972		WT leaves		ebs leaves		OK		7.02606		5.327		-0.399393		-1.46341		0.0024		0.0211749		yes

		XLOC_026245		XLOC_026245		AT5G15650		5:5092156-5094494		WT leaves		ebs leaves		OK		73.4223		55.6473		-0.399907		-1.98		5.00E-05		0.000851471		yes

		XLOC_007368		XLOC_007368		AT1G63670		1:23607421-23610653		WT leaves		ebs leaves		OK		9.43397		7.14722		-0.400482		-1.4338		0.0024		0.0211749		yes

		XLOC_012370		XLOC_012370		AT2G23700		2:10076368-10080232		WT leaves		ebs leaves		OK		3.85223		2.91789		-0.400768		-1.31724		0.0058		0.0421587		yes

		XLOC_023658		XLOC_023658		AT4G09510		4:6021163-6023873		WT leaves		ebs leaves		OK		10.556		7.99438		-0.401011		-1.59097		0.00155		0.0151229		yes

		XLOC_029103		XLOC_029103		AT5G65750		5:26303692-26308189		WT leaves		ebs leaves		OK		8.61928		6.52653		-0.401252		-1.76534		0.0005		0.00615957		yes

		XLOC_002593		XLOC_002593		AT1G50920		1:18870138-18872930		WT leaves		ebs leaves		OK		54.7628		41.4612		-0.401435		-1.98552		5.00E-05		0.000851471		yes

		XLOC_004892		XLOC_004892		AT1G12000		1:4049895-4053835		WT leaves		ebs leaves		OK		39.7014		30.049		-0.401873		-1.95326		5.00E-05		0.000851471		yes

		XLOC_028997		XLOC_028997		AT5G63940		5:25588074-25591458		WT leaves		ebs leaves		OK		7.28608		5.51375		-0.40211		-1.48457		0.00185		0.0174525		yes

		XLOC_011623		XLOC_011623		AT2G10940		2:4310411-4312103		WT leaves		ebs leaves		OK		2144.99		1623.18		-0.402141		-1.8644		0.0001		0.00156486		yes

		XLOC_012603		XLOC_012603		AT2G27530		2:11763216-11764845		WT leaves		ebs leaves		OK		334.38		253.012		-0.402285		-2.00272		5.00E-05		0.000851471		yes

		XLOC_016854		XLOC_016854		AT3G60245		3:22268745-22270006		WT leaves		ebs leaves		OK		605.921		458.258		-0.402972		-1.99419		5.00E-05		0.000851471		yes

		XLOC_028755		XLOC_028755		AT5G59500		5:23985928-23987381		WT leaves		ebs leaves		OK		38.8769		29.3811		-0.404028		-1.50451		0.00625		0.0445556		yes

		XLOC_031798		XLOC_031798		AT5G47930		5:19406162-19407400		WT leaves		ebs leaves		OK		161.1		121.716		-0.404434		-1.94119		5.00E-05		0.000851471		yes

		XLOC_016453		XLOC_016453		AT3G52590		3:19505628-19509390		WT leaves		ebs leaves		OK		485.378		366.651		-0.404701		-2.01853		5.00E-05		0.000851471		yes

		XLOC_005325		XLOC_005325		AT1G20190		1:6998488-6999817		WT leaves		ebs leaves		OK		25.3458		19.1444		-0.404826		-1.72679		0.00035		0.00459263		yes

		XLOC_030336		XLOC_030336		AT5G22740		5:7554927-7560073		WT leaves		ebs leaves		OK		9.28995		7.01632		-0.404956		-1.64034		0.00075		0.00852515		yes

		XLOC_017382		XLOC_017382		AT3G06450		3:1975958-1980036		WT leaves		ebs leaves		OK		13.3294		10.0626		-0.405608		-1.68048		0.00065		0.00761746		yes

		XLOC_017108		XLOC_017108		AT3G02080		3:363880-365275		WT leaves		ebs leaves		OK		230.789		174.197		-0.405853		-2.01493		0.0001		0.00156486		yes

		XLOC_029180		XLOC_029180		AT5G67130		5:26791345-26795303		WT leaves		ebs leaves		OK		20.8321		15.723		-0.405934		-1.79926		0.0003		0.00405131		yes

		XLOC_019813		XLOC_019813		AT3G53430		3:19809686-19810469		WT leaves		ebs leaves		OK		320.768		242.078		-0.406056		-2.01617		5.00E-05		0.000851471		yes

		XLOC_028926		XLOC_028926		AT5G62580		5:25119862-25122526		WT leaves		ebs leaves		OK		11.5114		8.6844		-0.406567		-1.68577		0.0003		0.00405131		yes

		XLOC_015017		XLOC_015017		AT3G22760		3:8044454-8047530		WT leaves		ebs leaves		OK		15.5878		11.7534		-0.407336		-1.68838		0.00045		0.0056757		yes

		XLOC_016569		XLOC_016569		AT3G54810		3:20296231-20298691		WT leaves		ebs leaves		OK		39.1347		29.5024		-0.407619		-1.93288		0.00015		0.0022305		yes

		XLOC_016562		XLOC_016562		AT3G54680		3:20244388-20246080		WT leaves		ebs leaves		OK		10.0582		7.5794		-0.408223		-1.41353		0.0045		0.0345242		yes

		XLOC_016681		XLOC_016681		AT3G56680		3:20991279-20993677		WT leaves		ebs leaves		OK		80.147		60.3342		-0.409671		-2.03736		5.00E-05		0.000851471		yes

		XLOC_001642		XLOC_001642		AT1G30230		1:10638910-10640782		WT leaves		ebs leaves		OK		264.423		199.034		-0.409831		-2.04845		0.0001		0.00156486		yes

		XLOC_017367		XLOC_017367		AT3G06250		3:1888835-1892775		WT leaves		ebs leaves		OK		8.80719		6.62503		-0.410754		-1.76691		0.0003		0.00405131		yes

		XLOC_019961		XLOC_019961		AT3G56110		3:20820252-20823030		WT leaves		ebs leaves		OK		24.3102		18.2838		-0.410999		-1.72362		0.00055		0.00661714		yes

		XLOC_004194		XLOC_004194		AT1G80070		1:30118051-30127811		WT leaves		ebs leaves		OK		41.3766		31.1159		-0.411161		-1.91189		5.00E-05		0.000851471		yes

		XLOC_020135		XLOC_020135		AT3G59052		3:21824695-21827509		WT leaves		ebs leaves		OK		12.4397		9.35382		-0.411318		-1.71723		0.00075		0.00852515		yes

		XLOC_024080		XLOC_024080		AT4G16120		4:9116301-9119317		WT leaves		ebs leaves		OK		8.25293		6.20301		-0.411938		-1.4369		0.006		0.043172		yes

		XLOC_016956		XLOC_016956		AT3G61830		3:22887888-22891435		WT leaves		ebs leaves		OK		12.7872		9.60985		-0.412109		-1.78234		0.0004		0.005161		yes

		XLOC_023977		XLOC_023977		AT4G14305,AT4G14310		4:8235092-8240324		WT leaves		ebs leaves		OK		9.62607		7.23312		-0.412329		-1.40817		0.00255		0.0221918		yes

		XLOC_014817		XLOC_014817		AT3G19590		3:6805630-6809508		WT leaves		ebs leaves		OK		10.8887		8.17967		-0.412713		-1.44516		0.00395		0.0311163		yes

		XLOC_014081		XLOC_014081		AT3G06730		3:2124216-2126142		WT leaves		ebs leaves		OK		86.4943		64.973		-0.412766		-1.9931		5.00E-05		0.000851471		yes

		XLOC_009514		XLOC_009514		AT2G21160		2:9068317-9070431		WT leaves		ebs leaves		OK		75.5818		56.7114		-0.4144		-1.80359		0.00015		0.0022305		yes

		XLOC_020263		XLOC_020263		AT3G61310		3:22687569-22692834		WT leaves		ebs leaves		OK		17.7499		13.3179		-0.414443		-1.80478		0.0002		0.00287925		yes

		XLOC_003052		XLOC_003052		AT1G58360		1:21676529-21680502		WT leaves		ebs leaves		OK		38.9479		29.2179		-0.414695		-1.93507		0.0001		0.00156486		yes

		XLOC_009900		XLOC_009900		AT2G27710		2:11816633-11817867		WT leaves		ebs leaves		OK		356.164		267.125		-0.415023		-2.05093		5.00E-05		0.000851471		yes

		XLOC_028531		XLOC_028531		AT5G55580		5:22514474-22517929		WT leaves		ebs leaves		OK		19.4513		14.5886		-0.415029		-1.56134		0.00205		0.0188125		yes

		XLOC_019791		XLOC_019791		AT3G53020		3:19660516-19662025		WT leaves		ebs leaves		OK		303.207		227.372		-0.415252		-2.06453		5.00E-05		0.000851471		yes

		XLOC_012903		XLOC_012903		AT2G32720		2:13876773-13878531		WT leaves		ebs leaves		OK		26.67		19.9988		-0.415301		-1.56843		0.00105		0.0111359		yes

		XLOC_025312		XLOC_025312		AT4G37330		4:17562344-17564596		WT leaves		ebs leaves		OK		28.4283		21.3006		-0.416433		-1.82637		5.00E-05		0.000851471		yes

		XLOC_003703		XLOC_003703		AT1G70790		1:26700411-26702346		WT leaves		ebs leaves		OK		15.9818		11.9727		-0.41668		-1.43401		0.0033		0.0271623		yes

		XLOC_024890		XLOC_024890		AT4G29905		4:14626920-14627631		WT leaves		ebs leaves		OK		183.041		137.115		-0.416777		-2.04051		5.00E-05		0.000851471		yes

		XLOC_016487		XLOC_016487		AT3G53190		3:19713927-19717595		WT leaves		ebs leaves		OK		11.7569		8.80509		-0.417103		-1.53706		0.0013		0.0131764		yes

		XLOC_029945		XLOC_029945		AT5G15170		5:4926093-4929502		WT leaves		ebs leaves		OK		5.90255		4.41483		-0.418982		-1.36366		0.00345		0.0280604		yes

		XLOC_028280		XLOC_028280		AT5G51560		5:20945684-20948854		WT leaves		ebs leaves		OK		22.5915		16.8952		-0.419164		-1.9488		0.00015		0.0022305		yes

		XLOC_032305		XLOC_032305		AT5G57290		5:23206801-23207926		WT leaves		ebs leaves		OK		264.063		197.451		-0.419388		-2.05339		0.0001		0.00156486		yes

		XLOC_020593		XLOC_020593		AT4G03120		4:1385659-1387739		WT leaves		ebs leaves		OK		12.6234		9.43813		-0.419523		-1.50712		0.002		0.018491		yes

		XLOC_025320		XLOC_025320		AT4G37450		4:17605757-17606755		WT leaves		ebs leaves		OK		33.5793		25.1055		-0.419571		-1.32789		0.00205		0.0188125		yes

		XLOC_028861		XLOC_028861		AT5G61440		5:24707499-24708893		WT leaves		ebs leaves		OK		24.5072		18.314		-0.420261		-1.76417		0.00025		0.00348795		yes

		XLOC_019972		XLOC_019972		AT3G56340		3:20892128-20893443		WT leaves		ebs leaves		OK		214.523		160.172		-0.421506		-2.07604		5.00E-05		0.000851471		yes

		XLOC_007769		XLOC_007769		AT1G70782		1:26695165-26696392		WT leaves		ebs leaves		OK		81.0116		60.469		-0.421933		-2.04672		5.00E-05		0.000851471		yes

		XLOC_009387		XLOC_009387		AT2G18950		2:8207341-8210463		WT leaves		ebs leaves		OK		20.8515		15.5602		-0.422286		-1.55379		0.0043		0.0332931		yes

		XLOC_010944		XLOC_010944		AT2G45960		2:18910294-18911982		WT leaves		ebs leaves		OK		723.167		538.923		-0.424248		-2.07545		5.00E-05		0.000851471		yes

		XLOC_032829		XLOC_032829		AT5G66680		5:26617543-26620667		WT leaves		ebs leaves		OK		39.1606		29.1713		-0.424855		-2.03351		5.00E-05		0.000851471		yes

		XLOC_009293		XLOC_009293		AT2G17440		2:7571139-7573799		WT leaves		ebs leaves		OK		9.34459		6.95364		-0.426363		-1.70065		0.00075		0.00852515		yes

		XLOC_029058		XLOC_029058		AT5G65010		5:25969188-25972575		WT leaves		ebs leaves		OK		108.11		80.4301		-0.426688		-1.79497		0.00015		0.0022305		yes

		XLOC_028700		XLOC_028700		AT5G58420		5:23619505-23621094		WT leaves		ebs leaves		OK		174.165		129.4		-0.428615		-2.12536		5.00E-05		0.000851471		yes

		XLOC_001081		XLOC_001081		AT1G20090		1:6966921-6968933		WT leaves		ebs leaves		OK		73.5654		54.6478		-0.428865		-1.86379		0.0003		0.00405131		yes

		XLOC_028947		XLOC_028947		AT5G62930		5:25254887-25256617		WT leaves		ebs leaves		OK		18.3981		13.658		-0.429816		-1.55216		0.0012		0.0123451		yes

		XLOC_005617		XLOC_005617		AT1G25580		1:8996767-8999860		WT leaves		ebs leaves		OK		5.74288		4.26309		-0.429873		-1.4358		0.00335		0.0274762		yes

		XLOC_020350		XLOC_020350		AT3G62690		3:23185347-23186701		WT leaves		ebs leaves		OK		12.1279		9.00073		-0.43022		-1.63045		0.0012		0.0123451		yes

		XLOC_014268		XLOC_014268		AT3G10490		3:3267834-3270883		WT leaves		ebs leaves		OK		16.5907		12.3116		-0.43036		-1.7899		0.0004		0.005161		yes

		XLOC_011377		XLOC_011377		AT2G05920		2:2269514-2272229		WT leaves		ebs leaves		OK		49.1693		36.4517		-0.43177		-1.91165		0.00085		0.00943042		yes

		XLOC_026154		XLOC_026154		AT5G13930		5:4488687-4495585		WT leaves		ebs leaves		OK		25.0917		18.6014		-0.431797		-1.82997		5.00E-05		0.000851471		yes

		XLOC_006148		XLOC_006148		AT1G35780		1:13277273-13280289		WT leaves		ebs leaves		OK		20.699		15.3444		-0.431851		-1.90834		0.0001		0.00156486		yes

		XLOC_004486		XLOC_004486		AT1G05150		1:1484066-1486960		WT leaves		ebs leaves		OK		19.62		14.5432		-0.431983		-2.04391		5.00E-05		0.000851471		yes

		XLOC_029451		XLOC_029451		AT5G05670		5:1695729-1698153		WT leaves		ebs leaves		OK		26.9173		19.9395		-0.432905		-1.58171		0.0014		0.0140212		yes

		XLOC_011012		XLOC_011012		AT2G47110		2:19344634-19346921		WT leaves		ebs leaves		OK		455.199		337.164		-0.433047		-2.16589		5.00E-05		0.000851471		yes

		XLOC_019295		XLOC_019295		AT3G45030		3:16471385-16472393		WT leaves		ebs leaves		OK		198.363		146.861		-0.433689		-2.13069		5.00E-05		0.000851471		yes

		XLOC_006992		XLOC_006992		AT1G56070		1:20967929-20971742		WT leaves		ebs leaves		OK		431.278		319.225		-0.434048		-2.08654		5.00E-05		0.000851471		yes

		XLOC_007896		XLOC_007896		AT1G73360		1:27578695-27582521		WT leaves		ebs leaves		OK		2.4691		1.82646		-0.434936		-1.29607		0.00685		0.047749		yes

		XLOC_026278		XLOC_026278		AT5G16130		5:5268420-5270156		WT leaves		ebs leaves		OK		268.833		198.857		-0.434978		-2.17236		5.00E-05		0.000851471		yes

		XLOC_010386		XLOC_010386		AT2G36170		2:15172093-15173280		WT leaves		ebs leaves		OK		140.909		104.206		-0.435333		-2.10119		5.00E-05		0.000851471		yes

		XLOC_001173		XLOC_001173		AT1G21710		1:7624395-7626116		WT leaves		ebs leaves		OK		11.2323		8.3021		-0.436108		-1.40446		0.0018		0.017094		yes

		XLOC_025145		XLOC_025145		AT4G34200		4:16373818-16376622		WT leaves		ebs leaves		OK		55.2724		40.8491		-0.436254		-2.12788		5.00E-05		0.000851471		yes

		XLOC_012700		XLOC_012700		AT2G29200		2:12548930-12553433		WT leaves		ebs leaves		OK		5.74428		4.24425		-0.436618		-1.43946		0.00435		0.03361		yes

		XLOC_031788		XLOC_031788		AT5G47750		5:19338510-19342361		WT leaves		ebs leaves		OK		12.5245		9.2507		-0.437122		-1.8887		0.00025		0.00348795		yes

		XLOC_025459		XLOC_025459		AT4G39900		4:18508369-18510553		WT leaves		ebs leaves		OK		30.0871		22.1968		-0.438794		-1.96076		0.00015		0.0022305		yes

		XLOC_000564		XLOC_000564		AT1G11430		1:3847242-3849162		WT leaves		ebs leaves		OK		206.501		152.326		-0.438988		-2.18758		5.00E-05		0.000851471		yes

		XLOC_026632		XLOC_026632		AT5G23340		5:7856188-7859387		WT leaves		ebs leaves		OK		18.4545		13.6036		-0.439981		-1.7004		0.00085		0.00943042		yes

		XLOC_001270		XLOC_001270		AT1G23290		1:8262983-8263587		WT leaves		ebs leaves		OK		383.456		282.487		-0.440879		-2.1656		5.00E-05		0.000851471		yes

		XLOC_005534		XLOC_005534		AT1G23860		1:8427355-8429498		WT leaves		ebs leaves		OK		14.9166		10.9842		-0.441481		-1.76326		0.00025		0.00348795		yes

		XLOC_026195		XLOC_026195		AT5G14780		5:4776942-4779494		WT leaves		ebs leaves		OK		53.1945		39.1579		-0.441975		-2.02733		5.00E-05		0.000851471		yes

		XLOC_031614		XLOC_031614		AT5G44800		5:18083418-18093452		WT leaves		ebs leaves		OK		12.4043		9.12996		-0.442156		-2.16872		5.00E-05		0.000851471		yes

		XLOC_012591		XLOC_012591		AT2G27385		2:11716000-11717432		WT leaves		ebs leaves		OK		277.353		204.01		-0.44308		-2.20918		5.00E-05		0.000851471		yes

		XLOC_001835		XLOC_001835		AT1G33470		1:12144514-12147208		WT leaves		ebs leaves		OK		44.6442		32.8367		-0.44316		-2.17507		5.00E-05		0.000851471		yes

		XLOC_026604		XLOC_026604		AT5G22940		5:7676937-7679179		WT leaves		ebs leaves		OK		8.97486		6.59735		-0.444003		-1.3919		0.0072		0.0495732		yes

		XLOC_000631		XLOC_000631		AT1G12350		1:4198412-4200802		WT leaves		ebs leaves		OK		64.71		47.5495		-0.444559		-2.16879		5.00E-05		0.000851471		yes

		XLOC_029691		XLOC_029691		AT5G10360		5:3258473-3260234		WT leaves		ebs leaves		OK		269.491		197.914		-0.445364		-2.22244		5.00E-05		0.000851471		yes

		XLOC_019394		XLOC_019394		AT3G46440		3:17089044-17091875		WT leaves		ebs leaves		OK		15.8198		11.6179		-0.445387		-1.78176		0.0003		0.00405131		yes

		XLOC_022323		XLOC_022323		AT4G29100		4:14340999-14344930		WT leaves		ebs leaves		OK		14.2083		10.4285		-0.446206		-1.85876		5.00E-05		0.000851471		yes

		XLOC_029285		XLOC_029285		AT5G02500		5:553744-556442		WT leaves		ebs leaves		OK		681.188		499.084		-0.448771		-2.14047		5.00E-05		0.000851471		yes

		XLOC_013801		XLOC_013801		AT3G01680		3:251980-255513		WT leaves		ebs leaves		OK		21.0742		15.4381		-0.448988		-2.02414		5.00E-05		0.000851471		yes

		XLOC_007981		XLOC_007981		AT1G74960		1:28151923-28156259		WT leaves		ebs leaves		OK		110.425		80.8748		-0.449305		-2.20795		5.00E-05		0.000851471		yes

		XLOC_012235		XLOC_012235		AT2G21210		2:9085209-9085909		WT leaves		ebs leaves		OK		45.705		33.4732		-0.449345		-1.91237		0.0002		0.00287925		yes

		XLOC_028806		XLOC_028806		AT5G60390		5:24288657-24291020		WT leaves		ebs leaves		OK		1142.05		836.36		-0.449425		-2.13661		5.00E-05		0.000851471		yes

		XLOC_004267		XLOC_004267		AT1G01320		1:120153-130577		WT leaves		ebs leaves		OK		130.486		95.4903		-0.450468		-2.16015		5.00E-05		0.000851471		yes

		XLOC_014187		XLOC_014187		AT3G09035		3:2758819-2760347		WT leaves		ebs leaves		OK		20.9618		15.3381		-0.450644		-1.98353		5.00E-05		0.000851471		yes

		XLOC_029184		XLOC_029184		AT5G67260		5:26836147-26837811		WT leaves		ebs leaves		OK		42.544		31.1223		-0.451007		-1.48536		0.0065		0.0457916		yes

		XLOC_013167		XLOC_013167		AT2G37080		2:15581385-15585186		WT leaves		ebs leaves		OK		25.2645		18.4751		-0.45153		-2.13805		5.00E-05		0.000851471		yes

		XLOC_017815		XLOC_017815		AT3G13920		3:4592255-4594999		WT leaves		ebs leaves		OK		279.228		204.167		-0.451693		-2.25932		5.00E-05		0.000851471		yes

		XLOC_026889		XLOC_026889		AT5G27850		5:9873151-9874598		WT leaves		ebs leaves		OK		431.897		315.764		-0.451841		-2.24647		5.00E-05		0.000851471		yes

		XLOC_016307		XLOC_016307		AT3G49910		3:18504255-18504967		WT leaves		ebs leaves		OK		415.47		303.501		-0.453043		-2.25893		5.00E-05		0.000851471		yes

		XLOC_009766		XLOC_009766		AT2G25210		2:10739854-10740552		WT leaves		ebs leaves		OK		157.239		114.778		-0.454117		-2.04329		0.00015		0.0022305		yes

		XLOC_009535		XLOC_009535		AT2G21580		2:9236522-9237811		WT leaves		ebs leaves		OK		136.487		99.6232		-0.454211		-2.18784		5.00E-05		0.000851471		yes

		XLOC_009431		XLOC_009431		AT2G19730		2:8511506-8513221		WT leaves		ebs leaves		OK		341.623		249.305		-0.45449		-2.24089		5.00E-05		0.000851471		yes

		XLOC_017202		XLOC_017202		AT3G03770		3:945134-949042		WT leaves		ebs leaves		OK		17.3226		12.631		-0.455684		-2.08395		5.00E-05		0.000851471		yes

		XLOC_008303		XLOC_008303		AT1G80690		1:30329067-30330803		WT leaves		ebs leaves		OK		9.43824		6.88131		-0.455835		-1.51085		0.00235		0.0208329		yes

		XLOC_001223		XLOC_001223		AT1G22590		1:7981739-7984334		WT leaves		ebs leaves		OK		48.9518		35.6858		-0.45601		-1.99362		0.0002		0.00287925		yes

		XLOC_014215		XLOC_014215		AT3G09630		3:2953736-2955748		WT leaves		ebs leaves		OK		195.668		142.615		-0.456284		-2.27946		5.00E-05		0.000851471		yes

		XLOC_025386		XLOC_025386		AT4G38680		4:18071883-18073182		WT leaves		ebs leaves		OK		126.963		92.526		-0.456473		-2.27746		5.00E-05		0.000851471		yes

		XLOC_014004		XLOC_014004		AT3G05380		3:1539526-1548300		WT leaves		ebs leaves		OK		8.13415		5.92206		-0.457894		-1.8413		0.0001		0.00156486		yes

		XLOC_019927		XLOC_019927		AT3G55430		3:20549598-20552215		WT leaves		ebs leaves		OK		28.0724		20.4226		-0.458981		-2.14036		5.00E-05		0.000851471		yes

		XLOC_002535		XLOC_002535		AT1G49760		1:18416473-18420083		WT leaves		ebs leaves		OK		62.5321		45.4891		-0.459075		-2.26434		5.00E-05		0.000851471		yes

		XLOC_009941		XLOC_009941		AT2G28410		2:12156129-12156934		WT leaves		ebs leaves		OK		19.2522		13.9865		-0.460988		-1.66282		0.00085		0.00943042		yes

		XLOC_024931		XLOC_024931		AT4G30520		4:14907999-14911307		WT leaves		ebs leaves		OK		6.42372		4.66512		-0.461496		-1.64665		0.0006		0.0071353		yes

		XLOC_007186		XLOC_007186		AT1G60810		1:22388526-22391165		WT leaves		ebs leaves		OK		9.54951		6.93475		-0.461584		-1.59608		0.0008		0.00899964		yes

		XLOC_010215		XLOC_010215		AT2G33410		2:14155870-14157762		WT leaves		ebs leaves		OK		37.0018		26.8393		-0.463248		-2.22256		5.00E-05		0.000851471		yes

		XLOC_005598		XLOC_005598		AT1G25260		1:8853958-8855872		WT leaves		ebs leaves		OK		40.0412		29.0104		-0.464916		-1.57609		0.00305		0.0254208		yes

		XLOC_005377		XLOC_005377		AT1G21070		1:7375868-7378147		WT leaves		ebs leaves		OK		8.38221		6.07156		-0.465264		-1.68431		0.0008		0.00899964		yes

		XLOC_014105		XLOC_014105		AT3G07110		3:2252018-2253528		WT leaves		ebs leaves		OK		162.11		117.308		-0.466666		-2.29369		5.00E-05		0.000851471		yes

		XLOC_008037		XLOC_008037		AT1G76090		1:28550408-28551781		WT leaves		ebs leaves		OK		71.0611		51.3981		-0.467344		-2.2842		5.00E-05		0.000851471		yes

		XLOC_009536		XLOC_009536		AT2G21590		2:9238481-9242440		WT leaves		ebs leaves		OK		6.59923		4.77232		-0.467607		-1.6757		0.0004		0.005161		yes

		XLOC_019454		XLOC_019454		AT3G47370		3:17453477-17454721		WT leaves		ebs leaves		OK		99.8723		72.1296		-0.469492		-2.132		0.0001		0.00156486		yes

		XLOC_003496		XLOC_003496		AT1G67210		1:25140814-25144043		WT leaves		ebs leaves		OK		4.22608		3.05143		-0.469833		-1.32563		0.0068		0.0475435		yes

		XLOC_006942		XLOC_006942		AT1G55360		1:20666221-20668726		WT leaves		ebs leaves		OK		48.3862		34.9079		-0.471044		-2.3044		5.00E-05		0.000851471		yes

		XLOC_017650		XLOC_017650		AT3G11510		3:3623456-3624940		WT leaves		ebs leaves		OK		280.243		202.149		-0.471255		-2.34099		5.00E-05		0.000851471		yes

		XLOC_022570		XLOC_022570		AT4G33580		4:16138358-16142310		WT leaves		ebs leaves		OK		40.9964		29.5688		-0.47142		-2.22444		5.00E-05		0.000851471		yes

		XLOC_026188		XLOC_026188		AT5G14610		5:4710562-4715069		WT leaves		ebs leaves		OK		12.1649		8.7731		-0.471562		-2.0122		5.00E-05		0.000851471		yes

		XLOC_019539		XLOC_019539		AT3G49010		3:18166768-18168692		WT leaves		ebs leaves		OK		354.533		255.561		-0.472255		-2.34639		5.00E-05		0.000851471		yes

		XLOC_014428		XLOC_014428		AT3G13510		3:4403499-4406091		WT leaves		ebs leaves		OK		8.93118		6.43639		-0.472599		-1.72813		0.00095		0.0102873		yes

		XLOC_013264		XLOC_013264		AT2G38870		2:16236380-16237280		WT leaves		ebs leaves		OK		49.9301		35.9699		-0.47312		-1.96253		0.0002		0.00287925		yes

		XLOC_029015		XLOC_029015		AT5G64310		5:25721932-25722646		WT leaves		ebs leaves		OK		31.5106		22.6989		-0.473213		-1.84087		0.00025		0.00348795		yes

		XLOC_004157		XLOC_004157		AT1G79260		1:29813243-29814309		WT leaves		ebs leaves		OK		11.3933		8.20501		-0.473606		-1.32376		0.0051		0.0380253		yes

		XLOC_029394		XLOC_029394		AT5G04530		5:1291821-1293688		WT leaves		ebs leaves		OK		41.4008		29.8038		-0.474165		-2.30049		5.00E-05		0.000851471		yes

		XLOC_005714		XLOC_005714		AT1G27840		1:9693007-9696412		WT leaves		ebs leaves		OK		11.8768		8.54214		-0.475479		-1.79443		0.0003		0.00405131		yes

		XLOC_016978		XLOC_016978		AT3G62250		3:23037093-23037797		WT leaves		ebs leaves		OK		552.565		397.242		-0.476126		-2.3746		5.00E-05		0.000851471		yes

		XLOC_000534		XLOC_000534		AT1G10850		1:3611746-3616159		WT leaves		ebs leaves		OK		10.6782		7.67476		-0.476472		-1.87993		0.00015		0.0022305		yes

		XLOC_025672		XLOC_025672		AT5G04290		5:1196068-1202653		WT leaves		ebs leaves		OK		12.1382		8.7241		-0.476477		-2.26071		5.00E-05		0.000851471		yes

		XLOC_020310		XLOC_020310		AT3G62070		3:22983137-22984513		WT leaves		ebs leaves		OK		23.8736		17.1426		-0.477833		-2.02802		0.00015		0.0022305		yes

		XLOC_000054		XLOC_000054		AT1G01940		1:323026-324917		WT leaves		ebs leaves		OK		14.5514		10.4482		-0.477904		-1.26425		0.0065		0.0457916		yes

		XLOC_005610		XLOC_005610		AT1G25470,AT1G25472		1:8944608-8946628		WT leaves		ebs leaves		OK		10.6266		7.62993		-0.477934		-1.8181		0.00045		0.0056757		yes

		XLOC_018261		XLOC_018261		AT3G22120		3:7794956-7796327		WT leaves		ebs leaves		OK		642.316		461.169		-0.477988		-2.20783		5.00E-05		0.000851471		yes

		XLOC_015068		XLOC_015068		AT3G23390		3:8375371-8376392		WT leaves		ebs leaves		OK		224.205		160.901		-0.478643		-2.31421		5.00E-05		0.000851471		yes

		XLOC_025587		XLOC_025587		AT5G02870		5:657785-659733		WT leaves		ebs leaves		OK		260.28		186.722		-0.479174		-2.37689		5.00E-05		0.000851471		yes

		XLOC_004419		XLOC_004419		AT1G04120		1:1064449-1071047		WT leaves		ebs leaves		OK		13.8863		9.95533		-0.480126		-2.21654		5.00E-05		0.000851471		yes

		XLOC_011970		XLOC_011970		AT2G16650		2:7215818-7218395		WT leaves		ebs leaves		OK		6.98082		5.00355		-0.480445		-1.64282		0.0005		0.00615957		yes

		XLOC_031500		XLOC_031500		AT5G43020		5:17255290-17257742		WT leaves		ebs leaves		OK		13.9508		9.99079		-0.481676		-1.23919		0.00295		0.0247543		yes

		XLOC_001250		XLOC_001250		AT1G23000		1:8143403-8145070		WT leaves		ebs leaves		OK		4.8797		3.49254		-0.482516		-1.29211		0.005		0.0374454		yes

		XLOC_020531		XLOC_020531		AT4G02100		4:930064-932330		WT leaves		ebs leaves		OK		4.65458		3.329		-0.483562		-1.42672		0.00235		0.0208329		yes

		XLOC_013750		XLOC_013750		AT2G47930		2:19616974-19617681		WT leaves		ebs leaves		OK		34.2734		24.4962		-0.484535		-1.90822		5.00E-05		0.000851471		yes

		XLOC_000832		XLOC_000832		AT1G15930		1:5471399-5473014		WT leaves		ebs leaves		OK		216.262		154.518		-0.484999		-2.40698		5.00E-05		0.000851471		yes

		XLOC_020413		XLOC_020413		AT4G00100		4:37083-38312		WT leaves		ebs leaves		OK		363.764		259.786		-0.485677		-1.71852		0.00055		0.00661714		yes

		XLOC_007825		XLOC_007825		AT1G72040		1:27110864-27114342		WT leaves		ebs leaves		OK		45.7874		32.6741		-0.486801		-2.07674		5.00E-05		0.000851471		yes

		XLOC_004492		XLOC_004492		AT1G05230		1:1511906-1518805		WT leaves		ebs leaves		OK		19.8511		14.1519		-0.488221		-2.07261		5.00E-05		0.000851471		yes

		XLOC_007056		XLOC_007056		AT1G57980		1:21439231-21440805		WT leaves		ebs leaves		OK		13.2855		9.46927		-0.488525		-1.67515		0.00075		0.00852515		yes

		XLOC_002246		XLOC_002246		AT1G43170		1:16266640-16268870		WT leaves		ebs leaves		OK		510.604		363.79		-0.489097		-2.40171		5.00E-05		0.000851471		yes

		XLOC_000800		XLOC_000800		AT1G15410		1:5298323-5301412		WT leaves		ebs leaves		OK		7.22128		5.14053		-0.490337		-1.88817		5.00E-05		0.000851471		yes

		XLOC_020016		XLOC_020016		AT3G57150		3:21153972-21156009		WT leaves		ebs leaves		OK		56.5469		40.1985		-0.492305		-2.40461		5.00E-05		0.000851471		yes

		XLOC_016679		XLOC_016679		AT3G56640		3:20981380-20984336		WT leaves		ebs leaves		OK		4.48051		3.18337		-0.493106		-1.6487		0.00075		0.00852515		yes

		XLOC_000193		XLOC_000193		AT1G04480		1:1216094-1217467		WT leaves		ebs leaves		OK		222.865		158.321		-0.493322		-2.39378		5.00E-05		0.000851471		yes

		XLOC_004418		XLOC_004418		AT1G04110		1:1061456-1063784		WT leaves		ebs leaves		OK		10.5084		7.45991		-0.494307		-2.09511		5.00E-05		0.000851471		yes

		XLOC_003357		XLOC_003357		AT1G64660		1:24028917-24030780		WT leaves		ebs leaves		OK		7.35592		5.21874		-0.495205		-1.35081		0.0034		0.0277146		yes

		XLOC_032878		XLOC_032878		AT5G67480		5:26930938-26933093		WT leaves		ebs leaves		OK		74.3479		52.7295		-0.495683		-2.33925		5.00E-05		0.000851471		yes

		XLOC_031908		XLOC_031908		AT5G49820		5:20246499-20249545		WT leaves		ebs leaves		OK		21.6997		15.3796		-0.496661		-1.67831		0.002		0.018491		yes

		XLOC_023056		XLOC_023056		AT4G01860		4:801031-808060		WT leaves		ebs leaves		OK		5.0695		3.59121		-0.497372		-1.61558		0.00025		0.00348795		yes

		XLOC_002550		XLOC_002550		AT1G50010		1:18517585-18521695		WT leaves		ebs leaves		OK		279.624		198.062		-0.497532		-2.32843		5.00E-05		0.000851471		yes

		XLOC_032312		XLOC_032312		AT5G57410		5:23264313-23267883		WT leaves		ebs leaves		OK		10.2571		7.26492		-0.497603		-1.42314		0.00115		0.0119101		yes

		XLOC_002442		XLOC_002442		AT1G48210		1:17798430-17801987		WT leaves		ebs leaves		OK		19.54		13.8395		-0.497639		-1.67227		0.00265		0.0228368		yes

		XLOC_008825		XLOC_008825		AT2G09990		2:3781327-3782049		WT leaves		ebs leaves		OK		68.4629		48.4599		-0.49853		-1.75516		0.00055		0.00661714		yes

		XLOC_022872		XLOC_022872		AT4G39200		4:18257335-18258680		WT leaves		ebs leaves		OK		332.065		234.836		-0.499814		-2.49414		5.00E-05		0.000851471		yes

		XLOC_032522		XLOC_032522		AT5G61130		5:24587212-24589580		WT leaves		ebs leaves		OK		49.6515		35.1087		-0.500009		-2.26798		5.00E-05		0.000851471		yes

		XLOC_025568		XLOC_025568		AT5G02610		5:587507-588800		WT leaves		ebs leaves		OK		78.3873		55.4178		-0.500272		-2.24385		5.00E-05		0.000851471		yes

		XLOC_018096		XLOC_018096		AT3G19130		3:6611197-6614044		WT leaves		ebs leaves		OK		18.1206		12.8099		-0.500371		-1.97904		0.0002		0.00287925		yes

		XLOC_008373		XLOC_008373		AT2G02100		2:528349-529108		WT leaves		ebs leaves		OK		506.016		357.638		-0.500682		-2.48625		5.00E-05		0.000851471		yes

		XLOC_009901		XLOC_009901		AT2G27720		2:11818490-11819578		WT leaves		ebs leaves		OK		404.694		285.917		-0.501234		-2.48199		5.00E-05		0.000851471		yes

		XLOC_022587		XLOC_022587		AT4G33960		4:16277365-16277779		WT leaves		ebs leaves		OK		55.5178		39.2226		-0.501264		-1.72525		0.0003		0.00405131		yes

		XLOC_027944		XLOC_027944		AT5G45670		5:18528493-18530450		WT leaves		ebs leaves		OK		40.891		28.8827		-0.501576		-2.361		5.00E-05		0.000851471		yes

		XLOC_014491		XLOC_014491		AT3G14600		3:4910696-4912173		WT leaves		ebs leaves		OK		156.548		110.564		-0.501727		-2.47972		5.00E-05		0.000851471		yes

		XLOC_000834		XLOC_000834		AT1G15950		1:5478753-5485082		WT leaves		ebs leaves		OK		38.1608		26.8887		-0.505089		-2.03295		0.00015		0.0022305		yes

		XLOC_002332		XLOC_002332		AT1G45130		1:17065251-17069262		WT leaves		ebs leaves		OK		11.2399		7.9189		-0.505254		-2.00303		5.00E-05		0.000851471		yes

		XLOC_006565		XLOC_006565		AT1G48630		1:17981772-17983327		WT leaves		ebs leaves		OK		86.724		61.0587		-0.506235		-2.41623		5.00E-05		0.000851471		yes

		XLOC_010316		XLOC_010316		AT2G35020		2:14756710-14760706		WT leaves		ebs leaves		OK		15.5517		10.9487		-0.506303		-2.04395		0.0001		0.00156486		yes

		XLOC_022566		XLOC_022566		AT4G33540		4:16130823-16133960		WT leaves		ebs leaves		OK		20.4605		14.402		-0.506572		-2.09152		0.0001		0.00156486		yes

		XLOC_021255		XLOC_021255		AT4G11240		4:6847111-6849300		WT leaves		ebs leaves		OK		18.1672		12.7778		-0.507696		-2.13738		5.00E-05		0.000851471		yes

		XLOC_022774		XLOC_022774		AT4G37210		4:17512258-17514625		WT leaves		ebs leaves		OK		24.6717		17.3516		-0.507788		-1.50448		0.00225		0.0201977		yes

		XLOC_011037		XLOC_011037		AT2G47500		2:19492994-19498160		WT leaves		ebs leaves		OK		9.17533		6.43857		-0.511019		-2.20832		5.00E-05		0.000851471		yes

		XLOC_024652		XLOC_024652		AT4G25620		4:13063263-13069679		WT leaves		ebs leaves		OK		26.3553		18.4917		-0.511216		-2.21931		5.00E-05		0.000851471		yes

		XLOC_015417		XLOC_015417		AT3G29180		3:11148214-11151560		WT leaves		ebs leaves		OK		13.4783		9.4559		-0.511356		-2.04164		5.00E-05		0.000851471		yes

		XLOC_005863		XLOC_005863		AT1G30820		1:10944912-10949458		WT leaves		ebs leaves		OK		24.0982		16.9042		-0.511551		-2.44377		5.00E-05		0.000851471		yes

		XLOC_024225		XLOC_024225		AT4G18100		4:10035484-10036541		WT leaves		ebs leaves		OK		427.661		299.967		-0.511662		-2.55354		5.00E-05		0.000851471		yes

		XLOC_022631		XLOC_022631		AT4G34590		4:16521860-16523230		WT leaves		ebs leaves		OK		12.1465		8.51966		-0.511672		-1.91993		0.0001		0.00156486		yes

		XLOC_001443		XLOC_001443		AT1G27120		1:9421176-9424069		WT leaves		ebs leaves		OK		7.02427		4.92367		-0.512615		-1.73306		0.0002		0.00287925		yes

		XLOC_021358		XLOC_021358		AT4G13050		4:7617560-7619616		WT leaves		ebs leaves		OK		16.4341		11.5192		-0.512651		-2.12544		5.00E-05		0.000851471		yes

		XLOC_027832		XLOC_027832		AT5G43810		5:17610971-17616797		WT leaves		ebs leaves		OK		20.1217		14.0899		-0.514093		-2.45598		5.00E-05		0.000851471		yes

		XLOC_032767		XLOC_032767		AT5G65660		5:26245248-26246379		WT leaves		ebs leaves		OK		109.944		76.9804		-0.514204		-2.45207		5.00E-05		0.000851471		yes

		XLOC_009931		XLOC_009931		AT2G28290		2:12054735-12073083		WT leaves		ebs leaves		OK		17.7775		12.4245		-0.51687		-2.54002		5.00E-05		0.000851471		yes

		XLOC_011045		XLOC_011045		AT2G47610		2:19529743-19531659		WT leaves		ebs leaves		OK		274.133		191.503		-0.517508		-2.58279		5.00E-05		0.000851471		yes

		XLOC_017508		XLOC_017508		AT3G09070		3:2768687-2771174		WT leaves		ebs leaves		OK		6.02756		4.20728		-0.518686		-1.57913		0.0021		0.0191763		yes

		XLOC_022256		XLOC_022256		AT4G28210		4:13990616-13992078		WT leaves		ebs leaves		OK		47.7201		33.299		-0.519118		-1.57526		0.0003		0.00405131		yes

		XLOC_025343		XLOC_025343		AT4G37870		4:17802693-17806539		WT leaves		ebs leaves		OK		35.0064		24.4174		-0.519707		-2.52844		5.00E-05		0.000851471		yes

		XLOC_012392		XLOC_012392		AT2G24120		2:10248910-10254641		WT leaves		ebs leaves		OK		51.0808		35.593		-0.521188		-1.41269		0.0043		0.0332931		yes

		XLOC_018300		XLOC_018300		AT3G22790		3:8052317-8058764		WT leaves		ebs leaves		OK		8.31087		5.78471		-0.522755		-2.41393		5.00E-05		0.000851471		yes

		XLOC_021636		XLOC_021636		AT4G17410		4:9715760-9721931		WT leaves		ebs leaves		OK		12.7511		8.8644		-0.524531		-1.35998		0.00615		0.0439951		yes

		XLOC_007980		XLOC_007980		AT1G74950		1:28148574-28150444		WT leaves		ebs leaves		OK		28.6447		19.9131		-0.524553		-2.31028		5.00E-05		0.000851471		yes

		XLOC_005503		XLOC_005503		AT1G23330		1:8279587-8281891		WT leaves		ebs leaves		OK		5.83746		4.04515		-0.529147		-1.31601		0.0028		0.0238741		yes

		XLOC_028931		XLOC_028931		AT5G62690		5:25181414-25183729		WT leaves		ebs leaves		OK		131.74		91.266		-0.529547		-2.64445		5.00E-05		0.000851471		yes

		XLOC_026697		XLOC_026697		AT5G24610		5:8428077-8429253		WT leaves		ebs leaves		OK		79.6925		55.1826		-0.530231		-2.50921		5.00E-05		0.000851471		yes

		XLOC_013378		XLOC_013378		AT2G40815		2:17032463-17036208		WT leaves		ebs leaves		OK		11.1108		7.69271		-0.530401		-1.40057		0.00385		0.0305232		yes

		XLOC_016452		XLOC_016452		AT3G52580		3:19503222-19504973		WT leaves		ebs leaves		OK		61.1834		42.3354		-0.531275		-2.42486		5.00E-05		0.000851471		yes

		XLOC_016739		XLOC_016739		AT3G57830		3:21419516-21422546		WT leaves		ebs leaves		OK		4.98449		3.44616		-0.532454		-1.74331		0.00025		0.00348795		yes

		XLOC_006442		XLOC_006442		AT1G44760		1:16896685-16898612		WT leaves		ebs leaves		OK		22.738		15.7138		-0.533072		-2.14598		5.00E-05		0.000851471		yes

		XLOC_005105		XLOC_005105		AT1G15750		1:5410907-5421033		WT leaves		ebs leaves		OK		24.6547		17.0331		-0.533527		-1.77448		0.0001		0.00156486		yes

		XLOC_017331		XLOC_017331		AT3G05810		3:1730975-1732384		WT leaves		ebs leaves		OK		18.8523		13.0043		-0.535751		-1.75042		0.0003		0.00405131		yes

		XLOC_028825		XLOC_028825		AT5G60690		5:24397022-24404948		WT leaves		ebs leaves		OK		7.01433		4.83524		-0.536719		-1.65001		0.00105		0.0111359		yes

		XLOC_014846		XLOC_014846		AT3G20090		3:7015796-7018360		WT leaves		ebs leaves		OK		2.8007		1.93058		-0.536755		-1.37389		0.0067		0.0469329		yes

		XLOC_025399		XLOC_025399		AT4G38840		4:18124977-18125559		WT leaves		ebs leaves		OK		78.0132		53.7629		-0.537108		-2.35571		5.00E-05		0.000851471		yes

		XLOC_027762		XLOC_027762		AT5G42720		5:17130185-17132843		WT leaves		ebs leaves		OK		5.41002		3.72216		-0.539495		-1.67918		0.00045		0.0056757		yes

		XLOC_031673		XLOC_031673		AT5G45775		5:18565061-18566569		WT leaves		ebs leaves		OK		155.196		106.722		-0.54023		-2.61998		5.00E-05		0.000851471		yes

		XLOC_021711		XLOC_021711		AT4G18640		4:10259677-10263764		WT leaves		ebs leaves		OK		3.42688		2.35619		-0.540439		-1.7004		0.0009		0.00987867		yes

		XLOC_013007		XLOC_013007		AT2G34480		2:14532707-14534239		WT leaves		ebs leaves		OK		440.935		303.039		-0.541061		-2.70451		5.00E-05		0.000851471		yes

		XLOC_006880		XLOC_006880		AT1G54100		1:20195263-20199130		WT leaves		ebs leaves		OK		35.2567		24.2099		-0.5423		-2.38067		5.00E-05		0.000851471		yes

		XLOC_022997		XLOC_022997		AT4G00900		4:382662-386529		WT leaves		ebs leaves		OK		5.97162		4.09732		-0.543439		-1.64892		0.00085		0.00943042		yes

		XLOC_023077		XLOC_023077		AT4G02140,AT4G02150		4:949459-953690		WT leaves		ebs leaves		OK		10.292		7.06165		-0.543445		-1.76215		0.00115		0.0119101		yes

		XLOC_004551		XLOC_004551		AT1G06270		1:1918087-1919760		WT leaves		ebs leaves		OK		4.30708		2.95521		-0.543451		-1.43222		0.00425		0.0330579		yes

		XLOC_029304		XLOC_029304		AT5G02960		5:693078-694515		WT leaves		ebs leaves		OK		416.771		285.929		-0.543601		-2.71463		5.00E-05		0.000851471		yes

		XLOC_027890		XLOC_027890		AT5G44705,AT5G44710		5:18040787-18042560		WT leaves		ebs leaves		OK		13.3656		9.15428		-0.54601		-1.41855		0.0025		0.0218079		yes

		XLOC_026763		XLOC_026763		AT5G25900		5:9036017-9038406		WT leaves		ebs leaves		OK		21.2642		14.5523		-0.547182		-1.64977		0.00025		0.00348795		yes

		XLOC_031975		XLOC_031975		AT5G50915		5:20710208-20712315		WT leaves		ebs leaves		OK		9.33372		6.3865		-0.547427		-1.65439		0.00035		0.00459263		yes

		XLOC_012541		XLOC_012541		AT2G26580		2:11303589-11306953		WT leaves		ebs leaves		OK		22.4569		15.3655		-0.547467		-1.91109		0.0001		0.00156486		yes

		XLOC_032681		XLOC_032681		AT5G64140		5:25667323-25668292		WT leaves		ebs leaves		OK		193.177		132.049		-0.548846		-2.60603		5.00E-05		0.000851471		yes

		XLOC_010769		XLOC_010769		AT2G43020		2:17891502-17894635		WT leaves		ebs leaves		OK		32.7274		22.3552		-0.549892		-2.09053		5.00E-05		0.000851471		yes

		XLOC_026629		XLOC_026629		AT5G23310		5:7850522-7852532		WT leaves		ebs leaves		OK		58.7039		40.0617		-0.551234		-1.97087		5.00E-05		0.000851471		yes

		XLOC_019534		XLOC_019534		AT3G48930		3:18140770-18142281		WT leaves		ebs leaves		OK		256.256		174.834		-0.551599		-2.72866		5.00E-05		0.000851471		yes

		XLOC_029939		XLOC_029939		AT5G15050		5:4871638-4873598		WT leaves		ebs leaves		OK		19.8407		13.5289		-0.552416		-1.57333		0.005		0.0374454		yes

		XLOC_012896		XLOC_012896		AT2G32590		2:13829419-13833209		WT leaves		ebs leaves		OK		3.30772		2.25525		-0.55255		-1.59884		0.0013		0.0131764		yes

		XLOC_001630		XLOC_001630		AT1G30040		1:10537647-10539831		WT leaves		ebs leaves		OK		7.30064		4.97002		-0.554771		-1.5946		0.00045		0.0056757		yes

		XLOC_029570		XLOC_029570		AT5G07920		5:2524777-2529330		WT leaves		ebs leaves		OK		5.81935		3.95849		-0.55591		-2.16064		5.00E-05		0.000851471		yes

		XLOC_005022		XLOC_005022		AT1G14410		1:4929122-4930904		WT leaves		ebs leaves		OK		52.0442		35.3972		-0.5561		-1.49016		0.00315		0.0261601		yes

		XLOC_032877		XLOC_032877		AT5G67460		5:26921583-26923274		WT leaves		ebs leaves		OK		3.7672		2.56133		-0.556599		-1.31457		0.0055		0.040406		yes

		XLOC_010972		XLOC_010972		AT2G46420		2:19053685-19057096		WT leaves		ebs leaves		OK		6.67616		4.53633		-0.557493		-1.96439		0.0001		0.00156486		yes

		XLOC_014020		XLOC_014020		AT3G05560		3:1614177-1615506		WT leaves		ebs leaves		OK		266.842		180.92		-0.560635		-2.78857		5.00E-05		0.000851471		yes

		XLOC_029947		XLOC_029947		AT5G15200		5:4934882-4936408		WT leaves		ebs leaves		OK		583.441		395.323		-0.561554		-2.79148		5.00E-05		0.000851471		yes

		XLOC_017675		XLOC_017675		AT3G11940		3:3777894-3779506		WT leaves		ebs leaves		OK		288.279		195.148		-0.562896		-2.81798		5.00E-05		0.000851471		yes

		XLOC_012156		XLOC_012156		AT2G20120		2:8687353-8689476		WT leaves		ebs leaves		OK		39.0226		26.4156		-0.562919		-1.69037		0.0005		0.00615957		yes

		XLOC_007929		XLOC_007929		AT1G74030		1:27839183-27841939		WT leaves		ebs leaves		OK		6.54376		4.42529		-0.564347		-1.51552		0.001		0.010716		yes

		XLOC_012718		XLOC_012718		AT2G29550		2:12644046-12646037		WT leaves		ebs leaves		OK		163.51		110.447		-0.566033		-2.83257		5.00E-05		0.000851471		yes

		XLOC_016597		XLOC_016597		AT3G55370		3:20527062-20529291		WT leaves		ebs leaves		OK		4.39341		2.96705		-0.566313		-1.44072		0.0047		0.0356892		yes

		XLOC_004909		XLOC_004909		AT1G12380		1:4214261-4217132		WT leaves		ebs leaves		OK		2.19164		1.47902		-0.567368		-1.3096		0.0036		0.0290256		yes

		XLOC_005184		XLOC_005184		AT1G17510		1:6023503-6024309		WT leaves		ebs leaves		OK		14.0485		9.47778		-0.567798		-1.58016		0.00145		0.014382		yes

		XLOC_020744		XLOC_020744		AT4G04840		4:2449559-2451589		WT leaves		ebs leaves		OK		113.144		76.3297		-0.567845		-2.76611		5.00E-05		0.000851471		yes

		XLOC_023715		XLOC_023715		AT4G10450		4:6462952-6464544		WT leaves		ebs leaves		OK		73.1499		49.3334		-0.568292		-2.66637		5.00E-05		0.000851471		yes

		XLOC_028452		XLOC_028452		AT5G54260		5:22032068-22037991		WT leaves		ebs leaves		OK		4.64549		3.13209		-0.568704		-1.94526		0.0002		0.00287925		yes

		XLOC_030319		XLOC_030319		AT5G22440		5:7435075-7436686		WT leaves		ebs leaves		OK		79.2925		53.4517		-0.56895		-2.73454		5.00E-05		0.000851471		yes

		XLOC_017205		XLOC_017205		AT3G03820		3:976932-977223		WT leaves		ebs leaves		OK		95.0594		64.0692		-0.569198		-1.86686		0.00025		0.00348795		yes

		XLOC_013433		XLOC_013433		AT2G41830		2:17450108-17457087		WT leaves		ebs leaves		OK		2.906		1.95792		-0.569714		-1.90356		0.0002		0.00287925		yes

		XLOC_017162		XLOC_017162		AT3G03220		3:742353-744047		WT leaves		ebs leaves		OK		11.1951		7.53833		-0.570544		-1.88738		0.00015		0.0022305		yes

		XLOC_017519		XLOC_017519		AT3G09200		3:2823089-2825114		WT leaves		ebs leaves		OK		489.991		329.267		-0.573497		-2.84154		5.00E-05		0.000851471		yes

		XLOC_022562		XLOC_022562		AT4G33440		4:16091939-16094958		WT leaves		ebs leaves		OK		4.39305		2.94678		-0.576082		-1.27784		0.0032		0.0264922		yes

		XLOC_000043		XLOC_000043		AT1G01720		1:268329-270775		WT leaves		ebs leaves		OK		9.47591		6.35268		-0.5769		-1.59092		0.00165		0.0159059		yes

		XLOC_016966		XLOC_016966		AT3G61970		3:22951462-22952851		WT leaves		ebs leaves		OK		9.37655		6.28473		-0.577207		-1.98557		0.0001		0.00156486		yes

		XLOC_008066		XLOC_008066		AT1G76540		1:28718212-28722521		WT leaves		ebs leaves		OK		13.5957		9.11008		-0.577619		-1.96531		0.0002		0.00287925		yes

		XLOC_008390		XLOC_008390		AT2G02480		2:660742-665635		WT leaves		ebs leaves		OK		4.31244		2.88887		-0.578001		-1.87882		0.00065		0.00761746		yes

		XLOC_020227		XLOC_020227		AT3G60840		3:22477572-22480463		WT leaves		ebs leaves		OK		5.12852		3.4342		-0.578568		-1.90697		0.00025		0.00348795		yes

		XLOC_026655		XLOC_026655		AT5G23820		5:8031267-8033020		WT leaves		ebs leaves		OK		63.4017		42.4265		-0.579557		-2.58972		5.00E-05		0.000851471		yes

		XLOC_032576		XLOC_032576		AT5G62190		5:24980267-24983973		WT leaves		ebs leaves		OK		89.0706		59.5163		-0.581663		-2.90939		5.00E-05		0.000851471		yes

		XLOC_028512		XLOC_028512		AT5G55140		5:22380995-22382028		WT leaves		ebs leaves		OK		23.8745		15.9488		-0.582022		-2.1327		0.00015		0.0022305		yes

		XLOC_022914		XLOC_022914		AT4G39860		4:18499752-18501642		WT leaves		ebs leaves		OK		18.0557		12.0601		-0.582209		-2.24815		5.00E-05		0.000851471		yes

		XLOC_017028		XLOC_017028		AT3G63290		3:23381644-23383538		WT leaves		ebs leaves		OK		3.49395		2.33206		-0.583253		-1.27521		0.00655		0.0460563		yes

		XLOC_009718		XLOC_009718		AT2G24530		2:10421840-10424113		WT leaves		ebs leaves		OK		4.0114		2.67704		-0.58347		-1.58152		0.0016		0.0154884		yes

		XLOC_012526		XLOC_012526		AT2G26330		2:11208182-11213971		WT leaves		ebs leaves		OK		45.0405		30.028		-0.584915		-1.69475		0.00015		0.0022305		yes

		XLOC_011262		XLOC_011262		AT2G04160		2:1400043-1407745		WT leaves		ebs leaves		OK		13.577		9.04685		-0.585683		-2.08002		5.00E-05		0.000851471		yes

		XLOC_030380		XLOC_030380		AT5G23430		5:7893670-7900387		WT leaves		ebs leaves		OK		8.05648		5.36694		-0.58605		-1.87015		0.0002		0.00287925		yes

		XLOC_003970		XLOC_003970		AT1G75710		1:28428705-28431249		WT leaves		ebs leaves		OK		19.6096		13.061		-0.5863		-1.58458		0.0024		0.0211749		yes

		XLOC_005024		XLOC_005024		AT1G14440		1:4938823-4940903		WT leaves		ebs leaves		OK		36.3211		24.1821		-0.586872		-2.68717		5.00E-05		0.000851471		yes

		XLOC_003825		XLOC_003825		AT1G72970		1:27452765-27455964		WT leaves		ebs leaves		OK		70.806		47.1375		-0.586996		-2.91332		5.00E-05		0.000851471		yes

		XLOC_025701		XLOC_025701		AT5G04800		5:1388482-1389865		WT leaves		ebs leaves		OK		109.54		72.8091		-0.589271		-1.97052		5.00E-05		0.000851471		yes

		XLOC_025405		XLOC_025405		AT4G38950		4:18154394-18159936		WT leaves		ebs leaves		OK		22.3829		14.8727		-0.589737		-2.81374		5.00E-05		0.000851471		yes

		XLOC_028792		XLOC_028792		AT5G60200		5:24240974-24242523		WT leaves		ebs leaves		OK		9.04383		6.00866		-0.58989		-2.06677		0.0001		0.00156486		yes

		XLOC_000477		XLOC_000477		AT1G09750		1:3157500-3161692		WT leaves		ebs leaves		OK		310.408		206.178		-0.590273		-2.81075		5.00E-05		0.000851471		yes

		XLOC_007764		XLOC_007764		AT1G70710		1:26659131-26663010		WT leaves		ebs leaves		OK		7.66101		5.08765		-0.590533		-1.42755		0.0011		0.0114951		yes

		XLOC_024448		XLOC_024448		AT4G22120		4:11715775-11719828		WT leaves		ebs leaves		OK		3.11159		2.0658		-0.590952		-1.28639		0.00405		0.0317421		yes

		XLOC_031772		XLOC_031772		AT5G47500		5:19270958-19272883		WT leaves		ebs leaves		OK		63.6758		42.2348		-0.592312		-2.8201		5.00E-05		0.000851471		yes

		XLOC_009247		XLOC_009247		AT2G16750		2:7271011-7274693		WT leaves		ebs leaves		OK		5.74426		3.8018		-0.595436		-2.14943		5.00E-05		0.000851471		yes

		XLOC_003584		XLOC_003584		AT1G68725		1:25809297-25810130		WT leaves		ebs leaves		OK		6.62431		4.38331		-0.595751		-1.43573		0.00425		0.0330579		yes

		XLOC_010942		XLOC_010942		AT2G45920		2:18899083-18901303		WT leaves		ebs leaves		OK		4.53373		2.99674		-0.597306		-1.36489		0.0056		0.0410106		yes

		XLOC_022382		XLOC_022382		AT4G30230		4:14806344-14807425		WT leaves		ebs leaves		OK		5.92044		3.91139		-0.598021		-1.24449		0.00455		0.0348213		yes

		XLOC_016207		XLOC_016207		AT3G48210		3:17849358-17851683		WT leaves		ebs leaves		OK		4.82438		3.18432		-0.599358		-1.39441		0.00285		0.0242224		yes

		XLOC_014133		XLOC_014133		AT3G07650		3:2441656-2444532		WT leaves		ebs leaves		OK		28.6214		18.8793		-0.600293		-2.80763		5.00E-05		0.000851471		yes

		XLOC_022685		XLOC_022685		AT4G35560		4:16881361-16887083		WT leaves		ebs leaves		OK		4.42234		2.915		-0.601314		-1.34177		0.0022		0.0198837		yes

		XLOC_030410		XLOC_030410		AT5G24030		5:8118316-8122784		WT leaves		ebs leaves		OK		10.0949		6.65001		-0.602198		-1.62823		0.0009		0.00987867		yes

		XLOC_025160		XLOC_025160		AT4G34500		4:16487753-16490954		WT leaves		ebs leaves		OK		8.90839		5.85728		-0.604934		-2.11713		5.00E-05		0.000851471		yes

		XLOC_029162		XLOC_029162		AT5G66800		5:26671422-26672514		WT leaves		ebs leaves		OK		7.66645		5.03895		-0.605434		-1.6375		0.00065		0.00761746		yes

		XLOC_026871		XLOC_026871		AT5G27610		5:9764134-9769903		WT leaves		ebs leaves		OK		2.19042		1.4389		-0.606239		-1.74227		0.0004		0.005161		yes

		XLOC_010422		XLOC_010422		AT2G36830		2:15445424-15446574		WT leaves		ebs leaves		OK		307.56		201.568		-0.609601		-3.01051		5.00E-05		0.000851471		yes

		XLOC_004076		XLOC_004076		AT1G77720		1:29210520-29214087		WT leaves		ebs leaves		OK		4.88865		3.20197		-0.610477		-1.90739		0.0003		0.00405131		yes

		XLOC_012200		XLOC_012200		transcript:AT2G20724.1		2:8932715-8933262		WT leaves		ebs leaves		OK		69.8697		45.7401		-0.611208		-2.60665		5.00E-05		0.000851471		yes

		XLOC_029526		XLOC_029526		AT5G07030		5:2183359-2185972		WT leaves		ebs leaves		OK		34.3066		22.4444		-0.61213		-2.89372		5.00E-05		0.000851471		yes

		XLOC_003571		XLOC_003571		AT1G68570		1:25746735-25750275		WT leaves		ebs leaves		OK		21.7008		14.1931		-0.612563		-2.05003		5.00E-05		0.000851471		yes

		XLOC_009490		XLOC_009490		AT2G20750		2:8941118-8942689		WT leaves		ebs leaves		OK		10.6162		6.93811		-0.613646		-1.86622		5.00E-05		0.000851471		yes

		XLOC_030450		XLOC_030450		AT5G24570		5:8405680-8406132		WT leaves		ebs leaves		OK		76.3288		49.7795		-0.616676		-1.48252		0.0032		0.0264922		yes

		XLOC_028021		XLOC_028021		AT5G46880		5:19031349-19035731		WT leaves		ebs leaves		OK		20.2867		13.1726		-0.622987		-1.40696		0.00635		0.0450604		yes

		XLOC_031504		XLOC_031504		AT5G43060		5:17269506-17272164		WT leaves		ebs leaves		OK		33.6232		21.8318		-0.623023		-2.88298		5.00E-05		0.000851471		yes

		XLOC_001672		XLOC_001672		AT1G30690		1:10887606-10890332		WT leaves		ebs leaves		OK		53.3369		34.5815		-0.625131		-3.07845		5.00E-05		0.000851471		yes

		XLOC_004120		XLOC_004120		AT1G78430		1:29508958-29510895		WT leaves		ebs leaves		OK		3.50126		2.26849		-0.626143		-1.58698		0.0022		0.0198837		yes

		XLOC_001908		XLOC_001908		AT1G34580		1:12660550-12663870		WT leaves		ebs leaves		OK		3.75312		2.42625		-0.629363		-1.48868		0.0014		0.0140212		yes

		XLOC_032296		XLOC_032296		AT5G57123		5:23126921-23127654		WT leaves		ebs leaves		OK		19.8386		12.8173		-0.630223		-2.14125		5.00E-05		0.000851471		yes

		XLOC_007413		XLOC_007413		AT1G64563		1:23975084-23978335		WT leaves		ebs leaves		OK		1.38786		0.896582		-0.630351		-1.52436		0.0027		0.0231815		yes

		XLOC_021965		XLOC_021965		AT4G23060		4:12087202-12090575		WT leaves		ebs leaves		OK		11.7018		7.55916		-0.63043		-1.9824		5.00E-05		0.000851471		yes

		XLOC_010680		XLOC_010680		AT2G41340		2:17229007-17230482		WT leaves		ebs leaves		OK		10.5724		6.82489		-0.631422		-1.15275		0.0043		0.0332931		yes

		XLOC_009925		XLOC_009925		AT2G28210		2:12029996-12032420		WT leaves		ebs leaves		OK		6.98162		4.50384		-0.632406		-1.20602		0.00685		0.047749		yes

		XLOC_014729		XLOC_014729		AT3G18170		3:6228341-6229662		WT leaves		ebs leaves		OK		4.32645		2.78732		-0.634302		-1.18372		0.00515		0.0383364		yes

		XLOC_014382		XLOC_014382		AT3G12760		3:4054738-4056980		WT leaves		ebs leaves		OK		34.4503		22.1881		-0.634727		-1.9983		5.00E-05		0.000851471		yes

		XLOC_026841		XLOC_026841		AT5G27220		5:9578756-9582752		WT leaves		ebs leaves		OK		0.999572		0.6428		-0.63694		-1.46715		0.0044		0.0338974		yes

		XLOC_015034		XLOC_015034		AT3G23000		3:8172596-8174131		WT leaves		ebs leaves		OK		17.8547		11.4779		-0.637446		-2.13162		5.00E-05		0.000851471		yes

		XLOC_011055		XLOC_011055		AT2G47820		2:19587136-19590822		WT leaves		ebs leaves		OK		2.09652		1.34656		-0.638715		-1.32957		0.00405		0.0317421		yes

		XLOC_029139		XLOC_029139		AT5G66560		5:26563963-26566853		WT leaves		ebs leaves		OK		13.0011		8.35039		-0.638722		-2.34844		5.00E-05		0.000851471		yes

		XLOC_032120		XLOC_032120		AT5G53900		5:21880618-21883416		WT leaves		ebs leaves		OK		21.7342		13.9462		-0.640096		-2.79601		5.00E-05		0.000851471		yes

		XLOC_017113		XLOC_017113		AT3G02190		3:405815-406401		WT leaves		ebs leaves		OK		30.4272		19.4827		-0.643167		-1.67063		0.00065		0.00761746		yes

		XLOC_013417		XLOC_013417		AT2G41550		2:17328969-17331173		WT leaves		ebs leaves		OK		5.81778		3.72328		-0.643896		-1.56209		0.0016		0.0154884		yes

		XLOC_009803		XLOC_009803		AT2G25790		2:11000598-11004235		WT leaves		ebs leaves		OK		8.00644		5.11822		-0.645518		-2.13462		5.00E-05		0.000851471		yes

		XLOC_011197		XLOC_011197		AT2G03090		2:916853-918643		WT leaves		ebs leaves		OK		18.4862		11.8109		-0.646333		-2.56202		5.00E-05		0.000851471		yes

		XLOC_028293		XLOC_028293		AT5G51770		5:21031029-21032994		WT leaves		ebs leaves		OK		7.07974		4.52102		-0.647048		-2.3499		5.00E-05		0.000851471		yes

		XLOC_032418		XLOC_032418		AT5G59220		5:23894403-23896619		WT leaves		ebs leaves		OK		4.7742		3.04583		-0.648422		-1.44099		0.00605		0.0434474		yes

		XLOC_008258		XLOC_008258		AT1G79820		1:30019743-30027443		WT leaves		ebs leaves		OK		6.85325		4.37184		-0.648548		-1.53415		0.0015		0.0147359		yes

		XLOC_023953		XLOC_023953		AT4G14050		4:8103644-8105521		WT leaves		ebs leaves		OK		2.88822		1.84174		-0.649106		-1.71738		0.0011		0.0114951		yes

		XLOC_029252		XLOC_029252		AT5G01890		5:341542-345127		WT leaves		ebs leaves		OK		12.4724		7.94936		-0.649827		-2.9548		5.00E-05		0.000851471		yes

		XLOC_024277		XLOC_024277		AT4G19050		4:10439983-10444121		WT leaves		ebs leaves		OK		1.71258		1.08763		-0.654975		-1.26581		0.00295		0.0247543		yes

		XLOC_003557		XLOC_003557		AT1G68238		1:25574460-25574835		WT leaves		ebs leaves		OK		35.2634		22.384		-0.655702		-1.6826		0.0005		0.00615957		yes

		XLOC_014849		XLOC_014849		AT3G20130		3:7026928-7028836		WT leaves		ebs leaves		OK		7.92084		5.02736		-0.655853		-1.85881		5.00E-05		0.000851471		yes

		XLOC_012099		XLOC_012099		AT2G19090		2:8265177-8267879		WT leaves		ebs leaves		OK		2.42751		1.53687		-0.659477		-1.81821		0.00045		0.0056757		yes

		XLOC_026221		XLOC_026221		AT5G15230		5:4944899-4946216		WT leaves		ebs leaves		OK		409.608		259.029		-0.661126		-2.56467		5.00E-05		0.000851471		yes

		XLOC_018599		XLOC_018599		AT3G27580		3:10217416-10219976		WT leaves		ebs leaves		OK		2.69712		1.70514		-0.661525		-1.54628		0.0008		0.00899964		yes

		XLOC_018135		XLOC_018135		AT3G19820		3:6879616-6882315		WT leaves		ebs leaves		OK		350.481		221.417		-0.66257		-3.06211		5.00E-05		0.000851471		yes

		XLOC_001911		XLOC_001911		AT1G34630		1:12685199-12688543		WT leaves		ebs leaves		OK		11.5772		7.3122		-0.662913		-1.38922		0.00475		0.0360098		yes

		XLOC_011914		XLOC_011914		AT2G15790		2:6877773-6882741		WT leaves		ebs leaves		OK		7.43355		4.69276		-0.663615		-1.95379		0.00015		0.0022305		yes

		XLOC_022806		XLOC_022806		AT4G37750		4:17739513-17742401		WT leaves		ebs leaves		OK		6.255		3.9474		-0.664107		-2.20876		5.00E-05		0.000851471		yes

		XLOC_029927		XLOC_029927		AT5G14800		5:4785959-4787839		WT leaves		ebs leaves		OK		49.6443		31.2977		-0.665569		-3.14063		5.00E-05		0.000851471		yes

		XLOC_031935		XLOC_031935		AT5G50350		5:20498475-20501680		WT leaves		ebs leaves		OK		8.41466		5.2922		-0.669038		-1.89648		0.00045		0.0056757		yes

		XLOC_000464		XLOC_000464		AT1G09530		1:3076581-3079539		WT leaves		ebs leaves		OK		11.651		7.32498		-0.66956		-2.55402		5.00E-05		0.000851471		yes

		XLOC_029585		XLOC_029585		AT5G08185		5:2634100-2635438		WT leaves		ebs leaves		OK		16.4302		10.269		-0.678056		-1.97619		0.0001		0.00156486		yes

		XLOC_012228		XLOC_012228		AT2G21140		2:9060624-9062091		WT leaves		ebs leaves		OK		47.6283		29.7422		-0.679309		-3.14728		5.00E-05		0.000851471		yes

		XLOC_025525		XLOC_025525		AT5G01850		5:332336-334470		WT leaves		ebs leaves		OK		4.15437		2.59275		-0.680147		-1.94857		0.0001		0.00156486		yes

		XLOC_024468		XLOC_024468		AT4G22380		4:11811749-11813000		WT leaves		ebs leaves		OK		29.3537		18.3144		-0.680562		-2.38069		5.00E-05		0.000851471		yes

		XLOC_004614		XLOC_004614		AT1G07380		1:2264828-2268306		WT leaves		ebs leaves		OK		3.49381		2.17775		-0.681962		-2.08736		5.00E-05		0.000851471		yes

		XLOC_000629		XLOC_000629		AT1G12330		1:4194657-4196749		WT leaves		ebs leaves		OK		90.2104		56.2255		-0.682071		-1.9865		5.00E-05		0.000851471		yes

		XLOC_010878		XLOC_010878		AT2G44830		2:18490128-18492816		WT leaves		ebs leaves		OK		5.88086		3.66407		-0.682582		-2.23258		5.00E-05		0.000851471		yes

		XLOC_026852		XLOC_026852		AT5G27350		5:9648666-9654426		WT leaves		ebs leaves		OK		23.7001		14.7489		-0.684292		-3.13196		5.00E-05		0.000851471		yes

		XLOC_028375		XLOC_028375		AT5G53120		5:21534472-21541029		WT leaves		ebs leaves		OK		8.6301		5.36		-0.687146		-1.21808		0.0055		0.040406		yes

		XLOC_018529		XLOC_018529		AT3G26690		3:9801213-9805715		WT leaves		ebs leaves		OK		7.64405		4.74644		-0.687492		-1.56879		0.00225		0.0201977		yes

		XLOC_004018		XLOC_004018		AT1G76620		1:28756520-28759297		WT leaves		ebs leaves		OK		8.51752		5.28358		-0.688917		-2.46465		5.00E-05		0.000851471		yes

		XLOC_011139		XLOC_011139		AT2G01913		2:421623-422626		WT leaves		ebs leaves		OK		6.17858		3.8229		-0.692607		-1.47874		0.00235		0.0208329		yes

		XLOC_017744		XLOC_017744		AT3G12965		3:4136960-4137674		WT leaves		ebs leaves		OK		105.298		65.0459		-0.694946		-2.76444		5.00E-05		0.000851471		yes

		XLOC_016410		XLOC_016410		AT3G51870		3:19243949-19246936		WT leaves		ebs leaves		OK		31.9786		19.7503		-0.695231		-3.1308		5.00E-05		0.000851471		yes

		XLOC_020190		XLOC_020190		AT3G60070		3:22183242-22186329		WT leaves		ebs leaves		OK		3.02643		1.86817		-0.695991		-1.42517		0.00285		0.0242224		yes

		XLOC_014570		XLOC_014570		AT3G15680		3:5315000-5316466		WT leaves		ebs leaves		OK		20.4585		12.62		-0.69699		-2.58298		5.00E-05		0.000851471		yes

		XLOC_018205		XLOC_018205		AT3G21190		3:7432298-7434665		WT leaves		ebs leaves		OK		9.77087		6.02517		-0.697485		-2.4422		5.00E-05		0.000851471		yes

		XLOC_027873		XLOC_027873		AT5G44560		5:17945956-17948400		WT leaves		ebs leaves		OK		11.7421		7.23533		-0.698564		-1.73721		0.0001		0.00156486		yes

		XLOC_013693		XLOC_013693		AT2G46680		2:19165402-19166949		WT leaves		ebs leaves		OK		10.3471		6.36066		-0.701984		-2.3488		5.00E-05		0.000851471		yes

		XLOC_019974		XLOC_019974		AT3G56370		3:20899098-20902981		WT leaves		ebs leaves		OK		29.3023		17.9907		-0.703766		-3.42267		5.00E-05		0.000851471		yes

		XLOC_007763		XLOC_007763		AT1G70600		1:26620922-26621659		WT leaves		ebs leaves		OK		419.435		256.929		-0.707077		-3.49792		5.00E-05		0.000851471		yes

		XLOC_022436		XLOC_022436		AT4G31290		4:15185800-15188484		WT leaves		ebs leaves		OK		84.33		51.6087		-0.708432		-3.48719		5.00E-05		0.000851471		yes

		XLOC_010264		XLOC_010264		AT2G34170		2:14428214-14432269		WT leaves		ebs leaves		OK		31.9649		19.5584		-0.708698		-1.80809		0.0011		0.0114951		yes

		XLOC_000807		XLOC_000807		AT1G15570		1:5362008-5365549		WT leaves		ebs leaves		OK		15.8602		9.69375		-0.710288		-3.06754		5.00E-05		0.000851471		yes

		XLOC_017827		XLOC_017827		AT3G14070		3:4661142-4663074		WT leaves		ebs leaves		OK		1.98919		1.21075		-0.716275		-1.6485		0.0016		0.0154884		yes

		XLOC_025096		XLOC_025096		AT4G33400		4:16077916-16080521		WT leaves		ebs leaves		OK		10.2266		6.22121		-0.717054		-2.72191		5.00E-05		0.000851471		yes

		XLOC_007170		XLOC_007170		AT1G60590		1:22314169-22316970		WT leaves		ebs leaves		OK		29.4464		17.9108		-0.717263		-3.3222		5.00E-05		0.000851471		yes

		XLOC_017300		XLOC_017300		AT3G05330		3:1518881-1521494		WT leaves		ebs leaves		OK		4.71407		2.86682		-0.71752		-1.83579		0.00055		0.00661714		yes

		XLOC_009778		XLOC_009778		AT2G25420		2:10816748-10821053		WT leaves		ebs leaves		OK		3.39758		2.06615		-0.71756		-1.68624		0.0002		0.00287925		yes

		XLOC_010229		XLOC_010229		AT2G33620		2:14234025-14238793		WT leaves		ebs leaves		OK		22.6294		13.7529		-0.718466		-2.27606		5.00E-05		0.000851471		yes

		XLOC_019903		XLOC_019903		AT3G54990		3:20373717-20376522		WT leaves		ebs leaves		OK		5.07746		3.0801		-0.72113		-1.77787		0.00045		0.0056757		yes

		XLOC_016570		XLOC_016570		AT3G54820		3:20302020-20304010		WT leaves		ebs leaves		OK		22.0304		13.3569		-0.721915		-2.66681		5.00E-05		0.000851471		yes

		XLOC_028932		XLOC_028932		AT5G62700		5:25184396-25186711		WT leaves		ebs leaves		OK		128.572		77.9394		-0.722155		-3.60839		5.00E-05		0.000851471		yes

		XLOC_014789		XLOC_014789		AT3G19100		3:6605475-6609295		WT leaves		ebs leaves		OK		18.5593		11.2357		-0.724054		-3.28126		5.00E-05		0.000851471		yes

		XLOC_022212		XLOC_022212		AT4G27435		4:13723793-13725137		WT leaves		ebs leaves		OK		6.02953		3.6502		-0.724069		-1.63346		0.00105		0.0111359		yes

		XLOC_018530		XLOC_018530		AT3G26744		3:9832688-9835247		WT leaves		ebs leaves		OK		88.2067		53.3673		-0.724933		-3.33884		5.00E-05		0.000851471		yes

		XLOC_023083		XLOC_023083		AT4G02290		4:1002393-1005253		WT leaves		ebs leaves		OK		3.52998		2.13254		-0.727089		-1.58828		0.00035		0.00459263		yes

		XLOC_020112		XLOC_020112		AT3G58720		3:21715006-21717948		WT leaves		ebs leaves		OK		16.7966		10.1338		-0.729001		-2.29644		0.0025		0.0218079		yes

		XLOC_010063		XLOC_010063		AT2G30890,AT2G30900		2:13147620-13152542		WT leaves		ebs leaves		OK		7.85706		4.72525		-0.7336		-1.58273		0.001		0.010716		yes

		XLOC_002699		XLOC_002699		AT1G52770		1:19655838-19657734		WT leaves		ebs leaves		OK		3.41218		2.043		-0.740004		-1.59755		0.00045		0.0056757		yes

		XLOC_006893		XLOC_006893		AT1G54385		1:20301125-20303885		WT leaves		ebs leaves		OK		9.8151		5.85383		-0.745622		-2.88349		5.00E-05		0.000851471		yes

		XLOC_005227		XLOC_005227		AT1G18250		1:6276787-6278150		WT leaves		ebs leaves		OK		10.0441		5.98358		-0.747274		-1.73175		0.0001		0.00156486		yes

		XLOC_009370		XLOC_009370		AT2G18735		2:8122118-8123076		WT leaves		ebs leaves		OK		3.25719		1.93965		-0.74783		-1.50656		0.00415		0.0323616		yes

		XLOC_002076		XLOC_002076		AT1G37130		1:14158526-14161938		WT leaves		ebs leaves		OK		269.406		160.09		-0.750899		-3.68456		5.00E-05		0.000851471		yes

		XLOC_030510		XLOC_030510		AT5G25620		5:8935039-8938758		WT leaves		ebs leaves		OK		2.95317		1.75429		-0.751376		-1.88714		0.0001		0.00156486		yes

		XLOC_014298		XLOC_014298		AT3G11040		3:3460142-3463312		WT leaves		ebs leaves		OK		1.43711		0.853658		-0.751441		-1.58871		0.00225		0.0201977		yes

		XLOC_028630		XLOC_028630		AT5G57130		5:23144979-23149568		WT leaves		ebs leaves		OK		9.29704		5.51944		-0.752249		-3.14852		5.00E-05		0.000851471		yes

		XLOC_025175		XLOC_025175		AT4G34860		4:16608312-16612907		WT leaves		ebs leaves		OK		2.82055		1.67414		-0.752554		-1.9237		5.00E-05		0.000851471		yes

		XLOC_020508		XLOC_020508		AT4G01730		4:749573-752034		WT leaves		ebs leaves		OK		4.93641		2.92231		-0.756354		-2.1729		5.00E-05		0.000851471		yes

		XLOC_011971		XLOC_011971		AT2G16660		2:7218705-7221625		WT leaves		ebs leaves		OK		127.006		75.175		-0.756571		-3.57963		5.00E-05		0.000851471		yes

		XLOC_009484		XLOC_009484		AT2G20635		2:8900409-8903384		WT leaves		ebs leaves		OK		4.91393		2.90817		-0.756764		-2.20766		5.00E-05		0.000851471		yes

		XLOC_013379		XLOC_013379		AT2G40820		2:17036462-17040063		WT leaves		ebs leaves		OK		8.19071		4.8441		-0.75776		-2.50829		5.00E-05		0.000851471		yes

		XLOC_004146		XLOC_004146		AT1G79075		1:29745938-29746842		WT leaves		ebs leaves		OK		113.022		66.8124		-0.758411		-2.48433		5.00E-05		0.000851471		yes

		XLOC_021797		XLOC_021797		AT4G20320		4:10974462-10979464		WT leaves		ebs leaves		OK		3.56382		2.10659		-0.758513		-2.05122		5.00E-05		0.000851471		yes

		XLOC_010598		XLOC_010598		AT2G40030		2:16714493-16723583		WT leaves		ebs leaves		OK		6.51125		3.84817		-0.75876		-3.32012		5.00E-05		0.000851471		yes

		XLOC_014154		XLOC_014154		AT3G07990		3:2552476-2555929		WT leaves		ebs leaves		OK		9.65426		5.70104		-0.759941		-1.47479		0.0053		0.039201		yes

		XLOC_032808		XLOC_032808		AT5G66400		5:26518276-26519242		WT leaves		ebs leaves		OK		78.8485		46.4843		-0.762342		-2.92186		5.00E-05		0.000851471		yes

		XLOC_006428		XLOC_006428		AT1G44110		1:16774864-16777247		WT leaves		ebs leaves		OK		8.82446		5.1918		-0.765273		-1.33721		0.0047		0.0356892		yes

		XLOC_004062		XLOC_004062		AT1G77450		1:29099953-29101261		WT leaves		ebs leaves		OK		4.33118		2.53411		-0.773281		-1.2579		0.00695		0.0482464		yes

		XLOC_025237		XLOC_025237		AT4G36080		4:17059823-17078007		WT leaves		ebs leaves		OK		4.41826		2.58132		-0.775366		-2.72159		5.00E-05		0.000851471		yes

		XLOC_021900		XLOC_021900		AT4G21820		4:11577523-11584053		WT leaves		ebs leaves		OK		2.50366		1.45844		-0.779614		-1.31124		0.001		0.010716		yes

		XLOC_012289		XLOC_012289		AT2G22200		2:9443127-9444423		WT leaves		ebs leaves		OK		2.31091		1.34415		-0.781767		-1.38519		0.00375		0.0299483		yes

		XLOC_019866		XLOC_019866		AT3G54400		3:20140057-20142642		WT leaves		ebs leaves		OK		89.5289		52.0151		-0.783423		-3.84408		5.00E-05		0.000851471		yes

		XLOC_000933		XLOC_000933		AT1G17460		1:5998813-6002716		WT leaves		ebs leaves		OK		4.006		2.32726		-0.783534		-2.36632		5.00E-05		0.000851471		yes

		XLOC_028886		XLOC_028886		AT5G61880		5:24850256-24851776		WT leaves		ebs leaves		OK		12.5361		7.27491		-0.785083		-2.21868		5.00E-05		0.000851471		yes

		XLOC_025384		XLOC_025384		AT4G38660		4:18066176-18068205		WT leaves		ebs leaves		OK		20.8746		12.1091		-0.785662		-3.14164		5.00E-05		0.000851471		yes

		XLOC_000730		XLOC_000730		AT1G14020		1:4802719-4807517		WT leaves		ebs leaves		OK		8.88253		5.14959		-0.786515		-1.38041		0.00565		0.0412626		yes

		XLOC_026194		XLOC_026194		AT5G14760		5:4768467-4772153		WT leaves		ebs leaves		OK		1.21724		0.704903		-0.788112		-1.47838		0.00215		0.0195366		yes

		XLOC_011134		XLOC_011134		AT2G01830		2:362982-369707		WT leaves		ebs leaves		OK		5.59599		3.23137		-0.792249		-2.39234		5.00E-05		0.000851471		yes

		XLOC_032009		XLOC_032009		AT5G51590		5:20956566-20959113		WT leaves		ebs leaves		OK		5.13141		2.96291		-0.79234		-2.23833		5.00E-05		0.000851471		yes

		XLOC_004920		XLOC_004920		AT1G12570		1:4277992-4280862		WT leaves		ebs leaves		OK		2.62436		1.51499		-0.792656		-1.51653		0.00035		0.00459263		yes

		XLOC_012090		XLOC_012090		AT2G18900		2:8188256-8192489		WT leaves		ebs leaves		OK		15.2737		8.80799		-0.794169		-1.50163		0.00595		0.0429624		yes

		XLOC_030698		XLOC_030698		AT5G28640		5:10647569-10649892		WT leaves		ebs leaves		OK		2.73898		1.57739		-0.796096		-1.48422		0.00215		0.0195366		yes

		XLOC_004286		XLOC_004286		AT1G01700		1:259494-261474		WT leaves		ebs leaves		OK		1.7915		1.03139		-0.79658		-1.5454		0.00365		0.0293139		yes

		XLOC_016542		XLOC_016542		AT3G54180		3:20059795-20061438		WT leaves		ebs leaves		OK		5.43818		3.13058		-0.796691		-1.31155		0.0026		0.0224687		yes

		XLOC_022602		XLOC_022602		AT4G34160		4:16357638-16359555		WT leaves		ebs leaves		OK		19.0728		10.9772		-0.797004		-3.08258		5.00E-05		0.000851471		yes

		XLOC_017981		XLOC_017981		AT3G16950		3:5786384-5790525		WT leaves		ebs leaves		OK		22.7136		13.0355		-0.801116		-2.15518		5.00E-05		0.000851471		yes

		XLOC_013285		XLOC_013285		AT2G39300		2:16410108-16413484		WT leaves		ebs leaves		OK		1.15966		0.664267		-0.803868		-1.46321		0.00215		0.0195366		yes

		XLOC_028544		XLOC_028544		AT5G55820		5:22583984-22594035		WT leaves		ebs leaves		OK		3.37261		1.93175		-0.803957		-2.76367		5.00E-05		0.000851471		yes

		XLOC_000549		XLOC_000549		AT1G11160		1:3733138-3739842		WT leaves		ebs leaves		OK		0.932951		0.533752		-0.805632		-1.32889		0.0028		0.0238741		yes

		XLOC_010797		XLOC_010797		AT2G43445		2:18041484-18043086		WT leaves		ebs leaves		OK		4.35821		2.49272		-0.806011		-1.14703		0.0029		0.0245348		yes

		XLOC_006508		XLOC_006508		AT1G47625,transcript:AT1G47625.1		1:17510809-17511489		WT leaves		ebs leaves		OK		7.1958		4.1154		-0.806121		-1.46045		0.0039		0.0308142		yes

		XLOC_002541		XLOC_002541		AT1G49870		1:18460211-18463785		WT leaves		ebs leaves		OK		2.7946		1.59444		-0.809588		-1.40912		0.00115		0.0119101		yes

		XLOC_025886		XLOC_025886		AT5G08000		5:2563553-2565491		WT leaves		ebs leaves		OK		11.9819		6.83446		-0.809951		-2.38149		5.00E-05		0.000851471		yes

		XLOC_018151		XLOC_018151		AT3G20260		3:7064053-7066503		WT leaves		ebs leaves		OK		6.95154		3.9623		-0.810994		-2.93009		5.00E-05		0.000851471		yes

		XLOC_009255		XLOC_009255		AT2G16850		2:7301580-7303437		WT leaves		ebs leaves		OK		46.6504		26.5312		-0.814199		-3.69457		5.00E-05		0.000851471		yes

		XLOC_030502		XLOC_030502		AT5G25475		5:8867796-8869821		WT leaves		ebs leaves		OK		4.01883		2.28245		-0.816192		-1.24956		0.00195		0.0181465		yes

		XLOC_000499		XLOC_000499		AT1G10230		1:3355570-3356359		WT leaves		ebs leaves		OK		17.725		10.0495		-0.818665		-2.1815		5.00E-05		0.000851471		yes

		XLOC_030223		XLOC_030223		AT5G20160		5:6803781-6805201		WT leaves		ebs leaves		OK		76.892		43.5767		-0.819277		-2.02464		5.00E-05		0.000851471		yes

		XLOC_001826		XLOC_001826		AT1G33265		1:12066594-12070374		WT leaves		ebs leaves		OK		16.4472		9.30707		-0.821447		-1.80047		0.00045		0.0056757		yes

		XLOC_029761		XLOC_029761		AT5G11550		5:3708008-3709246		WT leaves		ebs leaves		OK		41.274		23.3005		-0.824871		-3.69063		5.00E-05		0.000851471		yes

		XLOC_014851		XLOC_014851		AT3G20150		3:7031331-7037010		WT leaves		ebs leaves		OK		4.83613		2.72551		-0.82733		-2.97054		5.00E-05		0.000851471		yes

		XLOC_030579		XLOC_030579		AT5G27030		5:9508097-9515407		WT leaves		ebs leaves		OK		12.6914		7.15079		-0.827681		-1.37502		0.0072		0.0495732		yes

		XLOC_023967		XLOC_023967		AT4G14200		4:8185369-8188783		WT leaves		ebs leaves		OK		4.84174		2.72659		-0.828427		-1.32545		0.0014		0.0140212		yes

		XLOC_023143		XLOC_023143		AT4G03190		4:1403116-1407139		WT leaves		ebs leaves		OK		15.1914		8.54716		-0.829742		-2.62313		5.00E-05		0.000851471		yes

		XLOC_025063		XLOC_025063		AT4G32920		4:15887269-15896006		WT leaves		ebs leaves		OK		5.22638		2.93538		-0.832264		-3.40212		5.00E-05		0.000851471		yes

		XLOC_027648		XLOC_027648		AT5G41040		5:16431373-16433305		WT leaves		ebs leaves		OK		3.55764		1.99633		-0.833571		-1.38356		0.00125		0.0127815		yes

		XLOC_007654		XLOC_007654		AT1G68710		1:25792817-25798257		WT leaves		ebs leaves		OK		7.71439		4.32453		-0.835007		-3.16603		5.00E-05		0.000851471		yes

		XLOC_002708		XLOC_002708		AT1G52910		1:19708056-19711052		WT leaves		ebs leaves		OK		13.9033		7.78208		-0.837197		-2.08608		0.0001		0.00156486		yes

		XLOC_009858		XLOC_009858		AT2G26760		2:11401328-11403427		WT leaves		ebs leaves		OK		5.1554		2.87954		-0.840248		-1.67208		0.00075		0.00852515		yes

		XLOC_018125		XLOC_018125		AT3G19620		3:6815612-6818308		WT leaves		ebs leaves		OK		6.72713		3.75044		-0.842932		-3.11244		5.00E-05		0.000851471		yes

		XLOC_012768		XLOC_012768		AT2G30420		2:12960826-12962162		WT leaves		ebs leaves		OK		4.27783		2.38089		-0.845379		-1.4317		0.00295		0.0247543		yes

		XLOC_003523		XLOC_003523		AT1G67750		1:25401587-25403503		WT leaves		ebs leaves		OK		7.32899		4.0754		-0.846671		-2.12541		0.0002		0.00287925		yes

		XLOC_017075		XLOC_017075		AT3G01410		3:153355-155642		WT leaves		ebs leaves		OK		6.25979		3.47773		-0.847968		-1.63088		0.0011		0.0114951		yes

		XLOC_007920		XLOC_007920		AT1G73890		1:27787902-27788658		WT leaves		ebs leaves		OK		19.3821		10.7666		-0.848162		-2.5203		5.00E-05		0.000851471		yes

		XLOC_003257		XLOC_003257		AT1G62990		1:23337364-23340688		WT leaves		ebs leaves		OK		2.11064		1.17134		-0.849519		-1.37088		0.00295		0.0247543		yes

		XLOC_008139		XLOC_008139		AT1G77760		1:29235802-29239445		WT leaves		ebs leaves		OK		98.2048		54.4855		-0.84992		-2.485		0.0001		0.00156486		yes

		XLOC_010454		XLOC_010454		AT2G37420		2:15700330-15705346		WT leaves		ebs leaves		OK		2.56385		1.42159		-0.850803		-1.6497		0.0007		0.00809588		yes

		XLOC_014470		XLOC_014470		AT3G14190		3:4710482-4711969		WT leaves		ebs leaves		OK		7.02904		3.88081		-0.856968		-2.17966		5.00E-05		0.000851471		yes

		XLOC_022469		XLOC_022469		AT4G31840		4:15401639-15402617		WT leaves		ebs leaves		OK		29.4572		16.2409		-0.858989		-3.37351		5.00E-05		0.000851471		yes

		XLOC_009511		XLOC_009511		AT2G21070		2:9040851-9043626		WT leaves		ebs leaves		OK		6.126		3.37315		-0.86085		-1.54799		0.00435		0.03361		yes

		XLOC_002745		XLOC_002745		AT1G53470		1:19958586-19961578		WT leaves		ebs leaves		OK		1.94303		1.06943		-0.861465		-2.18591		5.00E-05		0.000851471		yes

		XLOC_020049		XLOC_020049		AT3G57780		3:21399765-21402899		WT leaves		ebs leaves		OK		3.02778		1.66631		-0.861603		-2.14241		5.00E-05		0.000851471		yes

		XLOC_030661		XLOC_030661		AT5G28290		5:10278690-10282614		WT leaves		ebs leaves		OK		12.689		6.97227		-0.863879		-3.29762		5.00E-05		0.000851471		yes

		XLOC_014488		XLOC_014488		AT3G14570		3:4892642-4902628		WT leaves		ebs leaves		OK		3.0739		1.68842		-0.864402		-3.33779		5.00E-05		0.000851471		yes

		XLOC_014332		XLOC_014332		AT3G11600		3:3667228-3667979		WT leaves		ebs leaves		OK		7.93285		4.33818		-0.870749		-2.03035		5.00E-05		0.000851471		yes

		XLOC_027773		XLOC_027773		AT5G42880		5:17191576-17194131		WT leaves		ebs leaves		OK		4.02525		2.20119		-0.870797		-1.89967		0.0008		0.00899964		yes

		XLOC_028483		XLOC_028483		AT5G54670		5:22209471-22214134		WT leaves		ebs leaves		OK		6.56834		3.58264		-0.874509		-3.00951		5.00E-05		0.000851471		yes

		XLOC_014178		XLOC_014178		AT3G08947		3:2723288-2726942		WT leaves		ebs leaves		OK		2.58804		1.40995		-0.876217		-2.47388		5.00E-05		0.000851471		yes

		XLOC_000476		XLOC_000476		AT1G09740		1:3154531-3156275		WT leaves		ebs leaves		OK		16.8845		9.1976		-0.876373		-2.11223		5.00E-05		0.000851471		yes

		XLOC_030054		XLOC_030054		AT5G17160		5:5639645-5642513		WT leaves		ebs leaves		OK		11.0287		6.00356		-0.877374		-2.62559		5.00E-05		0.000851471		yes

		XLOC_024592		XLOC_024592		AT4G24610		4:12700596-12708109		WT leaves		ebs leaves		OK		8.92195		4.85221		-0.878719		-1.37877		0.0042		0.032724		yes

		XLOC_025080		XLOC_025080		AT4G33150		4:15985188-15991538		WT leaves		ebs leaves		OK		11.9467		6.47847		-0.882885		-1.85006		0.0001		0.00156486		yes

		XLOC_025704		XLOC_025704		AT5G04840		5:1405293-1407934		WT leaves		ebs leaves		OK		1.84964		0.999784		-0.887554		-1.64726		0.00095		0.0102873		yes

		XLOC_029236		XLOC_029236		AT5G01580		5:221366-223852		WT leaves		ebs leaves		OK		4.2089		2.27158		-0.889744		-1.4041		0.00685		0.047749		yes

		XLOC_025077		XLOC_025077		AT4G33120		4:15975385-15978111		WT leaves		ebs leaves		OK		3.51199		1.89088		-0.893228		-1.48492		0.00335		0.0274762		yes

		XLOC_004936		XLOC_004936		AT1G12845		1:4378938-4379516		WT leaves		ebs leaves		OK		76.9122		41.3801		-0.894274		-3.70106		5.00E-05		0.000851471		yes

		XLOC_009241		XLOC_009241		AT2G16595		2:7198126-7200297		WT leaves		ebs leaves		OK		2.3416		1.25645		-0.898148		-1.27531		0.00395		0.0311163		yes

		XLOC_013495		XLOC_013495		AT2G42840		2:17826115-17827536		WT leaves		ebs leaves		OK		347.839		186.248		-0.901193		-4.51581		5.00E-05		0.000851471		yes

		XLOC_024892		XLOC_024892		AT4G29920		4:14632652-14635885		WT leaves		ebs leaves		OK		1.92938		1.03289		-0.901455		-2.41139		5.00E-05		0.000851471		yes

		XLOC_032701		XLOC_032701		AT5G64552		5:25801527-25804980		WT leaves		ebs leaves		OK		2.34786		1.25397		-0.904842		-2.29542		5.00E-05		0.000851471		yes

		XLOC_015102		XLOC_015102		AT3G23890		3:8624749-8631327		WT leaves		ebs leaves		OK		12.3165		6.56754		-0.907161		-3.97495		5.00E-05		0.000851471		yes

		XLOC_020771		XLOC_020771		AT4G05190		4:2675100-2682309		WT leaves		ebs leaves		OK		5.72703		3.05381		-0.907179		-2.98848		5.00E-05		0.000851471		yes

		XLOC_018629		XLOC_018629		AT3G28007		3:10408091-10409745		WT leaves		ebs leaves		OK		6.89424		3.67602		-0.907249		-1.26548		0.0043		0.0332931		yes

		XLOC_029475		XLOC_029475		AT5G06150		5:1859278-1861649		WT leaves		ebs leaves		OK		9.38945		5.00311		-0.908215		-2.82387		5.00E-05		0.000851471		yes

		XLOC_004212		XLOC_004212		AT1G80370		1:30213704-30216861		WT leaves		ebs leaves		OK		3.94054		2.09853		-0.909017		-2.38986		5.00E-05		0.000851471		yes

		XLOC_023071		XLOC_023071		AT4G01985		4:866235-868126		WT leaves		ebs leaves		OK		1.7808		0.947474		-0.910366		-1.90464		0.00045		0.0056757		yes

		XLOC_009452		XLOC_009452		AT2G20110		2:8684495-8687218		WT leaves		ebs leaves		OK		1.79724		0.956053		-0.910618		-1.14119		0.0036		0.0290256		yes

		XLOC_012661		XLOC_012661		AT2G28620		2:12265166-12270020		WT leaves		ebs leaves		OK		4.73611		2.51773		-0.911578		-3.28077		5.00E-05		0.000851471		yes

		XLOC_010377		XLOC_010377		AT2G36026		2:15127264-15127816		WT leaves		ebs leaves		OK		21.3184		11.3279		-0.912218		-2.14851		0.0001		0.00156486		yes

		XLOC_025088		XLOC_025088		AT4G33270		4:16044351-16046792		WT leaves		ebs leaves		OK		9.42454		5.00614		-0.912723		-1.498		0.0043		0.0332931		yes

		XLOC_028098		XLOC_028098		AT5G48360		5:19595656-19598492		WT leaves		ebs leaves		OK		13.3489		7.06437		-0.918092		-2.70223		5.00E-05		0.000851471		yes

		XLOC_024067		XLOC_024067		AT4G15830		4:8992969-8996601		WT leaves		ebs leaves		OK		8.78541		4.64704		-0.918798		-1.15106		0.0047		0.0356892		yes

		XLOC_026235		XLOC_026235		AT5G15530		5:5038750-5040840		WT leaves		ebs leaves		OK		16.1481		8.52975		-0.920787		-3.57482		5.00E-05		0.000851471		yes

		XLOC_017518		XLOC_017518		AT3G09190		3:2821478-2822687		WT leaves		ebs leaves		OK		4.09962		2.16509		-0.921063		-2.19298		5.00E-05		0.000851471		yes

		XLOC_008053		XLOC_008053		AT1G76310		1:28628045-28630394		WT leaves		ebs leaves		OK		4.91221		2.58909		-0.923927		-2.11399		5.00E-05		0.000851471		yes

		XLOC_022172		XLOC_022172		AT4G26660		4:13448683-13452016		WT leaves		ebs leaves		OK		4.76568		2.50969		-0.925173		-1.8176		5.00E-05		0.000851471		yes

		XLOC_032076		XLOC_032076		AT5G52882		5:21433878-21438659		WT leaves		ebs leaves		OK		25.7992		13.5513		-0.928896		-4.4119		5.00E-05		0.000851471		yes

		XLOC_014783		XLOC_014783		AT3G19050		3:6577723-6590188		WT leaves		ebs leaves		OK		4.53373		2.37846		-0.930675		-2.44412		5.00E-05		0.000851471		yes

		XLOC_009855		XLOC_009855		AT2G26710		2:11380491-11383612		WT leaves		ebs leaves		OK		10.8342		5.65905		-0.936965		-3.42293		5.00E-05		0.000851471		yes

		XLOC_008202		XLOC_008202		AT1G78865		1:29647737-29649951		WT leaves		ebs leaves		OK		0.898369		0.468206		-0.940164		-1.51075		0.00335		0.0274762		yes

		XLOC_009684		XLOC_009684		AT2G23910		2:10177833-10180064		WT leaves		ebs leaves		OK		2.5662		1.3338		-0.944093		-1.59844		0.00055		0.00661714		yes

		XLOC_016405		XLOC_016405		AT3G51740		3:19189048-19192051		WT leaves		ebs leaves		OK		9.83158		5.0978		-0.947547		-3.64311		5.00E-05		0.000851471		yes

		XLOC_027946		XLOC_027946		AT5G45700		5:18537348-18538196		WT leaves		ebs leaves		OK		9.44889		4.89449		-0.948985		-2.60457		5.00E-05		0.000851471		yes

		XLOC_005782		XLOC_005782		AT1G29160		1:10183796-10184324		WT leaves		ebs leaves		OK		13.3619		6.9184		-0.949613		-2.30959		5.00E-05		0.000851471		yes

		XLOC_001177		XLOC_001177		AT1G21740		1:7641579-7645078		WT leaves		ebs leaves		OK		1.82467		0.943949		-0.950854		-2.39642		5.00E-05		0.000851471		yes

		XLOC_012947		XLOC_012947		AT2G33400		2:14151134-14154530		WT leaves		ebs leaves		OK		10.6932		5.52663		-0.952229		-2.27591		5.00E-05		0.000851471		yes

		XLOC_010446		XLOC_010446		AT2G37260		2:15644839-15647065		WT leaves		ebs leaves		OK		3.09223		1.5956		-0.954551		-1.2991		0.001		0.010716		yes

		XLOC_020573		XLOC_020573		AT4G02800		4:1250014-1251681		WT leaves		ebs leaves		OK		8.33651		4.28207		-0.961135		-2.64283		5.00E-05		0.000851471		yes

		XLOC_020743		XLOC_020743		AT4G04830		4:2445793-2447086		WT leaves		ebs leaves		OK		3.43277		1.76299		-0.961353		-1.29348		0.00285		0.0242224		yes

		XLOC_005545		XLOC_005545		AT1G24020		1:8500399-8502065		WT leaves		ebs leaves		OK		57.574		29.5018		-0.964617		-4.0369		5.00E-05		0.000851471		yes

		XLOC_032578		XLOC_032578		AT5G62210		5:24986326-24987489		WT leaves		ebs leaves		OK		14.604		7.48153		-0.964958		-1.71864		5.00E-05		0.000851471		yes

		XLOC_016532		XLOC_016532		AT3G54000		3:19996606-19998623		WT leaves		ebs leaves		OK		5.48633		2.79251		-0.97428		-1.91217		0.00025		0.00348795		yes

		XLOC_030001		XLOC_030001		AT5G16250		5:5310094-5310951		WT leaves		ebs leaves		OK		43.3284		22.0197		-0.976517		-3.9517		5.00E-05		0.000851471		yes

		XLOC_028470		XLOC_028470		AT5G54530		5:22152724-22154429		WT leaves		ebs leaves		OK		4.99775		2.53864		-0.977224		-1.52499		0.00165		0.0159059		yes

		XLOC_010292		XLOC_010292		AT2G34600		2:14573079-14573856		WT leaves		ebs leaves		OK		4.76742		2.41152		-0.98327		-1.64322		0.0012		0.0123451		yes

		XLOC_021269		XLOC_021269		AT4G11400		4:6938716-6940539		WT leaves		ebs leaves		OK		0.980167		0.495798		-0.983273		-1.57294		0.0034		0.0277146		yes

		XLOC_020230		XLOC_020230		AT3G60900		3:22499359-22501239		WT leaves		ebs leaves		OK		1.42246		0.719424		-0.983471		-1.57629		0.0011		0.0114951		yes

		XLOC_017092		XLOC_017092		AT3G01710		3:259633-261840		WT leaves		ebs leaves		OK		5.13258		2.59221		-0.985504		-2.45966		5.00E-05		0.000851471		yes

		XLOC_026055		XLOC_026055		AT5G11510		5:3679807-3684877		WT leaves		ebs leaves		OK		3.6182		1.82703		-0.985776		-3.08995		5.00E-05		0.000851471		yes

		XLOC_029129		XLOC_029129		AT5G66220,AT5G66230		5:26461151-26464131		WT leaves		ebs leaves		OK		11.8236		5.93064		-0.995411		-1.48386		0.0001		0.00156486		yes

		XLOC_018083		XLOC_018083		AT3G18850		3:6499414-6501359		WT leaves		ebs leaves		OK		9.02542		4.52534		-0.995968		-3.00595		5.00E-05		0.000851471		yes

		XLOC_016935		XLOC_016935		AT3G61490		3:22758062-22760340		WT leaves		ebs leaves		OK		6.10286		3.05904		-0.996407		-1.68401		0.00015		0.0022305		yes

		XLOC_008645		XLOC_008645		AT2G06255		2:2457572-2459811		WT leaves		ebs leaves		OK		6.97787		3.49319		-0.998239		-1.9299		0.00015		0.0022305		yes

		XLOC_003574		XLOC_003574		AT1G68600		1:25759841-25762934		WT leaves		ebs leaves		OK		29.6562		14.831		-0.999716		-3.92149		5.00E-05		0.000851471		yes

		XLOC_015960		XLOC_015960		AT3G44050		3:15818737-15824861		WT leaves		ebs leaves		OK		4.5363		2.26398		-1.00266		-1.23309		0.00085		0.00943042		yes

		XLOC_016970		XLOC_016970		AT3G62060		3:22979954-22982944		WT leaves		ebs leaves		OK		6.68274		3.33386		-1.00324		-1.93116		0.00065		0.00761746		yes

		XLOC_027734		XLOC_027734		AT5G42330		5:16926607-16927503		WT leaves		ebs leaves		OK		5.01391		2.50032		-1.00382		-1.72864		0.00055		0.00661714		yes

		XLOC_017739		XLOC_017739		AT3G12870		3:4094416-4095037		WT leaves		ebs leaves		OK		11.8956		5.92921		-1.00451		-2.54354		5.00E-05		0.000851471		yes

		XLOC_014494		XLOC_014494		AT3G14630		3:4917497-4919409		WT leaves		ebs leaves		OK		1.26065		0.628046		-1.00522		-1.66659		0.0015		0.0147359		yes

		XLOC_028567		XLOC_028567		AT5G56120		5:22721372-22725095		WT leaves		ebs leaves		OK		10.6662		5.31363		-1.00527		-2.36913		5.00E-05		0.000851471		yes

		XLOC_016743		XLOC_016743		AT3G57860		3:21426313-21428253		WT leaves		ebs leaves		OK		3.10122		1.53939		-1.01047		-2.13803		5.00E-05		0.000851471		yes

		XLOC_004615		XLOC_004615		AT1G07430		1:2280834-2282828		WT leaves		ebs leaves		OK		1.93815		0.961275		-1.01166		-1.69075		0.00015		0.0022305		yes

		XLOC_005646		XLOC_005646		AT1G26450		1:9148709-9150250		WT leaves		ebs leaves		OK		5.61254		2.77003		-1.01875		-2.40261		5.00E-05		0.000851471		yes

		XLOC_004380		XLOC_004380		AT1G03470		1:865914-867733		WT leaves		ebs leaves		OK		7.11668		3.5112		-1.01924		-2.51426		5.00E-05		0.000851471		yes

		XLOC_000964		XLOC_000964		AT1G18075		1:6220647-6220833		WT leaves		ebs leaves		OK		51.9057		25.5143		-1.02459		-1.44683		0.0061		0.0437218		yes

		XLOC_008490		XLOC_008490		AT2G03980		2:1259198-1262552		WT leaves		ebs leaves		OK		1.96663		0.961717		-1.03204		-1.936		0.0001		0.00156486		yes

		XLOC_022316		XLOC_022316		AT4G29020		4:14304920-14305721		WT leaves		ebs leaves		OK		271.2		132.484		-1.03355		-5.13143		5.00E-05		0.000851471		yes

		XLOC_009608		XLOC_009608		AT2G22610		2:9599549-9610595		WT leaves		ebs leaves		OK		4.62112		2.24708		-1.04019		-0.921643		0.00585		0.0424555		yes

		XLOC_010242		XLOC_010242		AT2G33793		2:14296993-14300506		WT leaves		ebs leaves		OK		3.28237		1.59426		-1.04185		-2.39622		5.00E-05		0.000851471		yes

		XLOC_024150		XLOC_024150		AT4G17030		4:9581585-9583290		WT leaves		ebs leaves		OK		6.61728		3.20742		-1.04482		-2.32875		5.00E-05		0.000851471		yes

		XLOC_023842		XLOC_023842		AT4G12540		4:7429875-7431602		WT leaves		ebs leaves		OK		1.59509		0.771362		-1.04816		-1.80131		0.0009		0.00987867		yes

		XLOC_031239		XLOC_031239		AT5G38590		5:15451932-15453897		WT leaves		ebs leaves		OK		5.74305		2.77624		-1.04869		-2.76436		5.00E-05		0.000851471		yes

		XLOC_000040		XLOC_000040		AT1G01690		1:249140-252462		WT leaves		ebs leaves		OK		4.09573		1.97564		-1.0518		-1.95458		0.0004		0.005161		yes

		XLOC_014476		XLOC_014476		AT3G14360		3:4791588-4794417		WT leaves		ebs leaves		OK		2.76828		1.33153		-1.0559		-1.37757		0.0003		0.00405131		yes

		XLOC_015884		XLOC_015884		AT3G43210		3:15190933-15196168		WT leaves		ebs leaves		OK		2.02178		0.972439		-1.05595		-2.3484		5.00E-05		0.000851471		yes

		XLOC_022552		XLOC_022552		AT4G33160		4:15994088-15995655		WT leaves		ebs leaves		OK		5.19023		2.49337		-1.0577		-1.60984		0.00445		0.0342115		yes

		XLOC_029868		XLOC_029868		AT5G13840		5:4468507-4472855		WT leaves		ebs leaves		OK		11.3869		5.46678		-1.05861		-1.63714		0.0033		0.0271623		yes

		XLOC_012673		XLOC_012673		AT2G28790		2:12354429-12355431		WT leaves		ebs leaves		OK		12.1939		5.84366		-1.06122		-2.38469		5.00E-05		0.000851471		yes

		XLOC_004339		XLOC_004339		AT1G02730		1:594572-598657		WT leaves		ebs leaves		OK		15.5		7.41295		-1.06414		-4.17453		5.00E-05		0.000851471		yes

		XLOC_019830		XLOC_019830		AT3G53760		3:19917853-19922365		WT leaves		ebs leaves		OK		6.82173		3.24382		-1.07244		-1.82999		0.00025		0.00348795		yes

		XLOC_004052		XLOC_004052		AT1G77270		1:29027777-29031285		WT leaves		ebs leaves		OK		3.1383		1.48997		-1.0747		-2.33305		5.00E-05		0.000851471		yes

		XLOC_022002		XLOC_022002		AT4G23800		4:12390166-12393982		WT leaves		ebs leaves		OK		52.7779		24.906		-1.08344		-4.65994		5.00E-05		0.000851471		yes

		XLOC_007985		XLOC_007985		AT1G75060		1:28181274-28183503		WT leaves		ebs leaves		OK		4.00006		1.88223		-1.08758		-1.65537		0.0007		0.00809588		yes

		XLOC_017313		XLOC_017313		AT3G05600		3:1623243-1624763		WT leaves		ebs leaves		OK		9.946		4.67726		-1.08845		-3.07932		5.00E-05		0.000851471		yes

		XLOC_013105		XLOC_013105		AT2G36080		2:15148258-15151575		WT leaves		ebs leaves		OK		7.4183		3.48653		-1.08929		-2.91887		5.00E-05		0.000851471		yes

		XLOC_019911		XLOC_019911		AT3G55110		3:20424549-20427377		WT leaves		ebs leaves		OK		3.0886		1.44887		-1.09202		-2.09223		5.00E-05		0.000851471		yes

		XLOC_029147		XLOC_029147		AT5G66610		5:26584773-26587869		WT leaves		ebs leaves		OK		3.51569		1.64898		-1.09223		-2.44756		5.00E-05		0.000851471		yes

		XLOC_021961		XLOC_021961		AT4G22960		4:12030019-12033137		WT leaves		ebs leaves		OK		2.41727		1.12977		-1.09736		-1.03338		0.0048		0.0362554		yes

		XLOC_032703		XLOC_032703		AT5G64570		5:25810114-25813335		WT leaves		ebs leaves		OK		17.056		7.96844		-1.09791		-3.1436		5.00E-05		0.000851471		yes

		XLOC_004409		XLOC_004409		AT1G03940		1:1009541-1011056		WT leaves		ebs leaves		OK		0.980276		0.456607		-1.10223		-1.61959		0.00315		0.0261601		yes

		XLOC_004690		XLOC_004690		AT1G08560		1:2709631-2710912		WT leaves		ebs leaves		OK		28.3082		13.1768		-1.10322		-4.20087		5.00E-05		0.000851471		yes

		XLOC_028919		XLOC_028919		AT5G62500		5:25092640-25095244		WT leaves		ebs leaves		OK		4.0672		1.89232		-1.10388		-2.48629		5.00E-05		0.000851471		yes

		XLOC_016381		XLOC_016381		AT3G51280		3:19037139-19038951		WT leaves		ebs leaves		OK		9.66965		4.49187		-1.10615		-1.55286		0.0019		0.0177704		yes

		XLOC_001633		XLOC_001633		AT1G30110		1:10581734-10584080		WT leaves		ebs leaves		OK		3.74186		1.73533		-1.10855		-2.05637		0.0001		0.00156486		yes

		XLOC_032010		XLOC_032010		AT5G51600		5:20960910-20964484		WT leaves		ebs leaves		OK		7.04979		3.2663		-1.10992		-3.8518		5.00E-05		0.000851471		yes

		XLOC_010266		XLOC_010266		AT2G34190		2:14436808-14439516		WT leaves		ebs leaves		OK		3.11855		1.43914		-1.11567		-1.95632		5.00E-05		0.000851471		yes

		XLOC_008282		XLOC_008282		AT1G80280		1:30183540-30186586		WT leaves		ebs leaves		OK		14.2084		6.55261		-1.1166		-4.84599		5.00E-05		0.000851471		yes

		XLOC_021549		XLOC_021549		AT4G15910		4:9028460-9029423		WT leaves		ebs leaves		OK		15.0229		6.89254		-1.12405		-3.03499		5.00E-05		0.000851471		yes

		XLOC_017027		XLOC_017027		AT3G63280		3:23377978-23381546		WT leaves		ebs leaves		OK		1.32368		0.603708		-1.13263		-1.43907		0.0002		0.00287925		yes

		XLOC_010471		XLOC_010471		AT2G37760		2:15831853-15833920		WT leaves		ebs leaves		OK		6.43866		2.92749		-1.13709		-1.35456		0.00035		0.00459263		yes

		XLOC_031854		XLOC_031854		AT5G48820		5:19792269-19794408		WT leaves		ebs leaves		OK		2.69344		1.22332		-1.13865		-1.41375		0.00435		0.03361		yes

		XLOC_000038		XLOC_000038		AT1G01600		1:218993-221286		WT leaves		ebs leaves		OK		2.13759		0.964775		-1.14772		-2.16893		5.00E-05		0.000851471		yes

		XLOC_016828		XLOC_016828		AT3G59690		3:22048753-22051673		WT leaves		ebs leaves		OK		3.129		1.40297		-1.15722		-1.66028		0.0046		0.0351314		yes

		XLOC_020592		XLOC_020592		AT4G03100		4:1374280-1376231		WT leaves		ebs leaves		OK		11.5098		5.15222		-1.1596		-2.65588		5.00E-05		0.000851471		yes

		XLOC_030058		XLOC_030058		AT5G17250		5:5666851-5673516		WT leaves		ebs leaves		OK		6.96315		3.11613		-1.15998		-2.43419		5.00E-05		0.000851471		yes

		XLOC_007338		XLOC_007338		AT1G63100		1:23399390-23401367		WT leaves		ebs leaves		OK		7.90029		3.52344		-1.16492		-4.08027		5.00E-05		0.000851471		yes

		XLOC_017134		XLOC_017134		AT3G02640		3:564883-565708		WT leaves		ebs leaves		OK		32.6784		14.5587		-1.16646		-2.24277		5.00E-05		0.000851471		yes

		XLOC_017308		XLOC_017308		AT3G05470		3:1579666-1582547		WT leaves		ebs leaves		OK		6.75219		2.99774		-1.17148		-4.27648		5.00E-05		0.000851471		yes

		XLOC_005236		XLOC_005236		AT1G18370		1:6319649-6324222		WT leaves		ebs leaves		OK		6.64561		2.92579		-1.18358		-4.12849		5.00E-05		0.000851471		yes

		XLOC_015085		XLOC_015085		AT3G23670		3:8519163-8525289		WT leaves		ebs leaves		OK		5.39241		2.37124		-1.18529		-2.40315		5.00E-05		0.000851471		yes

		XLOC_000188		XLOC_000188		AT1G04425		1:1194186-1196889		WT leaves		ebs leaves		OK		19.503		8.5567		-1.18857		-2.9132		5.00E-05		0.000851471		yes

		XLOC_028034		XLOC_028034		AT5G47160		5:19156730-19157978		WT leaves		ebs leaves		OK		1.03547		0.453287		-1.19179		-1.55388		0.0043		0.0332931		yes

		XLOC_029358		XLOC_029358		AT5G03870		5:1035657-1036967		WT leaves		ebs leaves		OK		4.39224		1.9108		-1.20078		-2.91635		5.00E-05		0.000851471		yes

		XLOC_013342		XLOC_013342		AT2G40205		2:16792316-16792531		WT leaves		ebs leaves		OK		1915.2		819.502		-1.22468		-3.63027		5.00E-05		0.000851471		yes

		XLOC_006878		XLOC_006878		AT1G54050		1:20179421-20180281		WT leaves		ebs leaves		OK		7.70224		3.28145		-1.23094		-2.36979		5.00E-05		0.000851471		yes

		XLOC_032507		XLOC_032507		AT5G60930		5:24515397-24522511		WT leaves		ebs leaves		OK		6.43748		2.73977		-1.23244		-4.9107		5.00E-05		0.000851471		yes

		XLOC_013452		XLOC_013452		AT2G42110		2:17562151-17562733		WT leaves		ebs leaves		OK		16.0165		6.8009		-1.23576		-2.9064		0.00725		0.0497695		yes

		XLOC_029031		XLOC_029031		AT5G64572		5:25810114-25813335		WT leaves		ebs leaves		OK		9.47191		3.98377		-1.24952		-2.09664		0.00045		0.0056757		yes

		XLOC_002694		XLOC_002694		AT1G52690		1:19619744-19623461		WT leaves		ebs leaves		OK		40.994		17.2091		-1.25224		-2.73731		5.00E-05		0.000851471		yes

		XLOC_011091		XLOC_011091		AT2G01210		2:119440-121846		WT leaves		ebs leaves		OK		3.30038		1.38224		-1.25562		-1.57687		0.001		0.010716		yes

		XLOC_023090		XLOC_023090		AT4G02380		4:1046203-1046997		WT leaves		ebs leaves		OK		53.2356		22.231		-1.25982		-3.31443		5.00E-05		0.000851471		yes

		XLOC_028270		XLOC_028270		AT5G51380		5:20875875-20878464		WT leaves		ebs leaves		OK		3.3224		1.37872		-1.2689		-1.58635		0.00155		0.0151229		yes

		XLOC_006445		XLOC_006445		AT1G44800		1:16914008-16916997		WT leaves		ebs leaves		OK		1.16318		0.479765		-1.27768		-1.32105		0.0017		0.01632		yes

		XLOC_021389		XLOC_021389		AT4G13540		4:7869873-7870750		WT leaves		ebs leaves		OK		3.69177		1.52002		-1.28022		-1.62504		0.00055		0.00661714		yes

		XLOC_020109		XLOC_020109		AT3G58650		3:21696245-21699998		WT leaves		ebs leaves		OK		3.70815		1.52598		-1.28096		-3.87168		5.00E-05		0.000851471		yes

		XLOC_005612		XLOC_005612		AT1G25510		1:8959185-8960848		WT leaves		ebs leaves		OK		3.96271		1.62811		-1.28329		-2.04723		5.00E-05		0.000851471		yes

		XLOC_013935		XLOC_013935		AT3G04000		3:1035499-1036672		WT leaves		ebs leaves		OK		4.57011		1.86616		-1.29215		-1.11728		0.00495		0.0371611		yes

		XLOC_002833		XLOC_002833		AT1G54960		1:20499949-20503841		WT leaves		ebs leaves		OK		2.04012		0.83101		-1.29572		-1.23262		0.0067		0.0469329		yes

		XLOC_009707		XLOC_009707		AT2G24310		2:10344357-10346829		WT leaves		ebs leaves		OK		1.99861		0.811221		-1.30083		-1.28127		0.00145		0.014382		yes

		XLOC_010223		XLOC_010223		AT2G33510		2:14194149-14195647		WT leaves		ebs leaves		OK		11.1139		4.5087		-1.30159		-1.74647		0.00065		0.00761746		yes

		XLOC_029724		XLOC_029724		AT5G10890		5:3434029-3435067		WT leaves		ebs leaves		OK		5.14602		2.05976		-1.32098		-2.7838		5.00E-05		0.000851471		yes

		XLOC_030180		XLOC_030180		AT5G19340		5:6515091-6516205		WT leaves		ebs leaves		OK		2.15764		0.86135		-1.32478		-1.3496		0.00155		0.0151229		yes

		XLOC_032503		XLOC_032503		AT5G60880		5:24488288-24489778		WT leaves		ebs leaves		OK		10.2246		4.08129		-1.32494		-3.45986		5.00E-05		0.000851471		yes

		XLOC_022468		XLOC_022468		AT4G31805		4:15385279-15386982		WT leaves		ebs leaves		OK		10.4187		4.1424		-1.33064		-3.01372		5.00E-05		0.000851471		yes

		XLOC_013652		XLOC_013652		AT2G45900		2:18886068-18888674		WT leaves		ebs leaves		OK		3.07525		1.20529		-1.35132		-3.45978		5.00E-05		0.000851471		yes

		XLOC_017213		XLOC_017213		AT3G03970		3:1027996-1030605		WT leaves		ebs leaves		OK		4.4784		1.74439		-1.36026		-1.38537		0.00205		0.0188125		yes

		XLOC_009758		XLOC_009758		AT2G25060		2:10662240-10663103		WT leaves		ebs leaves		OK		47.8157		18.585		-1.36334		-2.2341		5.00E-05		0.000851471		yes

		XLOC_018023		XLOC_018023		AT3G17680		3:6042946-6044504		WT leaves		ebs leaves		OK		14.7194		5.7208		-1.36343		-4.25607		5.00E-05		0.000851471		yes

		XLOC_005132		XLOC_005132		AT1G16330		1:5582386-5587391		WT leaves		ebs leaves		OK		2.04295		0.787379		-1.37553		-2.88316		5.00E-05		0.000851471		yes

		XLOC_029891		XLOC_029891		AT5G14180		5:4571336-4574462		WT leaves		ebs leaves		OK		1.48832		0.573358		-1.37618		-0.893278		0.0065		0.0457916		yes

		XLOC_022966		XLOC_022966		AT4G00480		4:216811-219743		WT leaves		ebs leaves		OK		8.72522		3.35308		-1.3797		-1.46184		5.00E-05		0.000851471		yes

		XLOC_032092		XLOC_032092		AT5G53210		5:21586605-21588941		WT leaves		ebs leaves		OK		12.8943		4.93137		-1.38667		-4.39714		5.00E-05		0.000851471		yes

		XLOC_013225		XLOC_013225		AT2G38110		2:15952606-15955494		WT leaves		ebs leaves		OK		5.76573		2.20142		-1.38907		-2.31095		5.00E-05		0.000851471		yes

		XLOC_014409		XLOC_014409		AT3G13277		3:4290081-4291595		WT leaves		ebs leaves		OK		2.35197		0.89683		-1.39097		-2.75256		5.00E-05		0.000851471		yes

		XLOC_016412		XLOC_016412		AT3G51930		3:19271623-19273064		WT leaves		ebs leaves		OK		3.2389		1.23431		-1.3918		-1.82465		5.00E-05		0.000851471		yes

		XLOC_030009		XLOC_030009		AT5G16360		5:5355081-5356300		WT leaves		ebs leaves		OK		2.6994		1.02333		-1.39937		-1.74932		0.0005		0.00615957		yes

		XLOC_018305		XLOC_018305		AT3G22880		3:8097686-8100820		WT leaves		ebs leaves		OK		6.96821		2.63569		-1.40261		-3.06085		5.00E-05		0.000851471		yes

		XLOC_003414		XLOC_003414		AT1G65620		1:24398142-24400969		WT leaves		ebs leaves		OK		2.11033		0.798		-1.40301		-1.85871		0.0001		0.00156486		yes

		XLOC_022821		XLOC_022821		AT4G38070		4:17876534-17882569		WT leaves		ebs leaves		OK		1.80144		0.679405		-1.4068		-3.92805		5.00E-05		0.000851471		yes

		XLOC_003783		XLOC_003783		AT1G72210		1:27179789-27182430		WT leaves		ebs leaves		OK		1.58274		0.595309		-1.41071		-1.24801		0.0058		0.0421587		yes

		XLOC_001884		XLOC_001884		AT1G34245		1:12472867-12473754		WT leaves		ebs leaves		OK		26.4928		9.85691		-1.4264		-2.36266		5.00E-05		0.000851471		yes

		XLOC_024053		XLOC_024053		AT4G15500		4:8856987-8858572		WT leaves		ebs leaves		OK		3.74865		1.3733		-1.44872		-1.82152		0.0007		0.00809588		yes

		XLOC_002719		XLOC_002719		AT1G53070		1:19778332-19779373		WT leaves		ebs leaves		OK		3.08024		1.12459		-1.45365		-1.03527		0.00235		0.0208329		yes

		XLOC_000580		XLOC_000580		AT1G11600		1:3902011-3903782		WT leaves		ebs leaves		OK		10.2031		3.68669		-1.46861		-1.40746		0.0034		0.0277146		yes

		XLOC_028322		XLOC_028322		AT5G52300		5:21237055-21239529		WT leaves		ebs leaves		OK		7.62975		2.75559		-1.46927		-2.16518		5.00E-05		0.000851471		yes

		XLOC_006811		XLOC_006811		AT1G52990		1:19740502-19743449		WT leaves		ebs leaves		OK		2.12583		0.76208		-1.48001		-2.20053		0.00015		0.0022305		yes

		XLOC_004736		XLOC_004736		AT1G09470		1:3053900-3057443		WT leaves		ebs leaves		OK		8.21574		2.86137		-1.52168		-1.10144		0.0021		0.0191763		yes

		XLOC_014695		XLOC_014695		AT3G17710		3:6055547-6056778		WT leaves		ebs leaves		OK		4.4957		1.5641		-1.52321		-2.20295		5.00E-05		0.000851471		yes

		XLOC_022317		XLOC_022317		AT4G29030		4:14307248-14307973		WT leaves		ebs leaves		OK		13.3109		4.6014		-1.53246		-3.38048		5.00E-05		0.000851471		yes

		XLOC_004499		XLOC_004499		AT1G05310		1:1550542-1552517		WT leaves		ebs leaves		OK		5.44997		1.87985		-1.53563		-1.66562		0.0048		0.0362554		yes

		XLOC_029028		XLOC_029028		AT5G64520		5:25788033-25790364		WT leaves		ebs leaves		OK		8.6913		2.94103		-1.56325		-2.08846		0.00105		0.0111359		yes

		XLOC_031035		XLOC_031035		AT5G35740		5:13910417-13911160		WT leaves		ebs leaves		OK		25.9276		8.64093		-1.58523		-1.65995		0.00155		0.0151229		yes

		XLOC_016658		XLOC_016658		transcript:AT3G56275.1		3:20872830-20873472		WT leaves		ebs leaves		OK		1.86386		0.62067		-1.58639		-1.6626		0.00415		0.0323616		yes

		XLOC_016311		XLOC_016311		AT3G49950		3:18522509-18523906		WT leaves		ebs leaves		OK		1.55562		0.513174		-1.59997		-1.0459		0.0027		0.0231815		yes

		XLOC_010469		XLOC_010469		AT2G37720		2:15818081-15821295		WT leaves		ebs leaves		OK		6.70721		2.15015		-1.64127		-1.80521		0.0003		0.00405131		yes

		XLOC_012975		XLOC_012975		AT2G33850		2:14321061-14322049		WT leaves		ebs leaves		OK		38.9333		12.3491		-1.6566		-3.58317		5.00E-05		0.000851471		yes

		XLOC_009302		XLOC_009302		AT2G17620		2:7664102-7666522		WT leaves		ebs leaves		OK		1.25835		0.393236		-1.67807		-1.53496		0.0005		0.00615957		yes

		XLOC_022822		XLOC_022822		AT4G38080		4:17882963-17883612		WT leaves		ebs leaves		OK		3.37701		1.05513		-1.67832		-1.2506		0.00725		0.0497695		yes

		XLOC_025324		XLOC_025324		AT4G37490		4:17621885-17624285		WT leaves		ebs leaves		OK		5.09158		1.59035		-1.67877		-2.00718		0.0001		0.00156486		yes

		XLOC_022091		XLOC_022091		AT4G25240		4:12930401-12933892		WT leaves		ebs leaves		OK		1.55942		0.485589		-1.6832		-2.21456		5.00E-05		0.000851471		yes

		XLOC_022380		XLOC_022380		AT4G30180		4:14768935-14769648		WT leaves		ebs leaves		OK		6.77451		2.09795		-1.69114		-2.22706		5.00E-05		0.000851471		yes

		XLOC_030221		XLOC_030221		AT5G20110		5:6791486-6793346		WT leaves		ebs leaves		OK		5.13841		1.57558		-1.70544		-1.92235		0.0001		0.00156486		yes

		XLOC_030482		XLOC_030482		AT5G25090		5:8643671-8647817		WT leaves		ebs leaves		OK		11.8125		3.60922		-1.71056		-1.46721		0.00405		0.0317421		yes

		XLOC_030406		XLOC_030406		AT5G23940		5:8076328-8079793		WT leaves		ebs leaves		OK		17.2105		5.17128		-1.73469		-4.9544		5.00E-05		0.000851471		yes

		XLOC_025180		XLOC_025180		AT4G34990		4:16661328-16662367		WT leaves		ebs leaves		OK		6.69093		1.99068		-1.74895		-2.36364		0.00025		0.00348795		yes

		XLOC_015978		XLOC_015978		AT3G44300		3:15983310-15985535		WT leaves		ebs leaves		OK		1.81966		0.53042		-1.77847		-2.06418		0.0001		0.00156486		yes

		XLOC_004293		XLOC_004293		AT1G01880		1:306479-309109		WT leaves		ebs leaves		OK		6.92847		1.94515		-1.83266		-2.54356		0.00625		0.0445556		yes

		XLOC_018032		XLOC_018032		AT3G18010		3:6161136-6163272		WT leaves		ebs leaves		OK		1.82453		0.512007		-1.83329		-0.90472		0.006		0.043172		yes

		XLOC_011767		XLOC_011767		AT2G13431		2:5590051-5591422		WT leaves		ebs leaves		OK		4.57034		1.24229		-1.8793		-2.04796		0.00175		0.0166962		yes

		XLOC_026103		XLOC_026103		AT5G12970		5:4102134-4105327		WT leaves		ebs leaves		OK		1.10851		0.294411		-1.91272		-1.12681		0.0009		0.00987867		yes

		XLOC_013914		XLOC_013914		AT3G03750		3:939951-942094		WT leaves		ebs leaves		OK		21.7055		5.74639		-1.91733		-5.26909		5.00E-05		0.000851471		yes

		XLOC_010514		XLOC_010514		AT2G38530		2:16128377-16129158		WT leaves		ebs leaves		OK		13.259		3.44125		-1.94597		-1.99517		5.00E-05		0.000851471		yes

		XLOC_010896		XLOC_010896		AT2G45120		2:18603617-18604751		WT leaves		ebs leaves		OK		4.13659		1.06351		-1.95961		-1.6682		0.0004		0.005161		yes

		XLOC_028858		XLOC_028858		AT5G61360		5:24671013-24673657		WT leaves		ebs leaves		OK		12.5377		3.12287		-2.00533		-1.55066		0.00155		0.0151229		yes

		XLOC_002544		XLOC_002544		AT1G49910		1:18479024-18481475		WT leaves		ebs leaves		OK		2.6994		0.642577		-2.0707		-0.940441		0.00335		0.0274762		yes

		XLOC_003712		XLOC_003712		AT1G70950		1:26752688-26755359		WT leaves		ebs leaves		OK		1.71796		0.407544		-2.07566		-1.40203		0.00225		0.0201977		yes

		XLOC_032849		XLOC_032849		AT5G67090		5:26774017-26776391		WT leaves		ebs leaves		OK		1.61627		0.349154		-2.21073		-1.16565		0.0004		0.005161		yes

		XLOC_010940		XLOC_010940		AT2G45890		2:18883472-18885566		WT leaves		ebs leaves		OK		3.47241		0.743803		-2.22294		-1.54156		5.00E-05		0.000851471		yes

		XLOC_011052		XLOC_011052		AT2G47770		2:19568463-19569507		WT leaves		ebs leaves		OK		3.18052		0.677861		-2.2302		-2.59382		5.00E-05		0.000851471		yes

		XLOC_012480		XLOC_012480		AT2G25450		2:10829915-10831655		WT leaves		ebs leaves		OK		0.875298		0.184888		-2.24312		-1.46125		0.00095		0.0102873		yes

		XLOC_000256		XLOC_000256		AT1G05820		1:1749681-1753990		WT leaves		ebs leaves		OK		6.63642		1.39811		-2.24693		-1.9486		0.00035		0.00459263		yes

		XLOC_029564		XLOC_029564		AT5G07810		5:2491282-2498484		WT leaves		ebs leaves		OK		5.27353		1.09673		-2.26557		-1.61158		5.00E-05		0.000851471		yes

		XLOC_029400		XLOC_029400		AT5G04690		5:1349642-1352525		WT leaves		ebs leaves		OK		4.75866		0.987682		-2.26844		-1.96517		0.00245		0.0214424		yes

		XLOC_002225		XLOC_002225		AT1G42705		1:16071340-16073512		WT leaves		ebs leaves		OK		0.900114		0.179098		-2.32936		-2.98779		5.00E-05		0.000851471		yes

		XLOC_003226		XLOC_003226		AT1G62500		1:23132044-23133502		WT leaves		ebs leaves		OK		1.08953		0.216084		-2.33404		-1.82036		0.001		0.010716		yes

		XLOC_003855		XLOC_003855		AT1G73620		1:27681407-27683130		WT leaves		ebs leaves		OK		2.74714		0.537432		-2.35378		-1.81702		5.00E-05		0.000851471		yes

		XLOC_010472		XLOC_010472		AT2G37770		2:15834866-15837001		WT leaves		ebs leaves		OK		3.42188		0.664978		-2.36341		-2.15423		5.00E-05		0.000851471		yes

		XLOC_030900		XLOC_030900		AT5G33365,AT5G33370		5:12602146-12604764		WT leaves		ebs leaves		OK		3.55231		0.689634		-2.36485		-2.40763		5.00E-05		0.000851471		yes

		XLOC_008120		XLOC_008120		AT1G77390		1:29081903-29084285		WT leaves		ebs leaves		OK		11.7672		2.19956		-2.41949		-2.08177		0.003		0.0250717		yes

		XLOC_010477		XLOC_010477		AT2G37870		2:15859238-15859907		WT leaves		ebs leaves		OK		6.32272		1.15029		-2.45855		-2.91457		5.00E-05		0.000851471		yes

		XLOC_018238		XLOC_018238		AT3G21660		3:7624494-7626654		WT leaves		ebs leaves		OK		0.701004		0.126128		-2.47453		-1.84841		0.00035		0.00459263		yes

		XLOC_014255		XLOC_014255		AT3G10310		3:3190000-3195005		WT leaves		ebs leaves		OK		6.635		1.1648		-2.51002		-2.03084		0.0002		0.00287925		yes

		XLOC_032073		XLOC_032073		AT5G52860		5:21419775-21421567		WT leaves		ebs leaves		OK		1.49853		0.255745		-2.55077		-3.42741		5.00E-05		0.000851471		yes

		XLOC_000276		XLOC_000276		AT1G06100		1:1851529-1853019		WT leaves		ebs leaves		OK		1.79299		0.29413		-2.60784		-2.46814		0.00035		0.00459263		yes

		XLOC_017582		XLOC_017582		AT3G10290		3:3183402-3185348		WT leaves		ebs leaves		OK		3.35363		0.541167		-2.63158		-1.69964		5.00E-05		0.000851471		yes

		XLOC_031551		XLOC_031551		AT5G43840		5:17625436-17626364		WT leaves		ebs leaves		OK		1.95847		0.311049		-2.65451		-2.62201		0.00055		0.00661714		yes

		XLOC_003171		XLOC_003171		AT1G61450		1:22673258-22673993		WT leaves		ebs leaves		OK		32.5445		5.15816		-2.65749		-2.35577		0.0009		0.00987867		yes

		XLOC_012946		XLOC_012946		AT2G33385		2:14147502-14149799		WT leaves		ebs leaves		OK		2.08468		0.316893		-2.71776		-0.658642		0.0009		0.00987867		yes

		XLOC_006561		XLOC_006561		AT1G48580		1:17958262-17960610		WT leaves		ebs leaves		OK		4.9371		0.749537		-2.71959		-1.44427		5.00E-05		0.000851471		yes

		XLOC_001307		XLOC_001307		AT1G24150		1:8549517-8551993		WT leaves		ebs leaves		OK		21.6641		3.28616		-2.72083		-1.87185		0.0003		0.00405131		yes

		XLOC_030208		XLOC_030208		AT5G19870		5:6716072-6717110		WT leaves		ebs leaves		OK		1.50867		0.213855		-2.81858		-1.11537		0.0011		0.0114951		yes

		XLOC_027882		XLOC_027882		AT5G44582		5:17980861-17981807		WT leaves		ebs leaves		OK		13.457		1.85872		-2.85598		-2.55505		0.0003		0.00405131		yes

		XLOC_031077		XLOC_031077		AT5G36260		5:14284954-14288333		WT leaves		ebs leaves		OK		0.933175		0.121059		-2.94644		-0.872957		0.00225		0.0201977		yes

		XLOC_002398		XLOC_002398		AT1G47560		1:17466750-17473294		WT leaves		ebs leaves		OK		7.02007		0.874942		-3.00423		-2.39168		5.00E-05		0.000851471		yes

		XLOC_016409		XLOC_016409		AT3G51860		3:19239426-19242913		WT leaves		ebs leaves		OK		3.88701		0.466708		-3.05807		-3.12363		5.00E-05		0.000851471		yes

		XLOC_001892		XLOC_001892		AT1G34355		1:12536496-12541891		WT leaves		ebs leaves		OK		4.73448		0.546533		-3.11483		-1.87991		5.00E-05		0.000851471		yes

		XLOC_028885		XLOC_028885		AT5G61865		5:24847326-24849792		WT leaves		ebs leaves		OK		3.48051		0.385249		-3.17544		-1.67264		5.00E-05		0.000851471		yes

		XLOC_005812		XLOC_005812		AT1G29730		1:10400563-10405874		WT leaves		ebs leaves		OK		2.60278		0.282999		-3.20118		-1.27349		0.00645		0.0455607		yes

		XLOC_004311		XLOC_004311		AT1G02220		1:428813-430647		WT leaves		ebs leaves		OK		3.01204		0.297555		-3.33951		-1.52636		0.0004		0.005161		yes

		XLOC_026338		XLOC_026338		AT5G17240		5:5666851-5673516		WT leaves		ebs leaves		OK		29.6101		2.85094		-3.37658		-4.86784		5.00E-05		0.000851471		yes

		XLOC_010311		XLOC_010311		AT2G34940		2:14740467-14743417		WT leaves		ebs leaves		OK		2.60469		0.244653		-3.4123		-0.825358		0.0029		0.0245348		yes

		XLOC_031874		XLOC_031874		AT5G49190		5:19943281-19947189		WT leaves		ebs leaves		OK		12.7766		1.19768		-3.41519		-2.59172		5.00E-05		0.000851471		yes

		XLOC_018200		XLOC_018200		AT3G21090		3:7391437-7395041		WT leaves		ebs leaves		OK		1.90671		0.169734		-3.48974		-0.934414		0.00075		0.00852515		yes

		XLOC_003944		XLOC_003944		AT1G75260		1:28247808-28249441		WT leaves		ebs leaves		OK		9.48123		0.807529		-3.55349		-2.48315		5.00E-05		0.000851471		yes

		XLOC_028741		XLOC_028741		AT5G59320		5:23928970-23929745		WT leaves		ebs leaves		OK		66.4694		5.42861		-3.61404		-6.40906		5.00E-05		0.000851471		yes

		XLOC_016425		XLOC_016425		AT3G52115		3:19326332-19328323		WT leaves		ebs leaves		OK		22.7858		1.84708		-3.62482		-3.73064		5.00E-05		0.000851471		yes

		XLOC_000546		XLOC_000546		AT1G11125		1:3718782-3719711		WT leaves		ebs leaves		OK		2.75557		0.220549		-3.64318		-0.995447		0.00175		0.0166962		yes

		XLOC_022990		XLOC_022990		AT4G00870		4:362168-363691		WT leaves		ebs leaves		OK		8.55584		0.674001		-3.66609		-2.61322		5.00E-05		0.000851471		yes

		XLOC_005138		XLOC_005138		AT1G16480		1:5625698-5628656		WT leaves		ebs leaves		OK		16.1033		1.24655		-3.69134		-4.0618		5.00E-05		0.000851471		yes

		XLOC_025266		XLOC_025266		AT4G36620		4:17268905-17269743		WT leaves		ebs leaves		OK		9.66513		0.639202		-3.91845		-1.87816		5.00E-05		0.000851471		yes

		XLOC_025279		XLOC_025279		AT4G36770		4:17326616-17331624		WT leaves		ebs leaves		OK		7.3112		0.478463		-3.93363		-1.59259		0.00245		0.0214424		yes

		XLOC_020844		XLOC_020844		AT4G06534		4:3356869-3358087		WT leaves		ebs leaves		OK		3.56717		0.205577		-4.11703		-4.1364		0.0001		0.00156486		yes

		XLOC_020846		XLOC_020846		AT4G06536		4:3360745-3361255		WT leaves		ebs leaves		OK		6.0488		0.259141		-4.54484		-3.25873		0.00025		0.00348795		yes

		XLOC_020375		XLOC_020375		AT3G63050		3:23297890-23298389		WT leaves		ebs leaves		OK		33.7322		1.28882		-4.71		-3.7873		5.00E-05		0.000851471		yes

		XLOC_006840		XLOC_006840		AT1G53480		1:19963046-19969757		WT leaves		ebs leaves		OK		24.4068		0.604067		-5.33643		-2.77994		0.0012		0.0123451		yes

		XLOC_013405		XLOC_013405		AT2G41300		2:17214236-17216292		WT leaves		ebs leaves		OK		33.2824		0.73439		-5.50207		-2.91675		5.00E-05		0.000851471		yes

		XLOC_027250		XLOC_027250		AT5G34930		5:13233373-13235567		WT leaves		ebs leaves		OK		115.331		2.14316		-5.74989		-5.54883		5.00E-05		0.000851471		yes

		XLOC_020288		XLOC_020288		AT3G61760		3:22860513-22864153		WT leaves		ebs leaves		OK		22.2351		0.340711		-6.02814		-1.88052		5.00E-05		0.000851471		yes

		XLOC_032425		XLOC_032425		AT5G59310		5:23925084-23925852		WT leaves		ebs leaves		OK		98.1684		1.26362		-6.27963		-3.54164		0.00445		0.0342115		yes

		XLOC_004685		XLOC_004685		AT1G08400		1:2643329-2646035		WT leaves		ebs leaves		OK		155.171		1.71335		-6.5009		-5.23238		5.00E-05		0.000851471		yes

		XLOC_010662		XLOC_010662		AT2G41080		2:17132852-17134593		WT leaves		ebs leaves		OK		521.148		5.20977		-6.64433		-13.5081		5.00E-05		0.000851471		yes

		XLOC_011993		XLOC_011993		AT2G17010		2:7392849-7395970		WT leaves		ebs leaves		OK		32.0952		0.237701		-7.07707		-1.07294		5.00E-05		0.000851471		yes

		XLOC_028056		XLOC_028056		AT5G47510		5:19275047-19277056		WT leaves		ebs leaves		OK		117.681		0.431362		-8.09177		-1.96533		5.00E-05		0.000851471		yes

		XLOC_016282		XLOC_016282		AT3G49510		3:18353841-18356508		WT leaves		ebs leaves		OK		233.483		0.180393		-10.338		-0.911651		5.00E-05		0.000851471		yes
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		XLOC_031662		XLOC_031662		AT5G45580		5:18481091-18482643		WT meristem		ebs Meristem		OK		0.275223		434,651		10.625		124,132		5.00E-05		0.00114332		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_018049		XLOC_018049		AT3G18330		3:6291126-6292257		WT meristem		ebs Meristem		OK		0.0864179		237,619		8.103		481,458		0.00055		0.00855482		yes				AT4G17800		AT4G17800.1		Predicted AT-hook DNA-binding family protein; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), Predicted AT-hook DNA-binding (InterPro:IPR014476); BEST Arabidopsis thaliana protein match is: Predicted AT-hook DNA-binding family protein (TAIR:AT2G35270.1); Has 956 Blast hits to 951 proteins in 109 species: Archae - 0; Bacteria - 110; Metazoa - 54; Fungi - 9; Plants - 764; Viruses - 0; Other Eukaryotes - 19 (source: NCBI BLink).		protein_coding

		XLOC_018659		XLOC_018659		AT3G28470		3:10674507-10675724		WT meristem		ebs Meristem		OK		0.196308		403,629		7.684		100,663		5.00E-05		0.00114332		yes				AT1G76820		AT1G76820.1		eukaryotic translation initiation factor 2 (eIF-2) family protein; FUNCTIONS IN: GTP binding, GTPase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell, male gametophyte; EXPRESSED DURING: M germinated pollen stage; CONTAINS InterPro DOMAIN/s: Small GTP-binding protein (InterPro:IPR005225), Translation elongation factor EFTu/EF1A, domain 2 (InterPro:IPR004161), Translation initiation factor 2 related (InterPro:IPR015760), Protein synthesis factor, GTP-binding (InterPro:IPR000795), Translation elongation/initiation factor/Ribosomal, beta-barrel (InterPro:IPR009000); BEST Arabidopsis thaliana protein match is: eukaryotic translation initiation factor 2 (eIF-2) family protein (TAIR:AT1G76720.1); Has 81525 Blast hits to 72045 proteins in 3821 species: Archae - 1058; Bacteria - 36272; Metazoa - 16881; Fungi - 5065; Plants - 2256; Viruses - 195; Other Eukaryotes - 19798 (source: NCBI BLink).		protein_coding

		XLOC_012205		XLOC_012205		AT2G20800		2:8953251-8955761		WT meristem		ebs Meristem		OK		0.223788		418,889		7.548		0.99049		5.00E-05		0.00114332		yes				AT1G65150		AT1G65150.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like superfamily protein (TAIR:AT1G65050.1); Has 512 Blast hits to 426 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 4; Plants - 496; Viruses - 0; Other Eukaryotes - 10 (source: NCBI BLink).		protein_coding

		XLOC_010469		XLOC_010469		AT2G37720		2:15818081-15821295		WT meristem		ebs Meristem		OK		0.186201		284,574		7.256		0.969593		5.00E-05		0.00114332		yes				AT1G58280		AT1G58280.2		Phosphoglycerate mutase family protein; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: Histidine phosphatase superfamily, clade-1 (InterPro:IPR013078); BEST Arabidopsis thaliana protein match is: Phosphoglycerate mutase family protein (TAIR:AT5G64460.8); Has 412 Blast hits to 412 proteins in 84 species: Archae - 0; Bacteria - 6; Metazoa - 0; Fungi - 152; Plants - 162; Viruses - 0; Other Eukaryotes - 92 (source: NCBI BLink).		protein_coding

		XLOC_028056		XLOC_028056		AT5G47510		5:19275047-19277056		WT meristem		ebs Meristem		OK		0.890678		110,392		6.954		326,044		5.00E-05		0.00114332		yes				AT1G11070		AT1G11070.1		BEST Arabidopsis thaliana protein match is: Hydroxyproline-rich glycoprotein family protein (TAIR:AT1G61080.1); Has 579 Blast hits to 567 proteins in 152 species: Archae - 0; Bacteria - 68; Metazoa - 159; Fungi - 113; Plants - 172; Viruses - 0; Other Eukaryotes - 67 (source: NCBI BLink).		protein_coding

		XLOC_012476		XLOC_012476		AT2G25330		2:10788945-10791331		WT meristem		ebs Meristem		OK		0.059604		642,261		6.752		516,313		0.00285		0.030097		yes				AT3G58720		AT3G58720.2		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, C3HC4 RING-type (InterPro:IPR018957); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT3G13430.3).		protein_coding

		XLOC_005492		XLOC_005492		AT1G23110		1:8195775-8198331		WT meristem		ebs Meristem		OK		0.0562906		593,942		672,128		0.820405		5.00E-05		0.00114332		yes				AT5G38020		AT5G38020.1		encodes a protein whose sequence is similar to SAM:salicylic acid carboxyl methyltransferase (SAMT) (GI:6002712)(Clarkia breweri) and to SAM:benzoic acid carboxyl methyltransferase (BAMT)(GI:9789277)(Antirrhinum majus)		protein_coding

		XLOC_031718		XLOC_031718		AT5G46370		5:18809575-18811772		WT meristem		ebs Meristem		OK		0.0798052		822,397		668,721		0.49888		0.00055		0.00855482		yes				AT5G23480		AT5G23480.1		SWIB/MDM2 domain;Plus-3;GYF; FUNCTIONS IN: DNA binding; INVOLVED IN: histone modification, transcription initiation; LOCATED IN: nucleus; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Plus-3 domain, subgroup (InterPro:IPR018144), SWIB/MDM2 domain (InterPro:IPR003121), Plus-3 (InterPro:IPR004343), GYF (InterPro:IPR003169); BEST Arabidopsis thaliana protein match is: SWIB/MDM2 domain;Plus-3;GYF (TAIR:AT5G08430.1); Has 628 Blast hits to 541 proteins in 110 species: Archae - 0; Bacteria - 43; Metazoa - 166; Fungi - 57; Plants - 154; Viruses - 1; Other Eukaryotes - 207 (source: NCBI BLink).		protein_coding

		XLOC_004841		XLOC_004841		AT1G11070		1:3690211-3693648		WT meristem		ebs Meristem		OK		0.0726733		743,089		667,597		0.884405		5.00E-05		0.00114332		yes				AT1G69050		AT1G69050.1		unknown protein; Has 9 Blast hits to 9 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 9; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_022674		XLOC_022674		AT4G35380		4:16819882-16826061		WT meristem		ebs Meristem		OK		0.131709		133,959		666,829		0.840418		5.00E-05		0.00114332		yes				AT4G17470		AT4G17470.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: palmitoyl-(protein) hydrolase activity; INVOLVED IN: protein modification process; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Palmitoyl protein thioesterase (InterPro:IPR002472); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT4G17480.1); Has 628 Blast hits to 624 proteins in 157 species: Archae - 0; Bacteria - 0; Metazoa - 330; Fungi - 94; Plants - 142; Viruses - 0; Other Eukaryotes - 62 (source: NCBI BLink).		protein_coding

		XLOC_031997		XLOC_031997		AT5G51330		5:20858705-20861711		WT meristem		ebs Meristem		OK		0.241553		236,282		661,203		116,022		5.00E-05		0.00114332		yes				AT1G80540		AT1G80540.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G12400.1); Has 175 Blast hits to 171 proteins in 20 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 0; Plants - 171; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_008295		XLOC_008295		AT1G80540		1:30281637-30284319		WT meristem		ebs Meristem		OK		0.337593		32,457		65,871		127,982		5.00E-05		0.00114332		yes				AT5G56050		AT5G56050.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein family (TAIR:AT4G26490.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_015367		XLOC_015367		AT3G28500		3:10682096-10682731		WT meristem		ebs Meristem		OK		107,468		852,319		630,941		740,169		5.00E-05		0.00114332		yes				AT4G16008		AT4G16008.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_007968		XLOC_007968		AT1G74770		1:28089570-28094834		WT meristem		ebs Meristem		OK		0.108214		481,691		547,615		0.695096		5.00E-05		0.00114332		yes				AT1G24575		AT1G24575.1		unknown protein; Has 7 Blast hits to 7 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_014909		XLOC_014909		AT3G21040		3:7372759-7374364		WT meristem		ebs Meristem		OK		0.21841		864,407		53,066		670,936		5.00E-05		0.00114332		yes				AT1G77330		AT1G77330.1		similar to 1-aminocyclopropane-1-carboxylate oxidase GI:3386565 from (Sorghum bicolor)		protein_coding

		XLOC_017145		XLOC_017145		AT3G02850		3:618408-623558		WT meristem		ebs Meristem		OK		0.345274		113,322		503,654		1,746		5.00E-05		0.00114332		yes				AT5G56810		AT5G56810.1		F-box/RNI-like/FBD-like domains-containing protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G56820.1); Has 2124 Blast hits to 2085 proteins in 25 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2124; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029464		XLOC_029464		AT5G05965		5:1790230-1792634		WT meristem		ebs Meristem		OK		168,444		518,565		494,418		382,033		5.00E-05		0.00114332		yes				AT3G15605		AT3G15605.4		nucleic acid binding; FUNCTIONS IN: nucleic acid binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: RNA recognition motif, RNP-1 (InterPro:IPR000504); BEST Arabidopsis thaliana protein match is: bromo-adjacent homology (BAH) domain-containing protein (TAIR:AT5G11470.1).		protein_coding

		XLOC_022959		XLOC_022959		AT4G00390		4:171496-172843		WT meristem		ebs Meristem		OK		0.579195		14,199		46,156		399,608		5.00E-05		0.00114332		yes				AT1G53260		AT1G53260.1		LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: cobalt ion binding (TAIR:AT3G15000.1); Has 32763 Blast hits to 18534 proteins in 929 species: Archae - 22; Bacteria - 2420; Metazoa - 15140; Fungi - 5401; Plants - 5313; Viruses - 485; Other Eukaryotes - 3982 (source: NCBI BLink).		protein_coding

		XLOC_029399		XLOC_029399		AT5G04680		5:1346237-1348857		WT meristem		ebs Meristem		OK		0.684094		166,961		460,918		241,882		5.00E-05		0.00114332		yes				AT1G54930		AT1G54930.1		GRF zinc finger / Zinc knuckle protein; FUNCTIONS IN: zinc ion binding, nucleic acid binding; INVOLVED IN: biological_process unknown; CONTAINS InterPro DOMAIN/s: Zinc finger, CCHC-type (InterPro:IPR001878), Zinc finger, GRF-type (InterPro:IPR010666); BEST Arabidopsis thaliana protein match is: GRF zinc finger / Zinc knuckle protein (TAIR:AT5G13920.1); Has 109 Blast hits to 86 proteins in 31 species: Archae - 2; Bacteria - 6; Metazoa - 13; Fungi - 4; Plants - 79; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_017963		XLOC_017963		AT3G16590		3:5649931-5651056		WT meristem		ebs Meristem		OK		0.206482		487,511		456,135		458,706		5.00E-05		0.00114332		yes				AT3G28220		AT3G28220.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to salt stress; LOCATED IN: vacuole, chloroplast envelope; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT1G58270.1); Has 1242 Blast hits to 999 proteins in 83 species: Archae - 0; Bacteria - 0; Metazoa - 320; Fungi - 0; Plants - 865; Viruses - 0; Other Eukaryotes - 57 (source: NCBI BLink).		protein_coding

		XLOC_009936		XLOC_009936		AT2G28340		2:12103671-12106172		WT meristem		ebs Meristem		OK		0.125734		28,246		44,896		245,402		0.0011		0.0146754		yes				AT5G47130		AT5G47130.1		Bax inhibitor-1 family protein; INVOLVED IN: negative regulation of apoptosis, anti-apoptosis; LOCATED IN: integral to membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Inhibitor of apoptosis-promoting Bax1 related (InterPro:IPR006214), Bax inhibitor 1, conserved site (InterPro:IPR006213); BEST Arabidopsis thaliana protein match is: BAX inhibitor 1 (TAIR:AT5G47120.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_018304		XLOC_018304		AT3G22860		3:8090653-8093248		WT meristem		ebs Meristem		OK		0.100052		224,602		448,855		455,697		5.00E-05		0.00114332		yes				AT4G34400		AT4G34400.1		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT3G06160.2); Has 17257 Blast hits to 10862 proteins in 685 species: Archae - 48; Bacteria - 3184; Metazoa - 5526; Fungi - 2028; Plants - 1203; Viruses - 203; Other Eukaryotes - 5065 (source: NCBI BLink).		protein_coding

		XLOC_006825		XLOC_006825		AT1G53260		1:19859266-19860976		WT meristem		ebs Meristem		OK		0.237129		487,923		436,291		220,449		5.00E-05		0.00114332		yes				AT5G53230		AT5G53230.1		Protein of unknown function (DUF295); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF295 (InterPro:IPR005174); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF295) (TAIR:AT5G55270.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_030593		XLOC_030593		AT5G27345		5:9641504-9643917		WT meristem		ebs Meristem		OK		126,372		257,556		434,915		122,301		5.00E-05		0.00114332		yes				AT5G51790		AT5G51790.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT4G25410.1); Has 302 Blast hits to 302 proteins in 20 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 301; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_027343		XLOC_027343		AT5G35926		5:14062675-14065706		WT meristem		ebs Meristem		OK		0.288036		583,298		433,991		125,704		5.00E-05		0.00114332		yes				AT5G27345		AT5G27345.1		transposable element gene; Mutator-like transposase family, has a 4.0e-48 P-value blast match to GB:AAA21566 mudrA of transposon="MuDR" (MuDr-element) (Zea mays)		transposable_element_gene

		XLOC_010859		XLOC_010859		AT2G44480		2:18359733-18363088		WT meristem		ebs Meristem		OK		0.195233		373,017		425,597		0.975963		5.00E-05		0.00114332		yes				AT3G60490		AT3G60490.1		encodes a member of the DREB subfamily A-4 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 17 members in this subfamily including TINY.		protein_coding

		XLOC_028618		XLOC_028618		AT5G56910		5:23022921-23024205		WT meristem		ebs Meristem		OK		149,103		258,646		41,166		372,445		5.00E-05		0.00114332		yes				AT5G06570		AT5G06570.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-3 (InterPro:IPR013094); BEST Arabidopsis thaliana protein match is: carboxyesterase 17 (TAIR:AT5G16080.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_000153		XLOC_000153		AT1G03710		1:923425-924726		WT meristem		ebs Meristem		OK		128,978		222,473		410,843		401,283		5.00E-05		0.00114332		yes				AT5G51795		AT5G51795.1		DNA/RNA-binding protein Kin17, conserved region; CONTAINS InterPro DOMAIN/s: DNA/RNA-binding protein Kin17, conserved region (InterPro:IPR019447); BEST Arabidopsis thaliana protein match is: DNA/RNA-binding protein Kin17, conserved region (TAIR:AT1G55460.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_010898		XLOC_010898		AT2G45135		2:18608823-18610574		WT meristem		ebs Meristem		OK		0.330586		56,633		409,855		230,549		0.0002		0.00374736		yes				AT5G45580		AT5G45580.1		Homeodomain-like superfamily protein; CONTAINS InterPro DOMAIN/s: Myb, DNA-binding (InterPro:IPR014778), Homeodomain-like (InterPro:IPR009057), Myb-like DNA-binding domain, SHAQKYF class (InterPro:IPR006447), HTH transcriptional regulator, Myb-type, DNA-binding (InterPro:IPR017930), Homeodomain-related (InterPro:IPR012287); BEST Arabidopsis thaliana protein match is: Homeodomain-like superfamily protein (TAIR:AT3G24120.1); Has 1663 Blast hits to 1654 proteins in 60 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1644; Viruses - 0; Other Eukaryotes - 19 (source: NCBI BLink).		protein_coding

		XLOC_032659		XLOC_032659		AT5G63750		5:25512993-25514941		WT meristem		ebs Meristem		OK		0.110288		18,675		408,176		10,215		0.0002		0.00374736		yes				AT1G31690		AT1G31690.1		Copper amine oxidase family protein; FUNCTIONS IN: quinone binding, primary amine oxidase activity, copper ion binding; INVOLVED IN: oxidation reduction, amine metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Copper amine oxidase, N-terminal (InterPro:IPR016182), Copper amine oxidase, N2/N3-terminal (InterPro:IPR015801), Copper amine oxidase, N2-terminal (InterPro:IPR015800), Copper amine oxidase, N3-terminal (InterPro:IPR015802), Copper amine oxidase (InterPro:IPR000269), Copper amine oxidase, C-terminal (InterPro:IPR015798); BEST Arabidopsis thaliana protein match is: Copper amine oxidase family protein (TAIR:AT1G31710.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_002307		XLOC_002307		AT1G44740		1:16887403-16889155		WT meristem		ebs Meristem		OK		0.155729		256,765		404,334		298,044		0.00245		0.0267267		yes				AT1G21220		AT1G21220.1		transposable element gene; copia-like retrotransposon family, has a 3.9e-26 P-value blast match to GB:CAA72989 open reading frame 1 (Ty1_Copia-element) (Brassica oleracea)		transposable_element_gene

		XLOC_003407		XLOC_003407		AT1G65486		1:24349522-24350306		WT meristem		ebs Meristem		OK		536,462		839,267		396,758		610,684		5.00E-05		0.00114332		yes				AT4G38080		AT4G38080.1		hydroxyproline-rich glycoprotein family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: embryo, hypocotyl, root; EXPRESSED DURING: C globular stage; BEST Arabidopsis thaliana protein match is: hydroxyproline-rich glycoprotein family protein (TAIR:AT2G22510.1); Has 4732 Blast hits to 2740 proteins in 428 species: Archae - 22; Bacteria - 604; Metazoa - 1100; Fungi - 265; Plants - 1375; Viruses - 486; Other Eukaryotes - 880 (source: NCBI BLink).		protein_coding

		XLOC_007456		XLOC_007456		AT1G65370		1:24284468-24286145		WT meristem		ebs Meristem		OK		227,481		339,042		389,764		885,345		5.00E-05		0.00114332		yes				AT2G45135		AT2G45135.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type, conserved site (InterPro:IPR017907), Zinc finger, RING-type (InterPro:IPR001841); Has 5 Blast hits to 5 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 5; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026338		XLOC_026338		AT5G17240		5:5666851-5673516		WT meristem		ebs Meristem		OK		531,802		779,804		387,415		723,224		5.00E-05		0.00114332		yes				AT4G19890		AT4G19890.1		Pentatricopeptide repeat (PPR-like) superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G39710.1).		protein_coding

		XLOC_024332		XLOC_024332		AT4G19890,AT4G19900		4:10786947-10791433		WT meristem		ebs Meristem		OK		157,343		221,748		381,694		181,609		5.00E-05		0.00114332		yes				AT5G56100		AT5G56100.1		glycine-rich protein / oleosin; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: lipid storage; LOCATED IN: monolayer-surrounded lipid storage body, integral to membrane, membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Oleosin (InterPro:IPR000136); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_014567		XLOC_014567		AT3G15605		3:5287322-5293090		WT meristem		ebs Meristem		OK		0.0591482		0.826593		380,477		0.518152		0.0003		0.00528591		yes				AT3G09380		AT3G09380.1		Protein of unknown function (DUF59); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF59 (InterPro:IPR002744); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF59) (TAIR:AT1G68310.2); Has 556 Blast hits to 556 proteins in 216 species: Archae - 0; Bacteria - 0; Metazoa - 242; Fungi - 137; Plants - 85; Viruses - 0; Other Eukaryotes - 92 (source: NCBI BLink).		protein_coding

		XLOC_031965		XLOC_031965		AT5G50770		5:20646679-20648725		WT meristem		ebs Meristem		OK		132,276		17,959		376,309		250,836		5.00E-05		0.00114332		yes				AT3G20395		AT3G20395.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, C3HC4 RING-type (InterPro:IPR018957); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT5G66070.1); Has 9570 Blast hits to 9551 proteins in 280 species: Archae - 0; Bacteria - 6; Metazoa - 2563; Fungi - 715; Plants - 4921; Viruses - 21; Other Eukaryotes - 1344 (source: NCBI BLink).		protein_coding

		XLOC_013528		XLOC_013528		AT2G43470		2:18049857-18051218		WT meristem		ebs Meristem		OK		1,151		152,177		37,248		24,347		5.00E-05		0.00114332		yes				AT2G16890		AT2G16890.2		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: transferase activity, transferring hexosyl groups, UDP-glycosyltransferase activity, transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213), Tudor subgroup (InterPro:IPR018351); BEST Arabidopsis thaliana protein match is: UDP-Glycosyltransferase superfamily protein (TAIR:AT5G14860.1); Has 7578 Blast hits to 7495 proteins in 486 species: Archae - 0; Bacteria - 511; Metazoa - 1925; Fungi - 34; Plants - 4955; Viruses - 98; Other Eukaryotes - 55 (source: NCBI BLink).		protein_coding

		XLOC_002931		XLOC_002931		AT1G56670		1:21241672-21244047		WT meristem		ebs Meristem		OK		315,296		412,877		371,093		277,815		5.00E-05		0.00114332		yes				AT3G51075		AT3G51075.1		Potential natural antisense gene, locus overlaps with AT3G51070		other_rna

		XLOC_031874		XLOC_031874		AT5G49190		5:19943281-19947189		WT meristem		ebs Meristem		OK		139,526		181,968		370,507		213,174		5.00E-05		0.00114332		yes				AT5G05965		AT5G05965.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G39855.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_007572		XLOC_007572		AT1G67260		1:25167461-25169307		WT meristem		ebs Meristem		OK		0.742293		962,698		369,702		571,753		5.00E-05		0.00114332		yes				AT3G56730		AT3G56730.2		Putative endonuclease or glycosyl hydrolase; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 6 growth stages; BEST Arabidopsis thaliana protein match is: Putative endonuclease or glycosyl hydrolase (TAIR:AT3G62050.1).		protein_coding

		XLOC_006064		XLOC_006064		AT1G34315		1:12514105-12516521		WT meristem		ebs Meristem		OK		0.230366		283,218		361,991		269,899		0.001		0.0135734		yes				AT5G01120		AT5G01120.1		Protein of unknown function (DUF674); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF674 (InterPro:IPR007750); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF674) (TAIR:AT5G43240.3); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_021287		XLOC_021287		AT4G11720		4:7063254-7066878		WT meristem		ebs Meristem		OK		0.353745		430,181		360,416		1.51		5.00E-05		0.00114332		yes				AT1G67865		AT1G67865.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G67860.1); Has 13 Blast hits to 13 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 13; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_028613		XLOC_028613		AT5G56810		5:22974519-22975992		WT meristem		ebs Meristem		OK		0.411085		497,847		359,819		513,373		5.00E-05		0.00114332		yes				AT4G36610		AT4G36610.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT2G18360.1); Has 7159 Blast hits to 7154 proteins in 1280 species: Archae - 79; Bacteria - 4806; Metazoa - 419; Fungi - 48; Plants - 467; Viruses - 0; Other Eukaryotes - 1340 (source: NCBI BLink).		protein_coding

		XLOC_029499		XLOC_029499		AT5G06570		5:2007599-2011041		WT meristem		ebs Meristem		OK		0.467729		555,158		356,915		154,818		5.00E-05		0.00114332		yes				AT5G46260		AT5G46260.1		disease resistance protein (TIR-NBS-LRR class) family; FUNCTIONS IN: transmembrane receptor activity, nucleoside-triphosphatase activity, nucleotide binding, ATP binding; INVOLVED IN: signal transduction, defense response, apoptosis, innate immune response; LOCATED IN: intrinsic to membrane; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), NB-ARC (InterPro:IPR002182), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT5G46270.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_014629		XLOC_014629		AT3G16660		3:5676828-5677921		WT meristem		ebs Meristem		OK		175,944		196,567		348,183		16,969		0.0001		0.00206184		yes				AT4G29610		AT4G29610.1		Cytidine/deoxycytidylate deaminase family protein; FUNCTIONS IN: hydrolase activity, cytidine deaminase activity, zinc ion binding, catalytic activity; INVOLVED IN: cytidine deamination, cytidine metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Cytidine deaminase, homodimeric (InterPro:IPR006263), CMP/dCMP deaminase, zinc-binding (InterPro:IPR002125), Cytidine deaminase-like (InterPro:IPR016193), Cytidine/deoxycytidylate deaminase, zinc-binding domain (InterPro:IPR013171); BEST Arabidopsis thaliana protein match is: Cytidine/deoxycytidylate deaminase family protein (TAIR:AT4G29600.1); Has 3306 Blast hits to 3284 proteins in 1430 species: Archae - 58; Bacteria - 2532; Metazoa - 138; Fungi - 102; Plants - 130; Viruses - 0; Other Eukaryotes - 346 (source: NCBI BLink).		protein_coding

		XLOC_005565		XLOC_005565		AT1G24260		1:8593636-8596105		WT meristem		ebs Meristem		OK		0.195776		217,296		347,239		0.927864		5.00E-05		0.00114332		yes				AT4G15160		AT4G15160.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: cell wall-plasma membrane linker protein (TAIR:AT3G22120.1); Has 1006 Blast hits to 1001 proteins in 148 species: Archae - 2; Bacteria - 66; Metazoa - 65; Fungi - 24; Plants - 812; Viruses - 10; Other Eukaryotes - 27 (source: NCBI BLink).		protein_coding

		XLOC_022514		XLOC_022514		AT4G32540		4:15700903-15702960		WT meristem		ebs Meristem		OK		134,973		148,992		346,449		35,492		5.00E-05		0.00114332		yes				AT3G44770		AT3G44770.1		Protein of unknown function (DUF626); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: mitochondrion; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT4G29550.1); Has 172 Blast hits to 171 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 172; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_028031		XLOC_028031		AT5G47130		5:19141015-19142011		WT meristem		ebs Meristem		OK		0.204844		223,894		345,021		187,353		0.0011		0.0146754		yes				AT3G53310		AT3G53310.1		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT3G06160.2); Has 6284 Blast hits to 2802 proteins in 274 species: Archae - 3; Bacteria - 1667; Metazoa - 1559; Fungi - 645; Plants - 847; Viruses - 128; Other Eukaryotes - 1435 (source: NCBI BLink).		protein_coding

		XLOC_012191		XLOC_012191		AT2G20620		2:8891928-8893244		WT meristem		ebs Meristem		OK		0.762175		827,128		343,992		507,997		5.00E-05		0.00114332		yes				AT2G21840		AT2G21840.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: intracellular signaling pathway; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), Zinc finger, PHD-type, conserved site (InterPro:IPR019786), Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT2G21850.1); Has 2782 Blast hits to 662 proteins in 34 species: Archae - 0; Bacteria - 0; Metazoa - 23; Fungi - 0; Plants - 2730; Viruses - 0; Other Eukaryotes - 29 (source: NCBI BLink).		protein_coding

		XLOC_017545		XLOC_017545		AT3G09680		3:2969044-2970371		WT meristem		ebs Meristem		OK		138,981		148,366		341,621		330,608		5.00E-05		0.00114332		yes				AT4G24140		AT4G24140.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT1G64670.1); Has 5648 Blast hits to 5647 proteins in 1115 species: Archae - 17; Bacteria - 3672; Metazoa - 316; Fungi - 186; Plants - 193; Viruses - 6; Other Eukaryotes - 1258 (source: NCBI BLink).		protein_coding

		XLOC_003259		XLOC_003259		transcript:AT1G63040.1		1:23371326-23372073		WT meristem		ebs Meristem		OK		0.155529		156,872		333,434		179,184		0.0018		0.0211627		yes				AT3G04960		AT3G04960.3		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Molecular chaperone, heat shock protein, Hsp40, DnaJ (InterPro:IPR015609); BEST Arabidopsis thaliana protein match is: Domain of unknown function (DUF3444) (TAIR:AT4G27980.1); Has 33111 Blast hits to 21453 proteins in 1461 species: Archae - 544; Bacteria - 3468; Metazoa - 15851; Fungi - 2267; Plants - 1766; Viruses - 45; Other Eukaryotes - 9170 (source: NCBI BLink).		protein_coding

		XLOC_007444		XLOC_007444		AT1G65150		1:24203840-24205775		WT meristem		ebs Meristem		OK		158,361		15,829		332,129		542,188		5.00E-05		0.00114332		yes				AT2G43610		AT2G43610.1		Chitinase family protein; FUNCTIONS IN: chitin binding, chitinase activity; INVOLVED IN: carbohydrate metabolic process, cell wall macromolecule catabolic process; LOCATED IN: plasma membrane; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Chitin-binding, type 1, conserved site (InterPro:IPR018371), Glycoside hydrolase, family 19 (InterPro:IPR016283), Chitin-binding, type 1 (InterPro:IPR001002), Glycoside hydrolase, family 19, catalytic (InterPro:IPR000726); BEST Arabidopsis thaliana protein match is: Chitinase family protein (TAIR:AT2G43620.1); Has 3095 Blast hits to 2792 proteins in 589 species: Archae - 0; Bacteria - 708; Metazoa - 34; Fungi - 309; Plants - 1802; Viruses - 51; Other Eukaryotes - 191 (source: NCBI BLink).		protein_coding

		XLOC_020455		XLOC_020455		AT4G00905		4:387864-389113		WT meristem		ebs Meristem		OK		617,608		574,133		321,662		605,664		5.00E-05		0.00114332		yes				AT3G11390		AT3G11390.1		Cysteine/Histidine-rich C1 domain family protein; CONTAINS InterPro DOMAIN/s: DC1 (InterPro:IPR004146), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT3G11385.1); Has 2141 Blast hits to 1172 proteins in 142 species: Archae - 0; Bacteria - 55; Metazoa - 226; Fungi - 102; Plants - 1594; Viruses - 38; Other Eukaryotes - 126 (source: NCBI BLink).		protein_coding

		XLOC_009177		XLOC_009177		AT2G15400		2:6712935-6714586		WT meristem		ebs Meristem		OK		114,519		101,122		314,245		240,964		0.0006		0.00915728		yes				AT1G44510		AT1G44510.1		transposable element gene; copia-like retrotransposon family, has a 0. P-value blast match to dbj|BAA78426.1| polyprotein (AtRE2-1) (Arabidopsis thaliana) (Ty1_Copia-element)		transposable_element_gene

		XLOC_021460		XLOC_021460		AT4G14700		4:8422230-8426558		WT meristem		ebs Meristem		OK		11,971		105,425		31,386		0.926644		0.0004		0.00669125		yes				AT2G43260		AT2G43260.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G43445.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_012067		XLOC_012067		AT2G18360		2:7976711-7979377		WT meristem		ebs Meristem		OK		0.219157		189,654		311,333		156,572		0.0003		0.00528591		yes				AT2G44290		AT2G44290.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: plasma membrane, anchored to membrane; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/Par allergen (InterPro:IPR000528), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT2G44300.1); Has 678 Blast hits to 674 proteins in 33 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 678; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_007870		XLOC_007870		AT1G73010		1:27464571-27466256		WT meristem		ebs Meristem		OK		0.340686		28,593		306,915		219,848		5.00E-05		0.00114332		yes				AT1G53860		AT1G53860.1		Remorin family protein; CONTAINS InterPro DOMAIN/s: Remorin, C-terminal (InterPro:IPR005516); BEST Arabidopsis thaliana protein match is: Remorin family protein (TAIR:AT1G30320.1); Has 458 Blast hits to 455 proteins in 58 species: Archae - 2; Bacteria - 9; Metazoa - 29; Fungi - 14; Plants - 379; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_025632		XLOC_025632		AT5G03545		5:894705-895400		WT meristem		ebs Meristem		OK		137,565		115,131		30,651		390,324		5.00E-05		0.00114332		yes				AT1G62690		AT1G62690.1		unknown protein; Has 4 Blast hits to 4 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 4; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020494		XLOC_020494		AT4G01525		4:660809-661698		WT meristem		ebs Meristem		OK		320,631		257,727		300,686		7,613		5.00E-05		0.00114332		yes				AT1G65370		AT1G65370.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT1G65150.2); Has 460 Blast hits to 456 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 453; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_014317		XLOC_014317		AT3G11390		3:3569827-3571960		WT meristem		ebs Meristem		OK		0.103285		0.829262		30,052		265,695		0.00045		0.00736346		yes				AT3G30700		AT3G30700.1		transposable element gene; similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G30690.1)		transposable_element_gene

		XLOC_016138		XLOC_016138		AT3G47030		3:17322118-17323545		WT meristem		ebs Meristem		OK		0.228311		170,918		290,424		106,576		0.0005		0.00796773		yes				AT2G38390		AT2G38390.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to salt stress; LOCATED IN: endomembrane system; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Peroxidase, active site (InterPro:IPR019794), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT2G38380.1); Has 4338 Blast hits to 4309 proteins in 248 species: Archae - 0; Bacteria - 0; Metazoa - 4; Fungi - 52; Plants - 4237; Viruses - 0; Other Eukaryotes - 45 (source: NCBI BLink).		protein_coding

		XLOC_007613		XLOC_007613		AT1G67865		1:25446288-25446737		WT meristem		ebs Meristem		OK		442,943		32,968		289,588		502,003		5.00E-05		0.00114332		yes				AT5G42680		AT5G42680.1		Protein of unknown function, DUF617; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF617, plant (InterPro:IPR006460); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF617 (TAIR:AT4G39610.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_028276		XLOC_028276		AT5G51480		5:20910243-20913451		WT meristem		ebs Meristem		OK		0.643804		47,531		288,417		38,422		5.00E-05		0.00114332		yes				AT5G56910		AT5G56910.1		Proteinase inhibitor I25, cystatin, conserved region; CONTAINS InterPro DOMAIN/s: Proteinase inhibitor I25, cystatin, conserved region (InterPro:IPR020381), Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT5G56920.1); Has 58 Blast hits to 58 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 58; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_027963		XLOC_027963		AT5G45990		5:18651323-18653892		WT meristem		ebs Meristem		OK		0.332701		245,012		288,056		452,234		5.00E-05		0.00114332		yes				AT4G23680		AT4G23680.1		Polyketide cyclase/dehydrase and lipid transport superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: Polyketide cyclase/dehydrase and lipid transport superfamily protein (TAIR:AT4G23670.1); Has 354 Blast hits to 327 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 354; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012979		XLOC_012979		AT2G33880		2:14341429-14343778		WT meristem		ebs Meristem		OK		0.22892		16,468		284,675		158,637		0.00055		0.00855482		yes				AT3G46880		AT3G46880.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 9 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G59080.1); Has 51 Blast hits to 51 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 51; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_023774		XLOC_023774		AT4G11550		4:6996822-6998829		WT meristem		ebs Meristem		OK		0.193592		134,777		279,948		344,003		5.00E-05		0.00114332		yes				AT3G52670		AT3G52670.1		FBD, F-box, Skp2-like and Leucine Rich Repeat domains containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT3G52680.2); Has 1954 Blast hits to 1906 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 1; Plants - 1949; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_007437		XLOC_007437		AT1G65050		1:24164285-24165679		WT meristem		ebs Meristem		OK		0.354121		243,356		278,075		241,185		0.00195		0.0225324		yes				AT5G41765		AT5G41765.1		DNA-binding storekeeper protein-related transcriptional regulator; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF573 (InterPro:IPR007592); BEST Arabidopsis thaliana protein match is: DNA-binding storekeeper protein-related transcriptional regulator (TAIR:AT4G00232.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_013759		XLOC_013759		AT2G48130		2:19685065-19685993		WT meristem		ebs Meristem		OK		0.369463		249,032		275,283		155,767		0.0002		0.00374736		yes				AT2G20620		AT2G20620.1		Protein of unknown function (DUF626); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT4G29550.1); Has 165 Blast hits to 165 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 165; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013535		XLOC_013535		AT2G43610		2:18087839-18089224		WT meristem		ebs Meristem		OK		0.190988		125,914		272,089		109,561		0.00275		0.0292628		yes				AT2G29290		AT2G29290.2		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: oxidoreductase activity, binding, catalytic activity; INVOLVED IN: oxidation reduction, metabolic process; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Short-chain dehydrogenase/reductase, conserved site (InterPro:IPR020904), NAD(P)-binding domain (InterPro:IPR016040), Glucose/ribitol dehydrogenase (InterPro:IPR002347), Short-chain dehydrogenase/reductase SDR (InterPro:IPR002198); BEST Arabidopsis thaliana protein match is: senescence-associated gene 13 (TAIR:AT2G29350.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_022699		XLOC_022699		AT4G35720		4:16927971-16929170		WT meristem		ebs Meristem		OK		0.447283		283,254		266,284		358,837		5.00E-05		0.00114332		yes				AT3G28270		AT3G28270.2		Protein of unknown function (DUF677); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT3G28290.1); Has 636 Blast hits to 621 proteins in 191 species: Archae - 37; Bacteria - 189; Metazoa - 134; Fungi - 25; Plants - 165; Viruses - 1; Other Eukaryotes - 85 (source: NCBI BLink).		protein_coding

		XLOC_025265		XLOC_025265		AT4G36610		4:17265389-17267314		WT meristem		ebs Meristem		OK		0.308895		195,379		266,109		0.839663		0.00325		0.0330679		yes				AT1G23110		AT1G23110.1		unknown protein; FUNCTIONS IN: molecular_function unknown; LOCATED IN: chloroplast; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G70900.1); Has 59 Blast hits to 59 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 59; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032505		XLOC_032505		AT5G60910		5:24502481-24506143		WT meristem		ebs Meristem		OK		0.340863		214,653		265,474		117,826		0.00015		0.00294045		yes				AT2G40920		AT2G40920.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box associated domain, type 3 (InterPro:IPR013187), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G40910.1); Has 1328 Blast hits to 1276 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1327; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_001724		XLOC_001724		AT1G31690		1:11343979-11347767		WT meristem		ebs Meristem		OK		561,224		351,985		264,887		104,364		5.00E-05		0.00114332		yes				AT4G35720		AT4G35720.1		Arabidopsis protein of unknown function (DUF241); EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF241, plant (InterPro:IPR004320); BEST Arabidopsis thaliana protein match is: Arabidopsis protein of unknown function (DUF241) (TAIR:AT4G35690.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_001259		XLOC_001259		AT1G23130		1:8200382-8201235		WT meristem		ebs Meristem		OK		15,047		93,695		263,849		353,123		5.00E-05		0.00114332		yes				AT1G56670		AT1G56670.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT1G09390.1); Has 3420 Blast hits to 3380 proteins in 199 species: Archae - 0; Bacteria - 256; Metazoa - 0; Fungi - 41; Plants - 3110; Viruses - 0; Other Eukaryotes - 13 (source: NCBI BLink).		protein_coding

		XLOC_017166		XLOC_017166		AT3G03260		3:755158-759282		WT meristem		ebs Meristem		OK		0.254221		156,411		262,119		112,282		0.0038		0.037171		yes				AT3G58380		AT3G58380.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT3G58360.1); Has 402 Blast hits to 357 proteins in 16 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 402; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010505		XLOC_010505		AT2G38390		2:16079680-16081509		WT meristem		ebs Meristem		OK		0.814633		491,591		259,324		227,855		5.00E-05		0.00114332		yes				AT5G12270		AT5G12270.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors, oxidoreductase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, F mature embryo stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT3G13610.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_021421		XLOC_021421		AT4G14140		4:8146344-8152131		WT meristem		ebs Meristem		OK		0.146768		0.884275		259,096		400,455		5.00E-05		0.00114332		yes				AT3G21040		AT3G21040.1		transposable element gene; copia-like retrotransposon family, has a 5.7e-20 P-value blast match to gb|AAO73527.1| gag-pol polyprotein (Glycine max) (SIRE1) (Ty1_Copia-family)		transposable_element_gene

		XLOC_026550		XLOC_026550		AT5G21150		5:7192238-7198324		WT meristem		ebs Meristem		OK		0.396238		228,557		252,811		459,042		5.00E-05		0.00114332		yes				AT5G47510		AT5G47510.1		Sec14p-like phosphatidylinositol transfer family protein; CONTAINS InterPro DOMAIN/s: Cellular retinaldehyde-binding/triple function, C-terminal (InterPro:IPR001251), Cellular retinaldehyde-binding/triple function, N-terminal (InterPro:IPR008273), Phosphatidylinositol transfer protein-like, N-terminal (InterPro:IPR011074); BEST Arabidopsis thaliana protein match is: SEC14-like 3 (TAIR:AT2G21540.2); Has 2204 Blast hits to 2198 proteins in 226 species: Archae - 0; Bacteria - 0; Metazoa - 651; Fungi - 429; Plants - 772; Viruses - 0; Other Eukaryotes - 352 (source: NCBI BLink).		protein_coding

		XLOC_029354		XLOC_029354		AT5G03840		5:1024640-1025812		WT meristem		ebs Meristem		OK		0.462742		265,288		251,928		102,363		0.0033		0.0334024		yes				AT2G28720		AT2G28720.1		Histone superfamily protein; FUNCTIONS IN: DNA binding; INVOLVED IN: nucleosome assembly; LOCATED IN: nucleus, nucleosome; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Histone H2B (InterPro:IPR000558), Histone-fold (InterPro:IPR009072), Histone core (InterPro:IPR007125); BEST Arabidopsis thaliana protein match is: Histone superfamily protein (TAIR:AT3G45980.1); Has 3535 Blast hits to 3431 proteins in 349 species: Archae - 0; Bacteria - 57; Metazoa - 2253; Fungi - 226; Plants - 491; Viruses - 2; Other Eukaryotes - 506 (source: NCBI BLink).		protein_coding

		XLOC_010819		XLOC_010819		AT2G43840		2:18157637-18162044		WT meristem		ebs Meristem		OK		383,695		216,548		249,666		266,879		5.00E-05		0.00114332		yes				AT1G02190		AT1G02190.1		Fatty acid hydroxylase superfamily; FUNCTIONS IN: oxidoreductase activity, iron ion binding, catalytic activity; INVOLVED IN: oxidation reduction, fatty acid biosynthetic process; LOCATED IN: endoplasmic reticulum; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Fatty acid hydroxylase (InterPro:IPR006694), Uncharacterised protein, Wax2 C-terminal (InterPro:IPR021940); BEST Arabidopsis thaliana protein match is: Fatty acid hydroxylase superfamily (TAIR:AT2G37700.1); Has 2538 Blast hits to 2531 proteins in 532 species: Archae - 0; Bacteria - 866; Metazoa - 257; Fungi - 377; Plants - 504; Viruses - 3; Other Eukaryotes - 531 (source: NCBI BLink).		protein_coding

		XLOC_028977		XLOC_028977		AT5G63560		5:25449480-25451414		WT meristem		ebs Meristem		OK		0.219568		122,929		248,509		101,101		0.00125		0.0161039		yes				AT5G05060		AT5G05060.1		Cystatin/monellin superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: male gametophyte, cultured cell, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage; CONTAINS InterPro DOMAIN/s: Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT5G05040.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_027250		XLOC_027250		AT5G34930		5:13233373-13235567		WT meristem		ebs Meristem		OK		636,547		355,221		248,038		390,031		0.0035		0.0349016		yes				AT4G33160		AT4G33160.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT1G27340.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_022259		XLOC_022259		AT4G28280		4:14010684-14011558		WT meristem		ebs Meristem		OK		0.329454		183,508		24,777		0.806948		0.0018		0.0211627		yes				AT5G37420		AT5G37420.1		Note that previous reports (Plant Cell 2003,15:1538; PNAS 2003, 100:13407) have incorrectly named AT5G37420 as AGL105. AT5G37415 has now been named as AGL105 based on Plant Cell 2003, 15:1538 where the GenBank accession number given for AGL105 is AY141227 (Supplemental Table 3), which corresponds to AT5G37415.		protein_coding				AGAMOUS-LIKE 105 (AGL105)

		XLOC_016157		XLOC_016157		AT3G47360		3:17451111-17452843		WT meristem		ebs Meristem		OK		0.324544		18,009		247,223		249,393		0.00055		0.00855482		yes				AT4G35380		AT4G35380.1		SEC7-like guanine nucleotide exchange family protein; FUNCTIONS IN: binding, ARF guanyl-nucleotide exchange factor activity, guanyl-nucleotide exchange factor activity; INVOLVED IN: regulation of ARF protein signal transduction; LOCATED IN: intracellular; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: SEC7-like (InterPro:IPR000904), Armadillo-type fold (InterPro:IPR016024), Protein of unknown function DUF1981, SEC7 associated (InterPro:IPR015403); BEST Arabidopsis thaliana protein match is: SEC7-like guanine nucleotide exchange family protein (TAIR:AT4G38200.1); Has 2864 Blast hits to 2569 proteins in 246 species: Archae - 2; Bacteria - 36; Metazoa - 1544; Fungi - 584; Plants - 258; Viruses - 0; Other Eukaryotes - 440 (source: NCBI BLink).		protein_coding

		XLOC_005078		XLOC_005078		AT1G15210		1:5231347-5236573		WT meristem		ebs Meristem		OK		0.196802		107,787		245,337		0.889876		0.0006		0.00915728		yes				AT1G27030		AT1G27030.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G27020.1); Has 504 Blast hits to 502 proteins in 169 species: Archae - 0; Bacteria - 299; Metazoa - 0; Fungi - 0; Plants - 67; Viruses - 0; Other Eukaryotes - 138 (source: NCBI BLink).		protein_coding

		XLOC_017531		XLOC_017531		AT3G09380		3:2885137-2886116		WT meristem		ebs Meristem		OK		213,389		11,683		245,285		161,233		5.00E-05		0.00114332		yes				AT3G20978		AT3G20978.1		Potential natural antisense gene, locus overlaps with AT3G20975		other_rna

		XLOC_003108		XLOC_003108		AT1G60110		1:22168501-22170649		WT meristem		ebs Meristem		OK		0.220489		12,026		244,738		296,587		5.00E-05		0.00114332		yes				AT4G11290		AT4G11290.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to oxidative stress, oxidation reduction; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Peroxidase, active site (InterPro:IPR019794), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT1G05260.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_021910		XLOC_021910		transcript:AT4G22020.1		4:11669265-11670456		WT meristem		ebs Meristem		OK		0.209661		113,693		243,901		218,782		0.0012		0.0156353		yes				AT4G11320		AT4G11320.1		Papain family cysteine protease; FUNCTIONS IN: cysteine-type endopeptidase activity, cysteine-type peptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Proteinase inhibitor I29, cathepsin propeptide (InterPro:IPR013201), Peptidase C1A, papain (InterPro:IPR013128), Peptidase C1A, papain C-terminal (InterPro:IPR000668), Peptidase, cysteine peptidase active site (InterPro:IPR000169); BEST Arabidopsis thaliana protein match is: Papain family cysteine protease (TAIR:AT4G11310.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_010504		XLOC_010504		AT2G38380		2:16076383-16078583		WT meristem		ebs Meristem		OK		0.897717		479,619		241,756		316,428		5.00E-05		0.00114332		yes				AT2G37130		AT2G37130.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: defense response to fungus; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT4G21960.1); Has 3882 Blast hits to 3863 proteins in 189 species: Archae - 0; Bacteria - 0; Metazoa - 6; Fungi - 40; Plants - 3803; Viruses - 0; Other Eukaryotes - 33 (source: NCBI BLink).		protein_coding

		XLOC_014028		XLOC_014028		AT3G05730		3:1695975-1696708		WT meristem		ebs Meristem		OK		422,647		223,785		240,459		977,404		5.00E-05		0.00114332		yes				AT2G18360		AT2G18360.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; LOCATED IN: endomembrane system; EXPRESSED IN: shoot apex, hypocotyl, root, leaf; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT4G36610.1); Has 8797 Blast hits to 8792 proteins in 1517 species: Archae - 89; Bacteria - 6094; Metazoa - 449; Fungi - 67; Plants - 445; Viruses - 0; Other Eukaryotes - 1653 (source: NCBI BLink).		protein_coding

		XLOC_011948		XLOC_011948		AT2G16367,transcript:AT2G16367.1		2:7079795-7080248		WT meristem		ebs Meristem		OK		233,625		121.57		237,952		526,919		5.00E-05		0.00114332		yes				AT1G34315		AT1G34315.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G31400.1); Has 4 Blast hits to 4 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 4; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_015394		XLOC_015394		AT3G28880		3:10892434-10898841		WT meristem		ebs Meristem		OK		0.285203		14,829		237,835		106,827		0.0009		0.0125121		yes				AT1G67860		AT1G67860.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G67865.1); Has 13 Blast hits to 13 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 13; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_008465		XLOC_008465		AT2G03710		2:1129267-1131838		WT meristem		ebs Meristem		OK		0.319596		165,384		23,715		103,579		0.00015		0.00294045		yes				AT4G19900		AT4G19900.1		alpha 1,4-glycosyltransferase family protein; FUNCTIONS IN: transferase activity, transferring glycosyl groups; INVOLVED IN: biological_process unknown; LOCATED IN: mitochondrion, Golgi stack; EXPRESSED IN: flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Alpha 1,4-glycosyltransferase conserved region (InterPro:IPR007652), Glycosyltransferase, DXD sugar-binding region (InterPro:IPR007577); BEST Arabidopsis thaliana protein match is: alpha 1,4-glycosyltransferase family protein (TAIR:AT2G38152.1); Has 54113 Blast hits to 14510 proteins in 385 species: Archae - 4; Bacteria - 200; Metazoa - 877; Fungi - 767; Plants - 50641; Viruses - 0; Other Eukaryotes - 1624 (source: NCBI BLink).		protein_coding

		XLOC_006925		XLOC_006925		transcript:AT1G55035.1		1:20532843-20534375		WT meristem		ebs Meristem		OK		0.226745		116,845		236,546		268,678		0.00025		0.00450254		yes				AT1G69630		AT1G69630.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G78750.1); Has 2345 Blast hits to 2298 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 0; Plants - 2342; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016334		XLOC_016334		AT3G50470		3:18729053-18730269		WT meristem		ebs Meristem		OK		0.4929		25,342		236,216		167,709		0.0004		0.00669125		yes				AT2G35830		AT2G35830.2		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G35810.1).		protein_coding

		XLOC_008583		XLOC_008583		AT2G05440		2:1993081-1994166		WT meristem		ebs Meristem		OK		0.884711		453,105		235,657		145,602		5.00E-05		0.00114332		yes				AT5G48060		AT5G48060.1		C2 calcium/lipid-binding plant phosphoribosyltransferase family protein; CONTAINS InterPro DOMAIN/s: C2 membrane targeting protein (InterPro:IPR018029), C2 calcium/lipid-binding domain, CaLB (InterPro:IPR008973), Phosphoribosyltransferase C-terminal (InterPro:IPR013583), C2 calcium-dependent membrane targeting (InterPro:IPR000008); BEST Arabidopsis thaliana protein match is: C2 calcium/lipid-binding plant phosphoribosyltransferase family protein (TAIR:AT5G06850.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_009908		XLOC_009908		AT2G27880		2:11871487-11876894		WT meristem		ebs Meristem		OK		0.793767		406,061		235,491		201,979		0.0003		0.00528591		yes				AT5G09480		AT5G09480.1		hydroxyproline-rich glycoprotein family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; Has 11004 Blast hits to 3872 proteins in 771 species: Archae - 28; Bacteria - 3950; Metazoa - 1856; Fungi - 491; Plants - 328; Viruses - 210; Other Eukaryotes - 4141 (source: NCBI BLink).		protein_coding

		XLOC_029800		XLOC_029800		AT5G12270		5:3970130-3971301		WT meristem		ebs Meristem		OK		0.362514		184,969		235,118		260,993		0.00015		0.00294045		yes				AT1G03710		AT1G03710.1		Cystatin/monellin superfamily protein; FUNCTIONS IN: cysteine-type endopeptidase inhibitor activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Proteinase inhibitor I25, cystatin (InterPro:IPR000010), Proteinase inhibitor I25, cystatin, conserved region (InterPro:IPR020381), Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT4G03565.1); Has 113 Blast hits to 103 proteins in 7 species: Archae - 0; Bacteria - 4; Metazoa - 0; Fungi - 0; Plants - 106; Viruses - 0; Other Eukaryotes - 3 (source: NCBI BLink).		protein_coding

		XLOC_009853		XLOC_009853		AT2G26695		2:11365097-11365965		WT meristem		ebs Meristem		OK		108,155		550,115		234,663		303,491		5.00E-05		0.00114332		yes				AT2G16367		AT2G16367.1		Encodes a defensin-like (DEFL) family protein.		pseudogene

		XLOC_000067		XLOC_000067		AT1G02190		1:415078-418010		WT meristem		ebs Meristem		OK		100,049		503,455		233,116		26,286		5.00E-05		0.00114332		yes				AT2G26695		AT2G26695.1		Ran BP2/NZF zinc finger-like superfamily protein; FUNCTIONS IN: binding, zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Zinc finger, RanBP2-type (InterPro:IPR001876); BEST Arabidopsis thaliana protein match is: Ran BP2/NZF zinc finger-like superfamily protein (TAIR:AT3G15680.1); Has 972 Blast hits to 658 proteins in 133 species: Archae - 0; Bacteria - 0; Metazoa - 313; Fungi - 112; Plants - 381; Viruses - 0; Other Eukaryotes - 166 (source: NCBI BLink).		protein_coding

		XLOC_014906		XLOC_014906		AT3G21010		3:7366209-7367748		WT meristem		ebs Meristem		OK		125,533		628,848		232,464		522,065		5.00E-05		0.00114332		yes				AT5G17000		AT5G17000.1		Zinc-binding dehydrogenase family protein; FUNCTIONS IN: oxidoreductase activity, binding, catalytic activity, zinc ion binding; INVOLVED IN: response to oxidative stress; EXPRESSED IN: cultured cell, leaf; CONTAINS InterPro DOMAIN/s: GroES-like (InterPro:IPR011032), NAD(P)-binding domain (InterPro:IPR016040), Alcohol dehydrogenase, C-terminal (InterPro:IPR013149), Alcohol dehydrogenase superfamily, zinc-containing (InterPro:IPR002085); BEST Arabidopsis thaliana protein match is: alkenal reductase (TAIR:AT5G16970.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_026639		XLOC_026639		AT5G23480		5:7916313-7919278		WT meristem		ebs Meristem		OK		214,993		107,608		232,343		369,309		5.00E-05		0.00114332		yes				AT2G43470		AT2G43470.1		Protein of unknown function (DUF3755); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF3755 (InterPro:IPR022228); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF3755) (TAIR:AT3G07565.3); Has 130 Blast hits to 130 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 130; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026163		XLOC_026163		AT5G14070		5:4541835-4542514		WT meristem		ebs Meristem		OK		101,597		507,275		23,199		149,335		0.00085		0.0120227		yes				AT5G14330		AT5G14330.1		unknown protein; Has 8 Blast hits to 8 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 8; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_021458		XLOC_021458		AT4G14690		4:8418282-8419263		WT meristem		ebs Meristem		OK		121,643		60,701		231,907		196,585		0.0001		0.00206184		yes				AT5G47600		AT5G47600.1		HSP20-like chaperones superfamily protein; CONTAINS InterPro DOMAIN/s: Heat shock protein Hsp20 (InterPro:IPR002068), HSP20-like chaperone (InterPro:IPR008978); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G12180.1); Has 101 Blast hits to 101 proteins in 41 species: Archae - 0; Bacteria - 23; Metazoa - 0; Fungi - 0; Plants - 78; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026654		XLOC_026654		AT5G23810		5:8028377-8030816		WT meristem		ebs Meristem		OK		19,882		988,375		23,136		249,711		0.00015		0.00294045		yes				AT1G23120		AT1G23120.1		Polyketide cyclase/dehydrase and lipid transport superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: Polyketide cyclase/dehydrase and lipid transport superfamily protein (TAIR:AT1G70870.1); Has 405 Blast hits to 378 proteins in 44 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 405; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031329		XLOC_031329		AT5G40040		5:16029751-16030313		WT meristem		ebs Meristem		OK		136,991		680,472		231,245		19,999		0.0001		0.00206184		yes				AT2G38823		AT2G38823.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G54520.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_023119		XLOC_023119		AT4G02780		4:1237766-1244813		WT meristem		ebs Meristem		OK		0.350745		172,417		229,741		114,988		0.0005		0.00796773		yes				AT2G48130		AT2G48130.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: anchored to membrane; EXPRESSED IN: hypocotyl, root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/Par allergen (InterPro:IPR000528), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G22600.1); Has 1201 Blast hits to 1197 proteins in 63 species: Archae - 0; Bacteria - 8; Metazoa - 1; Fungi - 0; Plants - 1190; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_031780		XLOC_031780		AT5G47600		5:19299781-19300499		WT meristem		ebs Meristem		OK		281,799		13,847		229,684		309,578		5.00E-05		0.00114332		yes				AT1G35320		AT1G35320.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G30160.1); Has 9 Blast hits to 9 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 9; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020017		XLOC_020017		AT3G57160		3:21157609-21158816		WT meristem		ebs Meristem		OK		303,481		147,997		228,589		219,648		5.00E-05		0.00114332		yes				AT5G45990		AT5G45990.1		crooked neck protein, putative / cell cycle protein, putative; FUNCTIONS IN: binding; INVOLVED IN: mRNA processing, RNA processing; LOCATED IN: intracellular, nucleus; CONTAINS InterPro DOMAIN/s: RNA-processing protein, HAT helix (InterPro:IPR003107), Tetratricopeptide-like helical (InterPro:IPR011990), Tetratricopeptide repeat-containing (InterPro:IPR013026), Suppressor of forked (InterPro:IPR008847); BEST Arabidopsis thaliana protein match is: crooked neck protein, putative / cell cycle protein, putative (TAIR:AT5G41770.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_019676		XLOC_019676		AT3G51075		3:18968742-18972291		WT meristem		ebs Meristem		OK		0.196375		0.940076		225,917		190,014		0.0028		0.0296815		yes				AT3G18330		AT3G18330.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G07140.2); Has 1095 Blast hits to 1047 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 1093; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_028082		XLOC_028082		AT5G48060		5:19475295-19479002		WT meristem		ebs Meristem		OK		0.915689		437,884		225,762		211,189		5.00E-05		0.00114332		yes				AT5G60250		AT5G60250.1		zinc finger (C3HC4-type RING finger) family protein; FUNCTIONS IN: zinc ion binding, nucleic acid binding; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type, conserved site (InterPro:IPR017907), Zinc finger, C6HC-type (InterPro:IPR002867), Zinc finger, RING-type (InterPro:IPR001841), Polynucleotidyl transferase, ribonuclease H fold (InterPro:IPR012337); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT2G25370.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_013405		XLOC_013405		AT2G41300		2:17214236-17216292		WT meristem		ebs Meristem		OK		235,504		111,261		224,013		178,481		5.00E-05		0.00114332		yes				AT2G43590		AT2G43590.1		Chitinase family protein; FUNCTIONS IN: chitin binding, chitinase activity; INVOLVED IN: carbohydrate metabolic process, cell wall macromolecule catabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, C globular stage, LP.02 two leaves visible; CONTAINS InterPro DOMAIN/s: Chitin-binding, type 1, conserved site (InterPro:IPR018371), Glycoside hydrolase, family 19 (InterPro:IPR016283), Chitin-binding, type 1 (InterPro:IPR001002), Glycoside hydrolase, family 19, catalytic (InterPro:IPR000726); BEST Arabidopsis thaliana protein match is: Chitinase family protein (TAIR:AT2G43580.1); Has 2744 Blast hits to 2502 proteins in 524 species: Archae - 0; Bacteria - 615; Metazoa - 34; Fungi - 202; Plants - 1760; Viruses - 20; Other Eukaryotes - 113 (source: NCBI BLink).		protein_coding

		XLOC_024173		XLOC_024173		AT4G17470		4:9742758-9744860		WT meristem		ebs Meristem		OK		571,099		268,754		223,447		238,513		5.00E-05		0.00114332		yes				AT1G65486		AT1G65486.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G65490.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_005129		XLOC_005129		AT1G16260		1:5559578-5562113		WT meristem		ebs Meristem		OK		0.310695		14,411		22,136		128,546		0.0001		0.00206184		yes				AT1G16260		AT1G16260.1		Wall-associated kinase family protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system, integral to membrane; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Wall-associated kinase (InterPro:IPR013695), EGF-like calcium-binding, conserved site (InterPro:IPR018097), Protein kinase, catalytic domain (InterPro:IPR000719), EGF calcium-binding (InterPro:IPR013091), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Wall-associated kinase family protein (TAIR:AT1G79670.1); Has 123075 Blast hits to 119967 proteins in 4481 species: Archae - 119; Bacteria - 13868; Metazoa - 46954; Fungi - 10147; Plants - 33759; Viruses - 489; Other Eukaryotes - 17739 (source: NCBI BLink).		protein_coding

		XLOC_013288		XLOC_013288		AT2G39330		2:16419595-16421852		WT meristem		ebs Meristem		OK		199,419		922,982		22,105		520,424		5.00E-05		0.00114332		yes				AT3G62455		AT3G62455.1		transposable element gene; copia-like retrotransposon family, has a 7.1e-232 P-value blast match to gb|AAO73529.1| gag-pol polyprotein (Glycine max) (SIRE1) (Ty1_Copia-family)		transposable_element_gene

		XLOC_028795		XLOC_028795		AT5G60250		5:24252157-24254849		WT meristem		ebs Meristem		OK		0.836344		3,868		220,942		11,629		5.00E-05		0.00114332		yes				AT5G04680		AT5G04680.1		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT5G04700.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_028383		XLOC_028383		AT5G53230		5:21598865-21599942		WT meristem		ebs Meristem		OK		0.20643		0.938742		218,508		191,645		0.0051		0.0463972		yes				AT4G00390		AT4G00390.1		DNA-binding storekeeper protein-related transcriptional regulator; FUNCTIONS IN: transcription regulator activity; LOCATED IN: nucleolus; EXPRESSED IN: seed; EXPRESSED DURING: E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF573 (InterPro:IPR007592); BEST Arabidopsis thaliana protein match is: DNA-binding storekeeper protein-related transcriptional regulator (TAIR:AT1G61730.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_002622		XLOC_002622		AT1G51360		1:19044183-19044900		WT meristem		ebs Meristem		OK		570,974		259,029		218,162		235,855		5.00E-05		0.00114332		yes				AT3G17290		AT3G17290.1		transposable element gene; hAT-like transposase family (hobo/Ac/Tam3), has a 3.1e-27 P-value blast match to GB:CAA29005 ORFa of Maize Ac (hAT-element) (Zea mays)		transposable_element_gene

		XLOC_018194		XLOC_018194		AT3G20978		3:7350576-7355339		WT meristem		ebs Meristem		OK		12,753		57,579		217,471		307,429		5.00E-05		0.00114332		yes				AT3G05730		AT3G05730.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_031600		XLOC_031600		AT5G44550		5:17941874-17943213		WT meristem		ebs Meristem		OK		118,364		533,016		217,094		255,421		5.00E-05		0.00114332		yes				AT1G65050		AT1G65050.1		TRAF-like superfamily protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT1G65150.2); Has 362 Blast hits to 327 proteins in 33 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 16; Plants - 335; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding

		XLOC_024506		XLOC_024506		AT4G22950		4:12023914-12027421		WT meristem		ebs Meristem		OK		322,813		145,224		216,952		184,677		5.00E-05		0.00114332		yes				AT4G01895		AT4G01895.1		systemic acquired resistance (SAR) regulator protein NIMIN-1-related; BEST Arabidopsis thaliana protein match is: NIM1-interacting 1 (TAIR:AT1G02450.1); Has 7634 Blast hits to 2740 proteins in 217 species: Archae - 4; Bacteria - 24; Metazoa - 4803; Fungi - 436; Plants - 277; Viruses - 156; Other Eukaryotes - 1934 (source: NCBI BLink).		protein_coding

		XLOC_001324		XLOC_001324		AT1G24470		1:8674055-8677159		WT meristem		ebs Meristem		OK		171,215		757,687		21,458		211,775		5.00E-05		0.00114332		yes				AT3G47030		AT3G47030.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 3 (InterPro:IPR013187), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G47020.1); Has 989 Blast hits to 939 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 989; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031185		XLOC_031185		AT5G37690		5:14973352-14976169		WT meristem		ebs Meristem		OK		0.343417		151,833		214,445		147,006		0.0004		0.00669125		yes				AT5G55560		AT5G55560.1		Protein kinase superfamily protein; FUNCTIONS IN: protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: with no lysine (K) kinase 3 (TAIR:AT3G48260.1); Has 100897 Blast hits to 100061 proteins in 3189 species: Archae - 71; Bacteria - 9572; Metazoa - 37309; Fungi - 9559; Plants - 27616; Viruses - 356; Other Eukaryotes - 16414 (source: NCBI BLink).		protein_coding

		XLOC_016784		XLOC_016784		AT3G58865		3:21765878-21766823		WT meristem		ebs Meristem		OK		196,399		859,942		213,045		447,215		5.00E-05		0.00114332		yes				AT5G11230		AT5G11230.1		Nucleotide-sugar transporter family protein; FUNCTIONS IN: organic anion transmembrane transporter activity; LOCATED IN: endomembrane system, membrane; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF6, transmembrane (InterPro:IPR000620), Protein of unknown function DUF250 (InterPro:IPR004853); BEST Arabidopsis thaliana protein match is: Nucleotide-sugar transporter family protein (TAIR:AT5G25400.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_003107		XLOC_003107		AT1G60095		1:22160098-22162419		WT meristem		ebs Meristem		OK		0.451796		194,764		210,798		0.994048		0.0014		0.0176288		yes				AT1G63540		AT1G63540.1		hydroxyproline-rich glycoprotein family protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G63530.1); Has 23394 Blast hits to 12215 proteins in 815 species: Archae - 17; Bacteria - 3216; Metazoa - 8302; Fungi - 5746; Plants - 1148; Viruses - 308; Other Eukaryotes - 4657 (source: NCBI BLink).		protein_coding

		XLOC_001249		XLOC_001249		AT1G22990		1:8139164-8140202		WT meristem		ebs Meristem		OK		0.436788		187,899		210,495		127,148		0.0037		0.0363936		yes				AT1G04800		AT1G04800.1		glycine-rich protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: N-terminal protein myristoylation; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 12 growth stages; Has 109132 Blast hits to 26905 proteins in 1855 species: Archae - 173; Bacteria - 37969; Metazoa - 32319; Fungi - 6881; Plants - 10265; Viruses - 1569; Other Eukaryotes - 19956 (source: NCBI BLink).		protein_coding

		XLOC_022716		XLOC_022716		AT4G35970		4:17028605-17030293		WT meristem		ebs Meristem		OK		148,831		62,776		207,654		180,736		5.00E-05		0.00114332		yes				AT5G34930		AT5G34930.1		arogenate dehydrogenase; FUNCTIONS IN: binding, prephenate dehydrogenase (NADP+) activity, catalytic activity; INVOLVED IN: tyrosine biosynthetic process, metabolic process; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Prephenate dehydrogenase (InterPro:IPR003099), NAD(P)-binding domain (InterPro:IPR016040); BEST Arabidopsis thaliana protein match is: prephenate dehydrogenase family protein (TAIR:AT1G15710.1); Has 1942 Blast hits to 1528 proteins in 619 species: Archae - 162; Bacteria - 1128; Metazoa - 21; Fungi - 62; Plants - 205; Viruses - 0; Other Eukaryotes - 364 (source: NCBI BLink).		protein_coding

		XLOC_028884		XLOC_028884		AT5G61850		5:24844294-24846933		WT meristem		ebs Meristem		OK		0.276306		115,552		206,421		224,595		0.00095		0.0130675		yes				AT1G73850		AT1G73850.1		FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: translation; LOCATED IN: endomembrane system, ribosome, intracellular; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Ribosomal protein L34e (InterPro:IPR008195), Protein of unknown function DUF1666 (InterPro:IPR012870); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1666) (TAIR:AT3G20260.1); Has 1252 Blast hits to 1091 proteins in 184 species: Archae - 4; Bacteria - 49; Metazoa - 367; Fungi - 151; Plants - 117; Viruses - 41; Other Eukaryotes - 523 (source: NCBI BLink).		protein_coding

		XLOC_018794		XLOC_018794		transcript:AT3G30214.1		3:11860799-11861666		WT meristem		ebs Meristem		OK		0.389859		162,383		205,838		201,371		0.00155		0.0190623		yes				AT3G60960		AT3G60960.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G28380.1); Has 6360 Blast hits to 3266 proteins in 90 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 6335; Viruses - 0; Other Eukaryotes - 23 (source: NCBI BLink).		protein_coding

		XLOC_017923		XLOC_017923		AT3G15720		3:5325289-5327639		WT meristem		ebs Meristem		OK		367,539		152,541		205,323		259,995		5.00E-05		0.00114332		yes				AT5G59130		AT5G59130.1		Subtilase family protein; FUNCTIONS IN: identical protein binding, serine-type endopeptidase activity; INVOLVED IN: proteolysis, negative regulation of catalytic activity; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protease-associated PA (InterPro:IPR003137), Peptidase S8/S53, subtilisin/kexin/sedolisin (InterPro:IPR000209), Peptidase S8, subtilisin-related (InterPro:IPR015500), Peptidase S8/S53, subtilisin, active site (InterPro:IPR022398), Proteinase inhibitor I9, subtilisin propeptide (InterPro:IPR010259); BEST Arabidopsis thaliana protein match is: subtilase 4.13 (TAIR:AT5G59120.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_021082		XLOC_021082		AT4G08780		4:5604152-5608202		WT meristem		ebs Meristem		OK		0.69218		284,631		203,987		293,633		5.00E-05		0.00114332		yes				AT5G04980		AT5G04980.2		DNAse I-like superfamily protein; FUNCTIONS IN: hydrolase activity, inositol or phosphatidylinositol phosphatase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Inositol polyphosphate related phosphatase (InterPro:IPR000300), Endonuclease/exonuclease/phosphatase (InterPro:IPR005135); BEST Arabidopsis thaliana protein match is: DNAse I-like superfamily protein (TAIR:AT5G65090.1); Has 2300 Blast hits to 2056 proteins in 220 species: Archae - 0; Bacteria - 0; Metazoa - 750; Fungi - 552; Plants - 689; Viruses - 0; Other Eukaryotes - 309 (source: NCBI BLink).		protein_coding

		XLOC_008059		XLOC_008059		AT1G76420		1:28672028-28673934		WT meristem		ebs Meristem		OK		374,971		153,949		20,376		295,453		5.00E-05		0.00114332		yes				AT3G01950		AT3G01950.1		Protein of unknown function (DUF 3339); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF3339 (InterPro:IPR021775); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF 3339) (TAIR:AT5G14110.1); Has 274 Blast hits to 269 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 274; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_025620		XLOC_025620		AT5G03390		5:834987-836751		WT meristem		ebs Meristem		OK		33,794		13,749		202,449		518,024		5.00E-05		0.00114332		yes				AT5G05840		AT5G05840.1		Protein of unknown function (DUF620); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF620 (InterPro:IPR006873); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF620) (TAIR:AT3G55720.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_002264		XLOC_002264		AT1G43675		1:16470871-16471248		WT meristem		ebs Meristem		OK		118,329		481,384		202,439		177,225		0.00375		0.0367741		yes				AT4G25780		AT4G25780.1		CAP (Cysteine-rich secretory proteins, Antigen 5, and Pathogenesis-related 1 protein) superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system, extracellular region; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Allergen V5/Tpx-1 related, conserved site (InterPro:IPR018244), Allergen V5/Tpx-1 related (InterPro:IPR001283), Ves allergen (InterPro:IPR002413), SCP-like extracellular (InterPro:IPR014044); BEST Arabidopsis thaliana protein match is: CAP (Cysteine-rich secretory proteins, Antigen 5, and Pathogenesis-related 1 protein) superfamily protein (TAIR:AT5G57625.1); Has 3029 Blast hits to 2936 proteins in 376 species: Archae - 0; Bacteria - 66; Metazoa - 1646; Fungi - 332; Plants - 881; Viruses - 0; Other Eukaryotes - 104 (source: NCBI BLink).		protein_coding

		XLOC_001899		XLOC_001899		AT1G34460		1:12595109-12599628		WT meristem		ebs Meristem		OK		0.619747		247,111		199,541		193,364		5.00E-05		0.00114332		yes				AT1G23130		AT1G23130.1		Polyketide cyclase/dehydrase and lipid transport superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: MLP-like protein 31 (TAIR:AT1G70840.1); Has 372 Blast hits to 341 proteins in 42 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 372; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_025598		XLOC_025598		AT5G03010		5:704583-705538		WT meristem		ebs Meristem		OK		0.309259		12,314		199,341		116,426		0.00415		0.0397768		yes				AT5G20740		AT5G20740.1		Plant invertase/pectin methylesterase inhibitor superfamily protein; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase inhibitor activity, pectinesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Pectinesterase inhibitor (InterPro:IPR006501); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily protein (TAIR:AT1G62770.1); Has 847 Blast hits to 840 proteins in 47 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 847; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_027869		XLOC_027869		AT5G44490		5:17924034-17925843		WT meristem		ebs Meristem		OK		170,737		679,785		199,331		464,054		5.00E-05		0.00114332		yes				AT4G10600		AT4G10600.1		RING/FYVE/PHD zinc finger superfamily protein; FUNCTIONS IN: DNA binding, zinc ion binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Zinc finger, PHD-type, conserved site (InterPro:IPR019786), Zinc finger, PHD-type (InterPro:IPR001965), Zinc finger, FYVE/PHD-type (InterPro:IPR011011); BEST Arabidopsis thaliana protein match is: RING/FYVE/PHD zinc finger superfamily protein (TAIR:AT1G32810.2); Has 438 Blast hits to 436 proteins in 99 species: Archae - 0; Bacteria - 0; Metazoa - 196; Fungi - 80; Plants - 151; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding

		XLOC_024589		XLOC_024589		AT4G24540		4:12670964-12674072		WT meristem		ebs Meristem		OK		127,508		507,217		199,202		625,555		5.00E-05		0.00114332		yes				AT3G09680		AT3G09680.1		Ribosomal protein S12/S23 family protein; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: translation; LOCATED IN: cytosolic small ribosomal subunit, cytosolic ribosome, ribosome, nucleolus; CONTAINS InterPro DOMAIN/s: Ribosomal protein S23, eukaryotic/archaeal (InterPro:IPR005680), Ribosomal protein S12/S23 (InterPro:IPR006032), Nucleic acid-binding, OB-fold (InterPro:IPR012340), Nucleic acid-binding, OB-fold-like (InterPro:IPR016027); BEST Arabidopsis thaliana protein match is: Ribosomal protein S12/S23 family protein (TAIR:AT5G02960.1); Has 9046 Blast hits to 9043 proteins in 3116 species: Archae - 259; Bacteria - 5143; Metazoa - 487; Fungi - 298; Plants - 975; Viruses - 0; Other Eukaryotes - 1884 (source: NCBI BLink).		protein_coding

		XLOC_023963		XLOC_023963		AT4G14150		4:8158571-8165008		WT meristem		ebs Meristem		OK		983,576		388,294		198,104		328,944		5.00E-05		0.00114332		yes				AT3G15720		AT3G15720.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: polygalacturonase activity; INVOLVED IN: response to cyclopentenone, carbohydrate metabolic process; LOCATED IN: anchored to plasma membrane, anchored to membrane, plant-type cell wall; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Glycoside hydrolase, family 28 (InterPro:IPR000743), Pectin lyase fold (InterPro:IPR012334), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT4G35670.1); Has 4585 Blast hits to 4565 proteins in 589 species: Archae - 6; Bacteria - 1460; Metazoa - 14; Fungi - 1454; Plants - 1510; Viruses - 2; Other Eukaryotes - 139 (source: NCBI BLink).		protein_coding

		XLOC_030463		XLOC_030463		AT5G24770		5:8500475-8502224		WT meristem		ebs Meristem		OK		129,007		507,728		19,766		74,058		5.00E-05		0.00114332		yes				AT5G03390		AT5G03390.1		Protein of unknown function (DUF295); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF295 (InterPro:IPR005174); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF295) (TAIR:AT1G68960.1); Has 276 Blast hits to 270 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 276; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013384		XLOC_013384		AT2G40920		2:17072463-17074164		WT meristem		ebs Meristem		OK		0.945567		371,857		19,755		168,391		0.0008		0.0115074		yes				AT1G60095		AT1G60095.1		Mannose-binding lectin superfamily protein; CONTAINS InterPro DOMAIN/s: Mannose-binding lectin (InterPro:IPR001229); BEST Arabidopsis thaliana protein match is: Mannose-binding lectin superfamily protein (TAIR:AT1G60110.1); Has 1880 Blast hits to 685 proteins in 36 species: Archae - 0; Bacteria - 7; Metazoa - 0; Fungi - 0; Plants - 1871; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_020112		XLOC_020112		AT3G58720		3:21715006-21717948		WT meristem		ebs Meristem		OK		405,626		159,281		197,335		279,582		5.00E-05		0.00114332		yes				AT1G60110		AT1G60110.1		Mannose-binding lectin superfamily protein; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Mannose-binding lectin (InterPro:IPR001229); BEST Arabidopsis thaliana protein match is: Mannose-binding lectin superfamily protein (TAIR:AT1G60130.1); Has 2034 Blast hits to 667 proteins in 34 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2032; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_014702		XLOC_014702		AT3G17790		3:6089604-6093151		WT meristem		ebs Meristem		OK		158,652		620,129		19,667		171,571		0.0009		0.0125121		yes				AT5G35926		AT5G35926.1		Protein with RNI-like/FBD-like domains; CONTAINS InterPro DOMAIN/s: FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT5G41840.1); Has 486 Blast hits to 470 proteins in 6 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 484; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_006120		XLOC_006120		AT1G35320		1:12959056-12962853		WT meristem		ebs Meristem		OK		0.287061		111,957		196,352		2.31		0.00025		0.00450254		yes				AT5G44490		AT5G44490.1		FBD, F-box, Skp2-like and Leucine Rich Repeat domains containing protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G22730.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_020339		XLOC_020339		AT3G62460		3:23104664-23105624		WT meristem		ebs Meristem		OK		122,682		476,868		195,866		674,074		5.00E-05		0.00114332		yes				AT3G41768		AT3G41768.1		rRNA; 18SrRNA		ribosomal_rna

		XLOC_001438		XLOC_001438		AT1G27030		1:9381802-9383984		WT meristem		ebs Meristem		OK		137,253		532,458		195,583		806,922		5.00E-05		0.00114332		yes				AT3G62460		AT3G62460.1		Putative endonuclease or glycosyl hydrolase; BEST Arabidopsis thaliana protein match is: Putative endonuclease or glycosyl hydrolase (TAIR:AT3G62210.1); Has 141 Blast hits to 133 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 141; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017082		XLOC_017082		AT3G01500		3:194723-198019		WT meristem		ebs Meristem		OK		835,058		319,203		193,453		528,613		5.00E-05		0.00114332		yes				AT5G37690		AT5G37690.1		SGNH hydrolase-type esterase superfamily protein; FUNCTIONS IN: lipase activity, hydrolase activity, acting on ester bonds; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: shoot, hypocotyl, root; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087), Esterase, SGNH hydrolase-type (InterPro:IPR013830); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT1G74460.1); Has 3491 Blast hits to 3453 proteins in 233 species: Archae - 0; Bacteria - 356; Metazoa - 0; Fungi - 50; Plants - 3074; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding

		XLOC_011900		XLOC_011900		AT2G15555		2:6785903-6786976		WT meristem		ebs Meristem		OK		299,921		113,451		191,941		476,128		5.00E-05		0.00114332		yes				AT3G57160		AT3G57160.1		unknown protein; Has 3 Blast hits to 3 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 3; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016901		XLOC_016901		AT3G60960		3:22535705-22538635		WT meristem		ebs Meristem		OK		0.331643		123,607		189,805		225,802		5.00E-05		0.00114332		yes				AT4G36850		AT4G36850.1		PQ-loop repeat family protein / transmembrane family protein; CONTAINS InterPro DOMAIN/s: Cystinosin/ERS1p repeat (InterPro:IPR006603); BEST Arabidopsis thaliana protein match is: PQ-loop repeat family protein / transmembrane family protein (TAIR:AT2G41050.1); Has 883 Blast hits to 635 proteins in 156 species: Archae - 0; Bacteria - 0; Metazoa - 204; Fungi - 499; Plants - 92; Viruses - 0; Other Eukaryotes - 88 (source: NCBI BLink).		protein_coding

		XLOC_022352		XLOC_022352		AT4G29610		4:14517447-14518329		WT meristem		ebs Meristem		OK		184,571		674,099		186,879		3.65		5.00E-05		0.00114332		yes				AT3G21010		AT3G21010.1		transposable element gene; copia-like retrotransposon family, has a 4.6e-15 P-value blast match to dbj|BAA78426.1| polyprotein (AtRE2-1) (Arabidopsis thaliana) (Ty1_Copia-element)		transposable_element_gene

		XLOC_029176		XLOC_029176		AT5G67060		5:26766127-26767250		WT meristem		ebs Meristem		OK		253,026		920,032		18,624		398,628		5.00E-05		0.00114332		yes				AT3G60650		AT3G60650.1		unknown protein; Has 10 Blast hits to 10 proteins in 5 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 10; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031425		XLOC_031425		AT5G41765		5:16716551-16717064		WT meristem		ebs Meristem		OK		461,864		167,031		185,457		354,857		5.00E-05		0.00114332		yes				AT5G22390		AT5G22390.1		Protein of unknown function (DUF3049); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF3049 (InterPro:IPR021410); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF3049) (TAIR:AT1G54740.1); Has 218 Blast hits to 214 proteins in 36 species: Archae - 0; Bacteria - 0; Metazoa - 28; Fungi - 3; Plants - 164; Viruses - 0; Other Eukaryotes - 23 (source: NCBI BLink).		protein_coding

		XLOC_004985		XLOC_004985		AT1G13650		1:4680431-4682196		WT meristem		ebs Meristem		OK		879,491		316,783		184,875		628,148		5.00E-05		0.00114332		yes				AT2G14220		AT2G14220.1		transposable element gene; copia-like retrotransposon family, has a 1.6e-167 P-value blast match to GB:BAA78423 polyprotein (Ty1_Copia-element) (Arabidopsis thaliana)GB:BAA78423 polyprotein (Ty1_Copia-element) (Arabidopsis thaliana)GB:BAA78423 polyprotein (Ty1_Copia-element) (Arabidopsis thaliana)gi|4996361|dbj|BAA78423.1| polyprotein (Arabidopsis thaliana) (Ty1_Copia-element)		transposable_element_gene

		XLOC_024343		XLOC_024343		AT4G20050		4:10849781-10853346		WT meristem		ebs Meristem		OK		0.333943		118,456		182,668		0.840602		0.0049		0.0449551		yes				AT3G16590		AT3G16590.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT1G12190.1); Has 1535 Blast hits to 1496 proteins in 38 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1533; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_029676		XLOC_029676		AT5G10140		5:3173496-3179448		WT meristem		ebs Meristem		OK		423,274		149,471		182,021		384,337		5.00E-05		0.00114332		yes				AT3G16660		AT3G16660.1		Pollen Ole e 1 allergen and extensin family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Pollen Ole e 1 allergen/extensin (InterPro:IPR006041); BEST Arabidopsis thaliana protein match is: Pollen Ole e 1 allergen and extensin family protein (TAIR:AT3G16670.1); Has 273 Blast hits to 210 proteins in 63 species: Archae - 0; Bacteria - 149; Metazoa - 42; Fungi - 0; Plants - 77; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_008191		XLOC_008191		AT1G78760		1:29615173-29616738		WT meristem		ebs Meristem		OK		0.285718		10,078		181,854		201,683		0.0013		0.0166381		yes				AT1G10980		AT1G10980.1		Lung seven transmembrane receptor family protein; INVOLVED IN: biological_process unknown; LOCATED IN: vacuole; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Transmembrane receptor, eukaryota (InterPro:IPR009637); BEST Arabidopsis thaliana protein match is: Lung seven transmembrane receptor family protein (TAIR:AT1G61670.1); Has 670 Blast hits to 669 proteins in 172 species: Archae - 0; Bacteria - 0; Metazoa - 291; Fungi - 146; Plants - 175; Viruses - 0; Other Eukaryotes - 58 (source: NCBI BLink).		protein_coding

		XLOC_012696		XLOC_012696		transcript:AT2G29160.1		2:12537250-12539334		WT meristem		ebs Meristem		OK		0.634911		223,252		181,405		343,717		5.00E-05		0.00114332		yes				AT4G21323		AT4G21323.1		Subtilase family protein; FUNCTIONS IN: identical protein binding, serine-type endopeptidase activity; INVOLVED IN: proteolysis, pollen tube growth; LOCATED IN: endomembrane system; EXPRESSED IN: pollen tube; EXPRESSED DURING: M germinated pollen stage; CONTAINS InterPro DOMAIN/s: Peptidase S8/S53, subtilisin/kexin/sedolisin (InterPro:IPR000209), Proteinase inhibitor I9, subtilisin propeptide (InterPro:IPR010259), Peptidase S8/S53, subtilisin, active site (InterPro:IPR022398), Peptidase S8, subtilisin-related (InterPro:IPR015500); BEST Arabidopsis thaliana protein match is: Subtilase family protein (TAIR:AT4G10550.3); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_032242		XLOC_032242		AT5G56050		5:22700961-22702116		WT meristem		ebs Meristem		OK		0.506015		177,292		180,887		106,692		0.0041		0.0394332		yes				AT1G63550		AT1G63550.1		Receptor-like protein kinase-related family protein; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF26 (InterPro:IPR002902); BEST Arabidopsis thaliana protein match is: Receptor-like protein kinase-related family protein (TAIR:AT1G63570.1); Has 5683 Blast hits to 2715 proteins in 220 species: Archae - 8; Bacteria - 318; Metazoa - 479; Fungi - 130; Plants - 3418; Viruses - 661; Other Eukaryotes - 669 (source: NCBI BLink).		protein_coding

		XLOC_022665		XLOC_022665		AT4G35190		4:16746598-16748266		WT meristem		ebs Meristem		OK		0.868244		299,544		17,866		178,098		0.00105		0.0141146		yes				AT2G15555		AT2G15555.1		other RNA		other_rna

		XLOC_029634		XLOC_029634		AT5G09480		5:2950913-2951693		WT meristem		ebs Meristem		OK		0.660518		2,277		178,546		112,462		0.00315		0.0323372		yes				AT2G38380		AT2G38380.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to zinc ion, response to salt stress; LOCATED IN: plant-type cell wall; EXPRESSED IN: stem, root; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Peroxidase, active site (InterPro:IPR019794), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT2G38390.1); Has 4386 Blast hits to 4361 proteins in 262 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 86; Plants - 4250; Viruses - 0; Other Eukaryotes - 49 (source: NCBI BLink).		protein_coding

		XLOC_007080		XLOC_007080		AT1G58280		1:21620330-21622611		WT meristem		ebs Meristem		OK		18,115		622,311		178,045		229,846		5.00E-05		0.00114332		yes				AT3G50800		AT3G50800.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: N-terminal protein myristoylation; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G66580.1); Has 249 Blast hits to 249 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 249; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017107		XLOC_017107		AT3G02040		3:344907-350010		WT meristem		ebs Meristem		OK		288,251		988,813		177,837		253,426		5.00E-05		0.00114332		yes				AT1G43675		AT1G43675.1		similarity to non-LTR retroelement protein		transposable_element_gene

		XLOC_022029		XLOC_022029		AT4G24150		4:12535971-12539387		WT meristem		ebs Meristem		OK		0.57026		194,176		176,768		277,298		5.00E-05		0.00114332		yes				AT1G23410		AT1G23410.1		Ribosomal protein S27a / Ubiquitin family protein; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: protein ubiquitination involved in ubiquitin-dependent protein catabolic process, translation; LOCATED IN: cytosolic small ribosomal subunit, plasma membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Ubiquitin subgroup (InterPro:IPR019956), Ribosomal protein S27a (InterPro:IPR002906), Ubiquitin conserved site (InterPro:IPR019954), Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: ubiquitin 6 (TAIR:AT2G47110.2); Has 12704 Blast hits to 7404 proteins in 782 species: Archae - 114; Bacteria - 22; Metazoa - 5540; Fungi - 1414; Plants - 3101; Viruses - 186; Other Eukaryotes - 2327 (source: NCBI BLink).		protein_coding

		XLOC_028902		XLOC_028902		AT5G62165		5:24964699-24968520		WT meristem		ebs Meristem		OK		0.922333		31,378		176,639		121,567		5.00E-05		0.00114332		yes				AT4G00905		AT4G00905.1		NC domain-containing protein-related; CONTAINS InterPro DOMAIN/s: NC (InterPro:IPR007053); BEST Arabidopsis thaliana protein match is: NC domain-containing protein-related (TAIR:AT1G01225.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_025480		XLOC_025480		AT5G01120		5:44812-47127		WT meristem		ebs Meristem		OK		0.712438		238,701		174,437		282,134		5.00E-05		0.00114332		yes				AT5G40040		AT5G40040.1		60S acidic ribosomal protein family; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: translational elongation; LOCATED IN: cytosolic ribosome, ribosome; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Ribosomal protein 60S (InterPro:IPR001813); BEST Arabidopsis thaliana protein match is: 60S acidic ribosomal protein family (TAIR:AT3G28500.1); Has 1312 Blast hits to 1311 proteins in 335 species: Archae - 56; Bacteria - 1; Metazoa - 381; Fungi - 288; Plants - 339; Viruses - 0; Other Eukaryotes - 247 (source: NCBI BLink).		protein_coding

		XLOC_022822		XLOC_022822		AT4G38080		4:17882963-17883612		WT meristem		ebs Meristem		OK		508,294		169,792		174,003		235,522		5.00E-05		0.00114332		yes				AT1G78760		AT1G78760.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G78750.1); Has 2221 Blast hits to 2170 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 2218; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_004835		XLOC_004835		AT1G10980		1:3667247-3669902		WT meristem		ebs Meristem		OK		0.377566		125,892		173,739		115,318		0.00235		0.0258672		yes				AT4G29700		AT4G29700.1		Alkaline-phosphatase-like family protein; FUNCTIONS IN: hydrolase activity, catalytic activity; INVOLVED IN: metabolic process, nucleotide metabolic process; LOCATED IN: vacuole; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Alkaline phosphatase-like, alpha/beta/alpha (InterPro:IPR017849), Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase (InterPro:IPR002591), Alkaline-phosphatase-like, core domain (InterPro:IPR017850); BEST Arabidopsis thaliana protein match is: Alkaline-phosphatase-like family protein (TAIR:AT4G29690.1); Has 2237 Blast hits to 2218 proteins in 571 species: Archae - 24; Bacteria - 916; Metazoa - 704; Fungi - 177; Plants - 108; Viruses - 6; Other Eukaryotes - 302 (source: NCBI BLink).		protein_coding

		XLOC_007310		XLOC_007310		AT1G62690		1:23210440-23211389		WT meristem		ebs Meristem		OK		135,276		448,014		172,763		130,761		0.0029		0.0303947		yes				AT5G51370		AT5G51370.2		RNI-like superfamily protein; BEST Arabidopsis thaliana protein match is: RNI-like superfamily protein (TAIR:AT5G51380.1); Has 3442 Blast hits to 2088 proteins in 188 species: Archae - 0; Bacteria - 116; Metazoa - 1426; Fungi - 202; Plants - 1366; Viruses - 0; Other Eukaryotes - 332 (source: NCBI BLink).		protein_coding

		XLOC_032395		XLOC_032395		AT5G58860		5:23765813-23768049		WT meristem		ebs Meristem		OK		0.642006		210,985		171,648		100,403		0.00445		0.0418704		yes				AT5G39785		AT5G39785.2		FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: translation; LOCATED IN: ribosome, intracellular; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Ribosomal protein L34e (InterPro:IPR008195), Protein of unknown function DUF1666 (InterPro:IPR012870); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1666) (TAIR:AT1G69610.1); Has 458 Blast hits to 427 proteins in 93 species: Archae - 0; Bacteria - 15; Metazoa - 64; Fungi - 53; Plants - 93; Viruses - 4; Other Eukaryotes - 229 (source: NCBI BLink).		protein_coding

		XLOC_019804		XLOC_019804		AT3G53310		3:19766663-19768599		WT meristem		ebs Meristem		OK		0.832763		273,441		171,525		232,879		5.00E-05		0.00114332		yes				AT3G28880		AT3G28880.1		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT2G03430.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_027877		XLOC_027877		AT5G44572		5:17968151-17969563		WT meristem		ebs Meristem		OK		340,274		11.11		170,709		271,138		5.00E-05		0.00114332		yes				AT5G47920		AT5G47920.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G13880.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_005386		XLOC_005386		AT1G21220		1:7428111-7428930		WT meristem		ebs Meristem		OK		112,506		364,125		169,443		252,848		5.00E-05		0.00114332		yes				AT3G15357		AT3G15357.1		unknown protein; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: shoot apex, hypocotyl, root, leaf; Has 6931 Blast hits to 2036 proteins in 230 species: Archae - 7; Bacteria - 933; Metazoa - 1824; Fungi - 836; Plants - 482; Viruses - 218; Other Eukaryotes - 2631 (source: NCBI BLink).		protein_coding

		XLOC_025284		XLOC_025284		AT4G36850		4:17353290-17355891		WT meristem		ebs Meristem		OK		21,846		706,237		169,278		155,596		0.0008		0.0115074		yes				AT1G74770		AT1G74770.1		zinc ion binding; FUNCTIONS IN: zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: hypocotyl, root; CONTAINS InterPro DOMAIN/s: Zinc finger, CTCHY-type (InterPro:IPR017921), Zinc finger, CHY-type (InterPro:IPR008913), Zinc finger, RING-type (InterPro:IPR001841), Haemerythrin/HHE cation-binding motif (InterPro:IPR012312); BEST Arabidopsis thaliana protein match is: zinc ion binding;zinc ion binding (TAIR:AT1G18910.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_029639		XLOC_029639		AT5G09520		5:2958291-2958856		WT meristem		ebs Meristem		OK		0.763998		244,864		168,034		167,667		0.004		0.0386238		yes				AT5G44550		AT5G44550.1		Uncharacterised protein family (UPF0497); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: hypocotyl, root; CONTAINS InterPro DOMAIN/s: Uncharacterised protein family UPF0497, trans-membrane plant (InterPro:IPR006702), Uncharacterised protein family UPF0497, trans-membrane plant subgroup (InterPro:IPR006459); BEST Arabidopsis thaliana protein match is: Uncharacterised protein family (UPF0497) (TAIR:AT4G20390.1); Has 554 Blast hits to 554 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 554; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029574		XLOC_029574		AT5G08030		5:2575032-2576783		WT meristem		ebs Meristem		OK		0.874287		279,538		167,686		116,453		0.0007		0.010375		yes				AT5G20820		AT5G20820.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT1G72430.1); Has 120 Blast hits to 120 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 120; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009256		XLOC_009256		AT2G16890		2:7316888-7319181		WT meristem		ebs Meristem		OK		0.578271		184,828		167,637		121,523		0.00055		0.00855482		yes				AT4G08780		AT4G08780.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: oxidation reduction, response to oxidative stress; LOCATED IN: vacuole; EXPRESSED IN: embryo, hypocotyl, root, flower, seed; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Peroxidase, active site (InterPro:IPR019794), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT4G08770.1); Has 4369 Blast hits to 4341 proteins in 241 species: Archae - 0; Bacteria - 0; Metazoa - 5; Fungi - 39; Plants - 4275; Viruses - 0; Other Eukaryotes - 50 (source: NCBI BLink).		protein_coding

		XLOC_010365		XLOC_010365		AT2G35820,AT2G35830		2:15050911-15053275		WT meristem		ebs Meristem		OK		139,186		438,096		165,424		124,651		0.00085		0.0120227		yes				AT5G44572		AT5G44572.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 7 Blast hits to 7 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_023905		XLOC_023905		AT4G13395		4:7785686-7786113		WT meristem		ebs Meristem		OK		286,952		895,019		164,111		173,901		0.00045		0.00736346		yes				AT2G25330		AT2G25330.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT2G25320.1); Has 1667 Blast hits to 814 proteins in 121 species: Archae - 0; Bacteria - 0; Metazoa - 187; Fungi - 112; Plants - 1267; Viruses - 0; Other Eukaryotes - 101 (source: NCBI BLink).		protein_coding

		XLOC_024556		XLOC_024556		AT4G23680		4:12336185-12337482		WT meristem		ebs Meristem		OK		393,058		121,454		16,276		265,537		5.00E-05		0.00114332		yes				AT3G28500		AT3G28500.1		60S acidic ribosomal protein family; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: translational elongation; LOCATED IN: cytosol, cytosolic ribosome, ribosome, plasma membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Ribosomal protein 60S (InterPro:IPR001813); BEST Arabidopsis thaliana protein match is: 60S acidic ribosomal protein family (TAIR:AT5G40040.1); Has 1217 Blast hits to 1216 proteins in 338 species: Archae - 72; Bacteria - 1; Metazoa - 371; Fungi - 279; Plants - 263; Viruses - 0; Other Eukaryotes - 231 (source: NCBI BLink).		protein_coding

		XLOC_008147		XLOC_008147		AT1G77860		1:29282642-29284458		WT meristem		ebs Meristem		OK		0.362374		111,851		162,603		180,607		0.0038		0.037171		yes				AT1G62225		AT1G62225.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G62000.1); Has 41 Blast hits to 41 proteins in 5 species: Archae - 0; Bacteria - 2; Metazoa - 1; Fungi - 2; Plants - 36; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_015357		XLOC_015357		AT3G28270		3:10538104-10540024		WT meristem		ebs Meristem		OK		139,862		431,553		162,553		328,178		5.00E-05		0.00114332		yes				AT2G40400		AT2G40400.1		Protein of unknown function (DUF399 and DUF3411); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF399 (InterPro:IPR007314), Protein of unknown function DUF3411 (InterPro:IPR021825); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF399 and DUF3411) (TAIR:AT3G56140.1); Has 496 Blast hits to 496 proteins in 118 species: Archae - 0; Bacteria - 198; Metazoa - 0; Fungi - 0; Plants - 277; Viruses - 0; Other Eukaryotes - 21 (source: NCBI BLink).		protein_coding

		XLOC_016684		XLOC_016684		AT3G56730		3:21013990-21015078		WT meristem		ebs Meristem		OK		19,088		581,771		160,779		165,305		0.00055		0.00855482		yes				AT4G11550		AT4G11550.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: intracellular signaling pathway; LOCATED IN: cellular_component unknown; EXPRESSED IN: hypocotyl, root, pedicel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), DC1 (InterPro:IPR004146), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT4G01760.1); Has 2072 Blast hits to 792 proteins in 63 species: Archae - 0; Bacteria - 0; Metazoa - 135; Fungi - 0; Plants - 1921; Viruses - 0; Other Eukaryotes - 16 (source: NCBI BLink).		protein_coding

		XLOC_014299		XLOC_014299		AT3G11050		3:3463597-3465506		WT meristem		ebs Meristem		OK		141,445		429,942		16,039		11,382		0.0044		0.0414799		yes				AT5G03010		AT5G03010.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT5G03020.1); Has 525 Blast hits to 513 proteins in 25 species: Archae - 0; Bacteria - 11; Metazoa - 36; Fungi - 0; Plants - 477; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_027759		XLOC_027759		AT5G42680		5:17114097-17115417		WT meristem		ebs Meristem		OK		808,232		245,552		160,319		275,911		0.0025		0.0271204		yes				AT1G13650		AT1G13650.2		BEST Arabidopsis thaliana protein match is: 18S pre-ribosomal assembly protein gar2-related (TAIR:AT2G03810.4); Has 3688 Blast hits to 1629 proteins in 255 species: Archae - 22; Bacteria - 222; Metazoa - 684; Fungi - 292; Plants - 62; Viruses - 14; Other Eukaryotes - 2392 (source: NCBI BLink).		protein_coding

		XLOC_001271		XLOC_001271		AT1G23410		1:8314923-8315531		WT meristem		ebs Meristem		OK		382,569		116,204		160,287		358,696		5.00E-05		0.00114332		yes				AT3G22600		AT3G22600.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: anchored to membrane; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/Par allergen (InterPro:IPR000528), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT4G14815.1); Has 1019 Blast hits to 1015 proteins in 49 species: Archae - 0; Bacteria - 4; Metazoa - 1; Fungi - 0; Plants - 1010; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_013572		XLOC_013572		AT2G44290		2:18305200-18306251		WT meristem		ebs Meristem		OK		112,909		340,726		159,345		150,403		0.0006		0.00915728		yes				AT1G50770		AT1G50770.1		Aminotransferase-like, plant mobile domain family protein; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: Aminotransferase-like, plant mobile domain (InterPro:IPR019557); BEST Arabidopsis thaliana protein match is: Plant mobile domain protein family (TAIR:AT1G50790.1); Has 1059 Blast hits to 922 proteins in 132 species: Archae - 0; Bacteria - 149; Metazoa - 145; Fungi - 52; Plants - 570; Viruses - 1; Other Eukaryotes - 142 (source: NCBI BLink).		protein_coding

		XLOC_028565		XLOC_028565		AT5G56100		5:22717114-22717751		WT meristem		ebs Meristem		OK		176,949		533,528		159,223		39,937		5.00E-05		0.00114332		yes				AT4G15260		AT4G15260.1		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: UDP-glycosyltransferase activity, transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-glucosyl transferase 71B5 (TAIR:AT4G15280.1); Has 7322 Blast hits to 7283 proteins in 449 species: Archae - 0; Bacteria - 472; Metazoa - 1888; Fungi - 30; Plants - 4859; Viruses - 20; Other Eukaryotes - 53 (source: NCBI BLink).		protein_coding

		XLOC_031708		XLOC_031708		AT5G46240		5:18743565-18746730		WT meristem		ebs Meristem		OK		251,758		748,384		157,174		165,492		0.0007		0.010375		yes				AT4G22390		AT4G22390.1		F-box associated ubiquitination effector family protein; CONTAINS InterPro DOMAIN/s: F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT4G12560.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_018160		XLOC_018160		AT3G20395		3:7111947-7113870		WT meristem		ebs Meristem		OK		0.833486		247,634		157,098		125,125		0.0022		0.0245767		yes				AT1G44740		AT1G44740.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: mitochondrion; EXPRESSED IN: embryo, leaf whorl, flower, seed; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; Has 8 Blast hits to 7 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 1; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_006682		XLOC_006682		AT1G50770		1:18818558-18820503		WT meristem		ebs Meristem		OK		0.334212		0.992938		157,094		222,822		0.00025		0.00450254		yes				AT2G35820		AT2G35820.1		ureidoglycolate hydrolases; FUNCTIONS IN: ureidoglycolate hydrolase activity; INVOLVED IN: allantoin catabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Ureidoglycolate hydrolase (InterPro:IPR007247); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G35810.1); Has 155 Blast hits to 155 proteins in 53 species: Archae - 0; Bacteria - 64; Metazoa - 0; Fungi - 0; Plants - 82; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_016458		XLOC_016458		AT3G52670		3:19525246-19526737		WT meristem		ebs Meristem		OK		198,126		587,819		156,895		349,246		5.00E-05		0.00114332		yes				AT5G03545		AT5G03545.1		Expressed in response to phosphate starvation, this response is enhanced by the presence of IAA.		protein_coding		 (AT4)		 (AT4);INDUCED BY PI STARVATION 2 (ATIPS2)

		XLOC_003759		XLOC_003759		AT1G71890		1:27058438-27060785		WT meristem		ebs Meristem		OK		0.869809		257,815		156,757		153,968		0.0005		0.00796773		yes				AT2G15400		AT2G15400.1		Non-catalytic subunit of Nuclear DNA-dependent RNA polymerase V; homologous to budding yeast RPB3 and the E. coli RNA polymerase alpha subunit.  A closely related paralog, At2g15430 can substitute for At2g15400 in the context of Pol V and encodes the equivalent subunit of Pol II and Pol IV.		protein_coding		 (NRPE3B)		 (NRPE3B); (RBP36B)

		XLOC_013986		XLOC_013986		AT3G04960		3:1373687-1375892		WT meristem		ebs Meristem		OK		0.540503		159,177		155,826		0.777977		0.00225		0.0249922		yes				AT5G14070		AT5G14070.1		Encodes glutaredoxin ROXY2.  ROXY2, together with ROXY1 (AT3G02000), controls anther development. roxy1 roxy2 double mutants are sterile and do not produce pollen.		protein_coding		 (ROXY2)		 (ROXY2)

		XLOC_016128		XLOC_016128		AT3G46880		3:17265292-17266266		WT meristem		ebs Meristem		OK		122,224		359,847		155,786		163,912		0.00535		0.0480441		yes				AT1G71890		AT1G71890.1		Encodes a sucrose transporter that is expressed in the endosperm. Mutants have delayed accumulation of fatty acids and embryo maturation.		protein_coding		 (SUC5)		SUCROSE-PROTON SYMPORTER 5 (ATSUC5); (SUC5)

		XLOC_030259		XLOC_030259		AT5G20820		5:7046750-7047396		WT meristem		ebs Meristem		OK		241,509		709,003		155,371		152,844		0.0043		0.0407539		yes				AT1G67260		AT1G67260.1		Encodes protein with TCP (TB1,CYC,PCF) domain which is likely to be involved in DNA binding and protein-protein interactions. Based on genome analysis, there is a 9-member gene family that possesses this domain in Arabidopsis. Orthologue of Antirrhinum gene CYCLOIDEA.		protein_coding		 (TCP1)		 (TCP1)

		XLOC_007706		XLOC_007706		AT1G69630		1:26191639-26193174		WT meristem		ebs Meristem		OK		0.638341		185,769		154,111		238,511		5.00E-05		0.00114332		yes				AT3G45000		AT3G45000.1		VPS24.2; CONTAINS InterPro DOMAIN/s: Snf7 (InterPro:IPR005024); BEST Arabidopsis thaliana protein match is: SNF7 family protein (TAIR:AT5G22950.1); Has 1075 Blast hits to 1075 proteins in 225 species: Archae - 8; Bacteria - 4; Metazoa - 406; Fungi - 234; Plants - 299; Viruses - 0; Other Eukaryotes - 124 (source: NCBI BLink).		protein_coding		 (VPS24.2)		 (VPS24); (VPS24.2)

		XLOC_018502		XLOC_018502		AT3G26320		3:9644382-9646064		WT meristem		ebs Meristem		OK		0.469033		135,558		153,115		221,595		0.0002		0.00374736		yes				AT3G26320		AT3G26320.1		putative cytochrome P450		protein_coding		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 36 (CYP71B36)		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 36 (CYP71B36)

		XLOC_028269		XLOC_028269		AT5G51370		5:20872761-20874284		WT meristem		ebs Meristem		OK		610,142		176,229		153,023		155,684		0.0001		0.00206184		yes				AT5G58860		AT5G58860.1		Encodes a member of the CYP86A subfamily of cytochrome p450 genes.  Expressed significantly only in root tissue.		protein_coding		CYTOCHROME P450, FAMILY 86, SUBFAMILY A, POLYPEPTIDE 1 (CYP86A1)		CYTOCHROME P450, FAMILY 86, SUBFAMILY A, POLYPEPTIDE 1 (CYP86A1);HYDROXYLASE OF ROOT SUBERIZED TISSUE (HORST); (CYP86)

		XLOC_018303		XLOC_018303		AT3G22840		3:8084446-8085560		WT meristem		ebs Meristem		OK		573,994		165,223		15,253		263,306		5.00E-05		0.00114332		yes				AT4G22950		AT4G22950.1		MADS-box protein AGL19		protein_coding		AGAMOUS-LIKE 19 (AGL19)		 (GL19);AGAMOUS-LIKE 19 (AGL19)

		XLOC_013170		XLOC_013170		AT2G37130		2:15597920-15600077		WT meristem		ebs Meristem		OK		99,508		285,534		152,078		427,046		5.00E-05		0.00114332		yes				AT4G24540		AT4G24540.1		Encodes a MADS-box protein involved in flowering. Regulates the expression of SOC1 and is also upregulated by SOC1. Binds with IMK3 kinase domain. Phosphorylated by IMK3; likely to be a target for IMK3 kinase domain.		protein_coding		AGAMOUS-LIKE 24 (AGL24)		AGAMOUS-LIKE 24 (AGL24)

		XLOC_000333		XLOC_000333		AT1G07180		1:2204319-2206934		WT meristem		ebs Meristem		OK		297,708		853,819		152,003		228,929		5.00E-05		0.00114332		yes				AT5G62165		AT5G62165.1		Encodes a MADS box transcription factor. Expressed in quiescent center. Involved in floral transition.		protein_coding		AGAMOUS-LIKE 42 (AGL42)		AGAMOUS-LIKE 42 (AGL42);FOREVER YOUNG FLOWER (FYF)

		XLOC_014060		XLOC_014060		AT3G06360		3:1928901-1929446		WT meristem		ebs Meristem		OK		268,658		766,393		151,231		201,081		0.00165		0.0198539		yes				AT5G60910		AT5G60910.1		MADS box gene negatively regulated  by APETALA1		protein_coding		AGAMOUS-LIKE 8 (AGL8)		FRUITFULL (FUL);AGAMOUS-LIKE 8 (AGL8)

		XLOC_012268		XLOC_012268		AT2G21840		2:9307059-9310058		WT meristem		ebs Meristem		OK		0.9786		275,989		149,582		206,246		0.00015		0.00294045		yes				AT5G16970		AT5G16970.1		encodes a 2-alkenal reductase (EC 1.3.1.74), plays a key role in the detoxification of reactive carbonyls		protein_coding		ALKENAL REDUCTASE (AER)		ALKENAL REDUCTASE (AER);ALKENAL REDUCTASE (AT-AER)

		XLOC_029439		XLOC_029439		AT5G05340		5:1578950-1580875		WT meristem		ebs Meristem		OK		177,347		499,829		149,486		229,972		5.00E-05		0.00114332		yes				AT1G07180		AT1G07180.1		Internal NAD(P)H dehydrogenase in mitochondria. The predicted protein sequence has high homology with other designated NAD(P)H DHs from microorganisms; the capacity for matrix NAD(P)H oxidation via the rotenone-insensitive pathway is significantly reduced in the Atndi1 mutant plant line; the in vitro translation product of AtNDI1 is imported into isolated mitochondria and located on the inside of the inner membrane.		protein_coding		ALTERNATIVE  NAD(P)H DEHYDROGENASE 1 (NDA1)		ALTERNATIVE  NAD(P)H DEHYDROGENASE 1 (NDA1);ARABIDOPSIS THALIANA INTERNAL NON-PHOSPHORYLATING NAD ( P ) H DEHYDROGENASE (ATNDI1)

		XLOC_021864		XLOC_021864		AT4G21320		4:11340361-11341877		WT meristem		ebs Meristem		OK		41,173		115,741		149,113		305,872		5.00E-05		0.00114332		yes				AT5G23810		AT5G23810.1		Encodes nonfunctional amino acid transporter.  AAP7 is the most distantly related member of the AAP family, a group of well characterized amino acid transporters within the ATF1 superfamily. Expression of this gene has not been detected with RNA gel blots or promoter GUS studies.		protein_coding		AMINO ACID PERMEASE 7 (AAP7)		AMINO ACID PERMEASE 7 (AAP7)

		XLOC_021865		XLOC_021865		AT4G21323		4:11342493-11345632		WT meristem		ebs Meristem		OK		0.782824		218,905		148,355		315,549		5.00E-05		0.00114332		yes				AT1G78440		AT1G78440.1		Encodes a gibberellin 2-oxidase that acts on C19 gibberellins.		protein_coding		ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 1 (ATGA2OX1)		GIBBERELLIN 2-OXIDASE 1 (GA2OX1);ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 1 (ATGA2OX1)

		XLOC_029897		XLOC_029897		AT5G14330		5:4619796-4620551		WT meristem		ebs Meristem		OK		157,213		439,071		148,173		129,024		0.0025		0.0271204		yes				AT3G06360		AT3G06360.1		Encodes an arabinogalactan-protein (AGP27).		protein_coding		ARABINOGALACTAN PROTEIN 27 (AGP27)		ARABINOGALACTAN PROTEIN 27 (AGP27);ARABINOGALACTAN PROTEIN 27 (AtAGP27)

		XLOC_006889		XLOC_006889		AT1G54330		1:20279566-20280952		WT meristem		ebs Meristem		OK		0.669406		186,153		147,553		112,343		0.0039		0.0378832		yes				AT4G08870		AT4G08870.1		Encodes one of the two arginase in the genome. Gene expression is enhanced by methyl jasmonate treatment.  It is involved in the defense response to B.cinerea.		protein_coding		ARGININE AMIDOHYDROLASE 2 (ARGAH2)		ARGININE AMIDOHYDROLASE 2 (ARGAH2)

		XLOC_020065		XLOC_020065		AT3G58070		3:21506612-21507654		WT meristem		ebs Meristem		OK		124,406		342,677		14,618		194,537		5.00E-05		0.00114332		yes				AT2G27880		AT2G27880.1		ARGONAUTE 5 (AGO5); FUNCTIONS IN: nucleic acid binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Domain of unknown function DUF1785 (InterPro:IPR014811), Stem cell self-renewal protein Piwi (InterPro:IPR003165), Polynucleotidyl transferase, ribonuclease H fold (InterPro:IPR012337), Argonaute/Dicer protein, PAZ (InterPro:IPR003100); BEST Arabidopsis thaliana protein match is: Stabilizer of iron transporter SufD / Polynucleotidyl transferase (TAIR:AT1G48410.1); Has 2539 Blast hits to 2399 proteins in 280 species: Archae - 0; Bacteria - 80; Metazoa - 1295; Fungi - 341; Plants - 581; Viruses - 6; Other Eukaryotes - 236 (source: NCBI BLink).		protein_coding		ARGONAUTE 5 (AGO5)		ARGONAUTE 5 (AGO5)

		XLOC_006438		XLOC_006438		AT1G44510		1:16853446-16857835		WT meristem		ebs Meristem		OK		215,847		589,748		145,009		552,631		5.00E-05		0.00114332		yes				AT5G21150		AT5G21150.1		AGO9-dependent sRNA silencing is crucial to  specify cell fate in the Arabidopsis ovule. AGO9 is expressed in reproductive  companion cells but not in the associated male or female gametes or  their precursors. Therefore, AGO9 acts non-cell autonomously to   silencing the activity of TEs activity in the female gametophyte.		protein_coding		ARGONAUTE 9 (AGO9)		ARGONAUTE 9 (AGO9)

		XLOC_004458		XLOC_004458		AT1G04800		1:1348451-1349286		WT meristem		ebs Meristem		OK		393,293		107,411		144,946		60,274		5.00E-05		0.00114332		yes				AT5G63750		AT5G63750.1		ARIADNE 13 (ARI13); FUNCTIONS IN: zinc ion binding; LOCATED IN: intracellular; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, C6HC-type (InterPro:IPR002867), Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, RanBP2-type (InterPro:IPR001876); BEST Arabidopsis thaliana protein match is: IBR domain-containing protein (TAIR:AT5G63730.1); Has 1670 Blast hits to 1662 proteins in 206 species: Archae - 0; Bacteria - 0; Metazoa - 716; Fungi - 141; Plants - 537; Viruses - 0; Other Eukaryotes - 276 (source: NCBI BLink).		protein_coding		ARIADNE 13 (ARI13)		ARABIDOPSIS ARIADNE 13 (ATARI13);ARIADNE 13 (ARI13)

		XLOC_006748		XLOC_006748		AT1G52040		1:19350374-19352782		WT meristem		ebs Meristem		OK		179,703		490,403		144,835		589,977		5.00E-05		0.00114332		yes				AT4G35970		AT4G35970.1		Encodes a microsomal ascorbate peroxidase APX5.  Ascorbate peroxidases are enzymes that scavenge hydrogen peroxide in plant cells.  Eight types of APX have been described for Arabidopsis: three cytosolic (APX1, APX2, APX6), two chloroplastic types (stromal sAPX, thylakoid tAPX), and three microsomal (APX3, APX4, APX5) isoforms.		protein_coding		ASCORBATE PEROXIDASE 5 (APX5)		ASCORBATE PEROXIDASE 5 (APX5)

		XLOC_019659		XLOC_019659		AT3G50800		3:18882303-18882999		WT meristem		ebs Meristem		OK		106,508		289,458		144,239		18,684		5.00E-05		0.00114332		yes				AT1G15210		AT1G15210.1		pleiotropic drug resistance 7 (PDR7); FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of substances; INVOLVED IN: drug transmembrane transport; LOCATED IN: plasma membrane, chloroplast, membrane; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ABC transporter-like (InterPro:IPR003439), Plant PDR ABC transporter associated (InterPro:IPR013581), ABC-2 type transporter (InterPro:IPR013525); BEST Arabidopsis thaliana protein match is: ABC-2 and Plant PDR ABC-type transporter family protein (TAIR:AT1G59870.1); Has 383488 Blast hits to 290790 proteins in 4017 species: Archae - 7218; Bacteria - 309544; Metazoa - 9443; Fungi - 7090; Plants - 6323; Viruses - 4; Other Eukaryotes - 43866 (source: NCBI BLink).		protein_coding		ATP-BINDING CASSETTE G35 (ABCG35)		PLEIOTROPIC DRUG RESISTANCE 7 (PDR7);ATP-BINDING CASSETTE G35 (ABCG35);PLEIOTROPIC DRUG RESISTANCE 7 (ATPDR7)

		XLOC_013351		XLOC_013351		AT2G40330		2:16844863-16845934		WT meristem		ebs Meristem		OK		195,569		53,031		143,916		275,833		5.00E-05		0.00114332		yes				AT2G44480		AT2G44480.1		beta glucosidase 17 (BGLU17); FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: stem, hypocotyl, sepal, male gametophyte, root; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, family 1 (InterPro:IPR001360), Glycoside hydrolase, family 1, active site (InterPro:IPR018120), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: beta glucosidase 15 (TAIR:AT2G44450.1); Has 11437 Blast hits to 11059 proteins in 1476 species: Archae - 140; Bacteria - 7925; Metazoa - 696; Fungi - 198; Plants - 1473; Viruses - 0; Other Eukaryotes - 1005 (source: NCBI BLink).		protein_coding		BETA GLUCOSIDASE 17 (BGLU17)		BETA GLUCOSIDASE 17 (BGLU17)

		XLOC_032250		XLOC_032250		AT5G56250		5:22768576-22772896		WT meristem		ebs Meristem		OK		930,658		252,056		143,742		566,142		5.00E-05		0.00114332		yes				AT1G24470		AT1G24470.1		Encodes one of the two Arabidopsis homologues to YBR159w encoding a S. cerevisiae beta-ketoacyl reductase (KCR), which catalyzes the first reduction during VLCFA (very long chain fatty acids, >18 carbon) elongation: KCR1 (At1g67730), KCR2 (At1g24470). Complementation of the yeast ybr159Delta mutant demonstrated that the two KCR proteins are divergent and that only AtKCR1 can restore heterologous elongase activity similar to the native yeast KCR gene.		protein_coding		BETA-KETOACYL REDUCTASE 2 (KCR2)		 (ATKCR2);BETA-KETOACYL REDUCTASE 2 (KCR2)

		XLOC_016780		XLOC_016780		AT3G58780		3:21738459-21746545		WT meristem		ebs Meristem		OK		210,151		568,621		143,604		188,978		0.00045		0.00736346		yes				AT5G46370		AT5G46370.1		Encodes AtTPK2 (KCO2), a member of the Arabidopsis thaliana K+ channel family of AtTPK/KCO proteins. AtTPK2 is targeted to the vacuolar membrane. May form homomeric ion channels in vivo.		protein_coding		CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 2 (KCO2)		TANDEM PORE K+ CHANNEL 2 (ATTPK2);CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 2 (ATKCO2);CA2+ ACTIVATED OUTWARD RECTIFYING K+ CHANNEL 2 (KCO2)

		XLOC_024571		XLOC_024571		AT4G24140		4:12529874-12533842		WT meristem		ebs Meristem		OK		0.524829		141,457		143,045		109,328		0.00415		0.0397768		yes				AT4G34580		AT4G34580.1		Encodes COW1 (can of worms1), a phosphatidylinositol transfer protein essential for root hair tip growth. The N-terminus of the COW1 protein is 32% identical to an essential phosphatidylinositol transfer protein (PITP), the yeast Sec14 protein (sec14p) while the C-terminus is 34.5% identical to a late nodulin of Lotus japonicus, Nlj16. Expression of COW1 complements the growth defect associated with Sec14p dysfunction in yeast. GFP fused to the COW1 protein specifically accumulates at the site of root hair outgrowth.		protein_coding		CAN OF WORMS1 (COW1)		SHORT ROOT HAIR 1 (SRH1);CAN OF WORMS1 (COW1)

		XLOC_020093		XLOC_020093		AT3G58380		3:21597798-21599568		WT meristem		ebs Meristem		OK		0.347682		0.935636		142,818		130,867		0.0056		0.0496491		yes				AT3G01500		AT3G01500.2		Encodes a putative beta-carbonic anhydrase betaCA1.  Together with betaCA4 (At1g70410) regulates CO2-controlled stomatal movements in guard cells.		protein_coding		CARBONIC ANHYDRASE 1 (CA1)		CARBONIC ANHYDRASE 1 (CA1)

		XLOC_019752		XLOC_019752		AT3G52450		3:19440738-19442383		WT meristem		ebs Meristem		OK		0.929068		249,874		142,735		17,049		0.0001		0.00206184		yes				AT5G14740		AT5G14740.1		Encodes a beta carbonic anhydrase likely to be localized in the cytoplasm.  Expression of its mRNA is seen in etiolated seedlings and points to a possible nonphotosynthetic role for this isoform.		protein_coding		CARBONIC ANHYDRASE 2 (CA2)		CARBONIC ANHYDRASE 2 (CA2);CARBONIC ANHYDRASE 18 (CA18);BETA CARBONIC ANHYDRASE 2 (BETA CA2)

		XLOC_013512		XLOC_013512		AT2G43260		2:17983690-17985104		WT meristem		ebs Meristem		OK		895,735		240,813		142,677		441,454		5.00E-05		0.00114332		yes				AT4G14580		AT4G14580.1		CBL-interacting protein kinase		protein_coding		CBL-INTERACTING PROTEIN KINASE 4 (CIPK4)		SNF1-RELATED PROTEIN KINASE 3.3 (SnRK3.3);CBL-INTERACTING PROTEIN KINASE 4 (CIPK4)

		XLOC_028295		XLOC_028295		AT5G51790		5:21039761-21040594		WT meristem		ebs Meristem		OK		157,462		418,952		141,178		487,325		5.00E-05		0.00114332		yes				AT1G05490		AT1G05490.1		chromatin remodeling 31 (chr31); FUNCTIONS IN: helicase activity, DNA binding, ATP binding, nucleic acid binding; INVOLVED IN: biological_process unknown; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: DEAD-like helicase, N-terminal (InterPro:IPR014001), DNA/RNA helicase, C-terminal (InterPro:IPR001650), Helicase, superfamily 1/2, ATP-binding domain (InterPro:IPR014021), SNF2-related (InterPro:IPR000330); BEST Arabidopsis thaliana protein match is: chromatin remodeling 40 (TAIR:AT3G24340.1); Has 38115 Blast hits to 26256 proteins in 2107 species: Archae - 207; Bacteria - 10267; Metazoa - 11226; Fungi - 5719; Plants - 1929; Viruses - 244; Other Eukaryotes - 8523 (source: NCBI BLink).		protein_coding		CHROMATIN REMODELING 31 (chr31)		CHROMATIN REMODELING 31 (chr31)

		XLOC_003605		XLOC_003605		AT1G69050		1:25961923-25962348		WT meristem		ebs Meristem		OK		444,667		117,418		140,085		171,311		0.0034		0.0341488		yes				AT1G76420		AT1G76420.1		Identified in an enhancer trap line; member of the NAC family of proteins. Expressed at the boundary between the shoot meristem and lateral organs and the polar nuclei in the embryo sac.		protein_coding		CUP SHAPED COTYLEDON3 (CUC3)		CUP SHAPED COTYLEDON3 (CUC3);ARABIDOPSIS NAC DOMAIN CONTAINING PROTEIN 31 (ANAC031); (NAC368)

		XLOC_029417		XLOC_029417		AT5G04980		5:1468574-1470772		WT meristem		ebs Meristem		OK		310,463		818,232		139,809		572,352		0.0056		0.0496491		yes				AT1G34460		AT1G34460.1		B1 type cyclin		protein_coding		CYCLIN B1;5 (CYCB1;5)		CYCLIN B1;5 (CYCB1;5);CYCLIN 3 (CYC3)

		XLOC_018287		XLOC_018287		AT3G22600		3:8006507-8007471		WT meristem		ebs Meristem		OK		581,179		152,698		139,362		166,827		0.0006		0.00915728		yes				AT3G21870		AT3G21870.1		cyclin p2;1 (CYCP2;1); CONTAINS InterPro DOMAIN/s: Negative regulatory factor PREG (InterPro:IPR012389), Cyclin-like (InterPro:IPR011028), Cyclin-related 2 (InterPro:IPR013922), Cyclin (InterPro:IPR006670); BEST Arabidopsis thaliana protein match is: cyclin p4;1 (TAIR:AT2G44740.1); Has 1311 Blast hits to 1303 proteins in 220 species: Archae - 0; Bacteria - 18; Metazoa - 222; Fungi - 576; Plants - 231; Viruses - 0; Other Eukaryotes - 264 (source: NCBI BLink).		protein_coding		CYCLIN P2;1 (CYCP2;1)		CYCLIN P2;1 (CYCP2;1)

		XLOC_016027		XLOC_016027		AT3G45000		3:16460102-16461407		WT meristem		ebs Meristem		OK		134,695		352,154		138,651		1,755		0.0005		0.00796773		yes				AT4G23290		AT4G23290.2		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 21 (CRK21)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 21 (CRK21)

		XLOC_007612		XLOC_007612		AT1G67860		1:25444804-25445263		WT meristem		ebs Meristem		OK		833,741		217,699		138,467		252,407		5.00E-05		0.00114332		yes				AT3G28470		AT3G28470.1		Member of the R2R3 factor gene family.		protein_coding		DEFECTIVE IN MERISTEM DEVELOPMENT AND FUNCTION 1 (TDF1)		MYB DOMAIN PROTEIN 35 (AtMYB35); (MYB35);DEFECTIVE IN MERISTEM DEVELOPMENT AND FUNCTION 1 (TDF1)

		XLOC_024528		XLOC_024528		AT4G23290		4:12177737-12180826		WT meristem		ebs Meristem		OK		0.733873		191,479		138,359		10,638		0.00115		0.015197		yes				AT1G51360		AT1G51360.1		Involved in defense against fungal pathogens and located in cytosol.		protein_coding		DIMERIC A/B BARREL DOMAINS-PROTEIN 1 (DABB1)		DIMERIC A/B BARREL DOMAINS-PROTEIN 1 (DABB1);DIMERIC A/B BARREL DOMAINS-PROTEIN 1 (ATDABB1)

		XLOC_030631		XLOC_030631		AT5G28030		5:10030405-10032451		WT meristem		ebs Meristem		OK		490,282		12,782		138,243		220,683		5.00E-05		0.00114332		yes				AT4G14140		AT4G14140.2		This gene is predicted to encode a DNA methyltransferase. A plant line expressing an RNAi construct directed against DMT2 has reduced agrobacterium-mediated tumor formation.		protein_coding		DNA METHYLTRANSFERASE 2 (DMT2)		DNA METHYLTRANSFERASE 2 (DMT2)

		XLOC_008174		XLOC_008174		AT1G78440		1:29511598-29513051		WT meristem		ebs Meristem		OK		135,072		352,049		138,204		138,736		0.00075		0.0109661		yes				AT3G22840		AT3G22840.1		Encodes an early light-inducible protein.		protein_coding		EARLY LIGHT-INDUCABLE PROTEIN (ELIP1)		 (ELIP);EARLY LIGHT-INDUCABLE PROTEIN (ELIP1)

		XLOC_032363		XLOC_032363		AT5G58360		5:23590078-23590969		WT meristem		ebs Meristem		OK		0.510563		132,996		138,122		156,772		0.0056		0.0496491		yes				AT4G14690		AT4G14690.1		Encodes an early light-induced protein. ELIPs are thought not to be directly involved in the synthesis and assembly of specific photosynthetic complexes, but rather affect the biogenesis of all chlorophyll-binding complexes. A study (PMID 17553115) has shown that the chlorophyll synthesis pathway was  downregulated as a result of constitutive ELIP2 expression, leading to decreased chlorophyll availability for the assembly  of pigment-binding proteins for photosynthesis.		protein_coding		EARLY LIGHT-INDUCIBLE PROTEIN 2 (ELIP2)		EARLY LIGHT-INDUCIBLE PROTEIN 2 (ELIP2)

		XLOC_014546		XLOC_014546		AT3G15357		3:5187115-5187710		WT meristem		ebs Meristem		OK		440,065		114,503		13,796		250,878		5.00E-05		0.00114332		yes				AT4G37980		AT4G37980.1		elicitor-activated gene 3-1 (ELI3-1); FUNCTIONS IN: oxidoreductase activity, zinc ion binding; INVOLVED IN: response to bacterium, plant-type hypersensitive response; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: GroES-like (InterPro:IPR011032), Polyketide synthase, enoylreductase (InterPro:IPR020843), Alcohol dehydrogenase GroES-like (InterPro:IPR013154), Alcohol dehydrogenase, zinc-containing, conserved site (InterPro:IPR002328), Alcohol dehydrogenase, C-terminal (InterPro:IPR013149), Alcohol dehydrogenase superfamily, zinc-containing (InterPro:IPR002085); BEST Arabidopsis thaliana protein match is: elicitor-activated gene 3-2 (TAIR:AT4G37990.1); Has 39128 Blast hits to 39104 proteins in 3053 species: Archae - 813; Bacteria - 26065; Metazoa - 1241; Fungi - 2911; Plants - 3099; Viruses - 3; Other Eukaryotes - 4996 (source: NCBI BLink).		protein_coding		ELICITOR-ACTIVATED GENE 3-1 (ELI3-1)		ELICITOR-ACTIVATED GENE 3-1 (ELI3-1);CINNAMYL-ALCOHOL DEHYDROGENASE 7 (CAD7); (ATCAD7);ELICITOR-ACTIVATED GENE 3 (ELI3)

		XLOC_021616		XLOC_021616		AT4G16990		4:9560134-9565555		WT meristem		ebs Meristem		OK		151,795		392,864		13,719		542,235		5.00E-05		0.00114332		yes				AT5G11530		AT5G11530.1		Involved in regulating reproductive development		protein_coding		EMBRYONIC FLOWER 1 (EMF1)		EMBRYONIC FLOWER 1 (EMF1)

		XLOC_023621		XLOC_023621		AT4G08870		4:5646438-5648727		WT meristem		ebs Meristem		OK		101,351		260,743		136,326		244,207		5.00E-05		0.00114332		yes				AT3G22860		AT3G22860.1		member of eIF3c - eukaryotic initiation factor 3c		protein_coding		EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT C2 (TIF3C2)		EUKARYOTIC TRANSLATION INITIATION FACTOR 3 SUBUNIT C2 (TIF3C2); (ATTIF3C2);EUKARYOTIC INITIATION FACTOR 3C-2 (EIF3C-2); (ATEIF3C-2)

		XLOC_024203		XLOC_024203		AT4G17800		4:9895289-9896668		WT meristem		ebs Meristem		OK		0.563875		144,861		136,122		160,758		0.00085		0.0120227		yes				AT3G55500		AT3G55500.1		expansin-like protein. Naming convention from the Expansin Working Group (Kende et al, 2004. Plant Mol Bio).  Involved in the formation of nematode-induced syncytia in roots of Arabidopsis thaliana.		protein_coding		EXPANSIN A16 (EXPA16)		EXPANSIN A16 (EXPA16); (ATHEXP ALPHA 1.7);EXPANSIN 16 (EXP16);EXPANSIN A16 (ATEXPA16); (ATEXP16)

		XLOC_031336		XLOC_031336		AT5G40170		5:16065090-16067574		WT meristem		ebs Meristem		OK		810,632		207,221		135,405		245,066		0.0013		0.0166381		yes				AT4G00380		AT4G00380.1		Belongs to a subgroup of SGS3-like proteins that act redundantly in RNA-directed DNA methylation: AT1G15910 (FDM1), AT4G00380 (FDM2), AT3G12550 (FDM3), AT1G13790 (FDM4), AT1G80790 (FDM5).		protein_coding		FACTOR OF DNA METHYLATION 2 (FDM2)		IDN2 PARALOG 2 (IDP2);INVOLVED IN DE NOVO 2 (IDN2) - LIKE 2 (INDL2);FACTOR OF DNA METHYLATION 2 (FDM2)

		XLOC_020490		XLOC_020490		AT4G01500		4:639246-640940		WT meristem		ebs Meristem		OK		0.593482		151,618		135,316		151,523		0.0009		0.0125121		yes				AT3G11050		AT3G11050.1		ferritin 2 (FER2); FUNCTIONS IN: oxidoreductase activity, ferric iron binding, binding, transition metal ion binding; INVOLVED IN: response to oxidative stress, cellular iron ion homeostasis, response to abscisic acid stimulus, iron ion transport; LOCATED IN: chloroplast; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Ferritin, N-terminal (InterPro:IPR001519), Ferritin-related (InterPro:IPR012347), Ferritin-like (InterPro:IPR009040), Ferritin, conserved site (InterPro:IPR014034), Ferritin/ribonucleotide reductase-like (InterPro:IPR009078), Ferritin/Dps protein (InterPro:IPR008331); BEST Arabidopsis thaliana protein match is: ferritin 4 (TAIR:AT2G40300.1); Has 4033 Blast hits to 4031 proteins in 1061 species: Archae - 169; Bacteria - 1584; Metazoa - 1680; Fungi - 11; Plants - 350; Viruses - 0; Other Eukaryotes - 239 (source: NCBI BLink).		protein_coding		FERRITIN 2 (FER2)		FERRITIN 2 (FER2);FERRITIN 2 (ATFER2)

		XLOC_022618		XLOC_022618		AT4G34400		4:16445207-16447773		WT meristem		ebs Meristem		OK		164,053		417,875		134,891		231,063		5.00E-05		0.00114332		yes				AT3G56090		AT3G56090.1		Encodes FERRITIN 3, AtFER3.  Ferritins are a class of 24-mer multi-meric proteins found in all kingdoms of life.  Function as the main iron store in mammals.  Evidence suggests that Arabidopsis ferritins are essential to protect cells against oxidative damage, but they do not constitute the major iron pool.		protein_coding		FERRITIN 3 (FER3)		FERRITIN 3 (FER3);FERRITIN 3 (ATFER3)

		XLOC_015311		XLOC_015311		AT3G27650		3:10238545-10240611		WT meristem		ebs Meristem		OK		724,361		183,963		134,463		378,389		5.00E-05		0.00114332		yes				AT5G63590		AT5G63590.1		flavonol synthase 3 (FLS3); CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: flavonol synthase 1 (TAIR:AT5G08640.2); Has 8006 Blast hits to 7970 proteins in 965 species: Archae - 0; Bacteria - 1024; Metazoa - 86; Fungi - 741; Plants - 4902; Viruses - 0; Other Eukaryotes - 1253 (source: NCBI BLink).		protein_coding		FLAVONOL SYNTHASE 3 (FLS3)		FLAVONOL SYNTHASE (FLS);FLAVONOL SYNTHASE 3 (FLS3); (ATFLS3)

		XLOC_032648		XLOC_032648		AT5G63590		5:25456992-25458470		WT meristem		ebs Meristem		OK		144,549		364,893		133,592		169,943		0.00025		0.00450254		yes				AT5G10140		AT5G10140.1		MADS-box protein encoded by FLOWERING LOCUS C - transcription factor that functions as a repressor of floral transition and contributes to temperature compensation of the circadian clock. Expression is downregulated during cold treatment. Vernalization, FRI and the autonomous pathway all influence the state of FLC chromatin. Both maternal and paternal alleles are reset by vernalization, but their earliest activation differs in timing and location. Histone H3 trimethylation at lysine 4 and histone acetylation are associated with active FLC expression, whereas histone deacetylation and histone H3 dimethylation at lysines 9 and 27 are involved in FLC repression. Expression is also repressed by two small RNAs (30- and 24-nt) complementary to the FLC sense strand 3? to the polyA site. The small RNAs are most likely derived from an antisense transcript of FLC. Interacts with SOC1 and FT chromatin in vivo. Member of a protein complex.		protein_coding		FLOWERING LOCUS C (FLC)		AGAMOUS-LIKE 25 (AGL25);FLOWERING LOCUS F (FLF);FLOWERING LOCUS C (FLC)

		XLOC_015314		XLOC_015314		AT3G27690		3:10255946-10257011		WT meristem		ebs Meristem		OK		267.1		673,593		13,345		410,332		5.00E-05		0.00114332		yes				AT2G21330		AT2G21330.1		fructose-bisphosphate aldolase 1 (FBA1); FUNCTIONS IN: fructose-bisphosphate aldolase activity, catalytic activity; INVOLVED IN: response to cadmium ion, pentose-phosphate shunt; LOCATED IN: in 8 components; EXPRESSED IN: 25 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Aldolase-type TIM barrel (InterPro:IPR013785), Fructose-bisphosphate aldolase, class-I (InterPro:IPR000741); BEST Arabidopsis thaliana protein match is: fructose-bisphosphate aldolase 2 (TAIR:AT4G38970.1); Has 4798 Blast hits to 4794 proteins in 909 species: Archae - 0; Bacteria - 735; Metazoa - 1150; Fungi - 8; Plants - 476; Viruses - 0; Other Eukaryotes - 2429 (source: NCBI BLink).		protein_coding		FRUCTOSE-BISPHOSPHATE ALDOLASE 1 (FBA1)		 (ATFBA1);FRUCTOSE-BISPHOSPHATE ALDOLASE 1 (FBA1)

		XLOC_007788		XLOC_007788		AT1G71050		1:26803152-26804292		WT meristem		ebs Meristem		OK		537,848		135,115		132,891		382,665		5.00E-05		0.00114332		yes				AT4G26530		AT4G26530.1		Aldolase superfamily protein; FUNCTIONS IN: fructose-bisphosphate aldolase activity; INVOLVED IN: glycolysis, metabolic process; LOCATED IN: chloroplast; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Aldolase-type TIM barrel (InterPro:IPR013785), Fructose-bisphosphate aldolase, class-I (InterPro:IPR000741); BEST Arabidopsis thaliana protein match is: Aldolase superfamily protein (TAIR:AT4G26520.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		FRUCTOSE-BISPHOSPHATE ALDOLASE 5 (FBA5)		FRUCTOSE-BISPHOSPHATE ALDOLASE 5 (FBA5); (ATFBA5)

		XLOC_004029		XLOC_004029		AT1G76820		1:28837572-28842566		WT meristem		ebs Meristem		OK		0.379792		0.953941		132,869		145,254		0.0003		0.00528591		yes				AT4G02780		AT4G02780.1		Catalyzes the conversion of geranylgeranyl pyrophosphate (GGPP) to copalyl pyrophosphate (CPP) of gibberellin biosynthesis		protein_coding		GA REQUIRING 1 (GA1)		GA REQUIRING 1 (GA1); (ABC33);ENT-COPALYL DIPHOSPHATE SYNTHETASE 1 (CPS1);CPP SYNTHASE (CPS);ARABIDOPSIS THALIANA ENT-COPALYL DIPHOSPHATE SYNTHETASE 1 (ATCPS1)

		XLOC_022166		XLOC_022166		AT4G26530		4:13391292-13393107		WT meristem		ebs Meristem		OK		262,801		659,808		132,807		532,981		5.00E-05		0.00114332		yes				AT1G09350		AT1G09350.1		Predicted to encode a galactinol synthase		protein_coding		GALACTINOL SYNTHASE 3 (GolS3)		GALACTINOL SYNTHASE 3 (GolS3);GALACTINOL SYNTHASE 3 (AtGolS3)

		XLOC_024469		XLOC_024469		AT4G22390		4:11813424-11815133		WT meristem		ebs Meristem		OK		340,311		853,359		13,263		309,582		5.00E-05		0.00114332		yes				AT2G28340		AT2G28340.1		Encodes a member of the GATA factor family of zinc finger transcription factors.		protein_coding		GATA TRANSCRIPTION FACTOR 13 (GATA13)		GATA TRANSCRIPTION FACTOR 13 (GATA13)

		XLOC_015353		XLOC_015353		AT3G28220		3:10524403-10526728		WT meristem		ebs Meristem		OK		527,064		131,821		132,253		579,476		5.00E-05		0.00114332		yes				AT3G58070		AT3G58070.1		Putative transcription factor, contains C2H2 domain, regulates aspects of shoot maturation in Arabidopsis thaliana. GIS loss-of-function mutations affect the epidermal differentiation of inflorescence organs, causing a premature decrease in trichome production on successive leaves, stem internodes, and branches. Overexpression has the opposite effect on trichome initiation and causes other heterochronic phenotypes, affecting flowering and juvenile?adult leaf transition and inducing the formation of rosette leaves on inflorescence stems.		protein_coding		GLABROUS INFLORESCENCE STEMS (GIS)		GLABROUS INFLORESCENCE STEMS (GIS)

		XLOC_007692		XLOC_007692		AT1G69310		1:26054307-26058105		WT meristem		ebs Meristem		OK		446,005		111,489		132,177		413,568		5.00E-05		0.00114332		yes				AT5G08030		AT5G08030.1		Encodes a member of the glycerophosphodiester phosphodiesterase (GDPD) family.		protein_coding		GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE 6 (GDPD6)		 (AtGDPD6);GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE 6 (GDPD6)

		XLOC_005452		XLOC_005452		AT1G22340		1:7890463-7892090		WT meristem		ebs Meristem		OK		170,366		425,813		132,159		300,268		5.00E-05		0.00114332		yes				AT2G05440		AT2G05440.2		GLYCINE RICH PROTEIN 9 (GRP9); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Glycine rich protein (InterPro:IPR010800); BEST Arabidopsis thaliana protein match is: Glycine-rich protein family (TAIR:AT2G05510.6); Has 147102 Blast hits to 34686 proteins in 2088 species: Archae - 221; Bacteria - 46389; Metazoa - 53492; Fungi - 9205; Plants - 13312; Viruses - 1624; Other Eukaryotes - 22859 (source: NCBI BLink).		protein_coding		GLYCINE RICH PROTEIN 9 (GRP9)		ARABIDOPSIS GLYCINE RICH PROTEIN 9 (ATGRP9);GLYCINE RICH PROTEIN 9 (GRP9)

		XLOC_031709		XLOC_031709		AT5G46260		5:18759101-18763358		WT meristem		ebs Meristem		OK		0.448054		111,857		131,991		264,848		5.00E-05		0.00114332		yes				AT4G24260		AT4G24260.1		Encodes a protein with similarity to endo-1,4-b-glucanases. KOR3 is induced by nemotodes and is expressed in syncitia induced by  Heterodera schachtii.May be involved in the development and function of syncitia.		protein_coding		GLYCOSYL HYDROLASE 9A3 (GH9A3)		GLYCOSYL HYDROLASE 9A3 (ATGH9A3);GLYCOSYL HYDROLASE 9A3 (GH9A3); (KOR3)

		XLOC_019930		XLOC_019930		AT3G55500		3:20574830-20576182		WT meristem		ebs Meristem		OK		408,484		101,274		130,991		153,228		0.00035		0.00605745		yes				AT4G24150		AT4G24150.1		Growth regulating factor encoding transcription activator. One of the nine members of a GRF gene family, containing nuclear targeting domain. Involved in leaf development and expressed in shoot and flower.		protein_coding		GROWTH-REGULATING FACTOR 8 (GRF8)		GROWTH-REGULATING FACTOR 8 (AtGRF8);GROWTH-REGULATING FACTOR 8 (GRF8)

		XLOC_031796		XLOC_031796		AT5G47920		5:19403172-19404088		WT meristem		ebs Meristem		OK		133,372		330,174		130,776		188,841		0.00025		0.00450254		yes				AT4G11720		AT4G11720.1		Encodes HAP2 with the following predicted motifs: an N-terminal secretion signal, a single transmembrane domain and a C-terminal histidine-rich domain.  HAP2 is expressed only in the haploid sperm and is required for pollen tube guidance and fertilization.  Predominantly localized to sperm endoplasmic reticulum membranes.  May also reside in other endomembranes, including the plasma membrane. Target promoter of the male germline-specific transcription factor DUO1.		protein_coding		HAPLESS 2 (HAP2)		GENERATIVE CELL-SPECIFIC 1 (GCS1);HAPLESS 2 (HAP2)

		XLOC_006116		XLOC_006116		AT1G35260		1:12936848-12937787		WT meristem		ebs Meristem		OK		681,538		16,725		129,514		270,895		5.00E-05		0.00114332		yes				AT5G56250		AT5G56250.2		HAPLESS 8 (HAP8); LOCATED IN: chloroplast; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G56240.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		HAPLESS 8 (HAP8)		HAPLESS 8 (HAP8)

		XLOC_013533		XLOC_013533		AT2G43590		2:18081330-18082767		WT meristem		ebs Meristem		OK		707,923		170,154		126,518		353,724		5.00E-05		0.00114332		yes				AT3G22830		AT3G22830.1		member of Heat Stress Transcription Factor (Hsf) family		protein_coding		HEAT SHOCK TRANSCRIPTION FACTOR  A6B (HSFA6B)		ARABIDOPSIS THALIANA HEAT SHOCK TRANSCRIPTION FACTOR A6B (AT-HSFA6B);HEAT SHOCK TRANSCRIPTION FACTOR  A6B (HSFA6B)

		XLOC_030040		XLOC_030040		AT5G16970		5:5576167-5578075		WT meristem		ebs Meristem		OK		178,193		42,752		126,255		142,743		0.002		0.0228932		yes				AT4G21320		AT4G21320.1		Encodes heat-stress-associated 32-kD protein. Up-regulated by heat shock. Thermotolerance in a knockout mutant was compromised following a long recovery period (> 24 h) after acclimation heat shock treatment.		protein_coding		HEAT-STRESS-ASSOCIATED 32 (HSA32)		HEAT-STRESS-ASSOCIATED 32 (HSA32)

		XLOC_015020		XLOC_015020		AT3G22830		3:8078819-8081051		WT meristem		ebs Meristem		OK		0.774108		185,643		126,193		149,197		0.0004		0.00669125		yes				AT1G71050		AT1G71050.1		Heavy metal transport/detoxification superfamily protein ; FUNCTIONS IN: metal ion binding; INVOLVED IN: metal ion transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Heavy metal transport/detoxification protein (InterPro:IPR006121); BEST Arabidopsis thaliana protein match is: Heavy metal transport/detoxification superfamily protein  (TAIR:AT1G22990.1); Has 1285 Blast hits to 1219 proteins in 68 species: Archae - 2; Bacteria - 24; Metazoa - 2; Fungi - 25; Plants - 1232; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		HEAVY METAL ASSOCIATED ISOPRENYLATED PLANT PROTEIN 20 (HIPP20)		HEAVY METAL ASSOCIATED ISOPRENYLATED PLANT PROTEIN 20 (HIPP20)

		XLOC_020431		XLOC_020431		AT4G00380		4:167958-170974		WT meristem		ebs Meristem		OK		553,709		132,774		126,177		49,277		5.00E-05		0.00114332		yes				AT1G22990		AT1G22990.1		Heavy metal transport/detoxification superfamily protein ; FUNCTIONS IN: metal ion binding; INVOLVED IN: metal ion transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, C globular stage; CONTAINS InterPro DOMAIN/s: Heavy metal transport/detoxification protein (InterPro:IPR006121); BEST Arabidopsis thaliana protein match is: Heavy metal transport/detoxification superfamily protein  (TAIR:AT1G71050.1); Has 1142 Blast hits to 1079 proteins in 46 species: Archae - 2; Bacteria - 2; Metazoa - 2; Fungi - 13; Plants - 1123; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		HEAVY METAL ASSOCIATED ISOPRENYLATED PLANT PROTEIN 22 (HIPP22)		HEAVY METAL ASSOCIATED ISOPRENYLATED PLANT PROTEIN 22 (HIPP22)

		XLOC_021259		XLOC_021259		AT4G11290		4:6869952-6871661		WT meristem		ebs Meristem		OK		720,858		172,629		125,989		352,339		5.00E-05		0.00114332		yes				AT5G67060		AT5G67060.1		HECATE 1 (HEC1); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: transmitting tissue development, carpel formation, regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT3G50330.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		HECATE 1 (HEC1)		HECATE 1 (HEC1)

		XLOC_022816		XLOC_022816		AT4G37980		4:17852440-17854500		WT meristem		ebs Meristem		OK		751,692		179,451		125,538		413,551		5.00E-05		0.00114332		yes				AT2G33880		AT2G33880.1		Encodes a protein with similarity to WUS type homeodomain protein. Required for meristem growth and development and acts through positive regulation of WUS. Loss of function phenotypes include embryo lethality, hyponastic cotyledons, reduced root development and smaller meristems. Phenotypes can be rescued by addition of sucrose in the growth media. Overexpression can partially rescue the triple mutant cytokinin receptor phenotype suggesting HB-3 is a downstream effector of cytokinin signaling.		protein_coding		HOMEOBOX-3 (HB-3)		STIMPY (STIP);HOMEOBOX-3 (HB-3);WUSCHEL-RELATED HOMEOBOX 9 (WOX9);WUSCHEL RELATED HOMEOBOX 9A (WOX9A)

		XLOC_032016		XLOC_032016		AT5G51795		5:21043082-21044194		WT meristem		ebs Meristem		OK		247,747		585,246		124,018		276,817		5.00E-05		0.00114332		yes				AT3G03260		AT3G03260.1		Encodes a homeobox-leucine zipper family protein belonging to the HD-ZIP IV family.		protein_coding		HOMEODOMAIN GLABROUS 8 (HDG8)		HOMEODOMAIN GLABROUS 8 (HDG8)

		XLOC_010532		XLOC_010532		AT2G38823		2:16224071-16225296		WT meristem		ebs Meristem		OK		228,754		539,251		123,716		136,888		0.00255		0.027525		yes				AT3G50470		AT3G50470.1		Homolog of RPW8		protein_coding		HOMOLOG OF RPW8 3 (HR3)		INTRACELLULAR MILDEW A 10 (MLA10);HOMOLOG OF RPW8 3 (HR3)

		XLOC_032216		XLOC_032216		AT5G55560		5:22506301-22507879		WT meristem		ebs Meristem		OK		231,061		544,241		123,597		17,802		0.0002		0.00374736		yes				AT3G47360		AT3G47360.1		Encodes a putative hydroxysteroid dehydrogenase (HSD). Genes that encode HSD include:   At5g50600 and At5g50700 (HSD1), At3g47350(HSD2), At3g47360(HSD3), At5g50590 and At5g50690(HSD4), At5g50770(HSD6) (Plant Cell Physiology 50:1463).  Two copies of HSD1 and HSD4 exist due to a gene duplication event.  In Plant Physiology 145:87, At5g50690 is HSD7, At4g10020 is HSD5.		protein_coding		HYDROXYSTEROID DEHYDROGENASE 3 (HSD3)		HYDROXYSTEROID DEHYDROGENASE 3 (HSD3);HYDROXYSTEROID DEHYDROGENASE 3 (AtHSD3)

		XLOC_005578		XLOC_005578		AT1G24575		1:8711035-8711528		WT meristem		ebs Meristem		OK		219,741		516,875		123,401		388,633		5.00E-05		0.00114332		yes				AT5G50770		AT5G50770.1		Encodes a putative hydroxysteroid dehydrogenase (HSD). Genes that encode HSD include:   At5g50600 and At5g50700 (HSD1), At3g47350(HSD2), At3g47360(HSD3), At5g50590 and At5g50690(HSD4), At5g50770(HSD6) (Plant Cell Physiology 50:1463).  Two copies of HSD1 and HSD4 exist due to a gene duplication event.  In Plant Physiology 145:87, At5g50690 is HSD7, At4g10020 is HSD5.		protein_coding		HYDROXYSTEROID DEHYDROGENASE 6 (HSD6)		HYDROXYSTEROID DEHYDROGENASE 6 (HSD6);HYDROXYSTEROID DEHYDROGENASE 6 (AtHSD6)

		XLOC_029806		XLOC_029806		AT5G12330		5:3987374-3989833		WT meristem		ebs Meristem		OK		643,797		150,112		122,136		437,504		5.00E-05		0.00114332		yes				AT2G39330		AT2G39330.1		jacalin-related lectin 23 (JAL23); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: vacuole; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Mannose-binding lectin (InterPro:IPR001229); BEST Arabidopsis thaliana protein match is: jacalin-related lectin 22 (TAIR:AT2G39310.3); Has 1977 Blast hits to 736 proteins in 44 species: Archae - 0; Bacteria - 9; Metazoa - 0; Fungi - 4; Plants - 1953; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding		JACALIN-RELATED LECTIN 23 (JAL23)		JACALIN-RELATED LECTIN 23 (JAL23)

		XLOC_020338		XLOC_020338		AT3G62455		3:23100567-23104580		WT meristem		ebs Meristem		OK		129,356		299,509		121,125		374,826		5.00E-05		0.00114332		yes				AT1G77860		AT1G77860.1		mutant has Altered morphology of pollen exine wall; Seven-Path Transmembrane Protein		protein_coding		KOMPEITO (KOM)		KOMPEITO (KOM)

		XLOC_011818		XLOC_011818		AT2G14220		2:6024059-6027028		WT meristem		ebs Meristem		OK		0.742402		171,632		120,904		267,832		5.00E-05		0.00114332		yes				AT5G11540		AT5G11540.1		Encodes a homolog of rat L-gulono-1,4-lactone (L-GulL) oxidase that is involved in the biosynthesis of L-ascorbic acid.		protein_coding		L -GULONO-1,4-LACTONE ( L -GULL) OXIDASE 3 (GULLO3)		 (ATGULLO3);L -GULONO-1,4-LACTONE ( L -GULL) OXIDASE 3 (GULLO3)

		XLOC_030043		XLOC_030043		AT5G17000		5:5584800-5587063		WT meristem		ebs Meristem		OK		44,928		103,471		120,354		16,135		0.0029		0.0303947		yes				AT5G28030		AT5G28030.2		L-cysteine desulfhydrase 1 (DES1); FUNCTIONS IN: pyridoxal phosphate binding, cysteine synthase activity, catalytic activity; INVOLVED IN: cysteine biosynthetic process from serine, cysteine biosynthetic process, metabolic process; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, LP.02 two leaves visible, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Cysteine synthase/cystathionine beta-synthase P-phosphate-binding site (InterPro:IPR001216), Cysteine synthase A (InterPro:IPR005859), Pyridoxal phosphate-dependent enzyme, beta subunit (InterPro:IPR001926), Cysteine synthase K/M (InterPro:IPR005856); BEST Arabidopsis thaliana protein match is: cysteine synthase D2 (TAIR:AT5G28020.6); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		L-CYSTEINE DESULFHYDRASE 1 (DES1)		L-CYSTEINE DESULFHYDRASE 1 (DES1)

		XLOC_021556		XLOC_021556		AT4G16008		4:9067829-9068512		WT meristem		ebs Meristem		OK		433,122		994,478		119,917		258,304		5.00E-05		0.00114332		yes				AT5G12330		AT5G12330.4		A member of SHI gene family. Arabidopsis thaliana has ten members that encode proteins with a RING finger-like zinc finger motif. Despite being highly divergent in sequence, many of the SHI-related genes are partially redundant in function and synergistically promote gynoecium, stamen and leaf development in Arabidopsis. Expressed in lateral root primordia and induced by auxin.  SWP1 is involved in the repression of LRP1 via histone deacetylation.		protein_coding		LATERAL ROOT PRIMORDIUM 1 (LRP1)		LATERAL ROOT PRIMORDIUM 1 (LRP1)

		XLOC_029460		XLOC_029460		AT5G05840		5:1757097-1760666		WT meristem		ebs Meristem		OK		161,128		369,635		119,789		203,285		5.00E-05		0.00114332		yes				AT5G61850		AT5G61850.1		Encodes transcriptional regulator that promotes the transition to flowering.Involved in floral meristem development. LFY is involved in the regulation of AP3 expression, and appears to bring the F-box protein UFO to the AP3 promoter.  Amino acids 46-120 define a protein domain that mediates self-interaction.		protein_coding		LEAFY (LFY)		LEAFY 3 (LFY3);LEAFY (LFY)

		XLOC_003868		XLOC_003868		AT1G73850		1:27767262-27770457		WT meristem		ebs Meristem		OK		375,897		861,274		119,614		179,088		0.0018		0.0211627		yes				AT4G21220		AT4G21220.1		Trimeric LpxA-like enzymes superfamily protein; FUNCTIONS IN: transferase activity; CONTAINS InterPro DOMAIN/s: Trimeric LpxA-like (InterPro:IPR011004); BEST Arabidopsis thaliana protein match is: Trimeric LpxA-like enzymes superfamily protein (TAIR:AT4G05210.1); Has 11236 Blast hits to 11169 proteins in 1804 species: Archae - 57; Bacteria - 7331; Metazoa - 7; Fungi - 9; Plants - 63; Viruses - 0; Other Eukaryotes - 3769 (source: NCBI BLink).		protein_coding		LIPID X D2 (LPXD2)		LIPID X D2 (LPXD2); (ATLPXD2)

		XLOC_023617		XLOC_023617		AT4G08770		4:5598114-5600312		WT meristem		ebs Meristem		OK		121,298		277,487		119,387		15,118		0.0005		0.00796773		yes				AT3G27650		AT3G27650.1		LOB domain-containing protein 25 (LBD25); CONTAINS InterPro DOMAIN/s: Lateral organ boundaries, LOB (InterPro:IPR004883); BEST Arabidopsis thaliana protein match is: Lateral organ boundaries (LOB) domain family protein (TAIR:AT5G63090.4); Has 960 Blast hits to 955 proteins in 25 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 960; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		LOB DOMAIN-CONTAINING PROTEIN 25 (LBD25)		LOB DOMAIN-CONTAINING PROTEIN 25 (LBD25)

		XLOC_027426		XLOC_027426		AT5G37420		5:14839046-14842070		WT meristem		ebs Meristem		OK		0.438105		0.996996		118,631		170,139		0.00215		0.0241844		yes				AT4G35190		AT4G35190.1		Putative lysine decarboxylase family protein; CONTAINS InterPro DOMAIN/s: Conserved hypothetical protein CHP00730 (InterPro:IPR005269); BEST Arabidopsis thaliana protein match is: lysine decarboxylase family protein (TAIR:AT2G37210.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		LONELY GUY 5 (LOG5)		LONELY GUY 5 (LOG5)

		XLOC_032142		XLOC_032142		AT5G54190		5:21990911-21992812		WT meristem		ebs Meristem		OK		123,655		278,913		117,349		358,764		5.00E-05		0.00114332		yes				AT4G28280		AT4G28280.2		LORELEI-LIKE-GPI ANCHORED PROTEIN 3 (LLG3); BEST Arabidopsis thaliana protein match is: LORELEI-LIKE-GPI ANCHORED PROTEIN 2 (TAIR:AT2G20700.1).		protein_coding		LORELEI-LIKE-GPI ANCHORED PROTEIN 3 (LLG3)		LORELEI-LIKE-GPI ANCHORED PROTEIN 3 (LLG3)

		XLOC_029760		XLOC_029760		AT5G11540		5:3703001-3704981		WT meristem		ebs Meristem		OK		134,707		30,365		117,258		261,521		5.00E-05		0.00114332		yes				AT1G35260		AT1G35260.1		MLP-like protein 165 (MLP165); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: MLP-like protein 168 (TAIR:AT1G35310.1); Has 407 Blast hits to 375 proteins in 42 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 407; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		MLP-LIKE PROTEIN 165 (MLP165)		MLP-LIKE PROTEIN 165 (MLP165)

		XLOC_000451		XLOC_000451		AT1G09350		1:3019818-3021441		WT meristem		ebs Meristem		OK		508,732		11,423		116,696		287,615		5.00E-05		0.00114332		yes				AT1G52040		AT1G52040.1		Encodes myrosinase-binding protein expressed in flowers.		protein_coding		MYROSINASE-BINDING PROTEIN 1 (MBP1)		MYROSINASE-BINDING PROTEIN 1 (MBP1); (ATMBP)

		XLOC_001258		XLOC_001258		AT1G23120		1:8198719-8199557		WT meristem		ebs Meristem		OK		13,873		310,705		116,326		137,686		0.00215		0.0241844		yes				AT1G54330		AT1G54330.1		NAC domain containing protein 20 (NAC020); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 28 (TAIR:AT1G65910.1); Has 3060 Blast hits to 3052 proteins in 75 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 3060; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		NAC DOMAIN CONTAINING PROTEIN 20 (NAC020)		NAC DOMAIN CONTAINING PROTEIN 20 (NAC020);NAC DOMAIN CONTAINING PROTEIN 20 (ANAC020)

		XLOC_016868		XLOC_016868		AT3G60490		3:22349526-22350371		WT meristem		ebs Meristem		OK		132,995		297,059		115,937		18,294		0.00085		0.0120227		yes				AT2G20800		AT2G20800.1		NAD(P)H dehydrogenase B4 (NDB4); FUNCTIONS IN: NADH dehydrogenase activity; INVOLVED IN: oxidation reduction; LOCATED IN: extrinsic to mitochondrial inner membrane, mitochondrion, plastid; EXPRESSED IN: 7 plant structures; CONTAINS InterPro DOMAIN/s: Pyridine nucleotide-disulphide oxidoreductase, class-II (InterPro:IPR000103), FAD-dependent pyridine nucleotide-disulphide oxidoreductase (InterPro:IPR013027), Pyridine nucleotide-disulphide oxidoreductase, NAD-binding region (InterPro:IPR001327), EF-HAND 2 (InterPro:IPR018249); BEST Arabidopsis thaliana protein match is: NAD(P)H dehydrogenase B3 (TAIR:AT4G21490.1); Has 11460 Blast hits to 10815 proteins in 2238 species: Archae - 334; Bacteria - 8988; Metazoa - 48; Fungi - 603; Plants - 426; Viruses - 0; Other Eukaryotes - 1061 (source: NCBI BLink).		protein_coding		NAD(P)H DEHYDROGENASE B4 (NDB4)		NAD(P)H DEHYDROGENASE B4 (NDB4)

		XLOC_016880		XLOC_016880		AT3G60650		3:22419950-22420274		WT meristem		ebs Meristem		OK		31,666		704,818		115,432		323,315		5.00E-05		0.00114332		yes				AT5G51720		AT5G51720.1		2 iron, 2 sulfur cluster binding; FUNCTIONS IN: 2 iron, 2 sulfur cluster binding; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast stroma, chloroplast; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Iron sulphur-containing domain, CDGSH-type (InterPro:IPR018967); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		NEET GROUP PROTEIN (NEET)		 (AT-NEET);NEET GROUP PROTEIN (NEET)

		XLOC_024393		XLOC_024393		AT4G21220		4:11316827-11319067		WT meristem		ebs Meristem		OK		390,441		868,361		115,319		164,565		0.00035		0.00605745		yes				AT4G01500		AT4G01500.1		NGATHA4 (NGA4); CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT1G01030.1); Has 1433 Blast hits to 1432 proteins in 74 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 1431; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		NGATHA4 (NGA4)		NGATHA4 (NGA4)

		XLOC_032018		XLOC_032018		AT5G51820		5:21063367-21068057		WT meristem		ebs Meristem		OK		370,004		816,016		114,106		203,154		5.00E-05		0.00114332		yes				AT4G14700		AT4G14700.1		Encodes origin of replication complex 1a subunit.The protein contains a PHD domain,binds methylated DNA and appears to function as a transcriptional activator.		protein_coding		ORIGIN RECOGNITION COMPLEX 1 (ORC1A)		ORIGIN RECOGNITION COMPLEX 1 (ORC1A); (ATORC1A)

		XLOC_008116		XLOC_008116		AT1G77330		1:29062989-29064537		WT meristem		ebs Meristem		OK		170,254		37,278		113,063		152,238		0.0009		0.0125121		yes				AT5G58360		AT5G58360.1		ovate family protein 3 (OFP3); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF623 (InterPro:IPR006458); BEST Arabidopsis thaliana protein match is: ovate family protein 4 (TAIR:AT1G06920.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		OVATE FAMILY PROTEIN 3 (OFP3)		OVATE FAMILY PROTEIN 3 (OFP3);ARABIDOPSIS THALIANA OVATE FAMILY PROTEIN 3 (ATOFP3)

		XLOC_023997		XLOC_023997		AT4G14580		4:8367886-8369167		WT meristem		ebs Meristem		OK		165,676		360,338		112,099		232,999		5.00E-05		0.00114332		yes				AT5G19650		AT5G19650.1		ovate family protein 8 (OFP8); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF623 (InterPro:IPR006458); BEST Arabidopsis thaliana protein match is: ovate family protein 7 (TAIR:AT2G18500.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		OVATE FAMILY PROTEIN 8 (OFP8)		OVATE FAMILY PROTEIN 8 (OFP8); (ATOFP8)

		XLOC_018837		XLOC_018837		AT3G30700		3:12254559-12255180		WT meristem		ebs Meristem		OK		616,498		134,034		112,043		268,935		5.00E-05		0.00114332		yes				AT4G08770		AT4G08770.1		Encodes a putative apoplastic peroxidase Prx37.  Primarily expressed in the vascular bundles.  Overexpression renders a dwarf phenotype with smaller plants and delayed development. Plants overexpressing Prx37 also shows an increase in the amount of esterified phenolic material associated with their walls.		protein_coding		PEROXIDASE 37 (Prx37)		PEROXIDASE 37 (Prx37)

		XLOC_022116		XLOC_022116		AT4G25780		4:13121067-13121955		WT meristem		ebs Meristem		OK		247,505		537,192		111,798		175,243		5.00E-05		0.00114332		yes				AT5G05340		AT5G05340.1		Peroxidase superfamily protein; FUNCTIONS IN: protein binding, peroxidase activity; INVOLVED IN: response to oxidative stress, oxidation reduction; LOCATED IN: apoplast, cell wall; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016), Peroxidase, active site (InterPro:IPR019794); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT5G58400.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		PEROXIDASE 52 (PRX52)		PEROXIDASE 52 (PRX52)

		XLOC_020517		XLOC_020517		AT4G01895		4:819956-821505		WT meristem		ebs Meristem		OK		812,843		176,388		11,177		197,909		0.00035		0.00605745		yes				AT1G73010		AT1G73010.1		Encodes PPsPase1, a pyrophosphate-specific phosphatase catalyzing the specific cleavage of pyrophosphate (Km 38.8 uM) with an alkaline catalytic pH optimum. Expression is upregulated in the shoot of cax1/cax3 mutant.		protein_coding		PHOSPHATE STARVATION-INDUCED GENE 2 (PS2)		PYROPHOSPHATE-SPECIFIC PHOSPHATASE1 (PPsPase1);PHOSPHATE STARVATION-INDUCED GENE 2 (ATPS2);PHOSPHATE STARVATION-INDUCED GENE 2 (PS2);PYROPHOSPHATE-SPECIFIC PHOSPHATASE1 (AtPPsPase1)

		XLOC_018255		XLOC_018255		AT3G21870		3:7703865-7704829		WT meristem		ebs Meristem		OK		37,857		820,283		111,556		181,433		0.0001		0.00206184		yes				AT5G51820		AT5G51820.1		Encodes a plastid isoform of the enzyme phosphoglucomutase involved in controlling photosynthetic carbon flow. Effective petiole movement against the direction of the gravity requires functional  PGM activity that is required for full development of amyloplasts.		protein_coding		PHOSPHOGLUCOMUTASE (PGM)		PHOSPHOGLUCOMUTASE (PGM);STARCH-FREE 1 (STF1); (PGM1);ARABIDOPSIS THALIANA PHOSPHOGLUCOMUTASE (ATPGMP)

		XLOC_026056		XLOC_026056		AT5G11530		5:3695861-3701548		WT meristem		ebs Meristem		OK		997,985		216,188		11,152		526,164		5.00E-05		0.00114332		yes				AT1G19150		AT1G19150.1		PSI type II chlorophyll a/b-binding protein (Lhca2*1) mRNA,		protein_coding		PHOTOSYSTEM I LIGHT HARVESTING COMPLEX GENE 6 (LHCA6)		PHOTOSYSTEM I LIGHT HARVESTING COMPLEX GENE 6 (LHCA6); (LHCA2*1)

		XLOC_022630		XLOC_022630		AT4G34580		4:16515326-16519534		WT meristem		ebs Meristem		OK		173,878		376,504		111,459		32,243		5.00E-05		0.00114332		yes				AT3G27690		AT3G27690.1		Encodes Lhcb2.4.  Belongs to the Lhc super-gene family encodes the light-harvesting chlorophyll a/b-binding (LHC) proteins that constitute the antenna system of the photosynthetic apparatus.		protein_coding		PHOTOSYSTEM II LIGHT HARVESTING COMPLEX GENE 2.3 (LHCB2.3)		 (LHCB2.4);LIGHT-HARVESTING CHLOROPHYLL B-BINDING 2 (LHCB2);PHOTOSYSTEM II LIGHT HARVESTING COMPLEX GENE 2.3 (LHCB2.3)

		XLOC_006921		XLOC_006921		AT1G54930		1:20478266-20479671		WT meristem		ebs Meristem		OK		185,624		399,175		110,464		22,026		0.0001		0.00206184		yes				AT4G14150		AT4G14150.1		Microtubule motor kinesin PAKRP1/Kinesin-12A. Together with PAKRP1L/Kinesin-12B, serve as linkers of the plus ends of antiparallel microtubules in the phragmoplast.		protein_coding		PHRAGMOPLAST-ASSOCIATED KINESIN-RELATED PROTEIN 1 (PAKRP1)		PHRAGMOPLAST-ASSOCIATED KINESIN-RELATED PROTEIN 1 (PAKRP1); (PAKRP1); (KINESIN-12A)

		XLOC_012770		XLOC_012770		AT2G30432		2:12968614-12970209		WT meristem		ebs Meristem		OK		34,755		747,253		110,438		161,765		0.0014		0.0176288		yes				AT3G52450		AT3G52450.1		Encodes a cytoplasmically localized U-box domain E3 ubiquitin ligase protein that is involved in the response to water stress and acts as a negative regulator of PAMP-triggered immunity.		protein_coding		PLANT U-BOX 22 (PUB22)		PLANT U-BOX 22 (PUB22); (ATPUB22)

		XLOC_021491		XLOC_021491		AT4G15160		4:8646149-8647252		WT meristem		ebs Meristem		OK		23,974		514,005		110,031		186,526		5.00E-05		0.00114332		yes				AT5G46240		AT5G46240.1		Encodes a potassium channel protein (KAT1). ABA triggers KAT1 endocytosis  both in epidermal cells as  well as guard cells. Upon removal of ABA, KAT1 is recycled back to the plasma membrane. KAT1 is localized  within 0.5?0.6 &#956;m diameter microdomains at the  plasma membrane surface.  KAT1 belongs to the Shaker family K+ channel. This family includes five groups based on phylogenetic analysis (FEBS Letters (2007) 581: 2357): I (inward rectifying channel): AKT1 (AT2G26650), AKT5 (AT4G32500) and SPIK (also known as AKT6, AT2G25600); II (inward rectifying channel): KAT1 (AT5G46240) and KAT2 (AT4G18290); III (weakly inward rectifying channel): AKT2 (AT4G22200); IV (regulatory subunit involved in inwardly rectifying conductance formation): KAT3 (also known as AtKC1, AT4G32650); V (outward rectifying channel): SKOR (AT3G02850) and GORK (AT5G37500).		protein_coding		POTASSIUM CHANNEL IN ARABIDOPSIS THALIANA 1 (KAT1)		POTASSIUM CHANNEL IN ARABIDOPSIS THALIANA 1 (KAT1)

		XLOC_013818		XLOC_013818		AT3G01950		3:323976-324365		WT meristem		ebs Meristem		OK		618,723		132,623		109,996		182,724		0.00045		0.00736346		yes				AT5G09520		AT5G09520.1		hydroxyproline-rich glycoprotein family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; BEST Arabidopsis thaliana protein match is: hydroxyproline-rich glycoprotein family protein (TAIR:AT5G09530.1); Has 4837 Blast hits to 2182 proteins in 495 species: Archae - 22; Bacteria - 2025; Metazoa - 1314; Fungi - 166; Plants - 730; Viruses - 63; Other Eukaryotes - 517 (source: NCBI BLink).		protein_coding		PRO-GLU-LEU|ILE|VAL-PRO-LYS 2 (PELPK2)		PRO-GLU-LEU|ILE|VAL-PRO-LYS 2 (PELPK2)

		XLOC_007284		XLOC_007284		AT1G62225		1:22989549-22990341		WT meristem		ebs Meristem		OK		334,188		714,021		109,531		213,683		5.00E-05		0.00114332		yes				AT5G54190		AT5G54190.1		light-dependent NADPH:protochlorophyllide oxidoreductase A		protein_coding		PROTOCHLOROPHYLLIDE OXIDOREDUCTASE A (PORA)		PROTOCHLOROPHYLLIDE OXIDOREDUCTASE A (PORA)

		XLOC_006868		XLOC_006868		AT1G53860		1:20107106-20109511		WT meristem		ebs Meristem		OK		211,927		452,074		109,299		169,989		0.00145		0.0180717		yes				AT3G17790		AT3G17790.1		Expression is upregulated in the shoot of cax1/cax3 mutant.		protein_coding		PURPLE ACID PHOSPHATASE 17 (PAP17)		 (ATACP5);PURPLE ACID PHOSPHATASE 17 (PAP17); (ATPAP17)

		XLOC_001030		XLOC_001030		AT1G19150		1:6612748-6613972		WT meristem		ebs Meristem		OK		534,468		113,252		108,336		492,632		5.00E-05		0.00114332		yes				AT2G40330		AT2G40330.1		Encodes a member of the PYR (pyrabactin resistance  )/PYL(PYR1-like)/RCAR (regulatory components of ABA receptor) family proteins with 14 members.  PYR/PYL/RCAR family proteins function as abscisic acid sensors. Mediate ABA-dependent regulation of protein phosphatase 2Cs ABI1 and ABI2.		protein_coding		PYR1-LIKE 6 (PYL6)		REGULATORY COMPONENTS OF ABA RECEPTOR 9 (RCAR9);PYR1-LIKE 6 (PYL6)

		XLOC_030317		XLOC_030317		AT5G22390		5:7418115-7419249		WT meristem		ebs Meristem		OK		316,741		670,307		108,152		261,509		5.00E-05		0.00114332		yes				AT4G20050		AT4G20050.1		Encodes a polygalacturonase that plays a direct role in degrading the pollen mother cell wall during microspore development.		protein_coding		QUARTET 3 (QRT3)		QUARTET 3 (QRT3)

		XLOC_003286		XLOC_003286		AT1G63540,AT1G63550		1:23566957-23571107		WT meristem		ebs Meristem		OK		267,042		564,127		107,896		276,775		5.00E-05		0.00114332		yes				AT5G40170		AT5G40170.1		receptor like protein 54 (RLP54); FUNCTIONS IN: kinase activity; INVOLVED IN: signal transduction, defense response; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat, typical subtype (InterPro:IPR003591), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: receptor like protein 27 (TAIR:AT2G33060.1); Has 95502 Blast hits to 27133 proteins in 1050 species: Archae - 52; Bacteria - 4975; Metazoa - 18576; Fungi - 1120; Plants - 63605; Viruses - 17; Other Eukaryotes - 7157 (source: NCBI BLink).		protein_coding		RECEPTOR LIKE PROTEIN 54 (RLP54)		RECEPTOR LIKE PROTEIN 54 (AtRLP54);RECEPTOR LIKE PROTEIN 54 (RLP54)

		XLOC_023725		XLOC_023725		AT4G10600		4:6547785-6548864		WT meristem		ebs Meristem		OK		223,302		471,702		107,888		158,772		0.00255		0.027525		yes				AT4G16990		AT4G16990.2		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3); FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: defense response to fungus, incompatible interaction, regulation of defense response by callose deposition, defense response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance/zinc finger/chromosome condensation-like region (InterPro:IPR013591), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: disease resistance protein (TIR-NBS-LRR class), putative (TAIR:AT4G16890.1); Has 6697 Blast hits to 6313 proteins in 180 species: Archae - 0; Bacteria - 4; Metazoa - 2; Fungi - 0; Plants - 6691; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3)		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3)

		XLOC_019959		XLOC_019959		AT3G56090		3:20814046-20816035		WT meristem		ebs Meristem		OK		884,768		186,874		107,869		500,323		5.00E-05		0.00114332		yes				AT4G13395		AT4G13395.1		ROTUNDIFOLIA like 12 (RTFL12); CONTAINS InterPro DOMAIN/s: DVL (InterPro:IPR012552); BEST Arabidopsis thaliana protein match is: ROTUNDIFOLIA like 10 (TAIR:AT3G14362.1); Has 139 Blast hits to 139 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 139; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		ROTUNDIFOLIA LIKE 12 (RTFL12)		DEVIL 10 (DVL10);ROTUNDIFOLIA LIKE 12 (RTFL12)

		XLOC_004510		XLOC_004510		AT1G05490		1:1618601-1623452		WT meristem		ebs Meristem		OK		0.946545		199,709		107,716		199,645		5.00E-05		0.00114332		yes				AT3G58865		AT3G58865.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 10-1 (SADHU10-1)		SADHU NON-CODING RETROTRANSPOSON 10-1 (SADHU10-1)

		XLOC_030196		XLOC_030196		AT5G19650		5:6639631-6640297		WT meristem		ebs Meristem		OK		230,072		485,117		107,625		184,711		0.00085		0.0120227		yes				AT4G01525		AT4G01525.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 5-1 (SADHU5-1)		SADHU NON-CODING RETROTRANSPOSON 5-1 (SADHU5-1)

		XLOC_019153		XLOC_019153		transcript:AT3G43310.1		3:15265922-15268370		WT meristem		ebs Meristem		OK		393,777		826,089		106,892		400,181		5.00E-05		0.00114332		yes				AT3G02040		AT3G02040.1		Encodes a member of the glycerophosphodiester phosphodiesterase (GDPD) family. Has glycerophosphodiester phosphodiesterase activity. Functions in maintaining cellular phosphate homeostasis under phosphate starvation.		protein_coding		SENESCENCE-RELATED GENE 3 (SRG3)		SENESCENCE-RELATED GENE 3 (SRG3); (AtGDPD1);GLYCEROPHOSPHODIESTER PHOSPHODIESTERASE 1 (GDPD1)

		XLOC_032414		XLOC_032414		AT5G59130		5:23870097-23873720		WT meristem		ebs Meristem		OK		995,378		208,074		106,378		30,526		5.00E-05		0.00114332		yes				AT2G03710		AT2G03710.1		This gene belongs to the family of SEP genes. It is involved in the development of sepals, petals, stamens and carpels. Additionally, it plays a central role in the determination of flower meristem and organ identity.		protein_coding		SEPALLATA 4 (SEP4)		AGAMOUS-LIKE 3 (AGL3);SEPALLATA 4 (SEP4)

		XLOC_030464		XLOC_030464		AT5G24780		5:8507589-8508957		WT meristem		ebs Meristem		OK		488,561		102,123		106,369		42,608		5.00E-05		0.00114332		yes				AT1G24260		AT1G24260.2		Member of the MADs box transcription factor family. SEP3 is redundant with SEP1 and 2. Flowers of SEP1/2/3 triple mutants show a conversion of petals and stamens to sepals.SEP3 forms heterotetrameric complexes with other MADS box family members and binds to the CArG box motif.		protein_coding		SEPALLATA3 (SEP3)		AGAMOUS-LIKE 9 (AGL9);SEPALLATA3 (SEP3)

		XLOC_027568		XLOC_027568		AT5G39785		5:15929187-15932276		WT meristem		ebs Meristem		OK		301,415		626,946		105,659		17,367		0.0019		0.0221119		yes				AT5G17240		AT5G17240.1		SET domain group 40 (SDG40); CONTAINS InterPro DOMAIN/s: SET domain (InterPro:IPR001214); BEST Arabidopsis thaliana protein match is: SET domain-containing protein (TAIR:AT3G55080.1); Has 770 Blast hits to 763 proteins in 162 species: Archae - 0; Bacteria - 0; Metazoa - 214; Fungi - 160; Plants - 288; Viruses - 0; Other Eukaryotes - 108 (source: NCBI BLink).		protein_coding		SET DOMAIN GROUP 40 (SDG40)		SET DOMAIN GROUP 40 (SDG40)

		XLOC_021499		XLOC_021499		AT4G15260		4:8713688-8715339		WT meristem		ebs Meristem		OK		0.939692		195,391		10,561		15,426		0.0019		0.0221119		yes				AT3G58780		AT3G58780.3		One of two genes (SHP1 and SHP2) that are required for fruit dehiscence. The two genes control dehiscence zone differentiation and promote the lignification of adjacent cells.		protein_coding		SHATTERPROOF 1 (SHP1)		SHATTERPROOF 1 (SHP1)

		XLOC_026193		XLOC_026193		AT5G14740		5:4757971-4762615		WT meristem		ebs Meristem		OK		907,505		188,461		105,429		41,537		5.00E-05		0.00114332		yes				AT5G51480		AT5G51480.1		SKU5  similar 2 (SKS2); FUNCTIONS IN: oxidoreductase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, type 2 (InterPro:IPR011706), Multicopper oxidase, type 1 (InterPro:IPR001117); BEST Arabidopsis thaliana protein match is: SKU5 similar 1 (TAIR:AT4G25240.1); Has 5377 Blast hits to 5350 proteins in 989 species: Archae - 4; Bacteria - 1723; Metazoa - 282; Fungi - 1915; Plants - 1288; Viruses - 0; Other Eukaryotes - 165 (source: NCBI BLink).		protein_coding		SKU5  SIMILAR 2 (SKS2)		SKU5  SIMILAR 2 (SKS2)

		XLOC_015735		XLOC_015735		AT3G41768		3:14197676-14199484		WT meristem		ebs Meristem		OK		502,204		104,188		105,284		370,102		5.00E-05		0.00114332		yes				AT5G20150		AT5G20150.1		Expression is upregulated in the shoot of cax1/cax3 mutant.		protein_coding		SPX  DOMAIN GENE 1 (SPX1)		SPX  DOMAIN GENE 1 (SPX1);ARABIDOPSIS THALIANA SPX  DOMAIN GENE 1 (ATSPX1)

		XLOC_021261		XLOC_021261		AT4G11320		4:6887253-6889059		WT meristem		ebs Meristem		OK		735,287		152,194		104,954		273,387		5.00E-05		0.00114332		yes				AT3G02850		AT3G02850.1		Encodes SKOR, a member of Shaker family potassium ion (K+) channel.  This family includes five groups based on phylogenetic analysis (FEBS Letters (2007) 581: 2357): I (inward rectifying channel): AKT1 (AT2G26650), AKT5 (AT4G32500) and SPIK (also known as AKT6, AT2G25600); II (inward rectifying channel): KAT1 (AT5G46240) and KAT2 (AT4G18290); III (weakly inward rectifying channel): AKT2 (AT4G22200); IV (regulatory subunit involved in inwardly rectifying conductance formation): KAT3 (also known as AtKC1, AT4G32650); V (outward rectifying channel): SKOR (AT3G02850) and GORK (AT5G37500).  Mediates the delivery of K+ from stelar cells to the xylem in the roots towards the shoot. mRNA accumulation is modulated by abscisic acid. K+ gating activity is modulated by external and internal K+.		protein_coding		STELAR K+ OUTWARD RECTIFIER (SKOR)		STELAR K+ OUTWARD RECTIFIER (SKOR)

		XLOC_016009		XLOC_016009		AT3G44770		3:16316079-16319458		WT meristem		ebs Meristem		OK		213,763		442,443		104,948		21,258		5.00E-05		0.00114332		yes				AT2G41300		AT2G41300.1		Although this enzyme is predicted to encode a strictosidine synthase (SS), it lacks a conserved catalytic glutamate residue found in active SS enzymes and it is not expected to have SS activity.		protein_coding		STRICTOSIDINE SYNTHASE-LIKE 1 (SSL1)		STRICTOSIDINE SYNTHASE-LIKE 1 (SSL1)

		XLOC_030255		XLOC_030255		AT5G20740		5:7025685-7026532		WT meristem		ebs Meristem		OK		36,594		756,961		104,861		457,568		5.00E-05		0.00114332		yes				AT5G49190		AT5G49190.1		Encodes a sucrose synthase (SUS2). The activity of the enzyme could not be assayed as proved to be insoluble (PMID 17257168). However, analyses of an sus2 mutant revealed a deficiency in sucrose synthase activity 12 and 15 days after flowering. There are some reports that SUS2 transcript levels are increased in leaves specifically by O(2) deficiency whereas other reports indicate that SUS2 is expressed only in seeds. Immulocalization shows that SUS2 is present in the cytosol of developing seeds, but, it also associated with plastids, though not located within them.		protein_coding		SUCROSE SYNTHASE 2 (SUS2)		SUCROSE SYNTHASE 2 (SUS2); (ATSUS2);SUCROSE SYNTHASE FROM ARABIDOPSIS (SSA)

		XLOC_022552		XLOC_022552		AT4G33160		4:15994088-15995655		WT meristem		ebs Meristem		OK		433,216		89,522		104,715		188,088		0.00025		0.00450254		yes				AT5G08150		AT5G08150.1		Encodes SOB5.  Activation tagging lines accumulated higher level of cytokinin.		protein_coding		SUPPRESSOR OF PHYTOCHROME B 5 (SOB5)		SUPPRESSOR OF PHYTOCHROME B 5 (SOB5)

		XLOC_009984		XLOC_009984		AT2G29290,transcript:AT2G29280.1		2:12585855-12587742		WT meristem		ebs Meristem		OK		714,653		147,279		104,323		343,847		5.00E-05		0.00114332		yes				AT5G51330		AT5G51330.1		Encodes novel protein involved in sister chromatid cohesion and meiotic chromosome organization during both male and female meiosis.  Gene has two alternate transcripts which produce two similar proteins, one 57 aa shorter than the other.		protein_coding		SWITCH1 (SWI1)		 (DYAD);SWITCH1 (SWI1)

		XLOC_026501		XLOC_026501		AT5G20150		5:6802371-6803625		WT meristem		ebs Meristem		OK		855,429		175,586		103,746		21,517		0.0001		0.00206184		yes				AT5G03840		AT5G03840.1		Controls inflorescence meristem identity. Involved in the floral initiation process. Ortholog of the Antirrhinum gene CENTRORADIALIS (CEN). Involved in protein trafficking to the protein storage vacuole.		protein_coding		TERMINAL FLOWER 1 (TFL1)		TERMINAL FLOWER 1 (TFL-1);TERMINAL FLOWER 1 (TFL1)

		XLOC_018003		XLOC_018003		AT3G17290		3:5905051-5906716		WT meristem		ebs Meristem		OK		0.868914		177,947		103,416		18,774		0.0007		0.010375		yes				AT2G37720		AT2G37720.1		Encodes a member of the TBL (TRICHOME BIREFRINGENCE-LIKE) gene family containing a plant-specific DUF231 (domain of unknown function) domain. TBL gene family has 46 members, two of which (TBR/AT5G06700 and TBL3/AT5G01360) have been shown to be involved in the synthesis and deposition of secondary wall cellulose, presumably by influencing the esterification state of pectic polymers. A nomenclature for this gene family has been proposed (Volker Bischoff & Wolf Scheible, 2010, personal communication).		protein_coding		TRICHOME BIREFRINGENCE-LIKE 15 (TBL15)		TRICHOME BIREFRINGENCE-LIKE 15 (TBL15)

		XLOC_026039		XLOC_026039		AT5G11230		5:3580561-3581617		WT meristem		ebs Meristem		OK		515,817		105,319		102,984		30,145		5.00E-05		0.00114332		yes				AT2G30432		AT2G30432.1		Encodes TRICHOMELESS1 (TCL1), a single-repeat MYB-type transcription factor that negatively regulates trichome formation by suppressing GL1 (GLABRA1). In a tandem repeat with AT2g30424 and AT2g30420.		protein_coding		TRICHOMELESS1 (TCL1)		TRICHOMELESS1 (TCL1)

		XLOC_009958		XLOC_009958		AT2G28720		2:12326977-12327678		WT meristem		ebs Meristem		OK		153,424		312,153		102,473		478,072		5.00E-05		0.00114332		yes				AT1G22340		AT1G22340.1		UDP-glucosyl transferase 85A7 (UGT85A7); FUNCTIONS IN: UDP-glycosyltransferase activity, transferase activity, transferring glycosyl groups, glucuronosyltransferase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 8 plant structures; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-glucosyl transferase 85A2 (TAIR:AT1G22360.1); Has 7763 Blast hits to 7662 proteins in 424 species: Archae - 0; Bacteria - 289; Metazoa - 2112; Fungi - 32; Plants - 5212; Viruses - 58; Other Eukaryotes - 60 (source: NCBI BLink).		protein_coding		UDP-GLUCOSYL TRANSFERASE 85A7 (UGT85A7)		UDP-GLUCOSYL TRANSFERASE 85A7 (UGT85A7);UDP-GLUCOSYL TRANSFERASE 85A7 (AtUGT85A7)

		XLOC_012244		XLOC_012244		AT2G21330		2:9128146-9130240		WT meristem		ebs Meristem		OK		189,087		384,129		102,254		3,502		5.00E-05		0.00114332		yes				AT2G43840		AT2G43840.2		UGT74F1 transfers UDP:glucose to salicylic acid (forming a glucoside), benzoic acid, quercetin, and athranilate in vitro. UGT74F1 shows a weak ability to catalyze the formation of the p-aminobenzoate-glucose ester in vitro. But, UGT75B1 appears to be the dominant pABA acylglucosyltransferase in vivo based on assays in leaves, flowers, and siliques. The true biological substrate(s) of UGT74F1 are not known, but mutant plants lacking UGT74F1 have a decreased level of salicylate glucoside.		protein_coding		UDP-GLYCOSYLTRANSFERASE 74 F1 (UGT74F1)		UDP-GLYCOSYLTRANSFERASE 74 F1 (UGT74F1)

		XLOC_031205		XLOC_031205		AT5G38020		5:15165651-15167729		WT meristem		ebs Meristem		OK		1,091		221,613		10,224		152,707		0.00085		0.0120227		yes				AT5G24780		AT5G24780.1		encodes an acid phosphatase similar to soybean vegetative storage proteins. Gene expression is induced by wounding and jasmonic acid.		protein_coding		VEGETATIVE STORAGE PROTEIN 1 (VSP1)		VEGETATIVE STORAGE PROTEIN 1 (VSP1); (ATVSP1)

		XLOC_010619		XLOC_010619		AT2G40400		2:16869333-16873258		WT meristem		ebs Meristem		OK		117,751		239,094		102,184		212,671		0.00035		0.00605745		yes				AT5G24770		AT5G24770.1		Has acid phosphatase activity dependent on the presence of divalent cations (Mg2+, Co2+, Zn2+, Mn2+) and anti-insect activity. Insects fed with the protein show a retarded development. Induced in response to abscisic acid, jasmonic acid, salt, water deficiency and wounding.		protein_coding		VEGETATIVE STORAGE PROTEIN 2 (VSP2)		VEGETATIVE STORAGE PROTEIN 2 (VSP2); (ATVSP2)

		XLOC_024878		XLOC_024878		AT4G29700		4:14543456-14545138		WT meristem		ebs Meristem		OK		411,096		83,189		101,692		237,212		5.00E-05		0.00114332		yes				AT1G69310		AT1G69310.1		member of WRKY Transcription Factor; Group II-c		protein_coding		WRKY DNA-BINDING PROTEIN 57 (WRKY57)		 (AtWRKY57);WRKY DNA-BINDING PROTEIN 57 (WRKY57)

		XLOC_024578		XLOC_024578		AT4G24260		4:12577870-12580133		WT meristem		ebs Meristem		OK		0.547176		110,543		101,453		163,214		0.00175		0.02075		yes				AT5G64530		AT5G64530.1		xylem NAC domain 1 (XND1); CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 25 (TAIR:AT1G61110.1); Has 2741 Blast hits to 2738 proteins in 73 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2741; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		XYLEM NAC DOMAIN 1 (XND1)		XYLEM NAC DOMAIN 1 (XND1);ARABIDOPSIS NAC DOMAIN CONTAINING PROTEIN 104 (ANAC104)

		XLOC_029581		XLOC_029581		AT5G08150		5:2622029-2622720		WT meristem		ebs Meristem		OK		51,517		103,887		101,189		163,389		0.00025		0.00450254		yes				AT4G32540		AT4G32540.1		Mutant has elevated levels of free IAA in dominant mutant allele; Flavin Monooxygenase-Like Enzyme; Auxin Biosynthesis		protein_coding		YUCCA 1 (YUC1)		YUCCA (YUC);YUCCA 1 (YUC1)

		XLOC_028288		XLOC_028288		AT5G51720		5:21009591-21010345		WT meristem		ebs Meristem		OK		847,197		170,806		101,159		432,762		5.00E-05		0.00114332		yes

		XLOC_029424		XLOC_029424		AT5G05060		5:1493718-1495085		WT meristem		ebs Meristem		OK		444,771		89,323		100,597		479,886		5.00E-05		0.00114332		yes				downregulated

		XLOC_029029		XLOC_029029		AT5G64530		5:25795232-25796938		WT meristem		ebs Meristem		OK		197,608		39,672		100,548		140,276		0.0034		0.0341488		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_002901		XLOC_002901		AT1G56170		1:21024763-21025883		WT meristem		ebs Meristem		OK		866,548		173,926		100,512		28,782		5.00E-05		0.00114332		yes				AT1G17147		AT1G17147.1		VQ motif-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT1G78410.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_015238		XLOC_015238		AT3G26200		3:9589281-9591179		WT meristem		ebs Meristem		OK		261,484		524,398		100,394		199,124		5.00E-05		0.00114332		yes				AT3G49510		AT3G49510.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G49520.1); Has 2110 Blast hits to 1239 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2108; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_023921		XLOC_023921		AT4G13575		4:7892319-7893705		WT meristem		ebs Meristem		OK		15,593		312,472		100,283		355,485		5.00E-05		0.00114332		yes				AT4G08555		AT4G08555.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: cultured cell; Has 4 Blast hits to 4 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 4; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029640		XLOC_029640		AT5G09530		5:2959733-2961271		WT meristem		ebs Meristem		OK		528,101		105,646		100,035		318,821		5.00E-05		0.00114332		yes				AT1G17960		AT1G17960.1		Threonyl-tRNA synthetase; FUNCTIONS IN: nucleotide binding, aminoacyl-tRNA ligase activity, threonine-tRNA ligase activity, ATP binding; INVOLVED IN: threonyl-tRNA aminoacylation, translation, tRNA aminoacylation for protein translation; LOCATED IN: cytoplasm; EXPRESSED IN: inflorescence meristem, root, pedicel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Threonyl/alanyl tRNA synthetase, class II-like, putative editing domain (InterPro:IPR018163), Aminoacyl-tRNA synthetase, class II (G/ H/ P/ S), conserved domain (InterPro:IPR002314), Beta-grasp fold, ferredoxin-type (InterPro:IPR012675), Aminoacyl-tRNA synthetase, class II, conserved domain (InterPro:IPR006195), TGS-like (InterPro:IPR012676), TGS (InterPro:IPR004095), Anticodon-binding (InterPro:IPR004154), Threonyl-tRNA synthetase, class IIa, conserved region (InterPro:IPR018158); BEST Arabidopsis thaliana protein match is: Threonyl-tRNA synthetase (TAIR:AT5G26830.1); Has 16132 Blast hits to 11197 proteins in 2892 species: Archae - 329; Bacteria - 9775; Metazoa - 548; Fungi - 378; Plants - 140; Viruses - 0; Other Eukaryotes - 4962 (source: NCBI BLink).		protein_coding

		XLOC_013743		XLOC_013743		AT2G47750		2:19560126-19563191		WT meristem		ebs Meristem		OK		179,735		359,357		0.999543		227,836		5.00E-05		0.00114332		yes				AT4G14190		AT4G14190.1		Pentatricopeptide repeat (PPR) superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Pentatricopeptide repeat (PPR) superfamily protein (TAIR:AT3G42630.1); Has 17113 Blast hits to 6259 proteins in 178 species: Archae - 1; Bacteria - 6; Metazoa - 71; Fungi - 33; Plants - 16698; Viruses - 0; Other Eukaryotes - 304 (source: NCBI BLink).		protein_coding

		XLOC_028294		XLOC_028294		AT5G51780		5:21034822-21036773		WT meristem		ebs Meristem		OK		147,203		293,277		0.994454		143,042		0.0027		0.0289201		yes				AT5G14940		AT5G14940.1		Major facilitator superfamily protein; FUNCTIONS IN: amino acid transmembrane transporter activity, transporter activity; INVOLVED IN: oligopeptide transport, response to nematode; LOCATED IN: membrane; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT3G01350.1); Has 5224 Blast hits to 5039 proteins in 856 species: Archae - 0; Bacteria - 1785; Metazoa - 536; Fungi - 394; Plants - 2164; Viruses - 0; Other Eukaryotes - 345 (source: NCBI BLink).		protein_coding

		XLOC_021500		XLOC_021500		AT4G15280		4:8719181-8720618		WT meristem		ebs Meristem		OK		100,685		200,556		0.994157		178,206		0.001		0.0135734		yes				AT5G06930		AT5G06930.1		LOCATED IN: chloroplast; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 7 growth stages; BEST Arabidopsis thaliana protein match is: nucleolar protein gar2-related (TAIR:AT2G42320.2); Has 3369 Blast hits to 1526 proteins in 313 species: Archae - 2; Bacteria - 910; Metazoa - 754; Fungi - 336; Plants - 137; Viruses - 11; Other Eukaryotes - 1219 (source: NCBI BLink).		protein_coding

		XLOC_000138		XLOC_000138		AT1G03420		1:844435-847739		WT meristem		ebs Meristem		OK		564,182		112,118		0.990782		225,128		5.00E-05		0.00114332		yes				AT4G11521		AT4G11521.1		Receptor-like protein kinase-related family protein; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF26 (InterPro:IPR002902); BEST Arabidopsis thaliana protein match is: cysteine-rich RLK (RECEPTOR-like protein kinase) 34 (TAIR:AT4G11530.1); Has 1353 Blast hits to 1309 proteins in 19 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1353; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004341		XLOC_004341		AT1G02770		1:604872-606693		WT meristem		ebs Meristem		OK		679,178		134,805		0.989009		185,834		0.0007		0.010375		yes				AT3G16800		AT3G16800.2		Protein phosphatase 2C family protein; FUNCTIONS IN: protein serine/threonine phosphatase activity, catalytic activity; INVOLVED IN: biological_process unknown; LOCATED IN: nucleus, cytoplasm; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Protein phosphatase 2C-related (InterPro:IPR001932), Protein phosphatase 2C (InterPro:IPR015655), Protein phosphatase 2C, N-terminal (InterPro:IPR014045); BEST Arabidopsis thaliana protein match is: Protein phosphatase 2C family protein (TAIR:AT5G27930.2); Has 6043 Blast hits to 6037 proteins in 299 species: Archae - 0; Bacteria - 10; Metazoa - 1467; Fungi - 737; Plants - 2641; Viruses - 5; Other Eukaryotes - 1183 (source: NCBI BLink).		protein_coding

		XLOC_012657		XLOC_012657		AT2G28500		2:12186568-12188142		WT meristem		ebs Meristem		OK		471,399		92,908		0.978853		177,022		0.001		0.0135734		yes				AT3G48640		AT3G48640.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT5G66670.2); Has 42 Blast hits to 42 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 42; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010538		XLOC_010538		AT2G38940		2:16257227-16260225		WT meristem		ebs Meristem		OK		197,027		387,744		0.976713		16,042		0.0009		0.0125121		yes				AT1G16850		AT1G16850.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to salt stress; LOCATED IN: endomembrane system; EXPRESSED IN: leaf apex, leaf whorl, male gametophyte, flower, leaf; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, LP.10 ten leaves visible, petal differentiation and expansion stage, LP.08 eight leaves visible; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G64820.1); Has 24 Blast hits to 24 proteins in 6 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 24; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_025637		XLOC_025637		AT5G03620		5:918737-921874		WT meristem		ebs Meristem		OK		0.557214		109,479		0.974355		170,496		0.001		0.0135734		yes				AT4G22520		AT4G22520.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT4G22610.1); Has 641 Blast hits to 635 proteins in 53 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 641; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005989		XLOC_005989		AT1G32900		1:11920389-11923766		WT meristem		ebs Meristem		OK		666,872		131,011		0.974206		376,774		5.00E-05		0.00114332		yes				AT1G05340		AT1G05340.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 7 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G32210.1); Has 189 Blast hits to 189 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 21; Plants - 168; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016627		XLOC_016627		AT3G55710		3:20673846-20675946		WT meristem		ebs Meristem		OK		284,042		556,987		0.971538		20,239		5.00E-05		0.00114332		yes				AT3G09490		AT3G09490.1		Tetratricopeptide repeat (TPR)-like superfamily protein; FUNCTIONS IN: binding; INVOLVED IN: photosynthesis, light reaction; LOCATED IN: chloroplast thylakoid lumen; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Tetratricopeptide-like helical (InterPro:IPR011990), Tetratricopeptide repeat-containing (InterPro:IPR013026), Tetratricopeptide repeat (InterPro:IPR019734); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G02590.1); Has 963 Blast hits to 845 proteins in 243 species: Archae - 144; Bacteria - 518; Metazoa - 11; Fungi - 0; Plants - 91; Viruses - 0; Other Eukaryotes - 199 (source: NCBI BLink).		protein_coding

		XLOC_000736		XLOC_000736		AT1G14150		1:4839852-4841848		WT meristem		ebs Meristem		OK		377,119		736,633		0.965926		253,607		5.00E-05		0.00114332		yes				AT4G16220		AT4G16220.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT4G16230.1); Has 1826 Blast hits to 1811 proteins in 38 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1826; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_006768		XLOC_006768		AT1G52270		1:19463677-19464355		WT meristem		ebs Meristem		OK		174,403		340,282		0.964307		137,135		0.00505		0.0460067		yes				AT3G46650		AT3G46650.1		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: UDP-glycosyltransferase activity, transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-Glycosyltransferase superfamily protein (TAIR:AT3G46680.1); Has 6790 Blast hits to 6740 proteins in 418 species: Archae - 0; Bacteria - 365; Metazoa - 1293; Fungi - 26; Plants - 5055; Viruses - 16; Other Eukaryotes - 35 (source: NCBI BLink).		protein_coding

		XLOC_020423		XLOC_020423		AT4G00310		4:133642-135469		WT meristem		ebs Meristem		OK		916,469		178,699		0.963375		334,437		5.00E-05		0.00114332		yes				AT3G45730		AT3G45730.1		unknown protein; Has 3 Blast hits to 3 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 3; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013726		XLOC_013726		AT2G47260		2:19404819-19407084		WT meristem		ebs Meristem		OK		278,873		543,515		0.962711		281,413		5.00E-05		0.00114332		yes				AT5G24080		AT5G24080.1		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell, stamen; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase, catalytic domain (InterPro:IPR000719), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635); BEST Arabidopsis thaliana protein match is: S-locus lectin protein kinase family protein (TAIR:AT2G19130.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_015099		XLOC_015099		AT3G23840		3:8611125-8612690		WT meristem		ebs Meristem		OK		349,959		681,739		0.962034		147,454		0.00045		0.00736346		yes				AT1G72125		AT1G72125.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport; LOCATED IN: membrane; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: PTR2 family proton/oligopeptide symporter, conserved site (InterPro:IPR018456), Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT1G72120.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_001006		XLOC_001006		AT1G18773		1:6474801-6475904		WT meristem		ebs Meristem		OK		367,242		714,446		0.960094		217,213		5.00E-05		0.00114332		yes				AT5G10760		AT5G10760.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: apoplast; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT5G10770.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_017229		XLOC_017229		AT3G04230		3:1112989-1113659		WT meristem		ebs Meristem		OK		127,421		247,702		0.959001		259,363		5.00E-05		0.00114332		yes				AT1G74330		AT1G74330.1		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation, N-terminal protein myristoylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase, catalytic domain (InterPro:IPR000719), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT1G18670.1); Has 123005 Blast hits to 121589 proteins in 4349 species: Archae - 90; Bacteria - 13409; Metazoa - 46270; Fungi - 12908; Plants - 29866; Viruses - 453; Other Eukaryotes - 20009 (source: NCBI BLink).		protein_coding

		XLOC_014002		XLOC_014002		AT3G05250		3:1495596-1497469		WT meristem		ebs Meristem		OK		728,036		141,211		0.955773		158,724		0.00315		0.0323372		yes				AT2G20870		AT2G20870.1		cell wall protein precursor, putative; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 7 growth stages; BEST Arabidopsis thaliana protein match is: hydroxyproline-rich glycoprotein family protein (TAIR:AT4G28160.1); Has 75 Blast hits to 75 proteins in 18 species: Archae - 0; Bacteria - 27; Metazoa - 5; Fungi - 2; Plants - 41; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_022027		XLOC_022027		AT4G24120		4:12524490-12527341		WT meristem		ebs Meristem		OK		317,969		614,912		0.951493		280,055		5.00E-05		0.00114332		yes				AT3G55940		AT3G55940.1		Phosphoinositide-specific phospholipase C family protein; FUNCTIONS IN: phosphoinositide phospholipase C activity, phospholipase C activity, phosphoric diester hydrolase activity; INVOLVED IN: signal transduction, intracellular signaling pathway, lipid metabolic process; LOCATED IN: plasma membrane; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 4 anthesis, LP.10 ten leaves visible, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Phospholipase C, phosphoinositol-specific, EF-hand-like (InterPro:IPR015359), Phospholipase C, phosphatidylinositol-specific , X domain (InterPro:IPR000909), C2 calcium/lipid-binding domain, CaLB (InterPro:IPR008973), Phospholipase C, phosphoinositol-specific (InterPro:IPR001192), Phospholipase C, phosphatidylinositol-specific, Y domain (InterPro:IPR001711), PLC-like phosphodiesterase, TIM beta/alpha-barrel domain (InterPro:IPR017946), C2 membrane targeting protein (InterPro:IPR018029), C2 calcium-dependent membrane targeting (InterPro:IPR000008); BEST Arabidopsis thaliana protein match is: phospholipase C 2 (TAIR:AT3G08510.2); Has 7225 Blast hits to 3392 proteins in 352 species: Archae - 10; Bacteria - 635; Metazoa - 3351; Fungi - 1029; Plants - 675; Viruses - 45; Other Eukaryotes - 1480 (source: NCBI BLink).		protein_coding

		XLOC_009267		XLOC_009267		AT2G17036		2:7403855-7405219		WT meristem		ebs Meristem		OK		0.964534		186,188		0.948852		157,702		0.0025		0.0271204		yes				AT2G30840		AT2G30840.1		encodes a protein whose sequence is similar to 2-oxoglutarate-dependent dioxygenase		protein_coding

		XLOC_015533		XLOC_015533		AT3G30530		3:12139511-12140033		WT meristem		ebs Meristem		OK		308,338		593,308		0.94427		153,851		0.00315		0.0323372		yes				AT1G65845		AT1G65845.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 9 Blast hits to 9 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 9; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030424		XLOC_030424		AT5G24205		5:8210821-8213086		WT meristem		ebs Meristem		OK		259,862		49,947		0.942651		179,567		0.00095		0.0130675		yes				AT1G30720		AT1G30720.1		FAD-binding Berberine family protein; FUNCTIONS IN: electron carrier activity, oxidoreductase activity, FAD binding, catalytic activity; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: FAD-binding, type 2 (InterPro:IPR016166), Berberine/berberine-like (InterPro:IPR012951), FAD linked oxidase, N-terminal (InterPro:IPR006094); BEST Arabidopsis thaliana protein match is: FAD-binding Berberine family protein (TAIR:AT1G30730.1); Has 3969 Blast hits to 3939 proteins in 594 species: Archae - 30; Bacteria - 1573; Metazoa - 1; Fungi - 1535; Plants - 718; Viruses - 0; Other Eukaryotes - 112 (source: NCBI BLink).		protein_coding

		XLOC_010803		XLOC_010803		AT2G43535		2:18070972-18071676		WT meristem		ebs Meristem		OK		346,041		659,447		0.930314		375,595		5.00E-05		0.00114332		yes				AT3G54150		AT3G54150.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; FUNCTIONS IN: methyltransferase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Methyltransferase type 11 (InterPro:IPR013216); BEST Arabidopsis thaliana protein match is: S-adenosyl-L-methionine-dependent methyltransferases superfamily protein (TAIR:AT1G55450.1); Has 989 Blast hits to 984 proteins in 381 species: Archae - 6; Bacteria - 545; Metazoa - 68; Fungi - 151; Plants - 164; Viruses - 0; Other Eukaryotes - 55 (source: NCBI BLink).		protein_coding

		XLOC_010720		XLOC_010720		AT2G42040		2:17543033-17545230		WT meristem		ebs Meristem		OK		142,752		271,761		0.928831		387,324		5.00E-05		0.00114332		yes				AT4G15610		AT4G15610.1		Uncharacterised protein family (UPF0497); CONTAINS InterPro DOMAIN/s: Uncharacterised protein family UPF0497, trans-membrane plant (InterPro:IPR006702), Uncharacterised protein family UPF0497, trans-membrane plant subgroup (InterPro:IPR006459); BEST Arabidopsis thaliana protein match is: Uncharacterised protein family (UPF0497) (TAIR:AT3G06390.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_012327		XLOC_012327		AT2G23030		2:9803491-9806700		WT meristem		ebs Meristem		OK		163,835		311,388		0.926468		144,101		0.00185		0.0216073		yes				AT5G12940		AT5G12940.1		Leucine-rich repeat (LRR) family protein; INVOLVED IN: signal transduction; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat (LRR) family protein (TAIR:AT3G20820.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_030049		XLOC_030049		AT5G17090		5:5621248-5622476		WT meristem		ebs Meristem		OK		50.75		964,242		0.925988		439,701		5.00E-05		0.00114332		yes				AT2G21220		AT2G21220.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT4G38860.1); Has 1403 Blast hits to 1386 proteins in 28 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1402; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_006143		XLOC_006143		AT1G35730		1:13227323-13229796		WT meristem		ebs Meristem		OK		0.75671		143,718		0.925424		159,035		0.00245		0.0267267		yes				AT5G38780		AT5G38780.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; FUNCTIONS IN: S-adenosylmethionine-dependent methyltransferase activity, methyltransferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: SAM dependent carboxyl methyltransferase (InterPro:IPR005299); BEST Arabidopsis thaliana protein match is: S-adenosyl-L-methionine-dependent methyltransferases superfamily protein (TAIR:AT5G38100.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_022028		XLOC_022028		AT4G24130		4:12527752-12528593		WT meristem		ebs Meristem		OK		395,017		746,779		0.918767		157,199		0.0008		0.0115074		yes				AT4G39830		AT4G39830.1		Cupredoxin superfamily protein; FUNCTIONS IN: oxidoreductase activity, L-ascorbate oxidase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: endomembrane system, extracellular region; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Multicopper oxidase, type 2 (InterPro:IPR011706), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, copper-binding site (InterPro:IPR002355), Multicopper oxidase, type 1 (InterPro:IPR001117), L-ascorbate oxidase, plants (InterPro:IPR017760); BEST Arabidopsis thaliana protein match is: Plant L-ascorbate oxidase (TAIR:AT5G21100.1); Has 10346 Blast hits to 8779 proteins in 1558 species: Archae - 67; Bacteria - 4905; Metazoa - 456; Fungi - 3230; Plants - 1293; Viruses - 0; Other Eukaryotes - 395 (source: NCBI BLink).		protein_coding

		XLOC_016799		XLOC_016799		AT3G59190		3:21884526-21886776		WT meristem		ebs Meristem		OK		176,623		333,484		0.916948		177,294		0.0006		0.00915728		yes				AT5G64120		AT5G64120.1		encodes a cell wall bound peroxidase that is induced by hypo-osmolarity		protein_coding

		XLOC_016879		XLOC_016879		AT3G60647		3:22419350-22419548		WT meristem		ebs Meristem		OK		37,948		713,476		0.910842		15,145		0.0044		0.0414799		yes				AT1G24147		AT1G24147.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G24148.1); Has 4 Blast hits to 4 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 4; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005375		XLOC_005375		AT1G20990		1:7330523-7331946		WT meristem		ebs Meristem		OK		239,361		449,759		0.909965		187,081		0.0004		0.00669125		yes				AT3G51440		AT3G51440.1		Calcium-dependent phosphotriesterase superfamily protein; FUNCTIONS IN: strictosidine synthase activity; INVOLVED IN: alkaloid biosynthetic process, biosynthetic process; LOCATED IN: endoplasmic reticulum; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Strictosidine synthase, conserved region (InterPro:IPR018119), Strictosidine synthase (InterPro:IPR004141), Six-bladed beta-propeller, TolB-like (InterPro:IPR011042); BEST Arabidopsis thaliana protein match is: Calcium-dependent phosphotriesterase superfamily protein (TAIR:AT3G51430.1); Has 1624 Blast hits to 1611 proteins in 398 species: Archae - 36; Bacteria - 672; Metazoa - 222; Fungi - 24; Plants - 455; Viruses - 0; Other Eukaryotes - 215 (source: NCBI BLink).		protein_coding

		XLOC_029203		XLOC_029203		AT5G01040		5:9868-16173		WT meristem		ebs Meristem		OK		427,902		801,335		0.905124		201,935		5.00E-05		0.00114332		yes				AT1G15165		AT1G15165.1		RING/FYVE/PHD zinc finger superfamily protein; FUNCTIONS IN: ubiquitin-protein ligase activity; INVOLVED IN: protein ubiquitination; LOCATED IN: ubiquitin ligase complex; CONTAINS InterPro DOMAIN/s: U box domain (InterPro:IPR003613); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT1G67530.2); Has 427 Blast hits to 408 proteins in 25 species: Archae - 0; Bacteria - 2; Metazoa - 1; Fungi - 0; Plants - 420; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_018453		XLOC_018453		AT3G25620		3:9316073-9319571		WT meristem		ebs Meristem		OK		130,467		244,029		0.90337		206,731		5.00E-05		0.00114332		yes				AT2G39210		AT2G39210.1		Major facilitator superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: transmembrane transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Nodulin-like (InterPro:IPR010658), Major facilitator superfamily MFS-1 (InterPro:IPR011701), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT2G28120.1); Has 3072 Blast hits to 2927 proteins in 685 species: Archae - 32; Bacteria - 1223; Metazoa - 36; Fungi - 288; Plants - 601; Viruses - 0; Other Eukaryotes - 892 (source: NCBI BLink).		protein_coding

		XLOC_025990		XLOC_025990		AT5G10278,AT5G10280		5:3228240-3234210		WT meristem		ebs Meristem		OK		214,856		400,631		0.898903		181,375		0.0001		0.00206184		yes				AT5G38320		AT5G38320.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G67050.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_006151		XLOC_006151		AT1G35830		1:13321213-13322122		WT meristem		ebs Meristem		OK		568,946		105,632		0.892679		248,671		5.00E-05		0.00114332		yes				AT2G41080		AT2G41080.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Pentatricopeptide repeat (PPR) superfamily protein (TAIR:AT4G13650.1); Has 35775 Blast hits to 12998 proteins in 218 species: Archae - 0; Bacteria - 5; Metazoa - 12; Fungi - 37; Plants - 35395; Viruses - 0; Other Eukaryotes - 326 (source: NCBI BLink).		protein_coding

		XLOC_032249		XLOC_032249		AT5G56240		5:22759802-22764587		WT meristem		ebs Meristem		OK		218,936		406,041		0.891115		423,232		5.00E-05		0.00114332		yes				AT2G18690		AT2G18690.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: membrane; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF975 (InterPro:IPR010380); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G18680.1); Has 213 Blast hits to 211 proteins in 20 species: Archae - 0; Bacteria - 8; Metazoa - 0; Fungi - 0; Plants - 205; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029916		XLOC_029916		AT5G14580		5:4697239-4703084		WT meristem		ebs Meristem		OK		153,164		283,273		0.887119		196,309		0.0002		0.00374736		yes				AT1G70270		AT1G70270.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G23965.1); Has 20 Blast hits to 20 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 20; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016921		XLOC_016921		AT3G61280		3:22680959-22683769		WT meristem		ebs Meristem		OK		181,499		332,073		0.871542		1,585		0.00065		0.00979015		yes				AT5G59330		AT5G59330.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: shoot apex, shoot, embryo, sepal, leaf; EXPRESSED DURING: 4 anthesis, C globular stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/Par allergen (InterPro:IPR000528), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: lipid transfer protein 4 (TAIR:AT5G59310.1); Has 543 Blast hits to 543 proteins in 92 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 543; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_011262		XLOC_011262		AT2G04160		2:1400043-1407745		WT meristem		ebs Meristem		OK		257,289		469,946		0.869103		221,219		5.00E-05		0.00114332		yes				AT5G38900		AT5G38900.1		Thioredoxin superfamily protein; FUNCTIONS IN: protein disulfide oxidoreductase activity; INVOLVED IN: defense response to fungus, incompatible interaction; LOCATED IN: cellular_component unknown; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: DSBA oxidoreductase (InterPro:IPR001853), Thioredoxin-like fold (InterPro:IPR012336); Has 2126 Blast hits to 2126 proteins in 739 species: Archae - 17; Bacteria - 1478; Metazoa - 14; Fungi - 129; Plants - 62; Viruses - 0; Other Eukaryotes - 426 (source: NCBI BLink).		protein_coding

		XLOC_026588		XLOC_026588		AT5G22580		5:7502673-7503449		WT meristem		ebs Meristem		OK		105,028		191,677		0.8679		415,111		5.00E-05		0.00114332		yes				AT2G14255		AT2G14255.1		Ankyrin repeat family protein with DHHC zinc finger domain; FUNCTIONS IN: zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: membrane; CONTAINS InterPro DOMAIN/s: Zinc finger, DHHC-type (InterPro:IPR001594), Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein with DHHC zinc finger domain (TAIR:AT5G20350.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_004451		XLOC_004451		AT1G04660		1:1300485-1301773		WT meristem		ebs Meristem		OK		656,083		119,707		0.867552		294,666		5.00E-05		0.00114332		yes				AT5G64110		AT5G64110.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to oxidative stress, oxidation reduction; LOCATED IN: membrane; EXPRESSED IN: shoot apex, shoot, stamen, leaf; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016), Peroxidase, active site (InterPro:IPR019794); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT5G64100.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_006480		XLOC_006480		AT1G46480		1:17236677-17238053		WT meristem		ebs Meristem		OK		879,981		160,271		0.864967		283,956		5.00E-05		0.00114332		yes				AT4G01985		AT4G01985.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_016720		XLOC_016720		AT3G57500		3:21281847-21282591		WT meristem		ebs Meristem		OK		81,566		148,488		0.864306		241,996		5.00E-05		0.00114332		yes				AT2G37870		AT2G37870.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/Par allergen (InterPro:IPR000528); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT5G05960.1); Has 479 Blast hits to 479 proteins in 51 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 479; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016536		XLOC_016536		AT3G54050		3:20016891-20020926		WT meristem		ebs Meristem		OK		154,475		280,619		0.861242		33,226		5.00E-05		0.00114332		yes				AT3G02480		AT3G02480.1		Late embryogenesis abundant protein (LEA) family protein; BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant protein (LEA) family protein (TAIR:AT5G38760.1); Has 213 Blast hits to 189 proteins in 38 species: Archae - 0; Bacteria - 0; Metazoa - 9; Fungi - 12; Plants - 190; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_026515		XLOC_026515		AT5G20410		5:6896575-6898783		WT meristem		ebs Meristem		OK		191,388		347,364		0.859952		164,719		0.00025		0.00450254		yes				AT1G21550		AT1G21550.1		Calcium-binding EF-hand family protein; FUNCTIONS IN: calcium ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: EF-Hand 1, calcium-binding site (InterPro:IPR018247), EF-HAND 2 (InterPro:IPR018249), EF-hand-like domain (InterPro:IPR011992), Calcium-binding EF-hand (InterPro:IPR002048), EF-hand (InterPro:IPR018248); BEST Arabidopsis thaliana protein match is: calmodulin like 42 (TAIR:AT4G20780.1); Has 8971 Blast hits to 8616 proteins in 1133 species: Archae - 0; Bacteria - 20; Metazoa - 2955; Fungi - 1509; Plants - 3114; Viruses - 0; Other Eukaryotes - 1373 (source: NCBI BLink).		protein_coding

		XLOC_027952		XLOC_027952		AT5G45770		5:18563567-18564921		WT meristem		ebs Meristem		OK		252,144		457,198		0.858571		210,252		0.00015		0.00294045		yes				AT2G25260		AT2G25260.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G25265.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_015164		XLOC_015164		AT3G25060		3:9128515-9130321		WT meristem		ebs Meristem		OK		0.828026		149,831		0.855586		155,857		0.0034		0.0341488		yes				AT1G73810		AT1G73810.1		Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family protein; CONTAINS InterPro DOMAIN/s: Core-2/I-Branching enzyme (InterPro:IPR021141); BEST Arabidopsis thaliana protein match is: Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family protein (TAIR:AT1G68390.1); Has 580 Blast hits to 580 proteins in 21 species: Archae - 0; Bacteria - 5; Metazoa - 0; Fungi - 0; Plants - 553; Viruses - 0; Other Eukaryotes - 22 (source: NCBI BLink).		protein_coding

		XLOC_032674		XLOC_032674		AT5G64060		5:25633535-25635781		WT meristem		ebs Meristem		OK		255,685		462,657		0.855577		226,614		5.00E-05		0.00114332		yes				AT4G39670		AT4G39670.1		Glycolipid transfer protein (GLTP) family protein; FUNCTIONS IN: glycolipid transporter activity, glycolipid binding; INVOLVED IN: glycolipid transport; LOCATED IN: cytoplasm; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Glycolipid transfer protein, GLTP (InterPro:IPR014830); BEST Arabidopsis thaliana protein match is: Glycolipid transfer protein (GLTP) family protein (TAIR:AT2G34690.1); Has 290 Blast hits to 289 proteins in 84 species: Archae - 0; Bacteria - 0; Metazoa - 119; Fungi - 22; Plants - 133; Viruses - 0; Other Eukaryotes - 16 (source: NCBI BLink).		protein_coding

		XLOC_014471		XLOC_014471		AT3G14210		3:4729822-4731803		WT meristem		ebs Meristem		OK		199,619		360,526		0.852853		379,391		5.00E-05		0.00114332		yes				AT3G13277		AT3G13277.1		other RNA		other_rna

		XLOC_027895		XLOC_027895		AT5G44780		5:18068059-18070654		WT meristem		ebs Meristem		OK		903,152		163,089		0.852624		241,646		0.00105		0.0141146		yes				AT3G06160		AT3G06160.2		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT3G06220.1).		protein_coding

		XLOC_033085		XLOC_033085		ATCG00020		Pt:382-1444		WT meristem		ebs Meristem		OK		168,223		303,307		0.850405		310,645		5.00E-05		0.00114332		yes				AT5G25930		AT5G25930.1		Protein kinase family protein with leucine-rich repeat domain; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: plasma membrane, membrane; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: receptor like protein 52 (TAIR:AT5G25910.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_011779		XLOC_011779		AT2G13550		2:5648541-5649797		WT meristem		ebs Meristem		OK		143,085		257,195		0.845989		358,033		5.00E-05		0.00114332		yes				AT2G41312		AT2G41312.1		Unknown gene		other_rna

		XLOC_004250		XLOC_004250		AT1G01030		1:11648-13714		WT meristem		ebs Meristem		OK		327,871		589,313		0.845904		259,436		5.00E-05		0.00114332		yes				AT3G50560		AT3G50560.1		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: oxidoreductase activity, binding, catalytic activity; INVOLVED IN: oxidation reduction, metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: NAD(P)-binding domain (InterPro:IPR016040), Glucose/ribitol dehydrogenase (InterPro:IPR002347), Short-chain dehydrogenase/reductase SDR (InterPro:IPR002198); BEST Arabidopsis thaliana protein match is: NAD(P)-binding Rossmann-fold superfamily protein (TAIR:AT5G10050.1); Has 28315 Blast hits to 28305 proteins in 2489 species: Archae - 298; Bacteria - 21162; Metazoa - 1441; Fungi - 797; Plants - 407; Viruses - 0; Other Eukaryotes - 4210 (source: NCBI BLink).		protein_coding

		XLOC_019918		XLOC_019918		AT3G55240		3:20473540-20474763		WT meristem		ebs Meristem		OK		428,917		768,273		0.840921		170,941		0.0006		0.00915728		yes				AT4G11000		AT4G11000.1		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT1G14480.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_025100		XLOC_025100		AT4G33467		4:16101463-16102196		WT meristem		ebs Meristem		OK		30,701		549,161		0.838942		133,907		0.0044		0.0414799		yes				AT1G09910		AT1G09910.1		Rhamnogalacturonate lyase family protein; FUNCTIONS IN: lyase activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase-type carbohydrate-binding (InterPro:IPR011013), Rhamnogalacturonate lyase (InterPro:IPR010325), Carbohydrate-binding-like fold (InterPro:IPR013784), Galactose-binding domain-like (InterPro:IPR008979); BEST Arabidopsis thaliana protein match is: Rhamnogalacturonate lyase family protein (TAIR:AT1G09890.1); Has 300 Blast hits to 279 proteins in 59 species: Archae - 0; Bacteria - 45; Metazoa - 0; Fungi - 84; Plants - 171; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017257		XLOC_017257		AT3G04720		3:1285523-1286562		WT meristem		ebs Meristem		OK		267,077		476,127		0.834089		283,474		5.00E-05		0.00114332		yes				AT1G15150		AT1G15150.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: membrane; CONTAINS InterPro DOMAIN/s: MATE family transporter related protein (InterPro:IPR015521), Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT1G15160.1); Has 8066 Blast hits to 8001 proteins in 1866 species: Archae - 126; Bacteria - 5341; Metazoa - 149; Fungi - 332; Plants - 1319; Viruses - 0; Other Eukaryotes - 799 (source: NCBI BLink).		protein_coding

		XLOC_032617		XLOC_032617		AT5G63090		5:25308571-25310973		WT meristem		ebs Meristem		OK		789,377		140,715		0.833994		275,749		5.00E-05		0.00114332		yes				AT1G07985		AT1G07985.1		Expressed protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_015894		XLOC_015894		AT3G43350		3:15286072-15290808		WT meristem		ebs Meristem		OK		216,774		385,787		0.831614		250,091		5.00E-05		0.00114332		yes				AT2G34655		AT2G34655.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: stem, root, inflorescence, cultured cell, leaf; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_019261		XLOC_019261		AT3G44450		3:16074095-16074678		WT meristem		ebs Meristem		OK		105,632		187,875		0.830721		196,321		0.0001		0.00206184		yes				AT2G46192		AT2G46192.1		other RNA		other_rna

		XLOC_018246		XLOC_018246		AT3G21790		3:7676926-7678414		WT meristem		ebs Meristem		OK		959,901		17,008		0.825256		333,985		5.00E-05		0.00114332		yes				AT5G25415		AT5G25415.1		Protein of Unknown Function (DUF239); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF239, plant (InterPro:IPR004314); BEST Arabidopsis thaliana protein match is: Protein of Unknown Function (DUF239) (TAIR:AT5G25410.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_007656		XLOC_007656		AT1G68740		1:25812448-25816657		WT meristem		ebs Meristem		OK		171,997		304,437		0.823758		150,278		0.00095		0.0130675		yes				AT5G22270		AT5G22270.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G11600.1); Has 136 Blast hits to 136 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 136; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_033046		XLOC_033046		ATCG00490		Pt:54957-56397		WT meristem		ebs Meristem		OK		77,738		137,589		0.823674		279,801		5.00E-05		0.00114332		yes				AT4G26020		AT4G26020.2		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: embryo, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage.		protein_coding

		XLOC_017244		XLOC_017244		AT3G04510		3:1215635-1216958		WT meristem		ebs Meristem		OK		165,661		292,868		0.822019		162,887		0.00125		0.0161039		yes				AT1G13470		AT1G13470.1		Protein of unknown function (DUF1262); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1262 (InterPro:IPR010683); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1262) (TAIR:AT1G13520.1); Has 101 Blast hits to 94 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 101; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010136		XLOC_010136		AT2G32100		2:13647851-13648785		WT meristem		ebs Meristem		OK		125,955		222,218		0.819073		303,002		5.00E-05		0.00114332		yes				AT5G13200		AT5G13200.1		GRAM domain family protein; CONTAINS InterPro DOMAIN/s: GRAM (InterPro:IPR004182); BEST Arabidopsis thaliana protein match is: GRAM domain family protein (TAIR:AT2G22475.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_013382		XLOC_013382		AT2G40900		2:17063121-17065684		WT meristem		ebs Meristem		OK		159,543		281,032		0.81679		154,899		0.0009		0.0125121		yes				AT2G14900		AT2G14900.1		Gibberellin-regulated family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to gibberellin stimulus; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Gibberellin regulated protein (InterPro:IPR003854); BEST Arabidopsis thaliana protein match is: Gibberellin-regulated family protein (TAIR:AT5G59845.1); Has 474 Blast hits to 474 proteins in 44 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 474; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_024044		XLOC_024044		AT4G15320		4:8742638-8747981		WT meristem		ebs Meristem		OK		0.715533		12,597		0.815985		159,831		0.00265		0.0284627		yes				AT4G04745		AT4G04745.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G21902.1); Has 32 Blast hits to 32 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 32; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_001725		XLOC_001725		AT1G31710		1:11349839-11355486		WT meristem		ebs Meristem		OK		441,497		776,925		0.815372		279,708		5.00E-05		0.00114332		yes				AT5G50120		AT5G50120.1		Transducin/WD40 repeat-like superfamily protein; CONTAINS InterPro DOMAIN/s: WD40 repeat 2 (InterPro:IPR019782), WD40 repeat, conserved site (InterPro:IPR019775), WD40 repeat (InterPro:IPR001680), G-protein beta WD-40 repeat, region (InterPro:IPR020472), WD40 repeat-like-containing domain (InterPro:IPR011046), WD40-repeat-containing domain (InterPro:IPR017986), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), WD40 repeat, subgroup (InterPro:IPR019781); BEST Arabidopsis thaliana protein match is: Transducin/WD40 repeat-like superfamily protein (TAIR:AT1G24130.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_027572		XLOC_027572		AT5G39850		5:15950021-15951425		WT meristem		ebs Meristem		OK		14,926		262,135		0.812477		292,693		5.00E-05		0.00114332		yes				AT1G43040		AT1G43040.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT5G42410.1); Has 469 Blast hits to 469 proteins in 19 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 469; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016638		XLOC_016638		AT3G55800		3:20709385-20711640		WT meristem		ebs Meristem		OK		184,732		324,044		0.810751		282,648		5.00E-05		0.00114332		yes				AT3G60420		AT3G60420.2		Phosphoglycerate mutase family protein; LOCATED IN: cellular_component unknown; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Histidine phosphatase superfamily, clade-1 (InterPro:IPR013078); BEST Arabidopsis thaliana protein match is: Phosphoglycerate mutase family protein (TAIR:AT3G60450.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_005549		XLOC_005549		AT1G24070		1:8516237-8519734		WT meristem		ebs Meristem		OK		472,748		826,118		0.805277		131,076		0.00075		0.0109661		yes				AT5G58410		AT5G58410.1		HEAT/U-box domain-containing protein; FUNCTIONS IN: binding, zinc ion binding; EXPRESSED IN: 25 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Armadillo-type fold (InterPro:IPR016024); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_023879		XLOC_023879		AT4G13190		4:7659434-7661106		WT meristem		ebs Meristem		OK		158,226		276,402		0.804778		1,532		0.0029		0.0303947		yes				AT1G11450		AT1G11450.2		nodulin MtN21-like transporter family protein		protein_coding

		XLOC_028844		XLOC_028844		AT5G61030		5:24560450-24562306		WT meristem		ebs Meristem		OK		678,906		118,127		0.799059		380,947		5.00E-05		0.00114332		yes				AT1G66830		AT1G66830.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: plasma membrane; EXPRESSED IN: stem, hypocotyl, sepal, leaf; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT2G01210.1); Has 121089 Blast hits to 82397 proteins in 2596 species: Archae - 89; Bacteria - 7409; Metazoa - 30949; Fungi - 4935; Plants - 65982; Viruses - 167; Other Eukaryotes - 11558 (source: NCBI BLink).		protein_coding

		XLOC_026554		XLOC_026554		AT5G21430		5:7222225-7223621		WT meristem		ebs Meristem		OK		232,667		404,763		0.79881		329,947		5.00E-05		0.00114332		yes				AT1G19020		AT1G19020.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G48180.1); Has 88 Blast hits to 88 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 88; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_015269		XLOC_015269		AT3G26770		3:9845395-9847148		WT meristem		ebs Meristem		OK		399,886		694,737		0.796878		180,338		0.00025		0.00450254		yes				AT2G04050		AT2G04050.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: membrane; EXPRESSED IN: stem, leaf whorl, stamen; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: MATE family transporter related protein (InterPro:IPR015521), Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT2G04070.1); Has 9243 Blast hits to 9147 proteins in 1877 species: Archae - 201; Bacteria - 6287; Metazoa - 147; Fungi - 326; Plants - 1316; Viruses - 0; Other Eukaryotes - 966 (source: NCBI BLink).		protein_coding

		XLOC_021763		XLOC_021763		AT4G19590		4:10671198-10672290		WT meristem		ebs Meristem		OK		24,848		430,135		0.79166		168,958		0.0012		0.0156353		yes				AT3G53980		AT3G53980.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT5G05960.1); Has 183 Blast hits to 183 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 183; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_003139		XLOC_003139		AT1G60950		1:22444389-22445222		WT meristem		ebs Meristem		OK		1217.85		2106.05		0.7902		174,087		0.0016		0.0195416		yes				AT2G39400		AT2G39400.1		alpha/beta-Hydrolases superfamily protein; BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT3G55180.1); Has 4815 Blast hits to 4811 proteins in 1490 species: Archae - 34; Bacteria - 3394; Metazoa - 137; Fungi - 136; Plants - 554; Viruses - 35; Other Eukaryotes - 525 (source: NCBI BLink).		protein_coding

		XLOC_008571		XLOC_008571		AT2G05300,transcript:AT2G05300.1		2:1931241-1933010		WT meristem		ebs Meristem		OK		374,168		646,125		0.788127		240,765		5.00E-05		0.00114332		yes				AT5G45280		AT5G45280.2		Pectinacetylesterase family protein; FUNCTIONS IN: carboxylesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cell wall; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Pectinacetylesterase (InterPro:IPR004963); BEST Arabidopsis thaliana protein match is: Pectinacetylesterase family protein (TAIR:AT4G19410.1); Has 566 Blast hits to 560 proteins in 97 species: Archae - 2; Bacteria - 42; Metazoa - 118; Fungi - 0; Plants - 299; Viruses - 0; Other Eukaryotes - 105 (source: NCBI BLink).		protein_coding

		XLOC_001328		XLOC_001328		AT1G24530		1:8693226-8694705		WT meristem		ebs Meristem		OK		12,571		215,904		0.780295		236,208		5.00E-05		0.00114332		yes				AT4G22513		AT4G22513.1		Encodes a Protease inhibitor/seed storage/LTP family protein		protein_coding

		XLOC_021273		XLOC_021273		AT4G11460		4:6964467-6967093		WT meristem		ebs Meristem		OK		215,622		369,841		0.778398		214,493		0.0001		0.00206184		yes				AT1G29660		AT1G29660.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: apoplast, nucleus; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT1G29670.1); Has 3857 Blast hits to 3814 proteins in 365 species: Archae - 0; Bacteria - 608; Metazoa - 0; Fungi - 87; Plants - 3137; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_017666		XLOC_017666		AT3G11750		3:3715070-3715904		WT meristem		ebs Meristem		OK		819,205		140,318		0.7764		160,841		0.002		0.0228932		yes				AT3G05150		AT3G05150.1		Major facilitator superfamily protein; FUNCTIONS IN: carbohydrate transmembrane transporter activity, sugar:hydrogen symporter activity; INVOLVED IN: transport, transmembrane transport; LOCATED IN: nucleus, membrane; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Sugar transporter, conserved site (InterPro:IPR005829), Major facilitator superfamily (InterPro:IPR020846), General substrate transporter (InterPro:IPR005828), Sugar/inositol transporter (InterPro:IPR003663), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT5G18840.1); Has 29751 Blast hits to 29100 proteins in 2018 species: Archae - 566; Bacteria - 13294; Metazoa - 5300; Fungi - 6650; Plants - 2634; Viruses - 0; Other Eukaryotes - 1307 (source: NCBI BLink).		protein_coding

		XLOC_000789		XLOC_000789		AT1G15180		1:5224384-5226702		WT meristem		ebs Meristem		OK		977,483		167,284		0.775151		158,143		0.0033		0.0334024		yes				AT3G56200		AT3G56200.1		Encodes a putative amino acid transporter.		protein_coding

		XLOC_030561		XLOC_030561		AT5G26622		5:9355979-9357436		WT meristem		ebs Meristem		OK		191,315		327,163		0.774062		277,394		5.00E-05		0.00114332		yes				AT5G27660		AT5G27660.1		Trypsin family protein with PDZ domain; FUNCTIONS IN: serine-type peptidase activity, catalytic activity, serine-type endopeptidase activity; INVOLVED IN: proteolysis; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Serine/cysteine peptidase, trypsin-like (InterPro:IPR009003), Peptidase S1C, HrtA/DegP2/Q/S (InterPro:IPR001940), Peptidase S1/S6, chymotrypsin/Hap (InterPro:IPR001254), PDZ/DHR/GLGF (InterPro:IPR001478); BEST Arabidopsis thaliana protein match is: DegP protease 1 (TAIR:AT3G27925.1); Has 16463 Blast hits to 16423 proteins in 2614 species: Archae - 115; Bacteria - 10782; Metazoa - 377; Fungi - 151; Plants - 529; Viruses - 0; Other Eukaryotes - 4509 (source: NCBI BLink).		protein_coding

		XLOC_004421		XLOC_004421		AT1G04150		1:1081207-1084246		WT meristem		ebs Meristem		OK		0.647376		110,274		0.768412		155,507		0.00255		0.027525		yes				AT1G68600		AT1G68600.1		Aluminium activated malate transporter family protein; INVOLVED IN: response to aluminum ion; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Malate transporter, aliminium toerance (InterPro:IPR020966); BEST Arabidopsis thaliana protein match is: Aluminium activated malate transporter family protein (TAIR:AT1G25480.1); Has 818 Blast hits to 814 proteins in 251 species: Archae - 0; Bacteria - 420; Metazoa - 0; Fungi - 36; Plants - 336; Viruses - 0; Other Eukaryotes - 26 (source: NCBI BLink).		protein_coding

		XLOC_022808		XLOC_022808		AT4G37770		4:17752083-17754157		WT meristem		ebs Meristem		OK		191,259		325,601		0.767578		148,133		0.001		0.0135734		yes				AT4G37220		AT4G37220.1		Cold acclimation protein WCOR413 family; CONTAINS InterPro DOMAIN/s: Cold acclimation WCOR413 (InterPro:IPR008892); BEST Arabidopsis thaliana protein match is: cold-regulated 413-plasma membrane 2 (TAIR:AT3G50830.1); Has 160 Blast hits to 157 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 160; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002585		XLOC_002585		AT1G50732		1:18802687-18803363		WT meristem		ebs Meristem		OK		944,939		160,543		0.764664		120,489		0.0046		0.0428886		yes				AT1G30730		AT1G30730.1		FAD-binding Berberine family protein; FUNCTIONS IN: electron carrier activity, oxidoreductase activity, FAD binding, catalytic activity; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: FAD-binding, type 2 (InterPro:IPR016166), Berberine/berberine-like (InterPro:IPR012951), FAD linked oxidase, N-terminal (InterPro:IPR006094); BEST Arabidopsis thaliana protein match is: FAD-binding Berberine family protein (TAIR:AT1G30720.1); Has 4813 Blast hits to 4783 proteins in 792 species: Archae - 53; Bacteria - 2083; Metazoa - 8; Fungi - 1639; Plants - 818; Viruses - 0; Other Eukaryotes - 212 (source: NCBI BLink).		protein_coding

		XLOC_009360		XLOC_009360		AT2G18560		2:8059287-8061056		WT meristem		ebs Meristem		OK		530,576		901,108		0.764141		269,415		5.00E-05		0.00114332		yes				AT2G05540		AT2G05540.1		Glycine-rich protein family; LOCATED IN: endomembrane system; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Glycine rich protein (InterPro:IPR010800); BEST Arabidopsis thaliana protein match is: glycine-rich protein 3 (TAIR:AT2G05520.4); Has 20980 Blast hits to 7546 proteins in 779 species: Archae - 6; Bacteria - 3254; Metazoa - 9284; Fungi - 1649; Plants - 4555; Viruses - 118; Other Eukaryotes - 2114 (source: NCBI BLink).		protein_coding

		XLOC_033127		XLOC_033127		ATCG00770		Pt:80067-80472		WT meristem		ebs Meristem		OK		835,689		14,171		0.761904		149,824		0.0039		0.0378832		yes				AT1G72910		AT1G72910.1		Toll-Interleukin-Resistance (TIR) domain-containing protein; FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, defense response, apoptosis, innate immune response; LOCATED IN: intrinsic to membrane; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Toll-Interleukin-Resistance (TIR) domain-containing protein (TAIR:AT1G72900.1); Has 4443 Blast hits to 4310 proteins in 184 species: Archae - 0; Bacteria - 120; Metazoa - 0; Fungi - 0; Plants - 4322; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_012350		XLOC_012350		AT2G23430		2:9976745-9978021		WT meristem		ebs Meristem		OK		642,738		108,851		0.760057		212,976		5.00E-05		0.00114332		yes				AT5G53110		AT5G53110.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, C3HC4 RING-type (InterPro:IPR018957); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT2G46495.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_019456		XLOC_019456		AT3G47420		3:17472341-17475258		WT meristem		ebs Meristem		OK		539,474		912,932		0.758953		284,547		5.00E-05		0.00114332		yes				AT5G53750		AT5G53750.1		CBS domain-containing protein; CONTAINS InterPro DOMAIN/s: Cystathionine beta-synthase, core (InterPro:IPR000644); BEST Arabidopsis thaliana protein match is: Cystathionine beta-synthase (CBS) family protein (TAIR:AT4G27460.1); Has 152 Blast hits to 152 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 150; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_014907		XLOC_014907		AT3G21020		3:7368266-7369526		WT meristem		ebs Meristem		OK		864,478		145,941		0.755483		280,118		5.00E-05		0.00114332		yes				AT1G29490		AT1G29490.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT1G29420.1); Has 690 Blast hits to 677 proteins in 22 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 690; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_021675		XLOC_021675		AT4G18170		4:10061372-10062841		WT meristem		ebs Meristem		OK		313,434		528,618		0.754061		136,973		0.00375		0.0367741		yes				AT1G69730		AT1G69730.1		Wall-associated kinase family protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system, integral to membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Wall-associated kinase (InterPro:IPR013695), EGF-like calcium-binding, conserved site (InterPro:IPR018097), Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: WALL ASSOCIATED KINASE (WAK)-LIKE 10 (TAIR:AT1G79680.1); Has 118696 Blast hits to 117097 proteins in 4295 species: Archae - 105; Bacteria - 13298; Metazoa - 44157; Fungi - 9958; Plants - 33203; Viruses - 492; Other Eukaryotes - 17483 (source: NCBI BLink).		protein_coding

		XLOC_002263		XLOC_002263		AT1G43670		1:16468043-16470500		WT meristem		ebs Meristem		OK		564,812		951,151		0.751904		350,194		5.00E-05		0.00114332		yes				AT4G20820		AT4G20820.1		FAD-binding Berberine family protein; FUNCTIONS IN: electron carrier activity, oxidoreductase activity, FAD binding, catalytic activity; INVOLVED IN: oxidation reduction; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: FAD-binding, type 2 (InterPro:IPR016166), Oxygen oxidoreductase covalent FAD-binding site (InterPro:IPR006093), Berberine/berberine-like (InterPro:IPR012951), FAD linked oxidase, N-terminal (InterPro:IPR006094); BEST Arabidopsis thaliana protein match is: FAD-binding Berberine family protein (TAIR:AT5G44440.1); Has 4739 Blast hits to 4596 proteins in 725 species: Archae - 60; Bacteria - 2023; Metazoa - 34; Fungi - 1711; Plants - 692; Viruses - 0; Other Eukaryotes - 219 (source: NCBI BLink).		protein_coding

		XLOC_022547		XLOC_022547		AT4G33030		4:15935415-15937807		WT meristem		ebs Meristem		OK		447,853		752,275		0.748235		339,912		5.00E-05		0.00114332		yes				AT1G30760		AT1G30760.1		FAD-binding Berberine family protein; FUNCTIONS IN: electron carrier activity, oxidoreductase activity, FAD binding, catalytic activity; LOCATED IN: endomembrane system; EXPRESSED IN: inflorescence meristem, root, flower, pedicel; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: FAD-binding, type 2 (InterPro:IPR016166), Berberine/berberine-like (InterPro:IPR012951), FAD linked oxidase, N-terminal (InterPro:IPR006094); BEST Arabidopsis thaliana protein match is: FAD-binding Berberine family protein (TAIR:AT2G34790.1); Has 5139 Blast hits to 5066 proteins in 829 species: Archae - 62; Bacteria - 2468; Metazoa - 28; Fungi - 1653; Plants - 688; Viruses - 0; Other Eukaryotes - 240 (source: NCBI BLink).		protein_coding

		XLOC_027640		XLOC_027640		transcript:AT5G40942.1		5:16408165-16409165		WT meristem		ebs Meristem		OK		511,318		858,835		0.748159		20,583		5.00E-05		0.00114332		yes				AT1G76240		AT1G76240.1		Arabidopsis protein of unknown function (DUF241); FUNCTIONS IN: molecular_function unknown; LOCATED IN: chloroplast; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF241, plant (InterPro:IPR004320); BEST Arabidopsis thaliana protein match is: Arabidopsis protein of unknown function (DUF241) (TAIR:AT2G17080.1); Has 409 Blast hits to 404 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 0; Plants - 404; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_031657		XLOC_031657		AT5G45520		5:18449508-18453012		WT meristem		ebs Meristem		OK		14,589		244,981		0.747784		220,194		5.00E-05		0.00114332		yes				AT1G16480		AT1G16480.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Pentatricopeptide repeat (PPR) superfamily protein (TAIR:AT4G13650.1); Has 59612 Blast hits to 13645 proteins in 226 species: Archae - 0; Bacteria - 4; Metazoa - 112; Fungi - 34; Plants - 58832; Viruses - 0; Other Eukaryotes - 630 (source: NCBI BLink).		protein_coding

		XLOC_016265		XLOC_016265		AT3G49110		3:18200663-18203142		WT meristem		ebs Meristem		OK		120,366		201,826		0.74568		319,647		5.00E-05		0.00114332		yes				AT2G05910		AT2G05910.1		Protein of unknown function (DUF567); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF567 (InterPro:IPR007612); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF567) (TAIR:AT5G20640.1); Has 302 Blast hits to 301 proteins in 15 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 300; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_014242		XLOC_014242		AT3G10110		3:3116109-3117671		WT meristem		ebs Meristem		OK		422,782		707,582		0.742985		180,722		0.0005		0.00796773		yes				AT5G03120		AT5G03120.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; Has 14 Blast hits to 14 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 14; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013128		XLOC_013128		AT2G36490		2:15308020-15314807		WT meristem		ebs Meristem		OK		170,634		285,216		0.741148		342,547		5.00E-05		0.00114332		yes				AT4G22530		AT4G22530.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; FUNCTIONS IN: methyltransferase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Methyltransferase type 11 (InterPro:IPR013216); BEST Arabidopsis thaliana protein match is: S-adenosyl-L-methionine-dependent methyltransferases superfamily protein (TAIR:AT5G10830.1); Has 1214 Blast hits to 1209 proteins in 451 species: Archae - 2; Bacteria - 749; Metazoa - 75; Fungi - 155; Plants - 166; Viruses - 0; Other Eukaryotes - 67 (source: NCBI BLink).		protein_coding

		XLOC_004148		XLOC_004148		AT1G79110		1:29759156-29760704		WT meristem		ebs Meristem		OK		834,655		139,509		0.741108		169,775		0.0009		0.0125121		yes				AT4G38820		AT4G38820.1		unknown protein; Has 4 Blast hits to 4 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 4; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018169		XLOC_018169		AT3G20570		3:7182034-7187521		WT meristem		ebs Meristem		OK		947,846		158,313		0.740059		174,952		0.00085		0.0120227		yes				AT3G22910		AT3G22910.1		ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein; FUNCTIONS IN: calcium-transporting ATPase activity, calmodulin binding; INVOLVED IN: cation transport, calcium ion transport, metabolic process, ATP biosynthetic process; LOCATED IN: membrane; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: ATPase, P-type, ATPase-associated domain (InterPro:IPR008250), ATPase, P-type, calcium-transporting, PMCA-type (InterPro:IPR006408), ATPase, P-type, H+ transporting proton pump (InterPro:IPR000695), ATPase, P-type cation-transporter, N-terminal (InterPro:IPR004014), Haloacid dehalogenase-like hydrolase (InterPro:IPR005834), ATPase, P-type, K/Mg/Cd/Cu/Zn/Na/Ca/Na/H-transporter (InterPro:IPR001757), ATPase, P-type cation-transporter, C-terminal (InterPro:IPR006068), ATPase, P-type phosphorylation site (InterPro:IPR018303); BEST Arabidopsis thaliana protein match is: ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein (TAIR:AT3G63380.1); Has 44077 Blast hits to 34142 proteins in 3178 species: Archae - 842; Bacteria - 29879; Metazoa - 3977; Fungi - 2621; Plants - 2012; Viruses - 3; Other Eukaryotes - 4743 (source: NCBI BLink).		protein_coding

		XLOC_017245		XLOC_017245		AT3G04520		3:1217238-1219771		WT meristem		ebs Meristem		OK		15,529		259,365		0.740015		186,329		0.0001		0.00206184		yes				AT2G25450		AT2G25450.1		encodes a protein whose sequence is similar to ACC oxidase		protein_coding

		XLOC_032376		XLOC_032376		AT5G58580		5:23676905-23677832		WT meristem		ebs Meristem		OK		238,296		39,728		0.7374		145,882		0.0047		0.0435297		yes				AT2G01300		AT2G01300.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G15010.1); Has 73 Blast hits to 73 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 73; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031641		XLOC_031641		AT5G45276,transcript:AT5G45276.1		5:18338753-18340436		WT meristem		ebs Meristem		OK		127,318		212,221		0.737131		144,736		0.004		0.0386238		yes				AT5G61820		AT5G61820.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: vacuole; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Stress up-regulated Nod 19 (InterPro:IPR011692); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_024993		XLOC_024993		AT4G31620		4:15322451-15324681		WT meristem		ebs Meristem		OK		55,659		92,695		0.735876		228,127		5.00E-05		0.00114332		yes				AT5G53895		AT5G53895.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G27530.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_018498		XLOC_018498		AT3G26290		3:9632681-9634470		WT meristem		ebs Meristem		OK		270,766		450,596		0.734787		122,247		0.004		0.0386238		yes				AT5G15960		AT5G15960.1		cold and ABA inducible protein kin1, possibly functions as an anti-freeze protein. Transcript level of this gene is induced by cold, ABA, dehydration and osmoticum (mannitol). However, protein activity of GUS fused to the promoter of this gene is inhibited by cold treatment, suggesting an inhibition of the protein by increased transcript level.		protein_coding		 (KIN1)		 (KIN1)

		XLOC_017903		XLOC_017903		AT3G15353		3:5179412-5181586		WT meristem		ebs Meristem		OK		711,154		1183.25		0.734521		244,489		5.00E-05		0.00114332		yes				AT1G66700		AT1G66700.1		A member of the Arabidopsis SABATH methyltransferase gene family.  Encodes PXMT1, a methyltransferase that methylates 1,7-paraxanthine.		protein_coding		 (PXMT1)		 (PXMT1)

		XLOC_001854		XLOC_001854		AT1G33811		1:12267865-12269913		WT meristem		ebs Meristem		OK		147,707		245,665		0.733957		285,448		5.00E-05		0.00114332		yes				AT5G48570		AT5G48570.1		Encodes one of the 36 carboxylate clamp (CC)-tetratricopeptide repeat (TPR) proteins (Prasad 2010, Pubmed ID: 20856808) with potential to interact with Hsp90/Hsp70 as co-chaperones.		protein_coding		 (ROF2)		 (FKBP65); (ROF2); (ATFKBP65)

		XLOC_004842		XLOC_004842		AT1G11080		1:3694671-3698013		WT meristem		ebs Meristem		OK		544,416		904,024		0.73165		129,981		0.00395		0.0382926		yes				AT3G28007		AT3G28007.1		Nodulin MtN3 family protein; LOCATED IN: endomembrane system, integral to membrane, membrane; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: MtN3/saliva-related transmembrane protein, conserved region (InterPro:IPR018169), RAG1-activating protein 1 homologue (InterPro:IPR018179), RAG1-activating protein-1-related (InterPro:IPR004316); BEST Arabidopsis thaliana protein match is: Nodulin MtN3 family protein (TAIR:AT5G62850.1); Has 966 Blast hits to 937 proteins in 119 species: Archae - 0; Bacteria - 6; Metazoa - 194; Fungi - 0; Plants - 641; Viruses - 0; Other Eukaryotes - 125 (source: NCBI BLink).		protein_coding		 (SWEET4)		 (AtSWEET4); (SWEET4)

		XLOC_029086		XLOC_029086		AT5G65510		5:26185828-26189413		WT meristem		ebs Meristem		OK		24,229		402,266		0.731414		18,179		0.0004		0.00669125		yes				AT1G58270		AT1G58270.1		ZW9 mRNA, complete cds		protein_coding		 (ZW9)		 (ZW9)

		XLOC_001437		XLOC_001437		AT1G27020		1:9378558-9380692		WT meristem		ebs Meristem		OK		116,226		192,547		0.728272		276,987		5.00E-05		0.00114332		yes				AT3G57260		AT3G57260.1		beta 1,3-glucanase		protein_coding		BETA-1,3-GLUCANASE 2 (BGL2)		BETA-1,3-GLUCANASE 2 (BGL2);PATHOGENESIS-RELATED PROTEIN 2 (PR2); (AtPR2);PATHOGENESIS-RELATED PROTEIN 2 (PR-2);BETA-1,3-GLUCANASE 2 (BG2)

		XLOC_024426		XLOC_024426		AT4G21850		4:11591115-11592238		WT meristem		ebs Meristem		OK		270,053		447,191		0.727648		30,789		5.00E-05		0.00114332		yes				AT5G45340		AT5G45340.1		Encodes a protein with ABA 8'-hydroxylase activity; involved in ABA catabolism. Mutant analyses show that disruption in the gene results in more drought tolerance whereas overexpression results in increased transpiration rate and reduced drought tolerance. Gene involved in postgermination growth. Plant P450 CYP707A3, ABA 8'-hydroxylase, binds enantioselectively (+)-ABA but not (-)-ABA, whereas the enzyme binds both enantiomers of AHI1 (a structural ABA analogue used as ABA 8'-hydroxylase competitive inhibitor).		protein_coding		CYTOCHROME P450, FAMILY 707, SUBFAMILY A, POLYPEPTIDE 3 (CYP707A3)		CYTOCHROME P450, FAMILY 707, SUBFAMILY A, POLYPEPTIDE 3 (CYP707A3)

		XLOC_005457		XLOC_005457		AT1G22400		1:7903659-7906673		WT meristem		ebs Meristem		OK		145,583		24,095		0.726889		172,732		0.00335		0.0337509		yes				AT1G55940		AT1G55940.1		member of CYP708A		protein_coding		CYTOCHROME P450, FAMILY 708, SUBFAMILY A, POLYPEPTIDE 1 (CYP708A1)		CYTOCHROME P450, FAMILY 708, SUBFAMILY A, POLYPEPTIDE 1 (CYP708A1)

		XLOC_027573		XLOC_027573		AT5G39860		5:15957416-15958455		WT meristem		ebs Meristem		OK		177,247		292,501		0.72268		245,127		5.00E-05		0.00114332		yes				AT4G37370		AT4G37370.1		member of CYP81D		protein_coding		CYTOCHROME P450, FAMILY 81, SUBFAMILY D, POLYPEPTIDE 8 (CYP81D8)		CYTOCHROME P450, FAMILY 81, SUBFAMILY D, POLYPEPTIDE 8 (CYP81D8)

		XLOC_017877		XLOC_017877		AT3G14900		3:5013290-5015292		WT meristem		ebs Meristem		OK		453,361		747,958		0.722297		260,235		5.00E-05		0.00114332		yes				AT5G57220		AT5G57220.1		member of CYP81F, involved in glucosinolate metabolism. Mutants had impaired resistance to fungi.		protein_coding		CYTOCHROME P450, FAMILY 81, SUBFAMILY F, POLYPEPTIDE 2 (CYP81F2)		CYTOCHROME P450, FAMILY 81, SUBFAMILY F, POLYPEPTIDE 2 (CYP81F2)

		XLOC_022839		XLOC_022839		AT4G38420		4:17982773-17985372		WT meristem		ebs Meristem		OK		226,886		374,249		0.722034		147,449		0.0013		0.0166381		yes				AT1G57750		AT1G57750.1		Encodes a CYP96A15, midchain alkane hydroxylase, involved in cuticular wax biosynthesis.		protein_coding		CYTOCHROME P450, FAMILY 96, SUBFAMILY A, POLYPEPTIDE 15 (CYP96A15)		CYTOCHROME P450, FAMILY 96, SUBFAMILY A, POLYPEPTIDE 15 (CYP96A15);MID-CHAIN ALKANE HYDROXYLASE 1 (MAH1)

		XLOC_004703		XLOC_004703		AT1G08810		1:2819064-2820395		WT meristem		ebs Meristem		OK		415,951		685,242		0.7202		142,669		0.0006		0.00915728		yes				AT4G08040		AT4G08040.1		encodes an aminotransferase that belongs to ACC synthase gene family structurally		protein_coding		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 11 (ACS11)		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 11 (ACS11)

		XLOC_016593		XLOC_016593		AT3G55290		3:20502611-20503797		WT meristem		ebs Meristem		OK		401,294		659,744		0.717247		132,765		0.0037		0.0363936		yes				AT1G01120		AT1G01120.1		Encodes a condensing enzyme KCS1 (3-ketoacyl-CoA synthase 1) which is involved in the critical fatty acid elongation process in wax biosynthesis.		protein_coding		3-KETOACYL-COA SYNTHASE 1 (KCS1)		3-KETOACYL-COA SYNTHASE 1 (KCS1)

		XLOC_007157		XLOC_007157		AT1G60390		1:22247473-22249636		WT meristem		ebs Meristem		OK		101,805		166,804		0.712337		169,567		5.00E-05		0.00114332		yes				AT1G77120		AT1G77120.1		Catalyzes the reduction of acetaldehyde using NADH as reductant. Requires zinc for activity. Dimer. Anaerobic response polypeptide (ANP). Fermentation. The protein undergoes thiolation following treatment with the oxidant tert-butylhydroperoxide.		protein_coding		ALCOHOL DEHYDROGENASE 1 (ADH1)		ALCOHOL DEHYDROGENASE 1 (ADH1); (ATADH1);ARABIDOPSIS THALIANA ALCOHOL DEHYDROGENASE (ATADH);ALCOHOL DEHYDROGENASE (ADH)

		XLOC_000717		XLOC_000717		AT1G13820		1:4735546-4737808		WT meristem		ebs Meristem		OK		212,525		346,966		0.707162		301,517		5.00E-05		0.00114332		yes				AT1G67370		AT1G67370.1		meiotic asynaptic mutant 1 (ASY1). ASY1 protein is  initially distributed as numerous foci throughout the  chromatin. During early G2, the foci are juxtaposed to  the nascent chromosome axes to form a continuous axis associated  signal.		protein_coding		ASYNAPTIC 1 (ASY1)		 (ATASY1);ASYNAPTIC 1 (ASY1)

		XLOC_006874		XLOC_006874		AT1G54000		1:20154168-20156419		WT meristem		ebs Meristem		OK		503,538		819,742		0.703069		223,281		5.00E-05		0.00114332		yes				AT3G59140		AT3G59140.1		member of MRP subfamily		protein_coding		ATP-BINDING CASSETTE C10 (ABCC10)		MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 14 (ATMRP14);ATP-BINDING CASSETTE C10 (ABCC10);MULTIDRUG RESISTANCE-ASSOCIATED PROTEIN 14 (MRP14)

		XLOC_000403		XLOC_000403		AT1G08540		1:2703335-2706845		WT meristem		ebs Meristem		OK		596,386		970,835		0.702981		171,497		0.0022		0.0245767		yes				AT3G52310		AT3G52310.1		ABC-2 type transporter family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of substances; LOCATED IN: plasma membrane; EXPRESSED IN: stem, stamen; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ABC transporter-like (InterPro:IPR003439), ABC-2 type transporter (InterPro:IPR013525), ABC transporter, conserved site (InterPro:IPR017871); BEST Arabidopsis thaliana protein match is: ABC-2 type transporter family protein (TAIR:AT5G06530.1); Has 399105 Blast hits to 362643 proteins in 4152 species: Archae - 6998; Bacteria - 314182; Metazoa - 9528; Fungi - 7070; Plants - 5758; Viruses - 7; Other Eukaryotes - 55562 (source: NCBI BLink).		protein_coding		ATP-BINDING CASSETTE G27 (ABCG27)		ATP-BINDING CASSETTE G27 (ABCG27)

		XLOC_027854		XLOC_027854		AT5G44220		5:17810476-17811364		WT meristem		ebs Meristem		OK		369,858		601,986		0.702758		16,041		0.002		0.0228932		yes				AT1G02850		AT1G02850.4		beta glucosidase 11 (BGLU11); FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, family 1 (InterPro:IPR001360), Glycoside hydrolase, family 1, active site (InterPro:IPR018120), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: beta glucosidase 10 (TAIR:AT4G27830.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		BETA GLUCOSIDASE 11 (BGLU11)		BETA GLUCOSIDASE 11 (BGLU11)

		XLOC_026080		XLOC_026080		AT5G12050		5:3890103-3891513		WT meristem		ebs Meristem		OK		19,628		319,465		0.702744		312,318		5.00E-05		0.00114332		yes				AT5G20230		AT5G20230.1		Al-stress-induced gene		protein_coding		BLUE-COPPER-BINDING PROTEIN (BCB)		BLUE-COPPER-BINDING PROTEIN (ATBCB);BLUE COPPER BINDING PROTEIN (BCB);BLUE-COPPER-BINDING PROTEIN (BCB);SENESCENCE ASSOCIATED GENE 14 (SAG14)

		XLOC_013787		XLOC_013787		AT3G01440		3:168434-172022		WT meristem		ebs Meristem		OK		177,831		28,895		0.700308		17,729		0.00075		0.0109661		yes				AT5G42380		AT5G42380.1		calmodulin like 37 (CML37); FUNCTIONS IN: calcium ion binding; INVOLVED IN: response to ozone; LOCATED IN: chloroplast; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: EF-Hand 1, calcium-binding site (InterPro:IPR018247), EF-HAND 2 (InterPro:IPR018249), EF-hand-like domain (InterPro:IPR011992), Calcium-binding EF-hand (InterPro:IPR002048), EF-hand (InterPro:IPR018248); BEST Arabidopsis thaliana protein match is: calmodulin-like 38 (TAIR:AT1G76650.3); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		CALMODULIN LIKE 37 (CML37)		CALMODULIN LIKE 37 (CML37);CALMODULIN LIKE 39 (CML39)

		XLOC_022473		XLOC_022473		AT4G31910		4:15441081-15443900		WT meristem		ebs Meristem		OK		518,975		842,075		0.698283		138,392		0.0012		0.0156353		yes				AT4G01010		AT4G01010.1		member of Cyclic nucleotide gated channel family		protein_coding		CYCLIC NUCLEOTIDE-GATED CHANNEL 13 (CNGC13)		CYCLIC NUCLEOTIDE-GATED CHANNEL 13 (CNGC13);CYCLIC NUCLEOTIDE-GATED CHANNEL 13 (ATCNGC13)

		XLOC_032078		XLOC_032078		AT5G52900		5:21452441-21453808		WT meristem		ebs Meristem		OK		953,019		154,262		0.694807		249,371		5.00E-05		0.00114332		yes				AT5G10440		AT5G10440.1		Encodes a cyclin involved in cell proliferation during stomatal cell lineage development.		protein_coding		CYCLIN D4;2 (CYCD4;2)		CYCLIN D4;2 (CYCD4;2)

		XLOC_006112		XLOC_006112		AT1G35210		1:12896651-12897402		WT meristem		ebs Meristem		OK		492,548		796,454		0.693326		132,336		0.00255		0.027525		yes				AT3G60550		AT3G60550.1		cyclin p3;2 (CYCP3;2); CONTAINS InterPro DOMAIN/s: Negative regulatory factor PREG (InterPro:IPR012389), Cyclin-like (InterPro:IPR011028), Cyclin-related 2 (InterPro:IPR013922); BEST Arabidopsis thaliana protein match is: cyclin p3;1 (TAIR:AT2G45080.1); Has 1360 Blast hits to 1354 proteins in 218 species: Archae - 0; Bacteria - 18; Metazoa - 236; Fungi - 630; Plants - 217; Viruses - 0; Other Eukaryotes - 259 (source: NCBI BLink).		protein_coding		CYCLIN P3;2 (CYCP3;2)		CYCLIN P3;2 (CYCP3;2)

		XLOC_022042		XLOC_022042		AT4G24350		4:12609527-12612131		WT meristem		ebs Meristem		OK		323,467		522,818		0.69269		229,003		5.00E-05		0.00114332		yes				AT4G00970		AT4G00970.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 41 (CRK41)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 41 (CRK41)

		XLOC_028131		XLOC_028131		AT5G48920		5:19835336-19836122		WT meristem		ebs Meristem		OK		888,187		143,295		0.690051		170,216		0.00025		0.00450254		yes				AT3G50930		AT3G50930.1		cytochrome BC1 synthesis (BCS1); FUNCTIONS IN: nucleoside-triphosphatase activity, ATPase activity, nucleotide binding, ATP binding; LOCATED IN: mitochondrion; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA-type, core (InterPro:IPR003959), ATPase, AAA+ type, core (InterPro:IPR003593), ATPase, AAA-type, conserved site (InterPro:IPR003960); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT3G50940.1); Has 21434 Blast hits to 19763 proteins in 2733 species: Archae - 1352; Bacteria - 7111; Metazoa - 3538; Fungi - 2773; Plants - 2474; Viruses - 30; Other Eukaryotes - 4156 (source: NCBI BLink).		protein_coding		CYTOCHROME BC1 SYNTHESIS (BCS1)		CYTOCHROME BC1 SYNTHESIS (BCS1)

		XLOC_011763		XLOC_011763		AT2G13360		2:5539239-5541358		WT meristem		ebs Meristem		OK		203.53		327,306		0.685396		244,803		5.00E-05		0.00114332		yes				AT4G18550		AT4G18550.1		DSEL is cytosolic acylhydrolase that shows prefential lipase activity against the sn-1 position of several classes of lipids, including 1,3-diacylglycerols and 1-monoacylglycerols. Overexpression of DSEL leads to increased peroxisome and oil body levels in  cotyledons and reduced beta-oxidation activity in seedlings.		protein_coding		DAD1-LIKE SEEDING ESTABLISHMENT-RELATED LIPASE (DSEL)		ARABIDOPSIS THALIANA DAD1-LIKE SEEDING ESTABLISHMENT-RELATED LIPASE (AtDSEL);DAD1-LIKE SEEDING ESTABLISHMENT-RELATED LIPASE (DSEL)

		XLOC_013158		XLOC_013158		AT2G36885		2:15482002-15483711		WT meristem		ebs Meristem		OK		410,703		659,989		0.684348		184,484		5.00E-05		0.00114332		yes				AT3G61760		AT3G61760.1		DYNAMIN-like 1B (DL1B); FUNCTIONS IN: GTP binding, GTPase activity; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Dynamin GTPase effector (InterPro:IPR003130), Dynamin, GTPase domain (InterPro:IPR001401), Dynamin, GTPase region, conserved site (InterPro:IPR019762), GTPase effector domain, GED (InterPro:IPR020850), Dynamin central region (InterPro:IPR000375); BEST Arabidopsis thaliana protein match is: dynamin-like protein (TAIR:AT5G42080.1); Has 2850 Blast hits to 2733 proteins in 320 species: Archae - 2; Bacteria - 48; Metazoa - 1057; Fungi - 814; Plants - 580; Viruses - 0; Other Eukaryotes - 349 (source: NCBI BLink).		protein_coding		DYNAMIN-LIKE 1B (DL1B)		DYNAMIN-LIKE 1B (DL1B);DYNAMIN-LIKE 1B (ADL1B)

		XLOC_013822		XLOC_013822		AT3G02030		3:344907-350010		WT meristem		ebs Meristem		OK		515,989		827,834		0.682		172,905		0.00045		0.00736346		yes				AT1G08500		AT1G08500.1		early nodulin-like protein 18 (ENODL18); FUNCTIONS IN: electron carrier activity, copper ion binding; LOCATED IN: anchored to membrane; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: LP.06 six leaves visible, 4 anthesis, petal differentiation and expansion stage, LP.08 eight leaves visible, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Plastocyanin-like (InterPro:IPR003245), Cupredoxin (InterPro:IPR008972); BEST Arabidopsis thaliana protein match is: Cupredoxin superfamily protein (TAIR:AT2G31050.1); Has 799 Blast hits to 788 proteins in 52 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 799; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		EARLY NODULIN-LIKE PROTEIN 18 (ENODL18)		 (AtENODL18);EARLY NODULIN-LIKE PROTEIN 18 (ENODL18)

		XLOC_006747		XLOC_006747		AT1G52030		1:19345939-19349088		WT meristem		ebs Meristem		OK		194,226		310,928		0.678849		163,901		0.0006		0.00915728		yes				AT3G48470		AT3G48470.1		EMBRYO DEFECTIVE 2423 (EMB2423); CONTAINS InterPro DOMAIN/s: Telomere length regulation protein (InterPro:IPR019337); Has 246 Blast hits to 237 proteins in 108 species: Archae - 0; Bacteria - 0; Metazoa - 102; Fungi - 75; Plants - 52; Viruses - 0; Other Eukaryotes - 17 (source: NCBI BLink).		protein_coding		EMBRYO DEFECTIVE 2423 (EMB2423)		EMBRYO DEFECTIVE 2423 (EMB2423)

		XLOC_026083		XLOC_026083		AT5G12110		5:3914467-3915968		WT meristem		ebs Meristem		OK		691,077		110,617		0.678655		140,713		0.0024		0.0263433		yes				AT1G20190		AT1G20190.1		member of Alpha-Expansin Gene Family. Naming convention from the Expansin Working Group (Kende et al, 2004. Plant Mol Bio)		protein_coding		EXPANSIN 11 (EXPA11)		EXPANSIN 11 (ATEXPA11);EXPANSIN  11 (EXP11);EXPANSIN 11 (EXPA11); (ATHEXP ALPHA 1.14); (ATEXP11)

		XLOC_031228		XLOC_031228		AT5G38430		5:15384116-15385247		WT meristem		ebs Meristem		OK		308.13		492,757		0.677336		264,383		5.00E-05		0.00114332		yes				AT4G17030		AT4G17030.1		Encodes EXLB1 (expansin-like B1), a member of the expansin family.		protein_coding		EXPANSIN-LIKE B1 (EXLB1)		EXPANSIN-LIKE B1 (ATEXLB1); (EXPR);EXPANSIN-LIKE B1 (EXLB1); (ATEXPR1); (ATHEXP BETA 3.1); (AT-EXPR)

		XLOC_013212		XLOC_013212		AT2G37900		2:15864395-15866408		WT meristem		ebs Meristem		OK		166,134		265,355		0.675576		153,773		0.00285		0.030097		yes				AT5G25250		AT5G25250.1		SPFH/Band 7/PHB domain-containing membrane-associated protein family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane, vacuole; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Band 7 protein (InterPro:IPR001107); BEST Arabidopsis thaliana protein match is: SPFH/Band 7/PHB domain-containing membrane-associated protein family (TAIR:AT5G25260.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		FLOTILLIN 1 (FLOT1)		FLOTILLIN 1 (FLOT1)

		XLOC_022784		XLOC_022784		AT4G37410		4:17590768-17592920		WT meristem		ebs Meristem		OK		530,739		847,419		0.675073		270,477		5.00E-05		0.00114332		yes				AT5G14780		AT5G14780.1		Encodes a NAD-dependent formate dehydrogenase.		protein_coding		FORMATE DEHYDROGENASE (FDH)		FORMATE DEHYDROGENASE (FDH)

		XLOC_003611		XLOC_003611		AT1G69200		1:26015876-26026171		WT meristem		ebs Meristem		OK		883,006		140,577		0.670864		141,131		0.0052		0.0471092		yes				AT1G56600		AT1G56600.1		GolS2 is a galactinol synthase that catalyzes the formation of galactinol from UDP-galactose and myo-inositol. GolS2 transcript levels rise in response to methyl viologen, an oxidative damage-inducing agent. Plants over-expressing GolS2 have increased tolerance to salt, chilling, and high-light stress.		protein_coding		GALACTINOL SYNTHASE 2 (GolS2)		GALACTINOL SYNTHASE 2 (GolS2);GALACTINOL SYNTHASE 2 (AtGolS2)

		XLOC_010371		XLOC_010371		AT2G35960		2:15106939-15107993		WT meristem		ebs Meristem		OK		130,458		207,671		0.670717		254,623		5.00E-05		0.00114332		yes				AT3G28340		AT3G28340.1		Encodes a protein with  putative galacturonosyltransferase activity.		protein_coding		GALACTURONOSYLTRANSFERASE-LIKE 10 (GATL10)		GALACTINOL SYNTHASE 8 (GolS8);GALACTURONOSYLTRANSFERASE-LIKE 10 (GATL10)

		XLOC_006522		XLOC_006522		AT1G47860		1:17620676-17630270		WT meristem		ebs Meristem		OK		191,191		303,982		0.66897		292,946		5.00E-05		0.00114332		yes				AT3G52115		AT3G52115.1		Induced in response to ionizing radiation, shows basal expression in mitotically active cells and high expression in endoreduplicating cells.  May be involved in DNA damage-induced growth arrest.  Protein sequence contains a PEST destruction box.		protein_coding		GAMMA RESPONSE GENE 1 (GR1)		GAMMA RESPONSE GENE 1 (ATGR1); (AtCOM1); (COM1);GAMMA RESPONSE GENE 1 (GR1)

		XLOC_029055		XLOC_029055		AT5G64940,AT5G64950		5:25948972-25955160		WT meristem		ebs Meristem		OK		49,023		778,642		0.667502		264,398		5.00E-05		0.00114332		yes				AT1G75750		AT1G75750.1		GA-responsive GAST1 protein homolog regulated by BR and GA antagonistically.  Possibly involved in cell elongation based on expression data		protein_coding		GAST1 PROTEIN HOMOLOG 1 (GASA1)		GAST1 PROTEIN HOMOLOG 1 (GASA1)

		XLOC_007604		XLOC_007604		AT1G67740		1:25394067-25395154		WT meristem		ebs Meristem		OK		475,204		754,145		0.666294		204,853		0.0001		0.00206184		yes				AT2G02010		AT2G02010.1		glutamate decarboxylase 4 (GAD4); FUNCTIONS IN: calmodulin binding; INVOLVED IN: carboxylic acid metabolic process, glutamate metabolic process, glutamate decarboxylation to succinate; LOCATED IN: cytosol, nucleus; CONTAINS InterPro DOMAIN/s: Pyridoxal phosphate-dependent transferase, major domain (InterPro:IPR015424), Pyridoxal phosphate-dependent decarboxylase (InterPro:IPR002129), Glutamate decarboxylase (InterPro:IPR010107), Pyridoxal phosphate-dependent transferase, major region, subdomain 1 (InterPro:IPR015421); BEST Arabidopsis thaliana protein match is: glutamate decarboxylase 3 (TAIR:AT2G02000.1); Has 2849 Blast hits to 2845 proteins in 876 species: Archae - 190; Bacteria - 1701; Metazoa - 147; Fungi - 354; Plants - 286; Viruses - 3; Other Eukaryotes - 168 (source: NCBI BLink).		protein_coding		GLUTAMATE DECARBOXYLASE 4 (GAD4)		GLUTAMATE DECARBOXYLASE 4 (GAD4)

		XLOC_023029		XLOC_023029		AT4G01390		4:570241-571595		WT meristem		ebs Meristem		OK		561,626		891,282		0.666271		179,112		0.00045		0.00736346		yes				AT3G17760		AT3G17760.1		glutamate decarboxylase 5 (GAD5); FUNCTIONS IN: calmodulin binding; INVOLVED IN: carboxylic acid metabolic process, glutamate metabolic process, glutamate decarboxylation to succinate; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Pyridoxal phosphate-dependent transferase, major domain (InterPro:IPR015424), Pyridoxal phosphate-dependent decarboxylase (InterPro:IPR002129), Glutamate decarboxylase (InterPro:IPR010107), Pyridoxal phosphate-dependent transferase, major region, subdomain 1 (InterPro:IPR015421); BEST Arabidopsis thaliana protein match is: glutamate decarboxylase 4 (TAIR:AT2G02010.1); Has 2878 Blast hits to 2874 proteins in 881 species: Archae - 194; Bacteria - 1723; Metazoa - 150; Fungi - 353; Plants - 275; Viruses - 5; Other Eukaryotes - 178 (source: NCBI BLink).		protein_coding		GLUTAMATE DECARBOXYLASE 5 (GAD5)		GLUTAMATE DECARBOXYLASE 5 (GAD5)

		XLOC_002429		XLOC_002429		AT1G47970		1:17687268-17688816		WT meristem		ebs Meristem		OK		164,855		261,554		0.665906		3,034		5.00E-05		0.00114332		yes				AT2G29460		AT2G29460.1		Encodes glutathione transferase belonging to the tau class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE TAU 4 (GSTU4)		GLUTATHIONE S-TRANSFERASE TAU 4 (ATGSTU4);GLUTATHIONE S-TRANSFERASE 22 (GST22);GLUTATHIONE S-TRANSFERASE TAU 4 (GSTU4)

		XLOC_023907		XLOC_023907		AT4G13410		4:7792218-7795824		WT meristem		ebs Meristem		OK		346,745		548,953		0.662804		193,753		0.00025		0.00450254		yes				AT5G43840		AT5G43840.1		member of Heat Stress Transcription Factor (Hsf) family		protein_coding		HEAT SHOCK TRANSCRIPTION FACTOR  A6A (HSFA6A)		HEAT SHOCK TRANSCRIPTION FACTOR  A6A (AT-HSFA6A);HEAT SHOCK TRANSCRIPTION FACTOR  A6A (HSFA6A)

		XLOC_020301		XLOC_020301		AT3G61920		3:22932495-22933362		WT meristem		ebs Meristem		OK		481,122		760,423		0.6604		142,421		0.0029		0.0303947		yes				AT2G16060		AT2G16060.1		Encodes a class 1 nonsymbiotic hemoglobin induced by low oxygen levels with very high oxygen affinity.  It is not likely to be a hemoglobin transporter because of its extremely high affinity for oxygen.  Overexpression impairs cold stress-induced nitric oxide (NO) production.		protein_coding		HEMOGLOBIN 1 (HB1)		CLASS I HEMOGLOBIN (GLB1);HEMOGLOBIN 1 (AHB1);HEMOGLOBIN 1 (HB1); (NSHB1); (ATGLB1); (ARATH GLB1)

		XLOC_026730		XLOC_026730		AT5G25230		5:8739708-8743594		WT meristem		ebs Meristem		OK		0.895435		141,519		0.660338		147,644		0.00495		0.0452648		yes				AT1G37150		AT1G37150.2		Although HCS2 is predicted to encode a biotin protein ligase / holocarboxylase synthetase (HCS), hcs2 mutants do not show a decrease in HCS activity. A dual-targeted HCS1 (At2g25710) might account for the HCS activity observed in multiple subcellular compartments in Arabidopsis.		protein_coding		HOLOCARBOXYLASE SYNTHETASE 2 (HCS2)		HOLOCARBOXYLASE SYNTHETASE 2 (HCS2)

		XLOC_030361		XLOC_030361		AT5G23060		5:7736589-7738535		WT meristem		ebs Meristem		OK		958,393		151,463		0.660279		288,857		5.00E-05		0.00114332		yes				AT4G36740		AT4G36740.1		Encodes a homeodomain leucine zipper class I (HD-Zip I) protein.		protein_coding		HOMEOBOX PROTEIN 40 (HB40)		 (HB-5);HOMEOBOX PROTEIN 40 (HB40);HOMEOBOX PROTEIN 40 (ATHB40)

		XLOC_028139		XLOC_028139		AT5G49000		5:19864512-19865755		WT meristem		ebs Meristem		OK		700,304		110,594		0.659222		143,617		0.004		0.0386238		yes				AT5G53980		AT5G53980.1		Encodes a homeodomain leucine zipper class I (HD-Zip I) protein.		protein_coding		HOMEOBOX PROTEIN 52 (HB52)		HOMEOBOX PROTEIN 52 (HB52);HOMEOBOX PROTEIN 52 (ATHB52)

		XLOC_015363		XLOC_015363		AT3G28320		3:10581703-10583000		WT meristem		ebs Meristem		OK		728,171		114,917		0.658249		222,912		5.00E-05		0.00114332		yes				AT2G34600		AT2G34600.1		jasmonate-zim-domain protein 7 (JAZ7); CONTAINS InterPro DOMAIN/s: Tify (InterPro:IPR010399); BEST Arabidopsis thaliana protein match is: jasmonate-zim-domain protein 8 (TAIR:AT1G30135.1); Has 38 Blast hits to 38 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 38; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		JASMONATE-ZIM-DOMAIN PROTEIN 7 (JAZ7)		 (TIFY5B);JASMONATE-ZIM-DOMAIN PROTEIN 7 (JAZ7)

		XLOC_022285		XLOC_022285		AT4G28660		4:14149879-14151104		WT meristem		ebs Meristem		OK		166,912		263,134		0.656709		294,065		5.00E-05		0.00114332		yes				AT1G73260		AT1G73260.1		Encodes a trypsin inhibitor involved in modulating programmed cell death in plant-pathogen interactions.		protein_coding		KUNITZ TRYPSIN INHIBITOR 1 (KTI1)		KUNITZ TRYPSIN INHIBITOR 1 (KTI1);ARABIDOPSIS THALIANA KUNITZ TRYPSIN INHIBITOR 1 (ATKTI1)

		XLOC_008235		XLOC_008235		AT1G79470		1:29894597-29897166		WT meristem		ebs Meristem		OK		131,506		207,186		0.655792		29,348		5.00E-05		0.00114332		yes				AT1G18140		AT1G18140.1		putative laccase, a member of laccase family of genes (with 17 members in Arabidopsis).		protein_coding		LACCASE 1 (LAC1)		 (ATLAC1);LACCASE 1 (LAC1)

		XLOC_021158		XLOC_021158		AT4G09650		4:6100742-6101708		WT meristem		ebs Meristem		OK		449.13		707.28		0.655148		218,874		5.00E-05		0.00114332		yes				AT5G06760		AT5G06760.1		Encodes LEA4-5, a member of the Late Embryogenesis Abundant (LEA) proteins which typically accumulate in response to low water availability conditions imposed during development or by the environment. Most of the diverse set of LEA proteins can be grouped according to properties such as high hydrophilicity and high content of glycine or other small amino acids in what  has been termed hydrophilins.  LEA4-5 protects enzyme activities from the adverse effects induced by freeze-thaw cycles in vitro.		protein_coding		LATE EMBRYOGENESIS ABUNDANT 4-5 (LEA4-5)		LATE EMBRYOGENESIS ABUNDANT 4-5 (AtLEA4-5);LATE EMBRYOGENESIS ABUNDANT 4-5 (LEA4-5)

		XLOC_007614		XLOC_007614		AT1G67870		1:25449366-25451012		WT meristem		ebs Meristem		OK		594,379		935,698		0.654661		311,642		5.00E-05		0.00114332		yes				AT1G52690		AT1G52690.1		Late embryogenesis abundant protein (LEA) family protein; BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant protein (LEA) family protein (TAIR:AT3G15670.1); Has 2929 Blast hits to 1441 proteins in 420 species: Archae - 10; Bacteria - 766; Metazoa - 298; Fungi - 136; Plants - 1347; Viruses - 16; Other Eukaryotes - 356 (source: NCBI BLink).		protein_coding		LATE EMBRYOGENESIS ABUNDANT 7 (LEA7)		LATE EMBRYOGENESIS ABUNDANT 7 (LEA7)

		XLOC_019546		XLOC_019546		AT3G49160		3:18221993-18224885		WT meristem		ebs Meristem		OK		740,355		116,526		0.654362		277,208		5.00E-05		0.00114332		yes				AT2G38530		AT2G38530.1		Involved in lipid transfer between membranes. Belongs to a family of Lipid transfer proteins. Sequence similarity to other plant/Arabidopsis LPT genes but highest similarity to LPT1. Stress and pathogen-inducible motifs found in the upstream region. Expressed in flower, leaves and siliques but absent in roots. Predicted to be a member of PR-14 pathogenesis-related protein family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 2 (LTP2)		LIPID TRANSFER PROTEIN 2 (LTP2);CELL GROWTH DEFECT FACTOR-3 (cdf3); (LP2)

		XLOC_029750		XLOC_029750		AT5G11410		5:3638430-3639883		WT meristem		ebs Meristem		OK		476,774		749,729		0.653065		17,466		0.0009		0.0125121		yes				AT5G59320		AT5G59320.1		Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the lipid transfer protein (PR-14) family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 3 (LTP3)		LIPID TRANSFER PROTEIN 3 (LTP3)

		XLOC_030218		XLOC_030218		AT5G20040		5:6767796-6771190		WT meristem		ebs Meristem		OK		205,385		322,614		0.651479		148,532		0.00075		0.0109661		yes				AT5G59310		AT5G59310.1		Encodes a member of the lipid transfer protein family. Proteins of this family are generally small (~9 kD), basic, expressed abundantly and contain eight Cys residues. The proteins can bind fatty acids and acylCoA esters and can transfer several different phospholipids. They are localized to the cell wall. The mRNA is present in flowers and siliques, and is strongly up-regulated by abscisic acid. Predicted to be a member of PR-14 pathogenesis-related protein family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 4 (LTP4)		LIPID TRANSFER PROTEIN 4 (LTP4)

		XLOC_027811		XLOC_027811		AT5G43530		5:17489326-17494830		WT meristem		ebs Meristem		OK		106,934		167,931		0.651147		174,886		0.00055		0.00855482		yes				AT3G50970		AT3G50970.1		Belongs to the dehydrin protein family, which contains highly conserved stretches of 7-17 residues that are repetitively scattered in their sequences, the K-, S-, Y- and lysine rich segments.  LTI29 and LTI30 double overexpressors confer freeze tolerance. Located in membranes. mRNA upregulated by water deprivation and abscisic acid.		protein_coding		LOW TEMPERATURE-INDUCED 30 (LTI30)		 (XERO2);LOW TEMPERATURE-INDUCED 30 (LTI30)

		XLOC_001287		XLOC_001287		AT1G23750		1:8400150-8401487		WT meristem		ebs Meristem		OK		101,791		159,686		0.649621		212,752		5.00E-05		0.00114332		yes				AT5G52300		AT5G52300.1		encodes a protein that is induced in expression in response to water deprivation such as cold, high-salt, and dessication. The response appears to be via abscisic acid. The promoter region contains two ABA-responsive elements (ABREs) that are required for the dehydration-responsive expression of rd29B as cis-acting elements. Protein is a member of a gene family with other members found plants, animals and fungi.		protein_coding		LOW-TEMPERATURE-INDUCED 65 (LTI65)		LOW-TEMPERATURE-INDUCED 65 (LTI65);RESPONSIVE TO DESSICATION 29B (RD29B)

		XLOC_027648		XLOC_027648		AT5G41040		5:16431373-16433305		WT meristem		ebs Meristem		OK		350,206		549,227		0.649197		121,002		0.0033		0.0334024		yes				AT1G79330		AT1G79330.1		Metacaspase AtMCPb2/AMC6. Caspase family protein. Arginine/lysine-specific cysteine protease activity. Induces apoptosis in yeast. Contains Pfam domain, PF00656: ICE-like protease (caspase) p20 domain.  Arabidopsis contains three type I MCP genes (MCP1a-c) and six type II MCP genes (MCP2a?f): AtMCP1a/At5g64240, AtMCP1b/At1g02170, AtMCP1c/At4g25110, AtMCP2a/At1g79310, AtMCP2b/At1g79330, AtMCP2c/At1g79320, AtMCP2d/At1g79340, AtMCP2e/At1g16420, AtMCP2f/At5g04200.		protein_coding		METACASPASE 5 (MC5)		METACASPASE 2B (MCP2b);METACASPASE 2B (ATMCP2b); (AMC6);METACASPASE 5 (ATMC5);METACASPASE 5 (MC5)

		XLOC_021391		XLOC_021391		AT4G13572		4:7887439-7888638		WT meristem		ebs Meristem		OK		906,598		142,153		0.648907		161,615		0.0017		0.0202928		yes				AT1G64660		AT1G64660.1		Encodes a functional methionine gamma-lyase, a cytosolic enzyme catalyzes the degradation of methionine into methanethiol, alpha-ketobutyrate and ammonia. The catabolism of excess methionine is important to methionine homeostasis.		protein_coding		METHIONINE GAMMA-LYASE (MGL)		METHIONINE GAMMA-LYASE (MGL);METHIONINE GAMMA-LYASE (ATMGL)

		XLOC_012690		XLOC_012690		AT2G29090		2:12494850-12499723		WT meristem		ebs Meristem		OK		168,839		264,603		0.648179		146,283		0.0025		0.0271204		yes				AT4G24415		AT4G24415.1		Encodes a microRNA that targets AGL16. MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage. Mature sequence: UAGACCAUUUGUGAGAAGGGA		miRNA		MICRORNA824A (MIR824A)		MICRORNA824A (MIR824A)

		XLOC_002867		XLOC_002867		AT1G55480		1:20713683-20715547		WT meristem		ebs Meristem		OK		680,122		106,161		0.642394		217,375		0.0002		0.00374736		yes				AT3G09660		AT3G09660.1		minichromosome maintenance 8 (MCM8); FUNCTIONS IN: nucleoside-triphosphatase activity, DNA-dependent ATPase activity, DNA binding, nucleotide binding, ATP binding; INVOLVED IN: DNA-dependent DNA replication initiation, DNA replication; LOCATED IN: cellular_component unknown; EXPRESSED IN: shoot apex, embryo, flower, seed; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Nucleic acid-binding, OB-fold-like (InterPro:IPR016027), Nucleic acid-binding, OB-fold (InterPro:IPR012340), ATPase, AAA+ type, core (InterPro:IPR003593), DNA-dependent ATPase MCM (InterPro:IPR001208); BEST Arabidopsis thaliana protein match is: Minichromosome maintenance (MCM2/3/5) family protein (TAIR:AT2G16440.1); Has 4027 Blast hits to 3851 proteins in 539 species: Archae - 371; Bacteria - 134; Metazoa - 1249; Fungi - 930; Plants - 423; Viruses - 3; Other Eukaryotes - 917 (source: NCBI BLink).		protein_coding		MINICHROMOSOME MAINTENANCE 8 (MCM8)		MINICHROMOSOME MAINTENANCE 8 (MCM8)

		XLOC_026673		XLOC_026673		AT5G24105		5:8151923-8152867		WT meristem		ebs Meristem		OK		742,334		115,851		0.642126		137,632		0.00495		0.0452648		yes				AT1G35310		AT1G35310.1		MLP-like protein 168 (MLP168); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: MLP-like protein 165 (TAIR:AT1G35260.1); Has 371 Blast hits to 340 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 371; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		MLP-LIKE PROTEIN 168 (MLP168)		MLP-LIKE PROTEIN 168 (MLP168)

		XLOC_011965		XLOC_011965		AT2G16570		2:7180144-7182193		WT meristem		ebs Meristem		OK		240,358		374,874		0.641223		13,146		0.00275		0.0292628		yes				AT4G15760		AT4G15760.1		Encodes a protein with similarity to monooxygenases that are known to degrade salicylic acid (SA).		protein_coding		MONOOXYGENASE 1 (MO1)		MONOOXYGENASE 1 (MO1)

		XLOC_025707		XLOC_025707		AT5G04895,AT5G04900		5:1428723-1437330		WT meristem		ebs Meristem		OK		288,107		449,229		0.640846		142,817		0.00285		0.030097		yes				AT1G53480		AT1G53480.1		Encodes MRD1 (mto 1 responding down).  Down-regulated in mto1-1 mutant that over-accumulates soluble methionine.		protein_coding		MTO 1 RESPONDING DOWN 1 (MRD1)		MTO 1 RESPONDING DOWN 1 (MRD1);ARABIDOPSIS MTO 1 RESPONDING DOWN 1 (ATMRD1)

		XLOC_004847		XLOC_004847		AT1G11210		1:3755676-3756998		WT meristem		ebs Meristem		OK		155,988		243,201		0.640718		229,694		5.00E-05		0.00114332		yes				AT2G19800		AT2G19800.1		Encodes a myo-inositol oxygenase family gene.		protein_coding		MYO-INOSITOL OXYGENASE 2 (MIOX2)		MYO-INOSITOL OXYGENASE 2 (MIOX2)

		XLOC_031587		XLOC_031587		AT5G44400		5:17886193-17888480		WT meristem		ebs Meristem		OK		160,177		249,713		0.640609		281,702		5.00E-05		0.00114332		yes				AT3G15500		AT3G15500.1		Encodes an ATAF-like NAC-domain transcription factor that doesn't contain C-terminal sequences shared by CUC1, CUC2 and NAM. Note: this protein (AtNAC3) is not to be confused with the protein encoded by locus AT3G29035, which, on occasion, has also been referred to as AtNAC3.		protein_coding		NAC DOMAIN CONTAINING PROTEIN 3 (NAC3)		NAC DOMAIN CONTAINING PROTEIN 3 (ATNAC3);NAC DOMAIN CONTAINING PROTEIN 3 (NAC3);NAC DOMAIN CONTAINING PROTEIN 55 (NAC055);NAC DOMAIN CONTAINING PROTEIN 55 (ANAC055)

		XLOC_018263		XLOC_018263		AT3G22142		3:7803603-7808046		WT meristem		ebs Meristem		OK		217,229		337,922		0.637476		297,896		5.00E-05		0.00114332		yes				AT5G60780		AT5G60780.1		member of High affinity nitrate transporter family		protein_coding		NITRATE TRANSPORTER 2.3 (NRT2.3)		ARABIDOPSIS THALIANA NITRATE TRANSPORTER 2.3 (ATNRT2.3);NITRATE TRANSPORTER 2.3 (NRT2.3)

		XLOC_013639		XLOC_013639		AT2G45660		2:18807537-18811047		WT meristem		ebs Meristem		OK		110,289		171,442		0.636427		254,924		5.00E-05		0.00114332		yes				AT3G44300		AT3G44300.1		Encodes an enzyme that catalyzes the hydrolysis of indole-3-acetonitrile (IAN) to indole-3-acetic acid (IAA) (nitrile aminohydrolase, EC 3.5.5.1) and IAN to indole-3-acetamide (IAM) at lower levels. Mutants have reduced sensitivity to IAN and are sensitive to IAA. This enzyme likely participates in other non-auxin-related metabolic pathways.		protein_coding		NITRILASE 2 (NIT2)		NITRILASE 2 (AtNIT2);NITRILASE 2 (NIT2)

		XLOC_024525		XLOC_024525		AT4G23240,AT4G23250		4:12160501-12167026		WT meristem		ebs Meristem		OK		435,148		675,171		0.633747		207,178		0.0001		0.00206184		yes				AT2G14610		AT2G14610.1		PR1 gene expression is induced in response to a variety of pathogens. It is a useful molecular marker for the SAR response.  Though the Genbank record for the cDNA associated to this gene is called 'PR-1-like', the sequence  actually corresponds to PR1.  Expression of this gene is salicylic-acid responsive.		protein_coding		PATHOGENESIS-RELATED GENE 1 (PR1)		PATHOGENESIS-RELATED GENE 1 (PR1);PATHOGENESIS-RELATED GENE 1 (ATPR1);PATHOGENESIS-RELATED GENE 1 (PR 1)

		XLOC_032609		XLOC_032609		AT5G62940		5:25256918-25258681		WT meristem		ebs Meristem		OK		390,965		605,965		0.632196		177,746		0.0002		0.00374736		yes				AT3G29670		AT3G29670.1		Encodes a malonyltransferase that may play a role in phenolic xenobiotic detoxification.		protein_coding		PHENOLIC GLUCOSIDE MALONYLTRANSFERASE 2 (PMAT2)		PHENOLIC GLUCOSIDE MALONYLTRANSFERASE 2 (PMAT2)

		XLOC_011925		XLOC_011925		AT2G15980		2:6951348-6952845		WT meristem		ebs Meristem		OK		400,353		620,005		0.631005		1,889		0.00015		0.00294045		yes				AT4G00240		AT4G00240.1		member of C2-PLD subfamily		protein_coding		PHOSPHOLIPASE D BETA 2 (PLDBETA2)		PHOSPHOLIPASE D BETA 2 (PLDBETA2)

		XLOC_030409		XLOC_030409		AT5G24000		5:8110312-8112710		WT meristem		ebs Meristem		OK		134,184		207,419		0.628338		142,482		0.00185		0.0216073		yes				AT3G26830		AT3G26830.1		Mutations in pad3 are defective in biosynthesis of the indole derived phytoalexin camalexin. Encodes a cytochrome P450 enzyme that catalyzes the conversion of dihydrocamalexic acid to camalexin.		protein_coding		PHYTOALEXIN DEFICIENT 3 (PAD3)		 (CYP71B15);PHYTOALEXIN DEFICIENT 3 (PAD3)

		XLOC_007904		XLOC_007904		AT1G73540		1:27645657-27646698		WT meristem		ebs Meristem		OK		241,825		373,803		0.628318		269,649		5.00E-05		0.00114332		yes				AT1G14870		AT1G14870.1		PCR2 encodes a membrane protein involved in zinc transport and detoxification.		protein_coding		PLANT CADMIUM RESISTANCE 2 (PCR2)		 (AtPCR2);PLANT CADMIUM RESISTANCE 2 (PCR2)

		XLOC_010680		XLOC_010680		AT2G41340		2:17229007-17230482		WT meristem		ebs Meristem		OK		106,515		16,462		0.628083		138,559		0.00135		0.0171208		yes				AT1G55010		AT1G55010.1		Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the plant defensin (PDF) family with the following members: At1g75830/PDF1.1, At5g44420/PDF1.2a, At2g26020/PDF1.2b, At5g44430/PDF1.2c, At2g26010/PDF1.3, At1g19610/PDF1.4, At1g55010/PDF1.5, At2g02120/PDF2.1, At2g02100/PDF2.2, At2g02130/PDF2.3, At1g61070/PDF2.4, At5g63660/PDF2.5, At2g02140/PDF2.6, At5g38330/PDF3.1 and At4g30070/PDF3.2.		protein_coding		PLANT DEFENSIN 1.5 (PDF1.5)		PLANT DEFENSIN 1.5 (PDF1.5)

		XLOC_026411		XLOC_026411		AT5G18710		5:6241133-6243479		WT meristem		ebs Meristem		OK		141,898		219,239		0.627651		137,936		0.0055		0.0490299		yes				AT2G18660		AT2G18660.1		Encodes PNP-A (Plant Natriuretic Peptide A). PNPs are a class of systemically mobile molecules distantly related to expansins; their biological role has remained elusive. PNP-A contains a signal peptide domain and is secreted into the extracellular space.  Co-expression analyses using microarray data suggest that PNP-A may function as a component of plant defence response and SAR in particular, and could be classified as a newly identified PR protein. It is stress responsive and can enhance its own expression.		protein_coding		PLANT NATRIURETIC PEPTIDE A (PNP-A)		EXPANSIN-LIKE B3 PRECURSOR (EXLB3);PLANT NATRIURETIC PEPTIDE A (PNP-A); (AtPNP-A)

		XLOC_014348		XLOC_014348		AT3G11930		3:3776236-3777694		WT meristem		ebs Meristem		OK		545,501		842,107		0.626421		162,905		0.00095		0.0130675		yes				AT3G16380		AT3G16380.1		polyadenylate-binding protein, putative / PABP, putative, similar to polyadenylate-binding protein (poly(A)-binding protein) from {Arabidopsis thaliana} SP:P42731, (Cucumis sativus) GI:7528270, {Homo sapiens} SP:Q13310, {Arabidopsis thaliana} SP:Q05196; contains InterPro entry IPR000504: RNA-binding region RNP-1 (RNA recognition motif) (RRM). Member of the class III family of PABP proteins.		protein_coding		POLY(A) BINDING PROTEIN 6 (PAB6)		POLY(A) BINDING PROTEIN 6 (PAB6)

		XLOC_000148		XLOC_000148		AT1G03600		1:898875-899655		WT meristem		ebs Meristem		OK		327,818		504,711		0.62256		253,476		5.00E-05		0.00114332		yes				AT3G49570		AT3G49570.1		RESPONSE TO LOW SULFUR 3 (LSU3); BEST Arabidopsis thaliana protein match is: response to low sulfur 2 (TAIR:AT5G24660.1); Has 71 Blast hits to 71 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 70; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		RESPONSE TO LOW SULFUR 3 (LSU3)		RESPONSE TO LOW SULFUR 3 (LSU3)

		XLOC_011140		XLOC_011140		AT2G01918		2:424109-425713		WT meristem		ebs Meristem		OK		981,753		151,012		0.621226		120,343		0.0054		0.0482709		yes				AT5G66400		AT5G66400.1		Belongs to the dehydrin protein family, which contains highly conserved stretches of 7-17 residues that are repetitively scattered in their sequences, the K-, S-, Y- and lysine rich segments. ABA- and drought-induced glycine-rice dehydrin protein.  The ABA-induced expression of RAB18 was reduced following ACC application, indicating that ethylene inhibits the ABA signaling pathway.  RAB18 is also expressed in response to the formation of the phospholipid diacylglycerol pyrophosphate. COR47 and RAB18 double overexpressor plants are cold tolerant. Expressed in guard cells.		protein_coding		RESPONSIVE TO ABA 18 (RAB18)		ARABIDOPSIS THALIANA DROUGHT-INDUCED 8 (ATDI8);RESPONSIVE TO ABA 18 (RAB18)

		XLOC_030090		XLOC_030090		AT5G17760		5:5860420-5862422		WT meristem		ebs Meristem		OK		514,833		791,563		0.620598		16,001		0.00035		0.00605745		yes				AT1G67265		AT1G67265.1		ROTUNDIFOLIA like 21 (RTFL21); CONTAINS InterPro DOMAIN/s: DVL (InterPro:IPR012552); BEST Arabidopsis thaliana protein match is: ROTUNDIFOLIA like 18 (TAIR:AT5G16023.1); Has 118 Blast hits to 118 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 118; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		ROTUNDIFOLIA LIKE 21 (RTFL21)		DEVIL 3 (DVL3);ROTUNDIFOLIA LIKE 21 (RTFL21)

		XLOC_019428		XLOC_019428		AT3G46940		3:17288193-17288952		WT meristem		ebs Meristem		OK		958,626		147,162		0.618367		17,693		0.0005		0.00796773		yes				AT3G44042		AT3G44042.1		Member of Sadhu non-coding retrotransposon family.In some natural accessions the allele is  methylated and silenced.		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 3-1 (SADHU3-1)		SADHU NON-CODING RETROTRANSPOSON 3-1 (SADHU3-1)

		XLOC_018372		XLOC_018372		AT3G24140		3:8715235-8718211		WT meristem		ebs Meristem		OK		784,346		120,001		0.613487		235,264		5.00E-05		0.00114332		yes				AT3G42658		AT3G42658.1		Member of Sadhu non-coding retrotransposon family.In some natural accessions the allele is  methylated and silenced.		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 3-2 (SADHU3-2)		SADHU NON-CODING RETROTRANSPOSON 3-2 (SADHU3-2)

		XLOC_029138		XLOC_029138		AT5G66520		5:26551878-26553741		WT meristem		ebs Meristem		OK		454,347		694,915		0.613041		208,702		0.0001		0.00206184		yes				AT1G73805		AT1G73805.1		Encodes SAR Deficient 1 (SARD1), a key regulator for ICS1 (Isochorismate Synthase 1) induction and salicylic acid (SA) synthesis.		protein_coding		SAR DEFICIENT 1 (SARD1)		SAR DEFICIENT 1 (SARD1)

		XLOC_000280		XLOC_000280		AT1G06160		1:1883003-1883934		WT meristem		ebs Meristem		OK		599,445		915,914		0.611586		129,639		0.0032		0.0326444		yes				AT4G02380		AT4G02380.1		Encodes AtLEA5 (late embryogenesis abundant like protein).  Also known as SENESCENCE-ASSOCIATED GENE 21 (SAG21).  Has a role on oxidative stress tolerance. mRNA levels are elevated in response to various stresses.		protein_coding		SENESCENCE-ASSOCIATED GENE 21 (SAG21)		ARABIDOPSIS THALIANA LATE EMBRYOGENENSIS ABUNDANT LIKE 5 (AtLEA5);SENESCENCE-ASSOCIATED GENE 21 (SAG21)

		XLOC_019909		XLOC_019909		AT3G55090		3:20416341-20418552		WT meristem		ebs Meristem		OK		165,391		252,236		0.608893		152,962		0.0021		0.0237866		yes				AT1G05820		AT1G05820.1		SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (SPPL5); FUNCTIONS IN: peptidase activity, aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system, integral to membrane; CONTAINS InterPro DOMAIN/s: Protease-associated PA (InterPro:IPR003137), Peptidase A22, presenilin signal peptide (InterPro:IPR006639), Peptidase A22B, signal peptide peptidase (InterPro:IPR007369); BEST Arabidopsis thaliana protein match is: SIGNAL PEPTIDE PEPTIDASE-LIKE 3 (TAIR:AT2G43070.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (SPPL5)		ARABIDOPSIS THALIANA SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (ATSPPL5);SIGNAL PEPTIDE PEPTIDASE-LIKE 5 (SPPL5)

		XLOC_020230		XLOC_020230		AT3G60900		3:22499359-22501239		WT meristem		ebs Meristem		OK		72,101		10,986		0.607578		237,715		5.00E-05		0.00114332		yes				AT5G24030		AT5G24030.1		Encodes a protein with ten predicted transmembrane helices. The SLAH3 protein has similarity to the SLAC1 protein involved in ion homeostasis in guard cells. Although it is not expressed in guard cells, it can complement an slac1-2 mutant suggesting that it performs a similar function. SLAH3:GFP localizes to the plasma membrane.		protein_coding		SLAC1 HOMOLOGUE 3 (SLAH3)		SLAC1 HOMOLOGUE 3 (SLAH3)

		XLOC_010882		XLOC_010882		AT2G44880		2:18505238-18506906		WT meristem		ebs Meristem		OK		197,339		300,507		0.606724		144,183		0.0048		0.0442457		yes				AT5G18060		AT5G18060.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT5G18050.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		SMALL AUXIN UP RNA 23 (SAUR23)		SMALL AUXIN UP RNA 23 (SAUR23)

		XLOC_011316		XLOC_011316		AT2G05070		2:1799233-1800392		WT meristem		ebs Meristem		OK		637,804		970,076		0.604985		152,824		0.00345		0.034562		yes				AT5G07010		AT5G07010.1		Encodes a sulfotransferase that acts specifically on 11- and 12-hydroxyjasmonic acid. Transcript levels for this enzyme are increased by treatments with jasmonic acid (JA), 12-hydroxyJA, JA-isoleucine, and 12-oxyphytodienoic acid (a JA precursor).		protein_coding		SULFOTRANSFERASE 2A (ST2A)		ARABIDOPSIS THALIANA SULFOTRANSFERASE 2A (ATST2A);SULFOTRANSFERASE 2A (ST2A)

		XLOC_004991		XLOC_004991		AT1G13800		1:4731055-4733707		WT meristem		ebs Meristem		OK		157,104		238,907		0.604726		160,333		0.00165		0.0198539		yes				AT3G61450		AT3G61450.2		syntaxin of plants 73 (SYP73)		protein_coding		SYNTAXIN OF PLANTS 73 (SYP73)		SYNTAXIN OF PLANTS 73 (SYP73)

		XLOC_032549		XLOC_032549		AT5G61660		5:24779214-24779930		WT meristem		ebs Meristem		OK		756,808		114,983		0.603415		252,289		5.00E-05		0.00114332		yes				AT1G08630		AT1G08630.1		Encodes a threonine aldolase, involved in threonine degradation to glycine. Primarily expressed in seeds and seedlings.		protein_coding		THREONINE ALDOLASE 1 (THA1)		THREONINE ALDOLASE 1 (THA1)

		XLOC_029954		XLOC_029954		AT5G15340		5:4982272-4984144		WT meristem		ebs Meristem		OK		197,031		299,324		0.603283		150,927		0.003		0.0312247		yes				AT2G25810		AT2G25810.1		tonoplast intrinsic protein 4;1 (TIP4;1); FUNCTIONS IN: water channel activity; INVOLVED IN: transport, transmembrane transport; LOCATED IN: plant-type vacuole membrane, membrane, central vacuole; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Major intrinsic protein, conserved site (InterPro:IPR022357), Aquaporin (InterPro:IPR012269), Major intrinsic protein (InterPro:IPR000425); BEST Arabidopsis thaliana protein match is: gamma tonoplast intrinsic protein (TAIR:AT2G36830.1); Has 10430 Blast hits to 10407 proteins in 2161 species: Archae - 84; Bacteria - 4945; Metazoa - 1471; Fungi - 406; Plants - 2499; Viruses - 0; Other Eukaryotes - 1025 (source: NCBI BLink).		protein_coding		TONOPLAST INTRINSIC PROTEIN 4;1 (TIP4;1)		TONOPLAST INTRINSIC PROTEIN 4;1 (TIP4;1)

		XLOC_010496		XLOC_010496		AT2G38230		2:16011455-16012508		WT meristem		ebs Meristem		OK		463,048		702,321		0.600969		103,834		0.0054		0.0482709		yes				AT3G28150		AT3G28150.1		Encodes a member of the TBL (TRICHOME BIREFRINGENCE-LIKE) gene family containing a plant-specific DUF231 (domain of unknown function) domain. A putative xyloglucan O-acetyltransferase. TBL gene family has 46 members, two of which (TBR/AT5G06700 and TBL3/AT5G01360) have been shown to be involved in the synthesis and deposition of secondary wall cellulose, presumably by influencing the esterification state of pectic polymers. A nomenclature for this gene family has been proposed (Volker Bischoff & Wolf Scheible, 2010, personal communication).		protein_coding		TRICHOME BIREFRINGENCE-LIKE 22 (TBL22)		ALTERED XYLOGLUCAN 4-LIKE (AXY4L);TRICHOME BIREFRINGENCE-LIKE 22 (TBL22)

		XLOC_029284		XLOC_029284		AT5G02490		5:550034-552647		WT meristem		ebs Meristem		OK		166,276		251,901		0.599275		275,582		5.00E-05		0.00114332		yes				AT2G47770		AT2G47770.1		Encodes a membrane-bound protein designated AtTSPO (Arabidopsis thaliana TSPO-related). AtTSPO is related to the bacterial outer membrane tryptophan-rich sensory protein (TspO) and the mammalian mitochondrial 18 kDa Translocator Protein (18 kDa TSPO), members of the TspO/MBR domain-containing membrane proteins. Mainly detected in dry seeds, but can be induced in vegetative tissues by osmotic or salt stress or abscisic acid treatment. Located in endoplasmic reticulum and the Golgi stacks.  It is degraded through the autophagy pathway.		protein_coding		TSPO(OUTER MEMBRANE TRYPTOPHAN-RICH SENSORY PROTEIN)-RELATED (TSPO)		TSPO(OUTER MEMBRANE TRYPTOPHAN-RICH SENSORY PROTEIN)-RELATED (ATTSPO);TSPO(OUTER MEMBRANE TRYPTOPHAN-RICH SENSORY PROTEIN)-RELATED (TSPO)

		XLOC_015922		XLOC_015922		AT3G43580		3:15502142-15503606		WT meristem		ebs Meristem		OK		216,447		32,776		0.598627		139,242		0.00545		0.0486509		yes				AT4G34135		AT4G34135.1		The At4g34135 gene encodes a flavonol 7-O-glucosyltransferase (EC 2.4.1.237) that glucosylates also with a 20 fold lower activity flavonols (kaempferol and quercetin) at the 3-O-position.		protein_coding		UDP-GLUCOSYLTRANSFERASE 73B2 (UGT73B2)		UDP-GLUCOSYLTRANSFERASE 73B2 (UGT73B2)

		XLOC_025196		XLOC_025196		AT4G35250		4:16771170-16773364		WT meristem		ebs Meristem		OK		447,132		676,994		0.598442		276,312		5.00E-05		0.00114332		yes				AT5G43580		AT5G43580.1		Predicted to encode a PR (pathogenesis-related) peptide that belongs to the PR-6 proteinase inhibitor family. Functions in resistance to necrotrophic fungi and insect herbivory. Six putative PR-6-type protein encoding genes are found in Arabidopsis: At2g38900, At2g38870, At5g43570, At5g43580, At3g50020 and At3g46860.		protein_coding		UNUSUAL SERINE PROTEASE INHIBITOR (UPI)		UNUSUAL SERINE PROTEASE INHIBITOR (UPI)

		XLOC_008018		XLOC_008018		AT1G75690		1:28422109-28423285		WT meristem		ebs Meristem		OK		101.81		153,651		0.593773		278,636		5.00E-05		0.00114332		yes				AT1G05680		AT1G05680.1		Encodes a UDP-glucosyltransferase, UGT74E2,  that acts on IBA (indole-3-butyric acid) and affects auxin homeostasis. The transcript and protein levels of this enzyme are strongly induced by H2O2 and may allow integration of ROS (reactive oxygen species) and auxin signaling. This enzyme can also transfer glycosyl groups to several compounds related to the explosive TNT when this synthetic compound is taken up from the environment.		protein_coding		URIDINE DIPHOSPHATE GLYCOSYLTRANSFERASE 74E2 (UGT74E2)		URIDINE DIPHOSPHATE GLYCOSYLTRANSFERASE 74E2 (UGT74E2)

		XLOC_018501		XLOC_018501		AT3G26310		3:9641088-9642779		WT meristem		ebs Meristem		OK		609,189		919,082		0.593305		206,169		0.00015		0.00294045		yes				AT2G38470		AT2G38470.1		Member of the plant WRKY transcription factor family.  Regulates the antagonistic relationship between defense pathways mediating responses to P. syringae and necrotrophic fungal pathogens.  Located in nucleus. Involved in response to various abiotic stresses - especially salt stress.		protein_coding		WRKY DNA-BINDING PROTEIN 33 (WRKY33)		WRKY DNA-BINDING PROTEIN 33 (ATWRKY33);WRKY DNA-BINDING PROTEIN 33 (WRKY33)

		XLOC_009923		XLOC_009923		AT2G28190		2:12014497-12016569		WT meristem		ebs Meristem		OK		263,986		398,202		0.593039		244,127		5.00E-05		0.00114332		yes				AT2G46400		AT2G46400.1		member of WRKY Transcription Factor; Group III		protein_coding		WRKY DNA-BINDING PROTEIN 46 (WRKY46)		WRKY DNA-BINDING PROTEIN 46 (WRKY46);WRKY DNA-BINDING PROTEIN 46 (ATWRKY46)

		XLOC_012145		XLOC_012145		AT2G19910		2:8595819-8600757		WT meristem		ebs Meristem		OK		155,641		234,576		0.591836		16,471		0.0016		0.0195416		yes				AT4G14365		AT4G14365.1		XB3 ortholog 4 in Arabidopsis thaliana (XBAT34); FUNCTIONS IN: zinc ion binding; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: XB3 ortholog 5 in Arabidopsis thaliana (TAIR:AT3G23280.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		XB3 ORTHOLOG 4 IN ARABIDOPSIS THALIANA (XBAT34)		XB3 ORTHOLOG 4 IN ARABIDOPSIS THALIANA (XBAT34)

		XLOC_013280		XLOC_013280		AT2G39220		2:16374895-16377020		WT meristem		ebs Meristem		OK		130,489		196,562		0.591065		266,916		5.00E-05		0.00114332		yes				AT4G30280		AT4G30280.1		Encodes a xyloglucan endotransglucosylase/hydrolase with only only the endotransglucosylase (XET; EC   2.4.1.207) activity towards xyloglucan and non-detectable endohydrolytic (XEH; EC 3.2.1.151) activity. Expressed in the mature or basal regions of both the main and lateral roots, but not in the tip of these roots where cell division occurs.		protein_coding		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 18 (XTH18)		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 18 (ATXTH18);XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 18 (XTH18)

		XLOC_013963		XLOC_013963		AT3G04550		3:1225921-1229408		WT meristem		ebs Meristem		OK		155.95		234,684		0.58963		226,285		5.00E-05		0.00114332		yes				AT4G30290		AT4G30290.1		Encodes a xyloglucan endotransglucosylase/hydrolase with only only the endotransglucosylase (XET; EC   2.4.1.207) activity towards xyloglucan and non-detectable endohydrolytic (XEH; EC 3.2.1.151) activity. Expressed throughout both the main and the lateral root, with intensive expression at the dividing and elongating regions. Is expressed in lateral root primordia but expression ceases after lateral root begins to grow.		protein_coding		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 19 (XTH19)		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 19 (XTH19);XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 19 (ATXTH19)

		XLOC_031852		XLOC_031852		AT5G48790		5:19779859-19782050		WT meristem		ebs Meristem		OK		313,932		472,297		0.589243		170,654		0.00355		0.0352919		yes				AT4G30270		AT4G30270.1		encodes a protein similar to endo xyloglucan transferase in sequence. It is also very similar to BRU1 in soybean, which is involved in brassinosteroid response.		protein_coding		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 24 (XTH24)		MERISTEM-5 (MERI5B);SENESCENCE 4 (SEN4);XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 24 (XTH24);MERISTEM 5 (MERI-5)

		XLOC_019867		XLOC_019867		AT3G54430		3:20147100-20148127		WT meristem		ebs Meristem		OK		117,432		176,439		0.58734		139,989		0.00415		0.0397768		yes

		XLOC_032352		XLOC_032352		AT5G58070		5:23498138-23501209		WT meristem		ebs Meristem		OK		100,984		151,713		0.587221		203,487		5.00E-05		0.00114332		yes				expressed in ebs but not WT

		XLOC_030212		XLOC_030212		AT5G19910		5:6731184-6732990		WT meristem		ebs Meristem		OK		139,875		210,138		0.587197		149,429		0.00215		0.0241844		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_026940		XLOC_026940		AT5G28500		5:10477770-10479384		WT meristem		ebs Meristem		OK		217.38		326,483		0.586791		215,095		0.0001		0.00206184		yes				AT3G28330		AT3G28330.1		F-box family protein-related; CONTAINS InterPro DOMAIN/s: F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box family protein (TAIR:AT3G28223.1); Has 118 Blast hits to 117 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 118; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_033105		XLOC_033105		ATCG00350		Pt:39604-41857		WT meristem		ebs Meristem		OK		326,555		490,396		0.586623		181,826		0.0004		0.00669125		yes				AT3G30730		AT3G30730.1		unknown protein; Has 59 Blast hits to 59 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 59; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_019819		XLOC_019819		AT3G53560		3:19859626-19861031		WT meristem		ebs Meristem		OK		763,312		114,618		0.586489		272,134		5.00E-05		0.00114332		yes				AT3G29580		AT3G29580.1		Arabidopsis phospholipase-like protein (PEARLI 4) with TRAF-like domain; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083), Phospholipase-like, arabidopsis (InterPro:IPR007942); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT3G58250.1); Has 479 Blast hits to 434 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 475; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_025110		XLOC_025110		AT4G33660		4:16167285-16167951		WT meristem		ebs Meristem		OK		170,828		256,404		0.585873		163,599		0.00165		0.0198539		yes				AT3G11165		AT3G11165.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 2 Blast hits to 2 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000749		XLOC_000749		AT1G14345		1:4899144-4899979		WT meristem		ebs Meristem		OK		604,924		907,144		0.584579		269,967		5.00E-05		0.00114332		yes				AT3G49270		AT3G49270.3		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; BEST Arabidopsis thaliana protein match is: proline-rich family protein (TAIR:AT3G49300.1); Has 61 Blast hits to 44 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 27; Fungi - 0; Plants - 30; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_004571		XLOC_004571		AT1G06690		1:2049601-2052154		WT meristem		ebs Meristem		OK		20,124		301,554		0.5835		177,807		0.00145		0.0180717		yes				AT4G05475		AT4G05475.1		RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810); BEST Arabidopsis thaliana protein match is: RNI-like superfamily protein (TAIR:AT4G05470.1).		protein_coding

		XLOC_017042		XLOC_017042		AT3G01060		3:16642-18840		WT meristem		ebs Meristem		OK		200,628		300,555		0.583106		158,239		0.00055		0.00855482		yes				AT4G39590		AT4G39590.1		Galactose oxidase/kelch repeat superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: sperm cell, sepal, male gametophyte, flower, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT1G61540.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_031293		XLOC_031293		AT5G39530		5:15826088-15828035		WT meristem		ebs Meristem		OK		394,672		590,541		0.581385		274,334		5.00E-05		0.00114332		yes				AT1G23070		AT1G23070.1		Protein of unknown function (DUF300); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF300 (InterPro:IPR005178); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF300) (TAIR:AT4G38360.2); Has 840 Blast hits to 837 proteins in 189 species: Archae - 0; Bacteria - 0; Metazoa - 286; Fungi - 190; Plants - 245; Viruses - 0; Other Eukaryotes - 119 (source: NCBI BLink).		protein_coding

		XLOC_010719		XLOC_010719		AT2G41990		2:17527256-17528937		WT meristem		ebs Meristem		OK		114,191		170,807		0.580913		235,799		5.00E-05		0.00114332		yes				AT5G66980		AT5G66980.1		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: endomembrane system; EXPRESSED IN: sperm cell, root, flower, egg cell; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT3G06160.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007314		XLOC_007314		AT1G62750		1:23230955-23236447		WT meristem		ebs Meristem		OK		138,888		207.6		0.57988		176,956		0.0005		0.00796773		yes				AT1G12030		AT1G12030.1		Protein of unknown function (DUF506) ; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF506, plant (InterPro:IPR006502); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF506)  (TAIR:AT1G62420.1); Has 393 Blast hits to 391 proteins in 26 species: Archae - 0; Bacteria - 4; Metazoa - 0; Fungi - 0; Plants - 387; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_009567		XLOC_009567		AT2G22080		2:9386515-9388183		WT meristem		ebs Meristem		OK		106,059		158,519		0.579782		27,668		5.00E-05		0.00114332		yes				AT1G66640		AT1G66640.1		RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G66320.1); Has 817 Blast hits to 803 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 817; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010985		XLOC_010985		AT2G46630		2:19145528-19146713		WT meristem		ebs Meristem		OK		153,905		229,719		0.577828		242,666		5.00E-05		0.00114332		yes				AT2G22630		AT2G22630.1		Encodes a MADs domain containing protein involved in promoting flowering. Loss of function mutations show delayed flowering in long days and reduced levels of LFY and AP1 expression.		protein_coding		AGAMOUS-LIKE 17 (AGL17)		AGAMOUS-LIKE 17 (AGL17)

		XLOC_019662		XLOC_019662		AT3G50820		3:18890875-18892426		WT meristem		ebs Meristem		OK		485,663		724,545		0.57712		16,633		0.00145		0.0180717		yes				AT5G44420		AT5G44420.1		Encodes an ethylene- and jasmonate-responsive plant defensin. mRNA levels are not responsive to salicylic acid treatment; although jasmonate and salicylic acid can act synergistically to enhance the expression of this gene. Belongs to the plant defensin (PDF) family with the following members: At1g75830/PDF1.1, At5g44420/PDF1.2a, At2g26020/PDF1.2b, At5g44430/PDF1.2c, At2g26010/PDF1.3, At1g19610/PDF1.4, At1g55010/PDF1.5, At2g02120/PDF2.1, At2g02100/PDF2.2, At2g02130/PDF2.3, At1g61070/PDF2.4, At5g63660/PDF2.5, At2g02140/PDF2.6, At5g38330/PDF3.1 and At4g30070/PDF3.2.		protein_coding		PLANT DEFENSIN 1.2 (PDF1.2)		PLANT DEFENSIN 1.2 (PDF1.2);LOW-MOLECULAR-WEIGHT CYSTEINE-RICH 77 (LCR77);PLANT DEFENSIN 1.2A (PDF1.2A)

		XLOC_013973		XLOC_013973		AT3G04790		3:1313315-1315243		WT meristem		ebs Meristem		OK		102,484		152,735		0.575641		237,741		5.00E-05		0.00114332		yes				AT2G26010		AT2G26010.1		Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the plant defensin (PDF) family with the following members: At1g75830/PDF1.1, At5g44420/PDF1.2a, At2g26020/PDF1.2b, At5g44430/PDF1.2c, At2g26010/PDF1.3, At1g19610/PDF1.4, At1g55010/PDF1.5, At2g02120/PDF2.1, At2g02100/PDF2.2, At2g02130/PDF2.3, At1g61070/PDF2.4, At5g63660/PDF2.5, At2g02140/PDF2.6, At5g38330/PDF3.1 and At4g30070/PDF3.2.		protein_coding		PLANT DEFENSIN 1.3 (PDF1.3)		PLANT DEFENSIN 1.3 (PDF1.3)

		XLOC_013816		XLOC_013816		AT3G01890		3:310014-311976		WT meristem		ebs Meristem		OK		876,636		130,421		0.573127		234,961		5.00E-05		0.00114332		yes				AT1G26355		AT1G26355.1		SPIRAL1-LIKE1 belongs to a six-member gene family in Arabidopsis; all members share a high sequence similarity in amino- and carboxy-terminal regions. GUS expression was detected only in pollen; however, no endogenous transcript was found.		protein_coding		SPIRAL1-LIKE1 (SP1L1)		SPIRAL1-LIKE1 (SP1L1)

		XLOC_033113		XLOC_033113		ATCG00470,ATCG00480		Pt:52264-54156		WT meristem		ebs Meristem		OK		241,314		358,348		0.57045		140,665		0.0049		0.0449551		yes

		XLOC_001113		XLOC_001113		AT1G20693		1:7176774-7178820		WT meristem		ebs Meristem		OK		206,849		307,155		0.570389		250,124		5.00E-05		0.00114332		yes

		XLOC_030175		XLOC_030175		AT5G19220		5:6461390-6466831		WT meristem		ebs Meristem		OK		724,032		107,425		0.569202		200,588		5.00E-05		0.00114332		yes

		XLOC_024797		XLOC_024797		AT4G28080		4:13945891-13957840		WT meristem		ebs Meristem		OK		736,096		109,166		0.568562		181,542		0.0006		0.00915728		yes

		XLOC_024264		XLOC_024264		AT4G18840		4:10338718-10340356		WT meristem		ebs Meristem		OK		503,406		745,018		0.565551		190,071		0.0002		0.00374736		yes

		XLOC_003437		XLOC_003437		AT1G66130		1:24614961-24616930		WT meristem		ebs Meristem		OK		177,126		261,997		0.564778		226,465		5.00E-05		0.00114332		yes

		XLOC_027567		XLOC_027567		AT5G39760		5:15911415-15912830		WT meristem		ebs Meristem		OK		134,532		198,902		0.564107		235,838		5.00E-05		0.00114332		yes

		XLOC_025496		XLOC_025496		AT5G01370		5:152529-154467		WT meristem		ebs Meristem		OK		125,486		185,505		0.563932		159,195		0.0004		0.00669125		yes

		XLOC_024344		XLOC_024344		AT4G20060		4:10854789-10859330		WT meristem		ebs Meristem		OK		259,456		383,538		0.563879		199,754		5.00E-05		0.00114332		yes

		XLOC_020041		XLOC_020041		AT3G57580		3:21320490-21322379		WT meristem		ebs Meristem		OK		231,893		342,601		0.563068		142,504		0.0031		0.0320772		yes

		XLOC_003472		XLOC_003472		AT1G66760		1:24901977-24904443		WT meristem		ebs Meristem		OK		598,855		884,256		0.562258		177,908		0.0001		0.00206184		yes

		XLOC_016024		XLOC_016024		AT3G44960		3:16427794-16429151		WT meristem		ebs Meristem		OK		112,698		16,629		0.561232		161,153		0.0018		0.0211627		yes

		XLOC_030440		XLOC_030440		AT5G24420		5:8336613-8338008		WT meristem		ebs Meristem		OK		191,071		281,825		0.560691		233,346		5.00E-05		0.00114332		yes

		XLOC_022255		XLOC_022255		AT4G28190		4:13985177-13987442		WT meristem		ebs Meristem		OK		227,189		334,974		0.560156		253,553		5.00E-05		0.00114332		yes

		XLOC_020450		XLOC_020450		AT4G00780		4:334731-336344		WT meristem		ebs Meristem		OK		213,358		314,483		0.559709		234,338		5.00E-05		0.00114332		yes

		XLOC_023965		XLOC_023965		AT4G14170		4:8176323-8178142		WT meristem		ebs Meristem		OK		23,932		352,528		0.5588		148,115		0.0033		0.0334024		yes

		XLOC_017418		XLOC_017418		AT3G07030		3:2223000-2225254		WT meristem		ebs Meristem		OK		289,072		425,764		0.558624		26,024		5.00E-05		0.00114332		yes

		XLOC_010150		XLOC_010150		AT2G32280		2:13713035-13714211		WT meristem		ebs Meristem		OK		122,961		181,005		0.55782		186,707		0.0001		0.00206184		yes

		XLOC_032033		XLOC_032033		transcript:AT5G52067.1		5:21160153-21160483		WT meristem		ebs Meristem		OK		412,586		606,466		0.555731		166,849		0.00145		0.0180717		yes

		XLOC_025542		XLOC_025542		AT5G02160		5:426225-427297		WT meristem		ebs Meristem		OK		496,253		729,045		0.55493		202,456		0.0001		0.00206184		yes

		XLOC_003687		XLOC_003687		AT1G70560		1:26604854-26607503		WT meristem		ebs Meristem		OK		886,683		130,235		0.554623		141,832		0.00185		0.0216073		yes

		XLOC_004418		XLOC_004418		AT1G04110		1:1061456-1063784		WT meristem		ebs Meristem		OK		535,057		785,844		0.55455		213,042		5.00E-05		0.00114332		yes

		XLOC_004064		XLOC_004064		AT1G77490		1:29117541-29120215		WT meristem		ebs Meristem		OK		48.61		713,375		0.553407		260,631		5.00E-05		0.00114332		yes

		XLOC_031598		XLOC_031598		AT5G44520		5:17934286-17936527		WT meristem		ebs Meristem		OK		181,368		266,042		0.552739		238,884		5.00E-05		0.00114332		yes

		XLOC_017870		XLOC_017870		AT3G14740		3:4949384-4953423		WT meristem		ebs Meristem		OK		136,743		20,036		0.551126		134,411		0.0018		0.0211627		yes

		XLOC_007081		XLOC_007081		AT1G58290		1:21623725-21626200		WT meristem		ebs Meristem		OK		131,889		193,223		0.550937		21,041		5.00E-05		0.00114332		yes

		XLOC_014095		XLOC_014095		AT3G06980		3:2201466-2204833		WT meristem		ebs Meristem		OK		529,401		775,462		0.550694		229,762		5.00E-05		0.00114332		yes

		XLOC_008133		XLOC_008133		AT1G77660		1:29185898-29187825		WT meristem		ebs Meristem		OK		768,369		112,542		0.550588		211,623		5.00E-05		0.00114332		yes

		XLOC_005104		XLOC_005104		AT1G15730		1:5406024-5409987		WT meristem		ebs Meristem		OK		240,586		352,074		0.549326		16,439		0.0005		0.00796773		yes

		XLOC_017330		XLOC_017330		AT3G05790		3:1720153-1725182		WT meristem		ebs Meristem		OK		191,729		279,915		0.545918		15,972		0.0022		0.0245767		yes

		XLOC_010801		XLOC_010801		AT2G43520		2:18068424-18069168		WT meristem		ebs Meristem		OK		130,585		190,635		0.545821		155,729		0.0018		0.0211627		yes

		XLOC_002337		XLOC_002337		AT1G45201		1:17123820-17128651		WT meristem		ebs Meristem		OK		916,729		133,746		0.544929		163,826		0.00015		0.00294045		yes

		XLOC_017036		XLOC_017036		AT3G63440		3:23422652-23426536		WT meristem		ebs Meristem		OK		213,025		31.07		0.544501		23,509		5.00E-05		0.00114332		yes

		XLOC_011329		XLOC_011329		AT2G05160		2:1858542-1861895		WT meristem		ebs Meristem		OK		752,541		109,753		0.544424		230,131		5.00E-05		0.00114332		yes

		XLOC_014262		XLOC_014262		AT3G10420		3:3239179-3242537		WT meristem		ebs Meristem		OK		902,368		131,564		0.543974		177,704		0.00055		0.00855482		yes

		XLOC_027604		XLOC_027604		AT5G40405		5:16169314-16171153		WT meristem		ebs Meristem		OK		351,223		511,622		0.542691		167,489		0.00125		0.0161039		yes

		XLOC_005651		XLOC_005651		AT1G26540		1:9167588-9170934		WT meristem		ebs Meristem		OK		737,369		107,303		0.541227		201,073		5.00E-05		0.00114332		yes

		XLOC_010034		XLOC_010034		AT2G30150		2:12874705-12876122		WT meristem		ebs Meristem		OK		857,731		124,775		0.540737		200,158		5.00E-05		0.00114332		yes

		XLOC_005763		XLOC_005763		transcript:AT1G28620.1		1:10056192-10057819		WT meristem		ebs Meristem		OK		294,332		427,937		0.539952		147,491		0.0032		0.0326444		yes

		XLOC_032226		XLOC_032226		AT5G55740		5:22561940-22564433		WT meristem		ebs Meristem		OK		117,808		170,932		0.53699		247,795		5.00E-05		0.00114332		yes

		XLOC_019243		XLOC_019243		AT3G44260		3:15952044-15953084		WT meristem		ebs Meristem		OK		292,137		423,859		0.536939		208,205		5.00E-05		0.00114332		yes

		XLOC_016944		XLOC_016944		AT3G61630		3:22805179-22806527		WT meristem		ebs Meristem		OK		498,216		722,641		0.536509		153,713		0.0011		0.0146754		yes

		XLOC_031831		XLOC_031831		AT5G48490		5:19647834-19648281		WT meristem		ebs Meristem		OK		149,583		216,613		0.534174		218,299		5.00E-05		0.00114332		yes

		XLOC_007351		XLOC_007351		AT1G63310		1:23486306-23487085		WT meristem		ebs Meristem		OK		113,878		164,848		0.533643		16,453		0.0013		0.0166381		yes

		XLOC_022438		XLOC_022438		AT4G31310		4:15191324-15192596		WT meristem		ebs Meristem		OK		11,362		16.43		0.53211		150,546		0.0012		0.0156353		yes

		XLOC_029715		XLOC_029715		AT5G10740		5:3393568-3396200		WT meristem		ebs Meristem		OK		576,064		832,935		0.531975		169,645		0.0007		0.010375		yes

		XLOC_011003		XLOC_011003		AT2G46870		2:19260917-19262404		WT meristem		ebs Meristem		OK		483,833		699,029		0.530845		163,474		0.001		0.0135734		yes

		XLOC_032195		XLOC_032195		AT5G55280		5:22420651-22422649		WT meristem		ebs Meristem		OK		122,937		177,567		0.530439		138,509		0.00125		0.0161039		yes

		XLOC_005085		XLOC_005085		AT1G15310		1:5269018-5272058		WT meristem		ebs Meristem		OK		344,788		497,767		0.529759		13,265		0.00515		0.046743		yes

		XLOC_025420		XLOC_025420		AT4G39190		4:18251810-18253073		WT meristem		ebs Meristem		OK		609,072		879,138		0.529476		163,091		0.00075		0.0109661		yes

		XLOC_014688		XLOC_014688		AT3G17640		3:6032392-6033583		WT meristem		ebs Meristem		OK		793,268		114,323		0.52723		180,708		0.00065		0.00979015		yes

		XLOC_022941		XLOC_022941		AT4G00150		4:57198-59286		WT meristem		ebs Meristem		OK		332,079		478,231		0.526181		14,563		0.00185		0.0216073		yes

		XLOC_008201		XLOC_008201		AT1G78860		1:29646167-29647499		WT meristem		ebs Meristem		OK		884,202		127,241		0.525111		195,879		0.0001		0.00206184		yes

		XLOC_000905		XLOC_000905		AT1G17050		1:5829079-5831343		WT meristem		ebs Meristem		OK		760,527		109,412		0.524704		16,482		0.0013		0.0166381		yes

		XLOC_017286		XLOC_017286		AT3G05130		3:1433474-1435379		WT meristem		ebs Meristem		OK		297,589		42,799		0.524256		253,119		5.00E-05		0.00114332		yes

		XLOC_014809		XLOC_014809		AT3G19450		3:6744597-6747214		WT meristem		ebs Meristem		OK		267,209		38.42		0.523888		244,356		5.00E-05		0.00114332		yes

		XLOC_016696		XLOC_016696		AT3G57040		3:21109613-21111432		WT meristem		ebs Meristem		OK		184,128		264,658		0.523418		231,394		5.00E-05		0.00114332		yes

		XLOC_028192		XLOC_028192		AT5G50012		5:20348614-20350830		WT meristem		ebs Meristem		OK		122,427		17.59		0.522831		229,571		5.00E-05		0.00114332		yes

		XLOC_028889		XLOC_028889		AT5G61950		5:24873565-24878093		WT meristem		ebs Meristem		OK		243,585		349,825		0.522208		179,784		0.00045		0.00736346		yes

		XLOC_005074		XLOC_005074		AT1G15140		1:5210205-5212349		WT meristem		ebs Meristem		OK		764,781		109,819		0.522005		246,024		5.00E-05		0.00114332		yes

		XLOC_016959		XLOC_016959		AT3G61870		3:22902637-22904070		WT meristem		ebs Meristem		OK		187,768		269,366		0.520616		222,181		5.00E-05		0.00114332		yes

		XLOC_000835		XLOC_000835		AT1G15980		1:5489297-5493772		WT meristem		ebs Meristem		OK		362,227		519,585		0.520465		187,832		5.00E-05		0.00114332		yes

		XLOC_020152		XLOC_020152		AT3G59400		3:21948716-21949710		WT meristem		ebs Meristem		OK		109,855		157,537		0.520099		233,599		5.00E-05		0.00114332		yes

		XLOC_010992		XLOC_010992		transcript:AT2G46730.1		2:19200859-19203138		WT meristem		ebs Meristem		OK		248,275		355,627		0.518422		15,344		0.0025		0.0271204		yes

		XLOC_004987		XLOC_004987		AT1G13710		1:4702724-4704657		WT meristem		ebs Meristem		OK		225,604		323,056		0.517996		21,352		0.0001		0.00206184		yes

		XLOC_000150		XLOC_000150		AT1G03630		1:907641-909376		WT meristem		ebs Meristem		OK		145,887		208,843		0.517568		211,659		5.00E-05		0.00114332		yes

		XLOC_003547		XLOC_003547		AT1G68130		1:25532243-25534586		WT meristem		ebs Meristem		OK		114,314		163,588		0.517065		21,951		5.00E-05		0.00114332		yes

		XLOC_004738		XLOC_004738		transcript:AT1G09486.1		1:3062429-3063731		WT meristem		ebs Meristem		OK		547,536		783,205		0.516436		159,293		0.0027		0.0289201		yes

		XLOC_000185		XLOC_000185		AT1G04350		1:1165164-1166768		WT meristem		ebs Meristem		OK		890,101		127,309		0.516292		185,875		5.00E-05		0.00114332		yes

		XLOC_000047		XLOC_000047		AT1G01790		1:284609-291094		WT meristem		ebs Meristem		OK		323,781		46,286		0.515557		153,381		0.0003		0.00528591		yes

		XLOC_006436		XLOC_006436		AT1G44446		1:16848358-16851224		WT meristem		ebs Meristem		OK		659,267		942,299		0.515321		165,034		0.0013		0.0166381		yes

		XLOC_012369		XLOC_012369		AT2G23670		2:10063154-10064004		WT meristem		ebs Meristem		OK		151,055		215,749		0.514285		237,301		5.00E-05		0.00114332		yes

		XLOC_005057		XLOC_005057		AT1G14900		1:5138333-5139432		WT meristem		ebs Meristem		OK		117,929		168,409		0.514044		241,405		5.00E-05		0.00114332		yes

		XLOC_030145		XLOC_030145		AT5G18660		5:6220780-6222228		WT meristem		ebs Meristem		OK		128,668		183,729		0.51393		163,122		0.0043		0.0407539		yes

		XLOC_014628		XLOC_014628		AT3G16650		3:5671066-5675324		WT meristem		ebs Meristem		OK		585,147		835,493		0.513829		137,498		0.00165		0.0198539		yes

		XLOC_030248		XLOC_030248		AT5G20630		5:6975103-6975993		WT meristem		ebs Meristem		OK		833,692		1189.64		0.512937		144,311		0.0053		0.0477049		yes

		XLOC_025357		XLOC_025357		AT4G38100		4:17885339-17888204		WT meristem		ebs Meristem		OK		589,186		840,029		0.511717		188,812		0.0001		0.00206184		yes

		XLOC_030592		XLOC_030592		AT5G27330		5:9632702-9634980		WT meristem		ebs Meristem		OK		418,085		595,591		0.510525		241,747		5.00E-05		0.00114332		yes

		XLOC_025724		XLOC_025724		AT5G05270		5:1563319-1565007		WT meristem		ebs Meristem		OK		354,277		504,482		0.509926		205,897		0.0001		0.00206184		yes

		XLOC_015115		XLOC_015115		AT3G24190		3:8743252-8751634		WT meristem		ebs Meristem		OK		102,745		146,283		0.509703		135,307		0.0039		0.0378832		yes

		XLOC_004893		XLOC_004893		AT1G12020		1:4062461-4063337		WT meristem		ebs Meristem		OK		162,328		230,938		0.508592		128,587		0.00175		0.02075		yes

		XLOC_004007		XLOC_004007		AT1G76450		1:28684550-28689121		WT meristem		ebs Meristem		OK		54,912		780,791		0.507815		172,938		0.0003		0.00528591		yes

		XLOC_000916		XLOC_000916		AT1G17220		1:5885082-5890470		WT meristem		ebs Meristem		OK		919,921		130,699		0.506666		183,757		0.00055		0.00855482		yes

		XLOC_005453		XLOC_005453		transcript:AT1G22350.1		1:7892877-7894498		WT meristem		ebs Meristem		OK		353,058		50,146		0.50623		147,425		0.00355		0.0352919		yes

		XLOC_025422		XLOC_025422		AT4G39230		4:18265884-18267829		WT meristem		ebs Meristem		OK		596,866		846,348		0.503844		146,034		0.0035		0.0349016		yes

		XLOC_013597		XLOC_013597		AT2G44790		2:18461905-18463309		WT meristem		ebs Meristem		OK		778,558		110,391		0.50374		147,239		0.00295		0.0308029		yes

		XLOC_005929		XLOC_005929		AT1G31770		1:11374892-11377794		WT meristem		ebs Meristem		OK		639,963		907,093		0.503261		145,369		0.00425		0.0404372		yes

		XLOC_018197		XLOC_018197		AT3G21055		3:7376634-7377186		WT meristem		ebs Meristem		OK		1521.03		2153.17		0.501409		148,712		0.0046		0.0428886		yes

		XLOC_015312		XLOC_015312		AT3G27660		3:10243754-10245023		WT meristem		ebs Meristem		OK		913,067		129,244		0.501303		144,153		0.00305		0.0316775		yes

		XLOC_026131		XLOC_026131		AT5G13490		5:4335466-4337680		WT meristem		ebs Meristem		OK		13,659		193,259		0.500685		215,177		5.00E-05		0.00114332		yes

		XLOC_011054		XLOC_011054		AT2G47800		2:19574863-19580599		WT meristem		ebs Meristem		OK		367,239		519,595		0.500667		116,394		0.00475		0.0439094		yes

		XLOC_021769		XLOC_021769		AT4G19710		4:10724854-10729768		WT meristem		ebs Meristem		OK		409,952		579,969		0.500521		169,392		0.00105		0.0141146		yes

		XLOC_010782		XLOC_010782		AT2G43150		2:17945892-17947022		WT meristem		ebs Meristem		OK		529,212		747,952		0.499101		1,578		0.00155		0.0190623		yes

		XLOC_017506		XLOC_017506		AT3G09040		3:2761194-2764281		WT meristem		ebs Meristem		OK		200,733		283,693		0.49905		153,986		0.00235		0.0258672		yes

		XLOC_016773		XLOC_016773		AT3G58660		3:21701533-21703114		WT meristem		ebs Meristem		OK		708,645		999,642		0.496348		229,474		5.00E-05		0.00114332		yes

		XLOC_019407		XLOC_019407		AT3G46620		3:17178696-17180067		WT meristem		ebs Meristem		OK		223,279		314,851		0.495818		143,381		0.0005		0.00796773		yes

		XLOC_008949		XLOC_008949		AT2G11890		2:4802782-4804375		WT meristem		ebs Meristem		OK		789,429		111,283		0.495358		238,819		5.00E-05		0.00114332		yes

		XLOC_012599		XLOC_012599		AT2G27470		2:11740633-11746411		WT meristem		ebs Meristem		OK		25,819		363,772		0.494601		152,595		0.0018		0.0211627		yes

		XLOC_020515		XLOC_020515		AT4G01883		4:813067-815170		WT meristem		ebs Meristem		OK		633,679		892,181		0.493583		148,447		0.00315		0.0323372		yes

		XLOC_031227		XLOC_031227		AT5G38420		5:15380944-15382035		WT meristem		ebs Meristem		OK		450,767		634,497		0.493231		171,046		0.00125		0.0161039		yes

		XLOC_012935		XLOC_012935		AT2G33210		2:14074869-14078744		WT meristem		ebs Meristem		OK		50,968		71,729		0.492964		231,521		5.00E-05		0.00114332		yes

		XLOC_029608		XLOC_029608		AT5G08650		5:2806322-2813264		WT meristem		ebs Meristem		OK		514,417		723,911		0.492874		221,321		5.00E-05		0.00114332		yes

		XLOC_010166		XLOC_010166		AT2G32540		2:13814685-13818289		WT meristem		ebs Meristem		OK		477,192		671,298		0.492381		18,263		0.00015		0.00294045		yes

		XLOC_010468		XLOC_010468		AT2G37690		2:15805714-15810552		WT meristem		ebs Meristem		OK		168,244		236,636		0.492115		232,358		5.00E-05		0.00114332		yes

		XLOC_000339		XLOC_000339		AT1G07320		1:2249132-2250529		WT meristem		ebs Meristem		OK		479.99		674,751		0.491351		162,123		0.0017		0.0202928		yes

		XLOC_028329		XLOC_028329		AT5G52420		5:21281772-21285271		WT meristem		ebs Meristem		OK		197,287		277,202		0.490643		141,905		0.0053		0.0477049		yes

		XLOC_024871		XLOC_024871		AT4G29590		4:14512548-14514492		WT meristem		ebs Meristem		OK		202,607		284,525		0.489875		20,497		5.00E-05		0.00114332		yes

		XLOC_000450		XLOC_000450		AT1G09340		1:3015327-3018234		WT meristem		ebs Meristem		OK		169,946		238,561		0.489285		188,558		0.0004		0.00669125		yes

		XLOC_018366		XLOC_018366		AT3G24080		3:8694904-8697124		WT meristem		ebs Meristem		OK		568,265		797,235		0.48844		221,582		5.00E-05		0.00114332		yes

		XLOC_033130		XLOC_033130		ATCG00800,ATCG00810		Pt:82825-83949		WT meristem		ebs Meristem		OK		159,171		223,244		0.488046		144,163		0.0031		0.0320772		yes

		XLOC_027731		XLOC_027731		AT5G42270		5:16902485-16908007		WT meristem		ebs Meristem		OK		146.44		205,356		0.487811		171,037		0.0009		0.0125121		yes

		XLOC_006560		XLOC_006560		AT1G48570		1:17952858-17957719		WT meristem		ebs Meristem		OK		44,541		623,852		0.486072		210,278		5.00E-05		0.00114332		yes

		XLOC_023753		XLOC_023753		AT4G11060		4:6754586-6756532		WT meristem		ebs Meristem		OK		163,845		229,456		0.485888		151,777		0.00245		0.0267267		yes

		XLOC_028189		XLOC_028189		AT5G49910		5:20303413-20307943		WT meristem		ebs Meristem		OK		216,421		302,837		0.484705		15,349		0.0022		0.0245767		yes

		XLOC_012788		XLOC_012788		AT2G30695		2:13079089-13081399		WT meristem		ebs Meristem		OK		592,831		828,554		0.482976		217,283		5.00E-05		0.00114332		yes

		XLOC_005527		XLOC_005527		AT1G23740		1:8395556-8399749		WT meristem		ebs Meristem		OK		398,873		557,407		0.482801		181,676		0.00025		0.00450254		yes

		XLOC_022110		XLOC_022110		AT4G25630		4:13074132-13076429		WT meristem		ebs Meristem		OK		120,274		168,033		0.482414		140,387		0.00435		0.0411079		yes

		XLOC_029717		XLOC_029717		AT5G10770		5:3403109-3405448		WT meristem		ebs Meristem		OK		739,253		103,259		0.482122		170,025		0.00025		0.00450254		yes

		XLOC_000805		XLOC_000805		AT1G15510		1:5329110-5331711		WT meristem		ebs Meristem		OK		101,383		141,387		0.479835		219,362		5.00E-05		0.00114332		yes

		XLOC_018062		XLOC_018062		AT3G18580		3:6396930-6398190		WT meristem		ebs Meristem		OK		233,995		326,269		0.479584		167,195		0.00035		0.00605745		yes

		XLOC_032578		XLOC_032578		AT5G62210		5:24986326-24987489		WT meristem		ebs Meristem		OK		250,282		348,889		0.479215		165,915		0.0004		0.00669125		yes

		XLOC_010585		XLOC_010585		AT2G39850		2:16630472-16634253		WT meristem		ebs Meristem		OK		134,473		187,451		0.479193		207,994		5.00E-05		0.00114332		yes

		XLOC_016231		XLOC_016231		AT3G48500		3:17962162-17965613		WT meristem		ebs Meristem		OK		103,283		143,885		0.478316		19,582		5.00E-05		0.00114332		yes

		XLOC_025302		XLOC_025302		AT4G37170		4:17498579-17500655		WT meristem		ebs Meristem		OK		293,544		40,893		0.478277		144,288		0.0045		0.0422186		yes

		XLOC_028525		XLOC_028525		AT5G55450		5:22467429-22468263		WT meristem		ebs Meristem		OK		246,341		342,923		0.477228		191,818		0.0001		0.00206184		yes

		XLOC_004802		XLOC_004802		AT1G10470		1:3442326-3443957		WT meristem		ebs Meristem		OK		367,977		512,063		0.476704		22,755		5.00E-05		0.00114332		yes

		XLOC_022470		XLOC_022470		AT4G31850		4:15403019-15409000		WT meristem		ebs Meristem		OK		168,541		23,452		0.476609		186,073		0.00015		0.00294045		yes

		XLOC_009441		XLOC_009441		AT2G19870		2:8575877-8577947		WT meristem		ebs Meristem		OK		379,927		528,513		0.476217		224,501		5.00E-05		0.00114332		yes

		XLOC_011867		XLOC_011867		AT2G15000		2:6480916-6482420		WT meristem		ebs Meristem		OK		698,387		969,439		0.473124		222,645		5.00E-05		0.00114332		yes

		XLOC_006997		XLOC_006997		AT1G56120		1:20987287-20993072		WT meristem		ebs Meristem		OK		576,723		800,184		0.472452		20,209		0.0001		0.00206184		yes

		XLOC_000974		XLOC_000974		AT1G18300		1:6299686-6301086		WT meristem		ebs Meristem		OK		121,874		169,008		0.471708		175,765		0.0002		0.00374736		yes

		XLOC_017031		XLOC_017031		AT3G63370		3:23402075-23405991		WT meristem		ebs Meristem		OK		575,056		797,284		0.47139		153,242		0.00145		0.0180717		yes

		XLOC_025035		XLOC_025035		AT4G32260		4:15573635-15574737		WT meristem		ebs Meristem		OK		453,232		627,992		0.470496		160,181		0.0015		0.0185526		yes

		XLOC_009447		XLOC_009447		AT2G20020		2:8644385-8647191		WT meristem		ebs Meristem		OK		345,589		478,832		0.47046		146,171		0.0002		0.00374736		yes

		XLOC_009694		XLOC_009694		AT2G24060		2:10229384-10231563		WT meristem		ebs Meristem		OK		96,786		134,081		0.47023		219,917		5.00E-05		0.00114332		yes

		XLOC_026133		XLOC_026133		AT5G13510		5:4341261-4344671		WT meristem		ebs Meristem		OK		416,239		576,448		0.469777		159,165		0.0012		0.0156353		yes

		XLOC_023845		XLOC_023845		AT4G12620		4:7459645-7462253		WT meristem		ebs Meristem		OK		593,226		821,391		0.469488		193,011		5.00E-05		0.00114332		yes

		XLOC_017569		XLOC_017569		AT3G10080		3:3107274-3108177		WT meristem		ebs Meristem		OK		215,463		297,886		0.46732		170,984		0.0005		0.00796773		yes

		XLOC_030575		XLOC_030575		AT5G26960		5:9484733-9486149		WT meristem		ebs Meristem		OK		15,951		220,461		0.466871		20,437		5.00E-05		0.00114332		yes

		XLOC_022444		XLOC_022444		AT4G31360		4:15221842-15223627		WT meristem		ebs Meristem		OK		332,158		45,849		0.465022		213,505		5.00E-05		0.00114332		yes

		XLOC_002232		XLOC_002232		AT1G42970		1:16127380-16129843		WT meristem		ebs Meristem		OK		270,813		373.79		0.464931		144,508		0.0052		0.0471091		yes

		XLOC_021640		XLOC_021640		AT4G17520		4:9771296-9775607		WT meristem		ebs Meristem		OK		269,025		371,271		0.464733		156,884		0.0018		0.0211627		yes

		XLOC_033038		XLOC_033038		ATCG00270,ATCG00280		Pt:32710-35141		WT meristem		ebs Meristem		OK		875,882		120,859		0.464512		154,013		0.002		0.0228932		yes

		XLOC_004643		XLOC_004643		AT1G07780		1:2410055-2412677		WT meristem		ebs Meristem		OK		770,147		106,186		0.463385		141,009		0.00255		0.027525		yes

		XLOC_017937		XLOC_017937		AT3G16000		3:5430888-5433817		WT meristem		ebs Meristem		OK		102,409		141,194		0.463334		142,822		0.0021		0.0237866		yes

		XLOC_017262		XLOC_017262		AT3G04760		3:1303574-1305878		WT meristem		ebs Meristem		OK		376,602		518,931		0.462502		217,782		5.00E-05		0.00114332		yes

		XLOC_016826		XLOC_016826		AT3G59670		3:22039475-22042713		WT meristem		ebs Meristem		OK		14,251		196,328		0.462197		213,456		5.00E-05		0.00114332		yes

		XLOC_001747		XLOC_001747		AT1G32060		1:11532532-11534639		WT meristem		ebs Meristem		OK		298.96		411,791		0.461959		147,607		0.00455		0.0425037		yes

		XLOC_010498		XLOC_010498		AT2G38310		2:16050062-16051168		WT meristem		ebs Meristem		OK		66,041		909,597		0.461865		220,415		5.00E-05		0.00114332		yes

		XLOC_025586		XLOC_025586		AT5G02860		5:654101-656561		WT meristem		ebs Meristem		OK		190,646		262,449		0.461135		221,929		5.00E-05		0.00114332		yes

		XLOC_000182		XLOC_000182		AT1G04250		1:1136257-1138613		WT meristem		ebs Meristem		OK		13,907		191,376		0.460592		178,684		0.0002		0.00374736		yes

		XLOC_028250		XLOC_028250		AT5G51010		5:20744565-20747277		WT meristem		ebs Meristem		OK		654,266		900,243		0.460437		183,845		0.0003		0.00528591		yes

		XLOC_030057		XLOC_030057		AT5G17230		5:5659573-5662865		WT meristem		ebs Meristem		OK		738,906		101,598		0.45941		205,541		5.00E-05		0.00114332		yes

		XLOC_001791		XLOC_001791		AT1G32730		1:11840909-11843257		WT meristem		ebs Meristem		OK		106,319		146,185		0.459404		164,739		0.0011		0.0146754		yes

		XLOC_000599		XLOC_000599		AT1G11850		1:3999198-3999876		WT meristem		ebs Meristem		OK		449,294		617,673		0.459185		178,348		0.0002		0.00374736		yes

		XLOC_028145		XLOC_028145		AT5G49110		5:19900202-19905925		WT meristem		ebs Meristem		OK		235,105		323,146		0.458884		170,841		0.0009		0.0125121		yes

		XLOC_019649		XLOC_019649		AT3G50690		3:18834966-18837097		WT meristem		ebs Meristem		OK		439,638		603,971		0.458165		219,056		5.00E-05		0.00114332		yes

		XLOC_028696		XLOC_028696		AT5G58370		5:23593116-23596026		WT meristem		ebs Meristem		OK		156,363		214,692		0.457375		195,873		5.00E-05		0.00114332		yes

		XLOC_015250		XLOC_015250		AT3G26570		3:9756190-9758633		WT meristem		ebs Meristem		OK		666,394		914,044		0.455887		197,982		5.00E-05		0.00114332		yes

		XLOC_031855		XLOC_031855		AT5G48830		5:19800113-19803098		WT meristem		ebs Meristem		OK		190,405		261,048		0.455241		211,927		5.00E-05		0.00114332		yes

		XLOC_031723		XLOC_031723		AT5G46580		5:18897444-18899645		WT meristem		ebs Meristem		OK		932,336		127,823		0.455223		193,885		0.00015		0.00294045		yes

		XLOC_017941		XLOC_017941		AT3G16140		3:5466245-5469481		WT meristem		ebs Meristem		OK		787,089		1078.77		0.454785		15,686		0.00235		0.0258672		yes

		XLOC_025889		XLOC_025889		AT5G08050		5:2578344-2579163		WT meristem		ebs Meristem		OK		119,439		163,696		0.454739		210,466		5.00E-05		0.00114332		yes

		XLOC_030681		XLOC_030681		AT5G28490		5:10454392-10455196		WT meristem		ebs Meristem		OK		205,729		281,891		0.45439		158,365		0.0008		0.0115074		yes

		XLOC_002919		XLOC_002919		AT1G56500		1:21159743-21167321		WT meristem		ebs Meristem		OK		169,742		232,563		0.454272		18,951		5.00E-05		0.00114332		yes

		XLOC_016655		XLOC_016655		AT3G56220		3:20858917-20860531		WT meristem		ebs Meristem		OK		130,104		178,241		0.454161		130,019		0.0051		0.0463972		yes

		XLOC_024776		XLOC_024776		AT4G27700		4:13823587-13827823		WT meristem		ebs Meristem		OK		946,341		129,646		0.454143		186,962		0.0003		0.00528591		yes

		XLOC_011302		XLOC_011302		AT2G04842		2:1698465-1701271		WT meristem		ebs Meristem		OK		651,736		890,897		0.450972		205,365		5.00E-05		0.00114332		yes

		XLOC_010989		XLOC_010989		AT2G46690		2:19180729-19181467		WT meristem		ebs Meristem		OK		16,556		226,256		0.450605		15,792		0.00095		0.0130675		yes

		XLOC_012658		XLOC_012658		AT2G28510		2:12199097-12200765		WT meristem		ebs Meristem		OK		125,227		171,114		0.450407		178,918		0.0002		0.00374736		yes

		XLOC_025316		XLOC_025316		AT4G37380		4:17572039-17573938		WT meristem		ebs Meristem		OK		417,557		570,469		0.450176		148,271		0.0042		0.040118		yes

		XLOC_021453		XLOC_021453		AT4G14605		4:8378428-8380714		WT meristem		ebs Meristem		OK		106,977		146,092		0.449572		189,362		5.00E-05		0.00114332		yes

		XLOC_031058		XLOC_031058		AT5G35970		5:14118875-14123340		WT meristem		ebs Meristem		OK		186,177		254,222		0.449414		195,118		0.0003		0.00528591		yes

		XLOC_007504		XLOC_007504		AT1G66140		1:24619836-24622004		WT meristem		ebs Meristem		OK		125,216		170,914		0.448856		180,696		0.0004		0.00669125		yes

		XLOC_028633		XLOC_028633		AT5G57180		5:23167841-23170999		WT meristem		ebs Meristem		OK		528,134		720,817		0.448729		208,955		5.00E-05		0.00114332		yes

		XLOC_005391		XLOC_005391		AT1G21310		1:7453235-7455009		WT meristem		ebs Meristem		OK		119,987		163,615		0.447422		190,917		5.00E-05		0.00114332		yes

		XLOC_025792		XLOC_025792		AT5G06290		5:1919212-1921425		WT meristem		ebs Meristem		OK		120,723		164,529		0.446639		200,836		5.00E-05		0.00114332		yes

		XLOC_022413		XLOC_022413		AT4G30960		4:15067052-15069010		WT meristem		ebs Meristem		OK		57,349		781,485		0.446452		207,347		5.00E-05		0.00114332		yes

		XLOC_005227		XLOC_005227		AT1G18250		1:6276787-6278150		WT meristem		ebs Meristem		OK		580,707		791,053		0.445964		210,752		5.00E-05		0.00114332		yes

		XLOC_020471		XLOC_020471		AT4G01150		4:493547-494850		WT meristem		ebs Meristem		OK		562,171		765,671		0.445715		159,228		0.0016		0.0195416		yes

		XLOC_022954		XLOC_022954		AT4G00280,AT4G00290		4:122408-125591		WT meristem		ebs Meristem		OK		572,042		778,893		0.445304		131,752		0.0054		0.0482709		yes

		XLOC_010999		XLOC_010999		AT2G46820		2:19243495-19245141		WT meristem		ebs Meristem		OK		359,615		489,605		0.445165		17,064		0.0013		0.0166381		yes

		XLOC_002864		XLOC_002864		AT1G55370		1:20674782-20676449		WT meristem		ebs Meristem		OK		25,666		349,291		0.444573		204,229		5.00E-05		0.00114332		yes

		XLOC_010428		XLOC_010428		AT2G36950		2:15515132-15516931		WT meristem		ebs Meristem		OK		11,354		154,452		0.44395		148,507		0.00115		0.015197		yes

		XLOC_004413		XLOC_004413		AT1G04000		1:1028105-1029119		WT meristem		ebs Meristem		OK		11,872		16,148		0.443793		161,814		0.00125		0.0161039		yes

		XLOC_021615		XLOC_021615		AT4G16980		4:9556977-9557812		WT meristem		ebs Meristem		OK		222,996		303,065		0.442607		189,858		0.0002		0.00374736		yes

		XLOC_017275		XLOC_017275		AT3G04980		3:1378683-1382181		WT meristem		ebs Meristem		OK		288,431		391,932		0.442376		162,051		0.00085		0.0120227		yes

		XLOC_016472		XLOC_016472		AT3G52960		3:19639667-19640619		WT meristem		ebs Meristem		OK		418,346		568,337		0.442052		165,157		0.00095		0.0130675		yes

		XLOC_004367		XLOC_004367		AT1G03130		1:753306-754198		WT meristem		ebs Meristem		OK		547,223		743,244		0.441707		146,621		0.0042		0.040118		yes

		XLOC_012726		XLOC_012726		AT2G29670		2:12681957-12685087		WT meristem		ebs Meristem		OK		162,025		220,037		0.441527		201,466		5.00E-05		0.00114332		yes

		XLOC_021631		XLOC_021631		AT4G17300		4:9681538-9684975		WT meristem		ebs Meristem		OK		310,436		421,174		0.44012		117,698		0.00385		0.0375284		yes

		XLOC_017956		XLOC_017956		AT3G16520		3:5618439-5620873		WT meristem		ebs Meristem		OK		328,759		445,985		0.439966		1,984		5.00E-05		0.00114332		yes

		XLOC_016122		XLOC_016122		AT3G46780		3:17228672-17231201		WT meristem		ebs Meristem		OK		262,768		356,282		0.439228		141,883		0.00425		0.0404372		yes

		XLOC_011906		XLOC_011906		AT2G15690		2:6830994-6833777		WT meristem		ebs Meristem		OK		25,368		343,709		0.438181		21,127		5.00E-05		0.00114332		yes

		XLOC_024908		XLOC_024908		AT4G30140		4:14738386-14740676		WT meristem		ebs Meristem		OK		108,985		147,627		0.43782		186,929		0.0003		0.00528591		yes

		XLOC_027498		XLOC_027498		AT5G38520		5:15421572-15423431		WT meristem		ebs Meristem		OK		718,913		973,704		0.437666		200,895		5.00E-05		0.00114332		yes

		XLOC_006934		XLOC_006934		AT1G55210		1:20597789-20598708		WT meristem		ebs Meristem		OK		772,493		104,588		0.437127		208,163		5.00E-05		0.00114332		yes

		XLOC_010198		XLOC_010198		AT2G33050		2:14021869-14025085		WT meristem		ebs Meristem		OK		101,828		137,864		0.437109		192,003		5.00E-05		0.00114332		yes

		XLOC_016517		XLOC_016517		AT3G53700		3:19900279-19902884		WT meristem		ebs Meristem		OK		207,205		280,508		0.436986		205,296		0.0001		0.00206184		yes

		XLOC_026028		XLOC_026028		AT5G11060		5:3510117-3513305		WT meristem		ebs Meristem		OK		319,288		432,213		0.436886		209,883		5.00E-05		0.00114332		yes

		XLOC_019872		XLOC_019872		AT3G54500		3:20173618-20179027		WT meristem		ebs Meristem		OK		162,962		220,588		0.436821		162,356		0.00125		0.0161039		yes

		XLOC_008271		XLOC_008271		AT1G80050		1:30111513-30113324		WT meristem		ebs Meristem		OK		16,483		22,311		0.436774		149,142		0.00235		0.0258672		yes

		XLOC_033028		XLOC_033028		ATMG01390		Mt:361349-363284		WT meristem		ebs Meristem		OK		429,939		581,903		0.436644		180,944		0.00035		0.00605745		yes

		XLOC_020744		XLOC_020744		AT4G04840		4:2449559-2451589		WT meristem		ebs Meristem		OK		141,039		190,878		0.436557		151,454		0.00245		0.0267267		yes

		XLOC_012669		XLOC_012669		AT2G28740		2:12329487-12329995		WT meristem		ebs Meristem		OK		507,734		686,852		0.435927		193,419		0.0001		0.00206184		yes

		XLOC_027589		XLOC_027589		AT5G40140		5:16057346-16058999		WT meristem		ebs Meristem		OK		553,555		74,851		0.435295		14,996		0.00345		0.034562		yes

		XLOC_029960		XLOC_029960		AT5G15450		5:5012060-5018347		WT meristem		ebs Meristem		OK		212,988		28,799		0.43525		131,638		0.0026		0.0279873		yes

		XLOC_029033		XLOC_029033		AT5G64620		5:25831833-25832502		WT meristem		ebs Meristem		OK		116.25		157.15		0.434908		14,911		0.00045		0.00736346		yes

		XLOC_002210		XLOC_002210		AT1G42550		1:15977013-15979952		WT meristem		ebs Meristem		OK		215,177		290,681		0.433908		202,481		5.00E-05		0.00114332		yes

		XLOC_018457		XLOC_018457		AT3G25660		3:9339422-9342204		WT meristem		ebs Meristem		OK		912,246		123,205		0.433561		189,977		5.00E-05		0.00114332		yes

		XLOC_020019		XLOC_020019		AT3G57180		3:21163544-21166138		WT meristem		ebs Meristem		OK		226,829		30,615		0.432636		188,576		0.0001		0.00206184		yes

		XLOC_029811		XLOC_029811		AT5G12410		5:4021814-4023988		WT meristem		ebs Meristem		OK		364,795		492,269		0.43236		175,903		0.00015		0.00294045		yes

		XLOC_021475		XLOC_021475		AT4G14890		4:8520831-8521456		WT meristem		ebs Meristem		OK		154,432		208,344		0.431996		197,255		5.00E-05		0.00114332		yes

		XLOC_026615		XLOC_026615		AT5G23120		5:7778120-7780628		WT meristem		ebs Meristem		OK		111,844		150,852		0.431644		115,438		0.00165		0.0198539		yes

		XLOC_003379		XLOC_003379		AT1G65030		1:24156769-24159585		WT meristem		ebs Meristem		OK		288,585		389,072		0.431039		14,752		0.001		0.0135734		yes

		XLOC_032719		XLOC_032719		AT5G64840		5:25916722-25919810		WT meristem		ebs Meristem		OK		380,903		513,502		0.430944		193,842		0.0001		0.00206184		yes

		XLOC_032537		XLOC_032537		AT5G61420		5:24689150-24691095		WT meristem		ebs Meristem		OK		733,481		988,813		0.430938		195,288		0.0001		0.00206184		yes

		XLOC_016004		XLOC_016004		AT3G44750		3:16297978-16299847		WT meristem		ebs Meristem		OK		121.84		164,234		0.430768		202,165		5.00E-05		0.00114332		yes

		XLOC_023006		XLOC_023006		AT4G01037		4:451250-453243		WT meristem		ebs Meristem		OK		637,651		859,425		0.430605		187,313		5.00E-05		0.00114332		yes

		XLOC_018396		XLOC_018396		AT3G24430		3:8868582-8872201		WT meristem		ebs Meristem		OK		616,436		830,756		0.430474		187,251		5.00E-05		0.00114332		yes

		XLOC_032360		XLOC_032360		AT5G58260		5:23560875-23561944		WT meristem		ebs Meristem		OK		394,095		530,984		0.430124		179,768		0.0002		0.00374736		yes

		XLOC_007397		XLOC_007397		AT1G64170		1:23815238-23818293		WT meristem		ebs Meristem		OK		765,482		103,126		0.429961		183,879		0.0004		0.00669125		yes

		XLOC_012500		XLOC_012500		AT2G25830		2:11018715-11021699		WT meristem		ebs Meristem		OK		322,898		43,432		0.427682		20,348		5.00E-05		0.00114332		yes

		XLOC_005948		XLOC_005948		AT1G32080		1:11537341-11539800		WT meristem		ebs Meristem		OK		58,566		787,703		0.427589		192,402		0.00015		0.00294045		yes

		XLOC_025540		XLOC_025540		AT5G02120		5:419090-422032		WT meristem		ebs Meristem		OK		121,022		162,745		0.427351		173,734		0.00035		0.00605745		yes

		XLOC_000760		XLOC_000760		AT1G14580		1:4989561-4992732		WT meristem		ebs Meristem		OK		296,583		398,304		0.425436		197,811		5.00E-05		0.00114332		yes

		XLOC_026140		XLOC_026140		AT5G13650		5:4397745-4402692		WT meristem		ebs Meristem		OK		137,928		185,204		0.425198		158,212		0.0021		0.0237866		yes

		XLOC_022797		XLOC_022797		AT4G37650		4:17691785-17693760		WT meristem		ebs Meristem		OK		140,403		18,852		0.425144		189,161		0.00015		0.00294045		yes

		XLOC_012033		XLOC_012033		AT2G17780		2:7724884-7727404		WT meristem		ebs Meristem		OK		749,748		100,659		0.424994		138,776		0.0038		0.037171		yes

		XLOC_032455		XLOC_032455		AT5G59900		5:24123982-24126706		WT meristem		ebs Meristem		OK		332,303		44,574		0.423703		148,419		0.00335		0.0337509		yes

		XLOC_024668		XLOC_024668		AT4G25890		4:13159483-13160495		WT meristem		ebs Meristem		OK		149,853		200,854		0.422598		181,496		0.0006		0.00915728		yes

		XLOC_007932		XLOC_007932		AT1G74070		1:27851487-27852976		WT meristem		ebs Meristem		OK		338,877		454,161		0.422444		199,789		5.00E-05		0.00114332		yes

		XLOC_020584		XLOC_020584		AT4G02990		4:1321858-1324004		WT meristem		ebs Meristem		OK		557,538		746,869		0.421785		1,905		5.00E-05		0.00114332		yes

		XLOC_012219		XLOC_012219		AT2G20980		2:9011388-9013931		WT meristem		ebs Meristem		OK		672,272		900,348		0.421438		134,381		0.00345		0.034562		yes

		XLOC_013602		XLOC_013602		AT2G44910		2:18517886-18519525		WT meristem		ebs Meristem		OK		106,561		142,688		0.421185		145,126		0.00335		0.0337509		yes

		XLOC_012316		XLOC_012316		AT2G22810		2:9717790-9719472		WT meristem		ebs Meristem		OK		66,827		894,621		0.420847		144,569		0.00365		0.0360655		yes

		XLOC_032224		XLOC_032224		AT5G55710		5:22551746-22555650		WT meristem		ebs Meristem		OK		692,464		926,852		0.420599		126,244		0.00555		0.0493404		yes

		XLOC_032814		XLOC_032814		AT5G66470		5:26541694-26544359		WT meristem		ebs Meristem		OK		674,768		902,973		0.420291		196,017		0.0001		0.00206184		yes

		XLOC_015290		XLOC_015290		AT3G27280		3:10076818-10078820		WT meristem		ebs Meristem		OK		555,404		742,769		0.419376		20,227		5.00E-05		0.00114332		yes

		XLOC_016377		XLOC_016377		AT3G51240		3:19025109-19026872		WT meristem		ebs Meristem		OK		289,659		387,319		0.419168		187,607		0.0003		0.00528591		yes

		XLOC_012182		XLOC_012182		AT2G20550		2:8845801-8847311		WT meristem		ebs Meristem		OK		702,614		939,249		0.418774		130,873		0.0056		0.0496491		yes

		XLOC_026819		XLOC_026819		AT5G26860		5:9451047-9457000		WT meristem		ebs Meristem		OK		24,454		326,873		0.418664		199,967		0.0001		0.00206184		yes

		XLOC_005087		XLOC_005087		AT1G15340		1:5275676-5277689		WT meristem		ebs Meristem		OK		202,326		270,445		0.418654		164,706		0.0012		0.0156353		yes

		XLOC_004693		XLOC_004693		AT1G08610		1:2733656-2735819		WT meristem		ebs Meristem		OK		982,121		131,231		0.418134		161,831		0.0021		0.0237866		yes

		XLOC_004666		XLOC_004666		AT1G08130		1:2542701-2547946		WT meristem		ebs Meristem		OK		277,245		370,311		0.417576		19,746		5.00E-05		0.00114332		yes

		XLOC_019419		XLOC_019419		AT3G46740		3:17215812-17219343		WT meristem		ebs Meristem		OK		110,144		147,076		0.417177		161,983		0.00105		0.0141146		yes

		XLOC_027579		XLOC_027579		AT5G39960		5:15994020-15997058		WT meristem		ebs Meristem		OK		741,656		990,325		0.417152		164,207		0.0006		0.00915728		yes

		XLOC_002723		XLOC_002723		AT1G53120		1:19792756-19795544		WT meristem		ebs Meristem		OK		174,181		232,422		0.416163		150,849		0.0009		0.0125121		yes

		XLOC_000500		XLOC_000500		AT1G10270		1:3363503-3366488		WT meristem		ebs Meristem		OK		11,428		152,469		0.415944		139,509		0.0017		0.0202928		yes

		XLOC_004933		XLOC_004933		AT1G12800		1:4361550-4365331		WT meristem		ebs Meristem		OK		963,037		128,474		0.415817		167,526		0.0007		0.010375		yes

		XLOC_011678		XLOC_011678		AT2G11910		2:4805683-4807319		WT meristem		ebs Meristem		OK		327,104		436.32		0.415639		177,094		0.0005		0.00796773		yes

		XLOC_025361		XLOC_025361		AT4G38150		4:17900608-17902160		WT meristem		ebs Meristem		OK		273,641		364,991		0.415576		156,199		0.0023		0.0254461		yes

		XLOC_014121		XLOC_014121		AT3G07430		3:2379192-2380198		WT meristem		ebs Meristem		OK		147,724		197,008		0.415352		190,882		0.00025		0.00450254		yes

		XLOC_025719		XLOC_025719		AT5G05180		5:1536225-1538492		WT meristem		ebs Meristem		OK		371,306		49,515		0.415257		197,667		5.00E-05		0.00114332		yes

		XLOC_013422		XLOC_013422		AT2G41680		2:17374082-17379055		WT meristem		ebs Meristem		OK		103.37		137,842		0.41519		170,891		0.00075		0.0109661		yes

		XLOC_011032		XLOC_011032		AT2G47450		2:19472680-19474314		WT meristem		ebs Meristem		OK		177,724		236,941		0.414886		164,337		0.00085		0.0120227		yes

		XLOC_032462		XLOC_032462		AT5G60030		5:24172081-24172975		WT meristem		ebs Meristem		OK		370,075		493,237		0.414463		18,922		0.00025		0.00450254		yes

		XLOC_002548		XLOC_002548		AT1G49980		1:18507970-18513172		WT meristem		ebs Meristem		OK		181,779		24,219		0.413953		166,383		0.0008		0.0115074		yes

		XLOC_014363		XLOC_014363		AT3G12270		3:3910632-3913329		WT meristem		ebs Meristem		OK		23,016		306,609		0.413762		160,533		0.0004		0.00669125		yes

		XLOC_003909		XLOC_003909		AT1G74580		1:28020776-28023068		WT meristem		ebs Meristem		OK		483,851		644,077		0.412671		1,536		0.00185		0.0216073		yes

		XLOC_018290		XLOC_018290		AT3G22660		3:8016050-8017508		WT meristem		ebs Meristem		OK		73,867		982,537		0.411582		197,112		5.00E-05		0.00114332		yes

		XLOC_025252		XLOC_025252		AT4G36390		4:17194587-17197131		WT meristem		ebs Meristem		OK		514,444		684,282		0.411575		186,737		0.0003		0.00528591		yes

		XLOC_006996		XLOC_006996		AT1G56110		1:20984388-20986951		WT meristem		ebs Meristem		OK		223,621		297,404		0.411369		149,845		0.0029		0.0303947		yes

		XLOC_030833		XLOC_030833		AT5G32460		5:12081802-12084148		WT meristem		ebs Meristem		OK		702,484		934,025		0.410996		151,378		0.00275		0.0292628		yes

		XLOC_015298		XLOC_015298		AT3G27350		3:10125658-10127992		WT meristem		ebs Meristem		OK		120,533		160,244		0.410845		163,887		0.00105		0.0141146		yes

		XLOC_020467		XLOC_020467		AT4G01050		4:455767-458510		WT meristem		ebs Meristem		OK		197,912		263,067		0.410574		147,201		0.0041		0.0394332		yes

		XLOC_025448		XLOC_025448		AT4G39710		4:18427038-18428412		WT meristem		ebs Meristem		OK		573,146		761,546		0.410029		178,026		0.0007		0.010375		yes

		XLOC_008213		XLOC_008213		AT1G78995		1:29715078-29716111		WT meristem		ebs Meristem		OK		198,354		263,538		0.409933		162,361		0.00085		0.0120227		yes

		XLOC_005955		XLOC_005955		AT1G32190		1:11592954-11595982		WT meristem		ebs Meristem		OK		172,749		229,377		0.409046		174,769		0.0004		0.00669125		yes

		XLOC_015324		XLOC_015324		AT3G27850		3:10324838-10325713		WT meristem		ebs Meristem		OK		393,997		523,097		0.408892		159,784		0.0012		0.0156353		yes

		XLOC_005216		XLOC_005216		AT1G18060		1:6211872-6213444		WT meristem		ebs Meristem		OK		459,757		610,107		0.408189		190,161		5.00E-05		0.00114332		yes

		XLOC_017603		XLOC_017603		AT3G10690		3:3339391-3346340		WT meristem		ebs Meristem		OK		511,253		678,316		0.40792		181,769		0.00025		0.00450254		yes

		XLOC_010551		XLOC_010551		AT2G39140		2:16330182-16333360		WT meristem		ebs Meristem		OK		421,374		558,871		0.407414		191,885		0.0001		0.00206184		yes

		XLOC_009350		XLOC_009350		AT2G18330		2:7965634-7969105		WT meristem		ebs Meristem		OK		142,192		188,492		0.406663		18,383		0.0002		0.00374736		yes

		XLOC_018312		XLOC_018312		AT3G23020		3:8177214-8179743		WT meristem		ebs Meristem		OK		51,564		683,081		0.405692		158,875		0.0016		0.0195416		yes

		XLOC_001114		XLOC_001114		AT1G20696		1:7179451-7181499		WT meristem		ebs Meristem		OK		264,677		350,327		0.40447		173,125		0.0007		0.010375		yes

		XLOC_001129		XLOC_001129		AT1G20920		1:7285058-7289778		WT meristem		ebs Meristem		OK		283,374		374,949		0.403987		167,521		0.00075		0.0109661		yes

		XLOC_032846		XLOC_032846		AT5G67030		5:26753509-26757236		WT meristem		ebs Meristem		OK		399,606		528,606		0.403613		180,698		0.0006		0.00915728		yes

		XLOC_012337		XLOC_012337		AT2G23170		2:9863854-9866562		WT meristem		ebs Meristem		OK		499,869		661,149		0.403426		173,854		0.0004		0.00669125		yes

		XLOC_017567		XLOC_017567		AT3G10050		3:3098724-3101761		WT meristem		ebs Meristem		OK		258,735		341,895		0.402076		192,613		0.00015		0.00294045		yes

		XLOC_012911		XLOC_012911		AT2G32870		2:13944610-13946790		WT meristem		ebs Meristem		OK		153,213		202,433		0.401908		174,737		0.00025		0.00450254		yes

		XLOC_012976		XLOC_012976		AT2G33855		2:14324308-14325192		WT meristem		ebs Meristem		OK		155,447		205,281		0.401176		149,986		0.0031		0.0320772		yes

		XLOC_014979		XLOC_014979		AT3G22150		3:7812943-7815928		WT meristem		ebs Meristem		OK		144,529		190,844		0.401031		189,438		5.00E-05		0.00114332		yes

		XLOC_010013		XLOC_010013		AT2G29760		2:12712883-12716875		WT meristem		ebs Meristem		OK		868,056		114,558		0.400212		173,142		0.0004		0.00669125		yes

		XLOC_004213		XLOC_004213		AT1G80380		1:30217115-30220004		WT meristem		ebs Meristem		OK		573,351		756,544		0.400007		182,322		0.0001		0.00206184		yes

		XLOC_013800		XLOC_013800		AT3G01670		3:247233-250470		WT meristem		ebs Meristem		OK		159,843		210,908		0.399954		166,191		0.00025		0.00450254		yes

		XLOC_029832		XLOC_029832		AT5G13120		5:4162502-4164794		WT meristem		ebs Meristem		OK		134,556		177,373		0.398574		182,643		0.00015		0.00294045		yes

		XLOC_006899		XLOC_006899		AT1G54500		1:20356953-20357788		WT meristem		ebs Meristem		OK		156,106		205,765		0.39847		186,141		0.0002		0.00374736		yes

		XLOC_011861		XLOC_011861		AT2G14880		2:6393331-6394938		WT meristem		ebs Meristem		OK		117,861		155,227		0.397288		189,707		0.00025		0.00450254		yes

		XLOC_025171		XLOC_025171		AT4G34740		4:16574576-16576671		WT meristem		ebs Meristem		OK		314,658		414,234		0.396662		190,067		0.0001		0.00206184		yes

		XLOC_000056		XLOC_000056		AT1G01970		1:338290-340077		WT meristem		ebs Meristem		OK		237,241		312,307		0.396613		186,522		0.0001		0.00206184		yes

		XLOC_021337		XLOC_021337		AT4G12670		4:7472078-7474519		WT meristem		ebs Meristem		OK		109,518		144,157		0.396474		143,998		0.004		0.0386238		yes

		XLOC_022022		XLOC_022022		AT4G24060		4:12503781-12505646		WT meristem		ebs Meristem		OK		231,066		304,139		0.39643		182,681		0.00015		0.00294045		yes

		XLOC_032634		XLOC_032634		AT5G63310		5:25371107-25373861		WT meristem		ebs Meristem		OK		274,508		361,162		0.395802		165,445		0.00085		0.0120227		yes

		XLOC_001666		XLOC_001666		AT1G30610		1:10846512-10850628		WT meristem		ebs Meristem		OK		164,836		216,852		0.395684		171,177		0.0002		0.00374736		yes

		XLOC_003335		XLOC_003335		AT1G64370		1:23888919-23889661		WT meristem		ebs Meristem		OK		554,298		729,065		0.395387		17,241		0.0003		0.00528591		yes

		XLOC_021719		XLOC_021719		AT4G18750		4:10304849-10307570		WT meristem		ebs Meristem		OK		713,643		938,534		0.395207		17,031		0.00095		0.0130675		yes

		XLOC_031233		XLOC_031233		AT5G38510		5:15417732-15420606		WT meristem		ebs Meristem		OK		245,123		322,353		0.395136		177,673		0.0002		0.00374736		yes

		XLOC_030350		XLOC_030350		AT5G22880		5:7651956-7652622		WT meristem		ebs Meristem		OK		524,967		690,165		0.394716		159,161		0.0012		0.0156353		yes

		XLOC_001077		XLOC_001077		AT1G20030		1:6945424-6947344		WT meristem		ebs Meristem		OK		120,154		157,941		0.394499		156,707		0.0014		0.0176288		yes

		XLOC_004124		XLOC_004124		AT1G78490		1:29528252-29530665		WT meristem		ebs Meristem		OK		589,773		774,925		0.393898		184,717		0.0001		0.00206184		yes

		XLOC_022851		XLOC_022851		AT4G38580		4:18034430-18035889		WT meristem		ebs Meristem		OK		642,201		843,713		0.393727		187,769		0.0001		0.00206184		yes

		XLOC_014022		XLOC_014022		AT3G05625		3:1632283-1634139		WT meristem		ebs Meristem		OK		176,357		231,607		0.393174		143,818		0.0042		0.040118		yes

		XLOC_014217		XLOC_014217		AT3G09650		3:2958678-2966166		WT meristem		ebs Meristem		OK		140,868		184,998		0.393168		152,274		0.00125		0.0161039		yes

		XLOC_000140		XLOC_000140		AT1G03440		1:852365-854032		WT meristem		ebs Meristem		OK		68,472		898,838		0.392547		139,968		0.00455		0.0425037		yes

		XLOC_008260		XLOC_008260		AT1G79850		1:30036955-30041952		WT meristem		ebs Meristem		OK		634,043		832,051		0.392092		138,821		0.00535		0.0480441		yes

		XLOC_032212		XLOC_032212		AT5G55510		5:22486425-22488015		WT meristem		ebs Meristem		OK		250,591		328,777		0.391772		129,246		0.0046		0.0428886		yes

		XLOC_019824		XLOC_019824		AT3G53680		3:19892862-19897412		WT meristem		ebs Meristem		OK		708,843		929,738		0.391357		16,475		0.0009		0.0125121		yes

		XLOC_024388		XLOC_024388		AT4G21140		4:11277490-11278222		WT meristem		ebs Meristem		OK		338,419		44,386		0.391293		168,433		0.00115		0.015197		yes

		XLOC_012673		XLOC_012673		AT2G28790		2:12354429-12355431		WT meristem		ebs Meristem		OK		207.79		272,428		0.390746		171,804		0.0007		0.010375		yes

		XLOC_020405		XLOC_020405		AT3G63540		3:23459181-23459804		WT meristem		ebs Meristem		OK		203,655		266,897		0.39016		182,342		0.0002		0.00374736		yes

		XLOC_016440		XLOC_016440		AT3G52380		3:19421396-19425214		WT meristem		ebs Meristem		OK		230,483		302,005		0.389916		148,411		0.003		0.0312247		yes

		XLOC_000712		XLOC_000712		AT1G13740		1:4713673-4718235		WT meristem		ebs Meristem		OK		974,149		127,591		0.389314		146,848		0.0025		0.0271204		yes

		XLOC_014992		XLOC_014992		AT3G22310		3:7887285-7890019		WT meristem		ebs Meristem		OK		47,244		618,259		0.388078		137,797		0.00445		0.0418704		yes

		XLOC_010375		XLOC_010375		AT2G36000		2:15117074-15118697		WT meristem		ebs Meristem		OK		556,234		727,872		0.387994		185,542		0.0001		0.00206184		yes

		XLOC_016818		XLOC_016818		AT3G59550		3:21997053-22000678		WT meristem		ebs Meristem		OK		572,992		749,097		0.386636		138,076		0.0035		0.0349016		yes

		XLOC_005255		XLOC_005255		AT1G18810		1:6485595-6487030		WT meristem		ebs Meristem		OK		11.18		146,057		0.385616		132,204		0.004		0.0386238		yes

		XLOC_027930		XLOC_027930		AT5G45400		5:18398989-18401644		WT meristem		ebs Meristem		OK		481,954		629,518		0.385352		148,457		0.0031		0.0320772		yes

		XLOC_000485		XLOC_000485		AT1G09900		1:3218132-3219929		WT meristem		ebs Meristem		OK		171,988		224,553		0.384747		177,932		0.0003		0.00528591		yes

		XLOC_025174		XLOC_025174		AT4G34830		4:16599604-16606027		WT meristem		ebs Meristem		OK		246,886		322,342		0.384746		180,427		0.0001		0.00206184		yes

		XLOC_024633		XLOC_024633		AT4G25340		4:12959441-12962699		WT meristem		ebs Meristem		OK		677,939		884,784		0.38417		179,154		0.00045		0.00736346		yes

		XLOC_031382		XLOC_031382		AT5G41020		5:16425882-16427797		WT meristem		ebs Meristem		OK		203,887		265,941		0.383338		181,813		0.0004		0.00669125		yes

		XLOC_006417		XLOC_006417		AT1G44000		1:16708067-16709713		WT meristem		ebs Meristem		OK		506,328		660,393		0.383253		158,798		0.0023		0.0254461		yes

		XLOC_019312		XLOC_019312		AT3G45260		3:16596380-16598698		WT meristem		ebs Meristem		OK		140,839		183,579		0.382359		156,351		0.00155		0.0190623		yes

		XLOC_004566		XLOC_004566		AT1G06550		1:2003626-2007190		WT meristem		ebs Meristem		OK		263,862		34,391		0.382246		179,867		0.00025		0.00450254		yes

		XLOC_020382		XLOC_020382		AT3G63160		3:23333512-23334034		WT meristem		ebs Meristem		OK		501,772		653,906		0.38205		167,448		0.0005		0.00796773		yes

		XLOC_000950		XLOC_000950		AT1G17745		1:6100960-6105265		WT meristem		ebs Meristem		OK		115,935		151,075		0.381945		163,977		0.00045		0.00736346		yes

		XLOC_019362		XLOC_019362		AT3G45980		3:16896165-16898013		WT meristem		ebs Meristem		OK		547,775		713,523		0.381376		137,584		0.00565		0.0499335		yes

		XLOC_003225		XLOC_003225		AT1G62480		1:23128704-23129759		WT meristem		ebs Meristem		OK		853,223		111,133		0.381299		183,609		0.0004		0.00669125		yes

		XLOC_024661		XLOC_024661		AT4G25730		4:13102678-13106780		WT meristem		ebs Meristem		OK		612,663		797,973		0.381247		169,336		0.00045		0.00736346		yes

		XLOC_008178		XLOC_008178		AT1G78510		1:29535284-29537417		WT meristem		ebs Meristem		OK		85,696		111,532		0.380155		137,438		0.0038		0.037171		yes

		XLOC_013826		XLOC_013826		AT3G02120		3:377096-377713		WT meristem		ebs Meristem		OK		929,624		120,942		0.379599		159,882		0.00055		0.00855482		yes

		XLOC_011016		XLOC_011016		AT2G47220		2:19383742-19386954		WT meristem		ebs Meristem		OK		695,627		904,969		0.379554		147,587		0.0029		0.0303947		yes

		XLOC_004241		XLOC_004241		AT1G80870		1:30392132-30394383		WT meristem		ebs Meristem		OK		202,423		263,187		0.378716		182,139		0.0002		0.00374736		yes

		XLOC_029264		XLOC_029264		AT5G02050		5:402986-404323		WT meristem		ebs Meristem		OK		792,857		103,066		0.378436		181,293		0.0002		0.00374736		yes

		XLOC_015268		XLOC_015268		AT3G26760		3:9843590-9845176		WT meristem		ebs Meristem		OK		117,213		152,328		0.378041		138,336		0.00435		0.0411079		yes

		XLOC_018583		XLOC_018583		AT3G27360,AT3G27380		3:10129104-10132760		WT meristem		ebs Meristem		OK		215,031		279,424		0.377911		149,261		0.00225		0.0249922		yes

		XLOC_020572		XLOC_020572		AT4G02790		4:1247385-1249588		WT meristem		ebs Meristem		OK		68,907		895,221		0.377594		178,457		0.00055		0.00855482		yes

		XLOC_005749		XLOC_005749		AT1G28395		1:9969320-9971681		WT meristem		ebs Meristem		OK		514,727		668,561		0.377252		157,033		0.00165		0.0198539		yes

		XLOC_019503		XLOC_019503		AT3G48250		3:17870063-17871929		WT meristem		ebs Meristem		OK		793,626		103,069		0.377082		151,017		0.0027		0.0289201		yes

		XLOC_022488		XLOC_022488		AT4G32190		4:15544877-15547855		WT meristem		ebs Meristem		OK		184,242		239,195		0.376584		175,216		0.0004		0.00669125		yes

		XLOC_009325		XLOC_009325		AT2G17972		2:7821584-7824005		WT meristem		ebs Meristem		OK		58,823		762,953		0.375216		151,929		0.0024		0.0263433		yes

		XLOC_014479		XLOC_014479		AT3G14415		3:4818297-4821006		WT meristem		ebs Meristem		OK		127,244		165,027		0.375105		156,743		0.00145		0.0180717		yes

		XLOC_008371		XLOC_008371		AT2G02070		2:505486-509425		WT meristem		ebs Meristem		OK		570,988		740,256		0.374564		173,986		0.00025		0.00450254		yes

		XLOC_031439		XLOC_031439		AT5G42070		5:16818983-16820195		WT meristem		ebs Meristem		OK		375,156		486,248		0.374202		146,978		0.002		0.0228932		yes

		XLOC_024621		XLOC_024621		AT4G25130		4:12898590-12900064		WT meristem		ebs Meristem		OK		151,202		195,705		0.372206		168,713		0.0009		0.0125121		yes

		XLOC_025170		XLOC_025170		AT4G34730		4:16569395-16573680		WT meristem		ebs Meristem		OK		442,487		572,375		0.371328		177,407		0.00045		0.00736346		yes

		XLOC_006654		XLOC_006654		AT1G50320		1:18638383-18639536		WT meristem		ebs Meristem		OK		982,353		126,939		0.369827		175,667		0.00035		0.00605745		yes

		XLOC_005077		XLOC_005077		AT1G15200		1:5228299-5231184		WT meristem		ebs Meristem		OK		936,798		121,036		0.369622		168,496		0.0009		0.0125121		yes

		XLOC_009695		XLOC_009695		AT2G24090		2:10241963-10243614		WT meristem		ebs Meristem		OK		433.41		559,831		0.369259		151,181		0.0029		0.0303947		yes

		XLOC_027764		XLOC_027764		AT5G42740		5:17135691-17140892		WT meristem		ebs Meristem		OK		294,508		380,398		0.369205		17,486		0.0001		0.00206184		yes

		XLOC_024823		XLOC_024823		AT4G28510		4:14084748-14086844		WT meristem		ebs Meristem		OK		490,163		633,069		0.369101		177,496		0.00055		0.00855482		yes

		XLOC_031856		XLOC_031856		AT5G48840		5:19803556-19805077		WT meristem		ebs Meristem		OK		122,336		157,897		0.368134		134,344		0.0048		0.0442457		yes

		XLOC_017508		XLOC_017508		AT3G09070		3:2768687-2771174		WT meristem		ebs Meristem		OK		176,687		228,046		0.368124		174,119		0.0003		0.00528591		yes

		XLOC_003940		XLOC_003940		AT1G75190		1:28219381-28220227		WT meristem		ebs Meristem		OK		435,984		562,589		0.367805		169,957		0.0006		0.00915728		yes

		XLOC_026777		XLOC_026777		AT5G26180		5:9149226-9153502		WT meristem		ebs Meristem		OK		145,223		187,347		0.367445		163,857		0.00125		0.0161039		yes

		XLOC_008084		XLOC_008084		AT1G76930		1:28895300-28896883		WT meristem		ebs Meristem		OK		265,305		342.18		0.367104		140,298		0.00415		0.0397768		yes

		XLOC_025721		XLOC_025721		AT5G05210		5:1547422-1549791		WT meristem		ebs Meristem		OK		512,954		661,483		0.366875		176,354		0.0002		0.00374736		yes

		XLOC_003517		XLOC_003517		AT1G67660		1:25363534-25365229		WT meristem		ebs Meristem		OK		317,541		409,345		0.366374		147,417		0.0015		0.0185526		yes

		XLOC_004207		XLOC_004207		AT1G80270		1:30180953-30183507		WT meristem		ebs Meristem		OK		358,149		461,449		0.365613		163,925		0.001		0.0135734		yes

		XLOC_032362		XLOC_032362		AT5G58330		5:23577438-23582395		WT meristem		ebs Meristem		OK		160,425		206,687		0.36555		143,167		0.0043		0.0407539		yes

		XLOC_011153		XLOC_011153		AT2G02150		2:550339-552625		WT meristem		ebs Meristem		OK		501,676		64,632		0.365492		13,705		0.00565		0.0499335		yes

		XLOC_030085		XLOC_030085		AT5G17710		5:5839342-5841728		WT meristem		ebs Meristem		OK		153,322		197,498		0.365274		160,763		0.00125		0.0161039		yes

		XLOC_012014		XLOC_012014		AT2G17350		2:7545537-7546374		WT meristem		ebs Meristem		OK		294,295		378,994		0.364915		144,497		0.0031		0.0320772		yes

		XLOC_032061		XLOC_032061		AT5G52552		5:21327711-21330136		WT meristem		ebs Meristem		OK		149,485		192,413		0.364203		158,695		0.0016		0.0195416		yes

		XLOC_014524		XLOC_014524		AT3G15030		3:5061680-5064115		WT meristem		ebs Meristem		OK		336,431		43,283		0.363492		172,339		0.00075		0.0109661		yes

		XLOC_021430		XLOC_021430		AT4G14300		4:8231016-8233491		WT meristem		ebs Meristem		OK		395,143		508,187		0.362985		174,834		0.0005		0.00796773		yes

		XLOC_029303		XLOC_029303		AT5G02940		5:682576-689702		WT meristem		ebs Meristem		OK		410,152		527,312		0.362497		158,646		0.0012		0.0156353		yes

		XLOC_028104		XLOC_028104		AT5G48470		5:19641743-19644362		WT meristem		ebs Meristem		OK		377,535		484,771		0.360692		172,011		0.0005		0.00796773		yes

		XLOC_007770		XLOC_007770		AT1G70830		1:26709946-26711462		WT meristem		ebs Meristem		OK		193,593		248,415		0.359725		147,527		0.003		0.0312247		yes

		XLOC_026834		XLOC_026834		AT5G27120		5:9540924-9543871		WT meristem		ebs Meristem		OK		586,554		752,612		0.359643		169,737		0.0006		0.00915728		yes

		XLOC_017591		XLOC_017591		AT3G10520		3:3276225-3277860		WT meristem		ebs Meristem		OK		472,356		606,009		0.359464		166,733		0.00065		0.00979015		yes

		XLOC_032307		XLOC_032307		AT5G57345		5:23229406-23230638		WT meristem		ebs Meristem		OK		582,333		747,032		0.359326		151,035		0.00265		0.0284627		yes

		XLOC_001671		XLOC_001671		AT1G30680		1:10881596-10886425		WT meristem		ebs Meristem		OK		295,215		378,238		0.35753		146,676		0.0055		0.0490299		yes

		XLOC_030663		XLOC_030663		AT5G28300		5:10292650-10295283		WT meristem		ebs Meristem		OK		292,561		374,819		0.357456		169,676		0.0004		0.00669125		yes

		XLOC_020016		XLOC_020016		AT3G57150		3:21153972-21156009		WT meristem		ebs Meristem		OK		165,146		211,491		0.356859		137,594		0.00515		0.046743		yes

		XLOC_016410		XLOC_016410		AT3G51870		3:19243949-19246936		WT meristem		ebs Meristem		OK		397,696		508,756		0.355309		170,326		0.00045		0.00736346		yes

		XLOC_010677		XLOC_010677		AT2G41310		2:17221932-17224427		WT meristem		ebs Meristem		OK		9,484		121,316		0.355207		146,266		0.00335		0.0337509		yes

		XLOC_022767		XLOC_022767		AT4G37040		4:17455138-17459770		WT meristem		ebs Meristem		OK		294,224		376,304		0.354983		164,453		0.00105		0.0141146		yes

		XLOC_020118		XLOC_020118		AT3G58840		3:21757311-21758772		WT meristem		ebs Meristem		OK		455,092		581,848		0.354482		159,493		0.0012		0.0156353		yes

		XLOC_003890		XLOC_003890		AT1G74230		1:27914698-27917083		WT meristem		ebs Meristem		OK		112,236		143,474		0.354254		165,987		0.001		0.0135734		yes

		XLOC_010807		XLOC_010807		AT2G43650		2:18099237-18103345		WT meristem		ebs Meristem		OK		395,814		505,971		0.35423		164,204		0.0007		0.010375		yes

		XLOC_000657		XLOC_000657		AT1G12770		1:4351063-4353685		WT meristem		ebs Meristem		OK		518,862		662,872		0.353378		16,547		0.00105		0.0141146		yes

		XLOC_016423		XLOC_016423		AT3G52100		3:19319342-19322773		WT meristem		ebs Meristem		OK		146,098		186,575		0.352817		163,354		0.00105		0.0141146		yes

		XLOC_011215		XLOC_011215		AT2G03440		2:1039204-1040118		WT meristem		ebs Meristem		OK		154,357		197,064		0.352396		162,703		0.0014		0.0176288		yes

		XLOC_022169		XLOC_022169		AT4G26600		4:13419566-13423790		WT meristem		ebs Meristem		OK		179,027		228,416		0.351482		157,024		0.00205		0.0233832		yes

		XLOC_018034		XLOC_018034		AT3G18035		3:6169089-6171724		WT meristem		ebs Meristem		OK		945,909		120,675		0.351356		156,205		0.001		0.0135734		yes

		XLOC_019719		XLOC_019719		AT3G51880		3:19246983-19249124		WT meristem		ebs Meristem		OK		808,136		103,082		0.35112		169,905		0.0005		0.00796773		yes

		XLOC_026613		XLOC_026613		AT5G23100		5:7753433-7754759		WT meristem		ebs Meristem		OK		115,727		147,611		0.351074		137,784		0.00495		0.0452648		yes

		XLOC_014477		XLOC_014477		AT3G14390		3:4806724-4809433		WT meristem		ebs Meristem		OK		459,607		585,958		0.350396		167,482		0.00085		0.0120227		yes

		XLOC_007052		XLOC_007052		AT1G57820		1:21414169-21417946		WT meristem		ebs Meristem		OK		359,078		457,764		0.350307		136,229		0.00195		0.0225324		yes

		XLOC_009487		XLOC_009487		AT2G20690		2:8923304-8925804		WT meristem		ebs Meristem		OK		438,825		558,969		0.349122		167,173		0.0009		0.0125121		yes

		XLOC_030211		XLOC_030211		AT5G19900		5:6728159-6730045		WT meristem		ebs Meristem		OK		214,292		272,925		0.348925		166,295		0.00065		0.00979015		yes

		XLOC_003476		XLOC_003476		AT1G66820		1:24930039-24930551		WT meristem		ebs Meristem		OK		65,926		839,621		0.348892		141,071		0.00255		0.027525		yes

		XLOC_023707		XLOC_023707		AT4G10380		4:6431235-6434822		WT meristem		ebs Meristem		OK		243,476		310,054		0.348741		15,985		0.00125		0.0161039		yes

		XLOC_031445		XLOC_031445		AT5G42130		5:16835298-16836839		WT meristem		ebs Meristem		OK		288,211		366,947		0.348443		162,445		0.0009		0.0125121		yes

		XLOC_010338		XLOC_010338		AT2G35410		2:14898323-14900692		WT meristem		ebs Meristem		OK		892,367		113,596		0.348206		148,229		0.00135		0.0171208		yes

		XLOC_012760		XLOC_012760		AT2G30320		2:12925727-12927896		WT meristem		ebs Meristem		OK		185,421		236,016		0.348081		158,315		0.0017		0.0202928		yes

		XLOC_007128		XLOC_007128		AT1G59990		1:22090237-22093060		WT meristem		ebs Meristem		OK		481,367		612,709		0.348067		151,639		0.00195		0.0225324		yes

		XLOC_010382		XLOC_010382		AT2G36130,AT2G36145		2:15166772-15169514		WT meristem		ebs Meristem		OK		103,275		131,452		0.348042		151,872		0.0014		0.0176288		yes

		XLOC_017520		XLOC_017520		AT3G09210		3:2825278-2826880		WT meristem		ebs Meristem		OK		70,305		894,769		0.347889		147,661		0.00185		0.0216073		yes

		XLOC_004351		XLOC_004351		AT1G02910		1:655576-658148		WT meristem		ebs Meristem		OK		431,155		548,712		0.347841		145,731		0.00195		0.0225324		yes

		XLOC_012039		XLOC_012039		AT2G17870		2:7763974-7765230		WT meristem		ebs Meristem		OK		584,743		744,134		0.347761		167,882		0.0005		0.00796773		yes

		XLOC_030976		XLOC_030976		AT5G35100		5:13360282-13361390		WT meristem		ebs Meristem		OK		585,201		744,152		0.346665		13,891		0.0021		0.0237866		yes

		XLOC_001250		XLOC_001250		AT1G23000		1:8143403-8145070		WT meristem		ebs Meristem		OK		370,161		470,505		0.346058		166,383		0.0006		0.00915728		yes

		XLOC_004790		XLOC_004790		AT1G10320		1:3384163-3388373		WT meristem		ebs Meristem		OK		128,823		163,733		0.34595		158,813		0.00165		0.0198539		yes

		XLOC_031298		XLOC_031298		AT5G39550		5:15837209-15840638		WT meristem		ebs Meristem		OK		128,852		163,724		0.345558		148,839		0.0015		0.0185526		yes

		XLOC_006564		XLOC_006564		AT1G48620		1:17973696-17976389		WT meristem		ebs Meristem		OK		72,521		921,382		0.345402		159,063		0.0016		0.0195416		yes

		XLOC_007740		XLOC_007740		AT1G70200		1:26432296-26434400		WT meristem		ebs Meristem		OK		741,985		942,273		0.344755		15,771		0.00175		0.02075		yes

		XLOC_009229		XLOC_009229		AT2G16365		2:7074361-7079519		WT meristem		ebs Meristem		OK		280,411		355,707		0.343148		160,663		0.0009		0.0125121		yes

		XLOC_025745		XLOC_025745		AT5G05580		5:1664084-1668352		WT meristem		ebs Meristem		OK		251,347		318,714		0.342586		153,715		0.00185		0.0216073		yes

		XLOC_010980		XLOC_010980		AT2G46530		2:19104664-19108331		WT meristem		ebs Meristem		OK		157,134		199,196		0.342194		149,093		0.00195		0.0225324		yes

		XLOC_022036		XLOC_022036		AT4G24240		4:12571765-12573725		WT meristem		ebs Meristem		OK		162,397		205,763		0.34146		148,887		0.00275		0.0292628		yes

		XLOC_016029		XLOC_016029		AT3G45050		3:16475965-16477524		WT meristem		ebs Meristem		OK		329,537		417,314		0.340691		146,298		0.0029		0.0303947		yes

		XLOC_023636		XLOC_023636		AT4G09040		4:5794528-5797375		WT meristem		ebs Meristem		OK		112,239		142,108		0.340416		154,211		0.00195		0.0225324		yes

		XLOC_026309		XLOC_026309		AT5G16710		5:5483287-5485081		WT meristem		ebs Meristem		OK		121,766		154,147		0.340191		153,968		0.00175		0.02075		yes

		XLOC_004232		XLOC_004232		AT1G80770		1:30355114-30357964		WT meristem		ebs Meristem		OK		323,854		409,745		0.33938		156,641		0.00155		0.0190623		yes

		XLOC_023260		XLOC_023260		AT4G04770		4:2427798-2429850		WT meristem		ebs Meristem		OK		693,453		877,362		0.339375		15,414		0.00245		0.0267267		yes

		XLOC_024768		XLOC_024768		AT4G27600		4:13782514-13785112		WT meristem		ebs Meristem		OK		107,391		135,831		0.338938		149,127		0.00315		0.0323372		yes

		XLOC_029101		XLOC_029101		AT5G65720		5:26296252-26298072		WT meristem		ebs Meristem		OK		840,576		106,313		0.338867		154,849		0.00165		0.0198539		yes

		XLOC_030289		XLOC_030289		AT5G21920		5:7240658-7242857		WT meristem		ebs Meristem		OK		101.32		128,133		0.338724		154,345		0.00165		0.0198539		yes

		XLOC_032820		XLOC_032820		AT5G66540		5:26556332-26559427		WT meristem		ebs Meristem		OK		311,098		393,402		0.338635		147,836		0.003		0.0312247		yes

		XLOC_017147		XLOC_017147		AT3G02870		3:627511-629845		WT meristem		ebs Meristem		OK		329,793		417,042		0.338629		156,466		0.0015		0.0185526		yes

		XLOC_003672		XLOC_003672		AT1G70210		1:26439863-26442829		WT meristem		ebs Meristem		OK		492,715		622,754		0.33791		153,802		0.002		0.0228932		yes

		XLOC_022406		XLOC_022406		AT4G30825		4:15009604-15012319		WT meristem		ebs Meristem		OK		117,935		149,045		0.337754		15,654		0.0023		0.0254461		yes

		XLOC_023126		XLOC_023126		AT4G02930		4:1295408-1298404		WT meristem		ebs Meristem		OK		783,628		990,282		0.337671		156,291		0.00215		0.0241844		yes

		XLOC_000363		XLOC_000363		AT1G07790		1:2412979-2413708		WT meristem		ebs Meristem		OK		343,785		434,193		0.336828		144,716		0.0035		0.0349016		yes

		XLOC_013313		XLOC_013313		AT2G39700		2:16543831-16545584		WT meristem		ebs Meristem		OK		582,621		735,753		0.336662		161,171		0.00135		0.0171208		yes

		XLOC_000884		XLOC_000884		AT1G16720		1:5723087-5727312		WT meristem		ebs Meristem		OK		26,448		333,799		0.335821		151,126		0.00225		0.0249922		yes

		XLOC_030443		XLOC_030443		AT5G24470		5:8355950-8358873		WT meristem		ebs Meristem		OK		336,237		424,338		0.335735		153,844		0.00205		0.0233832		yes

		XLOC_032247		XLOC_032247		AT5G56210		5:22750554-22752732		WT meristem		ebs Meristem		OK		887,717		112,014		0.335507		136,791		0.0053		0.0477049		yes

		XLOC_013197		XLOC_013197		AT2G37630		2:15781614-15783433		WT meristem		ebs Meristem		OK		120.68		152.14		0.334205		14,896		0.00265		0.0284627		yes

		XLOC_031212		XLOC_031212		AT5G38150		5:15223115-15225107		WT meristem		ebs Meristem		OK		25,984		327,574		0.334196		160,454		0.0014		0.0176288		yes

		XLOC_010557		XLOC_010557		AT2G39340		2:16423638-16432557		WT meristem		ebs Meristem		OK		188,826		238,046		0.334184		141,591		0.005		0.0456364		yes

		XLOC_003135		XLOC_003135		AT1G60870		1:22409471-22410654		WT meristem		ebs Meristem		OK		435,101		548,134		0.333177		159,433		0.001		0.0135734		yes

		XLOC_025886		XLOC_025886		AT5G08000		5:2563553-2565491		WT meristem		ebs Meristem		OK		105,431		132,799		0.33295		158,502		0.00135		0.0171208		yes

		XLOC_024120		XLOC_024120		AT4G16630		4:9361983-9366748		WT meristem		ebs Meristem		OK		310,478		390,958		0.332523		158,683		0.00115		0.015197		yes

		XLOC_028951		XLOC_028951		AT5G62990		5:25277437-25279312		WT meristem		ebs Meristem		OK		111,191		139,916		0.331523		133,373		0.00545		0.0486509		yes

		XLOC_002459		XLOC_002459		AT1G48480		1:17918390-17920985		WT meristem		ebs Meristem		OK		509,636		641,125		0.331137		154,064		0.0017		0.0202928		yes

		XLOC_003540		XLOC_003540		AT1G68010		1:25493195-25495988		WT meristem		ebs Meristem		OK		999,802		125,762		0.330987		143,704		0.00415		0.0397768		yes

		XLOC_000301		XLOC_000301		AT1G06530		1:2001593-2002596		WT meristem		ebs Meristem		OK		820,819		103,232		0.330749		159,811		0.0016		0.0195416		yes

		XLOC_032540		XLOC_032540		AT5G61455,AT5G61460		5:24713263-24721940		WT meristem		ebs Meristem		OK		656,446		825,358		0.330344		14,251		0.00335		0.0337509		yes

		XLOC_015262		XLOC_015262		AT3G26710		3:9813370-9814750		WT meristem		ebs Meristem		OK		658,344		827,638		0.330157		158,299		0.0015		0.0185526		yes

		XLOC_021398		XLOC_021398		AT4G13670		4:7948578-7950903		WT meristem		ebs Meristem		OK		602,298		757,119		0.330044		143,971		0.00195		0.0225324		yes

		XLOC_019457		XLOC_019457		AT3G47450		3:17482024-17486347		WT meristem		ebs Meristem		OK		349,058		438,415		0.32883		14,447		0.00215		0.0241844		yes

		XLOC_019736		XLOC_019736		AT3G52170		3:19346751-19349533		WT meristem		ebs Meristem		OK		409,885		51,475		0.32865		158,253		0.0011		0.0146754		yes

		XLOC_032514		XLOC_032514		AT5G61040		5:24562332-24564959		WT meristem		ebs Meristem		OK		757,197		950,576		0.328133		137,391		0.00565		0.0499335		yes

		XLOC_025101		XLOC_025101		AT4G33470		4:16102594-16105493		WT meristem		ebs Meristem		OK		222,554		279,382		0.328083		131,387		0.00405		0.03901		yes

		XLOC_028516		XLOC_028516		AT5G55220		5:22397615-22400842		WT meristem		ebs Meristem		OK		124,844		156,608		0.327031		136,523		0.0048		0.0442457		yes

		XLOC_000513		XLOC_000513		AT1G10522		1:3469579-3472672		WT meristem		ebs Meristem		OK		100,136		125,604		0.326919		155,555		0.0017		0.0202928		yes

		XLOC_031606		XLOC_031606		AT5G44670		5:18018904-18021385		WT meristem		ebs Meristem		OK		121,611		152,352		0.325139		141,337		0.0034		0.0341488		yes

		XLOC_020293		XLOC_020293		AT3G61820		3:22879803-22881630		WT meristem		ebs Meristem		OK		636,494		797,343		0.325054		152,342		0.00225		0.0249922		yes

		XLOC_017350		XLOC_017350		AT3G06010		3:1802227-1807478		WT meristem		ebs Meristem		OK		142,326		178,274		0.324897		153,032		0.00165		0.0198539		yes

		XLOC_000535		XLOC_000535		AT1G10890		1:3627725-3630765		WT meristem		ebs Meristem		OK		364,913		457,019		0.324704		15,408		0.00115		0.015197		yes

		XLOC_022072		XLOC_022072		AT4G24960		4:12827935-12829243		WT meristem		ebs Meristem		OK		460,568		576,658		0.324302		147,765		0.0023		0.0254461		yes

		XLOC_020214		XLOC_020214		AT3G60520		3:22361529-22362579		WT meristem		ebs Meristem		OK		423,224		529,887		0.324262		143,776		0.004		0.0386238		yes

		XLOC_012347		XLOC_012347		AT2G23390		2:9960371-9963623		WT meristem		ebs Meristem		OK		305,524		382,456		0.32401		154,069		0.0019		0.0221119		yes

		XLOC_003872		XLOC_003872		AT1G73885		1:27786863-27787708		WT meristem		ebs Meristem		OK		255.83		320.24		0.323968		151,512		0.0028		0.0296815		yes

		XLOC_014139		XLOC_014139		AT3G07750		3:2473234-2475447		WT meristem		ebs Meristem		OK		206,688		25,863		0.323434		135,399		0.00545		0.0486509		yes

		XLOC_019828		XLOC_019828		AT3G53730		3:19912493-19913033		WT meristem		ebs Meristem		OK		448,516		561,202		0.323361		144,459		0.00285		0.030097		yes

		XLOC_027888		XLOC_027888		AT5G44650		5:18013148-18015403		WT meristem		ebs Meristem		OK		109,834		137,427		0.323337		150,652		0.00225		0.0249922		yes

		XLOC_031734		XLOC_031734		AT5G46800		5:18988630-18990772		WT meristem		ebs Meristem		OK		28.74		359,538		0.323086		148,038		0.00275		0.0292628		yes

		XLOC_027609		XLOC_027609		AT5G40490		5:16225375-16227709		WT meristem		ebs Meristem		OK		351,622		439,549		0.321998		154,912		0.002		0.0228932		yes

		XLOC_015137		XLOC_015137		AT3G24590		3:8970671-8972168		WT meristem		ebs Meristem		OK		650,405		812,726		0.321431		132,415		0.00475		0.0439094		yes

		XLOC_012373		XLOC_012373		AT2G23760		2:10107708-10113213		WT meristem		ebs Meristem		OK		151,449		189,108		0.320384		138,679		0.0033		0.0334024		yes

		XLOC_016485		XLOC_016485		AT3G53130,AT3G53140		3:19692770-19697542		WT meristem		ebs Meristem		OK		182,821		227,746		0.316996		145,366		0.00245		0.0267267		yes

		XLOC_008036		XLOC_008036		AT1G76080		1:28547785-28549419		WT meristem		ebs Meristem		OK		972,293		121,021		0.315788		144,633		0.00325		0.0330679		yes

		XLOC_019543		XLOC_019543		AT3G49080		3:18194153-18196727		WT meristem		ebs Meristem		OK		482,262		600,174		0.315564		151,897		0.0022		0.0245767		yes

		XLOC_012858		XLOC_012858		AT2G31840		2:13537911-13539758		WT meristem		ebs Meristem		OK		660,746		822,241		0.315466		147,989		0.00235		0.0258672		yes

		XLOC_010994		XLOC_010994		AT2G46780		2:19229292-19231505		WT meristem		ebs Meristem		OK		17,421		216,702		0.314886		142,948		0.0043		0.0407539		yes

		XLOC_032108		XLOC_032108		AT5G53580		5:21765053-21767000		WT meristem		ebs Meristem		OK		310,856		386,653		0.314794		133,536		0.00535		0.0480441		yes

		XLOC_025533		XLOC_025533		AT5G02030		5:395633-399041		WT meristem		ebs Meristem		OK		202,682		252,086		0.314697		141,462		0.0032		0.0326444		yes

		XLOC_008038		XLOC_008038		AT1G76100		1:28553986-28554768		WT meristem		ebs Meristem		OK		271,564		337,596		0.314005		137,105		0.0054		0.0482709		yes

		XLOC_016387		XLOC_016387		AT3G51420		3:19084034-19085858		WT meristem		ebs Meristem		OK		291,402		362,053		0.31319		146,711		0.00295		0.0308029		yes

		XLOC_005405		XLOC_005405		AT1G21500		1:7529881-7531025		WT meristem		ebs Meristem		OK		315,165		391,451		0.312723		140,628		0.0051		0.0463972		yes

		XLOC_003370		XLOC_003370		AT1G64880		1:24105641-24109146		WT meristem		ebs Meristem		OK		734,731		912,193		0.312122		143,389		0.0035		0.0349016		yes

		XLOC_009590		XLOC_009590		AT2G22360		2:9497594-9500615		WT meristem		ebs Meristem		OK		213,276		264,636		0.311289		144,308		0.0042		0.040118		yes

		XLOC_029525		XLOC_029525		AT5G07020		5:2180501-2182418		WT meristem		ebs Meristem		OK		108,294		134,273		0.310225		144,528		0.0032		0.0326444		yes

		XLOC_015813		XLOC_015813		AT3G42660		3:14751279-14755701		WT meristem		ebs Meristem		OK		165,807		205,443		0.309234		148,975		0.0027		0.0289201		yes

		XLOC_031546		XLOC_031546		AT5G43750		5:17579965-17581222		WT meristem		ebs Meristem		OK		502,678		622,716		0.30894		134,623		0.0045		0.0422186		yes

		XLOC_004254		XLOC_004254		AT1G01080		1:45295-47019		WT meristem		ebs Meristem		OK		65.53		811,077		0.307682		147,597		0.00305		0.0316774		yes

		XLOC_016274		XLOC_016274		AT3G49260		3:18262398-18266021		WT meristem		ebs Meristem		OK		42,677		527,423		0.305502		142,679		0.00405		0.03901		yes

		XLOC_024719		XLOC_024719		AT4G26780		4:13482073-13486771		WT meristem		ebs Meristem		OK		257,229		317,882		0.305438		14,228		0.0037		0.0363936		yes

		XLOC_021539		XLOC_021539		AT4G15770		4:8978005-8978876		WT meristem		ebs Meristem		OK		921,889		113,919		0.305344		14,766		0.00255		0.027525		yes

		XLOC_000538		XLOC_000538		AT1G10960		1:3664385-3665039		WT meristem		ebs Meristem		OK		249,054		307,668		0.304916		13,873		0.00485		0.0446223		yes

		XLOC_024692		XLOC_024692		AT4G26370		4:13333723-13336230		WT meristem		ebs Meristem		OK		106,699		131,806		0.304868		140,049		0.00495		0.0452648		yes

		XLOC_020070		XLOC_020070		AT3G58140		3:21527639-21532572		WT meristem		ebs Meristem		OK		623,458		770,118		0.304787		138,829		0.00495		0.0452648		yes

		XLOC_012832		XLOC_012832		AT2G31410		2:13392021-13392851		WT meristem		ebs Meristem		OK		161,641		199,576		0.304146		143,084		0.0039		0.0378832		yes

		XLOC_022102		XLOC_022102		AT4G25500		4:13024570-13028036		WT meristem		ebs Meristem		OK		923,633		114,022		0.303921		139,056		0.00485		0.0446223		yes

		XLOC_024289		XLOC_024289		AT4G19240		4:10527799-10529092		WT meristem		ebs Meristem		OK		815,001		100,504		0.302374		145,922		0.00315		0.0323372		yes

		XLOC_003368		XLOC_003368		AT1G64860		1:24097912-24100952		WT meristem		ebs Meristem		OK		297,442		366,727		0.3021		142,514		0.0039		0.0378832		yes

		XLOC_017040		XLOC_017040		AT3G63520		3:23452910-23456078		WT meristem		ebs Meristem		OK		645,508		795,033		0.30058		13,527		0.0052		0.0471091		yes

		XLOC_032673		XLOC_032673		AT5G64050		5:25629854-25633209		WT meristem		ebs Meristem		OK		54,186		667,021		0.299812		139,524		0.00525		0.0474959		yes

		XLOC_010307		XLOC_010307		AT2G34860		2:14708359-14710197		WT meristem		ebs Meristem		OK		130,423		160,451		0.298935		141,867		0.0033		0.0334024		yes

		XLOC_017192		XLOC_017192		AT3G03630		3:877927-880446		WT meristem		ebs Meristem		OK		402,078		494,133		0.297425		142,912		0.00335		0.0337509		yes

		XLOC_028215		XLOC_028215		AT5G50280		5:20459237-20461504		WT meristem		ebs Meristem		OK		209,033		256,845		0.297164		142,337		0.00385		0.0375284		yes

		XLOC_018351		XLOC_018351		AT3G23830		3:8606476-8608083		WT meristem		ebs Meristem		OK		121,781		149.6		0.296818		142,528		0.0036		0.0356618		yes

		XLOC_020290		XLOC_020290		AT3G61780		3:22867813-22871462		WT meristem		ebs Meristem		OK		173,312		212,746		0.295766		1,432		0.0036		0.0356618		yes

		XLOC_017602		XLOC_017602		AT3G10670		3:3335048-3337387		WT meristem		ebs Meristem		OK		660,428		810,417		0.295263		141,064		0.00355		0.0352919		yes

		XLOC_003604		XLOC_003604		AT1G69040		1:25957818-25960307		WT meristem		ebs Meristem		OK		752,998		923,751		0.294858		134,131		0.00555		0.0493404		yes

		XLOC_013350		XLOC_013350		AT2G40300		2:16831292-16833280		WT meristem		ebs Meristem		OK		869,514		106,562		0.293416		140,401		0.0043		0.0407539		yes

		XLOC_012131		XLOC_012131		AT2G19670		2:8499085-8501181		WT meristem		ebs Meristem		OK		407,934		499,778		0.292954		137,135		0.00535		0.0480441		yes

		XLOC_026052		XLOC_026052		AT5G11450		5:3654426-3656555		WT meristem		ebs Meristem		OK		106,775		130.76		0.292355		136,875		0.0048		0.0442457		yes

		XLOC_005254		XLOC_005254		AT1G18800		1:6481112-6483596		WT meristem		ebs Meristem		OK		643,116		78,686		0.291027		140,728		0.0044		0.0414799		yes

		XLOC_029213		XLOC_029213		AT5G01220		5:86584-89986		WT meristem		ebs Meristem		OK		246,211		300,656		0.288219		135,654		0.0054		0.0482709		yes

		XLOC_026040		XLOC_026040		AT5G11240		5:3582539-3586986		WT meristem		ebs Meristem		OK		229,364		279,738		0.28644		13,746		0.00565		0.0499335		yes

		XLOC_000166		XLOC_000166		AT1G03935		1:1008809-1008896		WT meristem		ebs Meristem		OK		650,819		0		ERROR:#NAME?		ERROR:#NAME?		0.0011		0.0146754		yes

		XLOC_003466		XLOC_003466		AT1G66640		1:24857437-24859011		WT meristem		ebs Meristem		OK		0		0.749403		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_004894		XLOC_004894		AT1G12030		1:4064666-4066341		WT meristem		ebs Meristem		OK		0		113,742		inf		ERROR:#NAME?		0.00395		0.0382926		yes

		XLOC_005489		XLOC_005489		AT1G23070		1:8173822-8175819		WT meristem		ebs Meristem		OK		0		123,062		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_005637		XLOC_005637		AT1G26355		1:9117949-9118611		WT meristem		ebs Meristem		OK		0		141,726		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_009609		XLOC_009609		AT2G22630		2:9618371-9621957		WT meristem		ebs Meristem		OK		0		691,616		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_009815		XLOC_009815		AT2G26010		2:11087347-11087944		WT meristem		ebs Meristem		OK		0		0.860649		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_017632		XLOC_017632		AT3G11165		3:3497945-3499090		WT meristem		ebs Meristem		OK		0		42,887		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_018644		XLOC_018644		AT3G28330		3:10586565-10587712		WT meristem		ebs Meristem		OK		0		165,023		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_018748		XLOC_018748		AT3G29580		3:11394674-11395871		WT meristem		ebs Meristem		OK		0		29,054		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_018847		XLOC_018847		AT3G30730		3:12357395-12357599		WT meristem		ebs Meristem		OK		0		438,648		inf		ERROR:#NAME?		0.0005		0.00796773		yes

		XLOC_019369		XLOC_019369		AT3G46080		3:16922752-16923247		WT meristem		ebs Meristem		OK		233,662		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_019553		XLOC_019553		AT3G49270		3:18267251-18268271		WT meristem		ebs Meristem		OK		0		211,334		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_020846		XLOC_020846		AT4G06536		4:3360745-3361255		WT meristem		ebs Meristem		OK		10,731		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_023303		XLOC_023303		AT4G05475		4:2765961-2767957		WT meristem		ebs Meristem		OK		0		468,496		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_025443		XLOC_025443		AT4G39590		4:18387330-18388732		WT meristem		ebs Meristem		OK		0		317,607		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_029173		XLOC_029173		AT5G66980		5:26741562-26742826		WT meristem		ebs Meristem		OK		0		113,675		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_031592		XLOC_031592		AT5G44420		5:17907068-17907598		WT meristem		ebs Meristem		OK		0		0.926247		inf		ERROR:#NAME?		5.00E-05		0.00114332		yes

		XLOC_014656		XLOC_014656		AT3G17100		3:5831193-5832419		WT meristem		ebs Meristem		OK		819,827		673,941		-0.282698		-135,865		0.00505		0.0460067		yes

		XLOC_027367		XLOC_027367		AT5G36250		5:14282102-14284581		WT meristem		ebs Meristem		OK		269,163		221,055		-0.284077		-135,961		0.0053		0.0477049		yes

		XLOC_012135		XLOC_012135		AT2G19760		2:8516786-8518167		WT meristem		ebs Meristem		OK		105,491		863,401		-0.289012		-139,482		0.0049		0.0449551		yes

		XLOC_010978		XLOC_010978		AT2G46490		2:19079405-19080053		WT meristem		ebs Meristem		OK		122,496		100,254		-0.289063		-13,788		0.0053		0.0477049		yes

		XLOC_014472		XLOC_014472		AT3G14220		3:4732892-4734609		WT meristem		ebs Meristem		OK		67,702		553,987		-0.289346		-138,443		0.00375		0.0367741		yes

		XLOC_028655		XLOC_028655		AT5G57655		5:23346759-23350039		WT meristem		ebs Meristem		OK		530,451		433,966		-0.289638		-138,479		0.0048		0.0442457		yes

		XLOC_022729		XLOC_022729		AT4G36210		4:17130245-17134656		WT meristem		ebs Meristem		OK		237,925		19,442		-0.291325		-137,918		0.0049		0.0449551		yes

		XLOC_014831		XLOC_014831		AT3G19930		3:6934772-6937120		WT meristem		ebs Meristem		OK		280,951		229,541		-0.291567		-139,197		0.00455		0.0425037		yes

		XLOC_024914		XLOC_024914		AT4G30260		4:14816621-14818854		WT meristem		ebs Meristem		OK		54,575		445,814		-0.2918		-140,452		0.00355		0.0352919		yes

		XLOC_017826		XLOC_017826		AT3G14067		3:4658197-4660784		WT meristem		ebs Meristem		OK		647,477		528,248		-0.293614		-132,992		0.0056		0.0496491		yes

		XLOC_031155		XLOC_031155		AT5G37310		5:14772511-14776207		WT meristem		ebs Meristem		OK		214,386		174,832		-0.294242		-137,653		0.00465		0.0432308		yes

		XLOC_000614		XLOC_000614		AT1G12080		1:4084161-4085045		WT meristem		ebs Meristem		OK		109,674		893,947		-0.29496		-139,046		0.0047		0.0435297		yes

		XLOC_019713		XLOC_019713		AT3G51770		3:19199780-19204464		WT meristem		ebs Meristem		OK		128,549		104,764		-0.295186		-137,986		0.00455		0.0425037		yes

		XLOC_009766		XLOC_009766		AT2G25210		2:10739854-10740552		WT meristem		ebs Meristem		OK		485.23		395.44		-0.295211		-140,881		0.0039		0.0378832		yes

		XLOC_027113		XLOC_027113		AT5G32450		5:12079610-12081573		WT meristem		ebs Meristem		OK		845,034		688,458		-0.295639		-142,875		0.00275		0.0292628		yes

		XLOC_020501		XLOC_020501		AT4G01610		4:694694-697206		WT meristem		ebs Meristem		OK		587,516		478,388		-0.296446		-142,456		0.00385		0.0375284		yes

		XLOC_021549		XLOC_021549		AT4G15910		4:9028460-9029423		WT meristem		ebs Meristem		OK		100,829		820,585		-0.297185		-141,225		0.005		0.0456364		yes

		XLOC_016998		XLOC_016998		AT3G62650		3:23168060-23169187		WT meristem		ebs Meristem		OK		799,387		650,517		-0.297308		-138,494		0.00435		0.0411079		yes

		XLOC_027825		XLOC_027825		AT5G43700		5:17550232-17551581		WT meristem		ebs Meristem		OK		117,368		954,402		-0.298371		-140,284		0.005		0.0456364		yes

		XLOC_021946		XLOC_021946		AT4G22690		4:11929358-11931693		WT meristem		ebs Meristem		OK		30,452		247,526		-0.298956		-144,195		0.00385		0.0375284		yes

		XLOC_020113		XLOC_020113		AT3G58730		3:21718256-21719980		WT meristem		ebs Meristem		OK		136,474		110.88		-0.299636		-140,439		0.0036		0.0356618		yes

		XLOC_021255		XLOC_021255		AT4G11240		4:6847111-6849300		WT meristem		ebs Meristem		OK		424,344		344,698		-0.299899		-144,015		0.00295		0.0308029		yes

		XLOC_008542		XLOC_008542		AT2G04780		2:1676741-1678455		WT meristem		ebs Meristem		OK		908,503		737,895		-0.300075		-143,811		0.0035		0.0349016		yes

		XLOC_016563		XLOC_016563		AT3G54690		3:20246538-20248140		WT meristem		ebs Meristem		OK		383,065		310,983		-0.300757		-142,765		0.00425		0.0404372		yes

		XLOC_026145		XLOC_026145		AT5G13740		5:4432305-4436668		WT meristem		ebs Meristem		OK		216,452		175,705		-0.300896		-137,714		0.0053		0.0477049		yes

		XLOC_025808		XLOC_025808		AT5G06660		5:2046809-2047794		WT meristem		ebs Meristem		OK		458,196		371,926		-0.300949		-139,539		0.0053		0.0477049		yes

		XLOC_032076		XLOC_032076		AT5G52882		5:21433878-21438659		WT meristem		ebs Meristem		OK		288,774		234,367		-0.301171		-144,827		0.00345		0.034562		yes

		XLOC_027602		XLOC_027602		AT5G40390		5:16161514-16165357		WT meristem		ebs Meristem		OK		161,266		130,832		-0.301729		-140,257		0.00435		0.0411079		yes

		XLOC_024741		XLOC_024741		AT4G27130		4:13604557-13606448		WT meristem		ebs Meristem		OK		169.35		137,369		-0.301953		-143,918		0.0036		0.0356618		yes

		XLOC_017849		XLOC_017849		AT3G14350		3:4782756-4787236		WT meristem		ebs Meristem		OK		409,917		332,504		-0.30196		-138,992		0.0047		0.0435297		yes

		XLOC_000661		XLOC_000661		AT1G12840		1:4375514-4378514		WT meristem		ebs Meristem		OK		876,505		710,975		-0.301964		-143,447		0.00385		0.0375284		yes

		XLOC_020347		XLOC_020347		AT3G62630		3:23163746-23165195		WT meristem		ebs Meristem		OK		490,112		397,278		-0.302962		-144,928		0.0029		0.0303947		yes

		XLOC_005008		XLOC_005008		AT1G14170		1:4843233-4845847		WT meristem		ebs Meristem		OK		312,441		253,259		-0.30297		-144,026		0.00385		0.0375284		yes

		XLOC_003321		XLOC_003321		AT1G64230		1:23833550-23835536		WT meristem		ebs Meristem		OK		168,601		136,644		-0.303187		-14,384		0.00335		0.0337509		yes

		XLOC_012949		XLOC_012949		AT2G33470		2:14176362-14178653		WT meristem		ebs Meristem		OK		387,033		313,556		-0.303732		-140,049		0.00485		0.0446223		yes

		XLOC_022497		XLOC_022497		AT4G32300		4:15599474-15602595		WT meristem		ebs Meristem		OK		132,237		107,105		-0.304099		-140,971		0.0037		0.0363936		yes

		XLOC_023112		XLOC_023112		AT4G02715		4:1202169-1203380		WT meristem		ebs Meristem		OK		350,288		28,369		-0.304226		-137,748		0.0054		0.0482709		yes

		XLOC_014765		XLOC_014765		AT3G18820		3:6484067-6486247		WT meristem		ebs Meristem		OK		700,597		567,281		-0.304523		-14,694		0.00285		0.030097		yes

		XLOC_024967		XLOC_024967		AT4G31170		4:15153181-15155703		WT meristem		ebs Meristem		OK		433,699		351,111		-0.304766		-141,395		0.00435		0.0411079		yes

		XLOC_022418		XLOC_022418		AT4G30996		4:15101294-15102684		WT meristem		ebs Meristem		OK		530,646		429,415		-0.305377		-142,183		0.00405		0.03901		yes

		XLOC_024349		XLOC_024349		AT4G20150		4:10884196-10889597		WT meristem		ebs Meristem		OK		220,234		178.2		-0.305542		-141,781		0.00465		0.0432308		yes

		XLOC_023760		XLOC_023760		AT4G11220		4:6837910-6839795		WT meristem		ebs Meristem		OK		335,314		271,232		-0.305984		-1,423		0.0037		0.0363936		yes

		XLOC_010868		XLOC_010868		AT2G44670		2:18425179-18426060		WT meristem		ebs Meristem		OK		677,796		547,953		-0.3068		-143,009		0.00345		0.034562		yes

		XLOC_009225		XLOC_009225		AT2G16280		2:7050943-7052897		WT meristem		ebs Meristem		OK		935,635		756,261		-0.307062		-139,868		0.00455		0.0425037		yes

		XLOC_010169		XLOC_010169		AT2G32580		2:13827435-13829317		WT meristem		ebs Meristem		OK		699,148		564,628		-0.308298		-147,076		0.0032		0.0326444		yes

		XLOC_010481		XLOC_010481		AT2G37940		2:15876749-15879655		WT meristem		ebs Meristem		OK		328,432		265,174		-0.308659		-146,862		0.0022		0.0245767		yes

		XLOC_029582		XLOC_029582		AT5G08160		5:2625558-2628110		WT meristem		ebs Meristem		OK		415,568		335,444		-0.309015		-148,108		0.00315		0.0323372		yes

		XLOC_013093		XLOC_013093		AT2G35880		2:15062987-15065870		WT meristem		ebs Meristem		OK		678,022		547,168		-0.309347		-144,098		0.0035		0.0349016		yes

		XLOC_022177		XLOC_022177		AT4G26710		4:13468548-13469935		WT meristem		ebs Meristem		OK		115,572		932,344		-0.309859		-145,745		0.00355		0.0352919		yes

		XLOC_012680		XLOC_012680		AT2G28890		2:12405595-12408235		WT meristem		ebs Meristem		OK		143,856		115,984		-0.310694		-135,124		0.00455		0.0425037		yes

		XLOC_015103		XLOC_015103		AT3G23920		3:8641568-8644449		WT meristem		ebs Meristem		OK		398,018		320,821		-0.311066		-14,975		0.0032		0.0326444		yes

		XLOC_029738		XLOC_029738		AT5G11150		5:3546285-3548111		WT meristem		ebs Meristem		OK		528,566		426,008		-0.311203		-149,694		0.00245		0.0267267		yes

		XLOC_020379		XLOC_020379		AT3G63120		3:23322955-23324247		WT meristem		ebs Meristem		OK		426,812		343,734		-0.312311		-140,582		0.0048		0.0442457		yes

		XLOC_020670		XLOC_020670		AT4G04020		4:1932143-1933950		WT meristem		ebs Meristem		OK		287,191		23,122		-0.312745		-142,721		0.0038		0.037171		yes

		XLOC_017532		XLOC_017532		AT3G09390		3:2889485-2890229		WT meristem		ebs Meristem		OK		581,914		468,365		-0.313172		-139,444		0.00455		0.0425037		yes

		XLOC_028547		XLOC_028547		AT5G55850		5:22603371-22605268		WT meristem		ebs Meristem		OK		735,771		592,119		-0.313368		-149,348		0.00235		0.0258672		yes

		XLOC_029974		XLOC_029974		AT5G15740		5:5134526-5137626		WT meristem		ebs Meristem		OK		252,566		203,227		-0.313572		-150,496		0.0026		0.0279873		yes

		XLOC_016930		XLOC_016930		AT3G61430		3:22733308-22735335		WT meristem		ebs Meristem		OK		67,864		546,037		-0.313647		-150,503		0.0024		0.0263433		yes

		XLOC_013843		XLOC_013843		AT3G02350		3:479005-481474		WT meristem		ebs Meristem		OK		356,905		287,131		-0.313833		-151,507		0.0016		0.0195416		yes

		XLOC_005475		XLOC_005475		AT1G22710		1:8030640-8033117		WT meristem		ebs Meristem		OK		412,407		331,756		-0.313948		-150,546		0.0021		0.0237866		yes

		XLOC_026697		XLOC_026697		AT5G24610		5:8428077-8429253		WT meristem		ebs Meristem		OK		137,775		110,704		-0.315607		-152,527		0.00185		0.0216073		yes

		XLOC_028992		XLOC_028992		AT5G63850		5:25551054-25553520		WT meristem		ebs Meristem		OK		154,614		124,173		-0.316321		-134,099		0.0054		0.0482709		yes

		XLOC_006846		XLOC_006846		AT1G53580		1:19991274-19993334		WT meristem		ebs Meristem		OK		374,852		300,633		-0.318318		-148,507		0.00285		0.030097		yes

		XLOC_010734		XLOC_010734		AT2G42310		2:17625211-17625889		WT meristem		ebs Meristem		OK		140,122		112,326		-0.31899		-153,463		0.00175		0.02075		yes

		XLOC_012622		XLOC_012622		AT2G27860		2:11864392-11866907		WT meristem		ebs Meristem		OK		150,568		120,683		-0.319188		-142,145		0.00365		0.0360655		yes

		XLOC_012591		XLOC_012591		AT2G27385		2:11716000-11717432		WT meristem		ebs Meristem		OK		294,873		236,028		-0.321138		-147,171		0.0028		0.0296815		yes

		XLOC_018096		XLOC_018096		AT3G19130		3:6611197-6614044		WT meristem		ebs Meristem		OK		445,324		356,434		-0.32122		-149,592		0.0026		0.0279873		yes

		XLOC_016287		XLOC_016287		AT3G49590		3:18377478-18380284		WT meristem		ebs Meristem		OK		141,138		112,894		-0.322139		-14,183		0.0028		0.0296815		yes

		XLOC_031032		XLOC_031032		AT5G35700		5:13872534-13876857		WT meristem		ebs Meristem		OK		115,927		927,106		-0.322414		-142,794		0.0033		0.0334024		yes

		XLOC_020429		XLOC_020429		AT4G00355		4:154704-156376		WT meristem		ebs Meristem		OK		398,305		318,481		-0.322665		-150,317		0.0022		0.0245767		yes

		XLOC_010696		XLOC_010696		AT2G41540		2:17326092-17328902		WT meristem		ebs Meristem		OK		457,989		366,104		-0.32306		-153,942		0.0019		0.0221119		yes

		XLOC_010301		XLOC_010301		AT2G34770		2:14664670-14668250		WT meristem		ebs Meristem		OK		499,021		398,713		-0.32375		-153,393		0.0021		0.0237866		yes

		XLOC_027716		XLOC_027716		AT5G42090		5:16826697-16828454		WT meristem		ebs Meristem		OK		518,644		414,303		-0.324058		-146,612		0.003		0.0312247		yes

		XLOC_010027		XLOC_010027		AT2G30060		2:12826914-12828919		WT meristem		ebs Meristem		OK		974,602		778,437		-0.324233		-155,654		0.0017		0.0202928		yes

		XLOC_019508		XLOC_019508		AT3G48360		3:17908191-17910525		WT meristem		ebs Meristem		OK		958,857		765,788		-0.324371		-151,684		0.0029		0.0303947		yes

		XLOC_018006		XLOC_018006		AT3G17330		3:5916939-5920188		WT meristem		ebs Meristem		OK		149,347		119,221		-0.325036		-147,243		0.0032		0.0326444		yes

		XLOC_014658		XLOC_014658		AT3G17120		3:5841095-5843485		WT meristem		ebs Meristem		OK		337,312		269,248		-0.32515		-154,508		0.00185		0.0216073		yes

		XLOC_000405		XLOC_000405		AT1G08570		1:2712882-2714734		WT meristem		ebs Meristem		OK		607,153		484,357		-0.325991		-155,581		0.0018		0.0211627		yes

		XLOC_000136		XLOC_000136		AT1G03370		1:830626-835361		WT meristem		ebs Meristem		OK		128,389		102,393		-0.326394		-153,635		0.0014		0.0176288		yes

		XLOC_007211		XLOC_007211		AT1G61100		1:22508537-22512333		WT meristem		ebs Meristem		OK		43,955		350,492		-0.326644		-154,505		0.00165		0.0198539		yes

		XLOC_021426		XLOC_021426		AT4G14270		4:8218377-8219322		WT meristem		ebs Meristem		OK		368,508		293,747		-0.327124		-143,571		0.0033		0.0334024		yes

		XLOC_025250		XLOC_025250		AT4G36360		4:17176341-17181261		WT meristem		ebs Meristem		OK		599,871		478,023		-0.327572		-146,643		0.00225		0.0249922		yes

		XLOC_010242		XLOC_010242		AT2G33793		2:14296993-14300506		WT meristem		ebs Meristem		OK		169,483		134,998		-0.328199		-138,729		0.0053		0.0477049		yes

		XLOC_003283		XLOC_003283		AT1G63500		1:23555685-23558899		WT meristem		ebs Meristem		OK		247,026		196,682		-0.328793		-157,453		0.00165		0.0198539		yes

		XLOC_008226		XLOC_008226		transcript:AT1G79245.1		1:29804734-29809514		WT meristem		ebs Meristem		OK		588,721		468,629		-0.329137		-138,571		0.00565		0.0499335		yes

		XLOC_019913		XLOC_019913		AT3G55130		3:20433877-20436390		WT meristem		ebs Meristem		OK		61,395		488,647		-0.329328		-153,243		0.00175		0.02075		yes

		XLOC_000229		XLOC_000229		AT1G05320		1:1553602-1557733		WT meristem		ebs Meristem		OK		278,967		221,999		-0.329544		-159,626		0.0012		0.0156353		yes

		XLOC_029103		XLOC_029103		AT5G65750		5:26303692-26308189		WT meristem		ebs Meristem		OK		237,759		189,156		-0.329919		-156,248		0.00145		0.0180717		yes

		XLOC_004216		XLOC_004216		AT1G80440		1:30241606-30243071		WT meristem		ebs Meristem		OK		491,465		390,897		-0.330301		-155,922		0.0017		0.0202928		yes

		XLOC_021994		XLOC_021994		AT4G23710		4:12350088-12351624		WT meristem		ebs Meristem		OK		791,547		629,521		-0.330422		-155,087		0.00145		0.0180717		yes

		XLOC_020052		XLOC_020052		AT3G57800		3:21407788-21411721		WT meristem		ebs Meristem		OK		452,616		359,932		-0.330564		-159,287		0.00165		0.0198539		yes

		XLOC_028861		XLOC_028861		AT5G61440		5:24707499-24708893		WT meristem		ebs Meristem		OK		334,511		265,861		-0.331382		-14,861		0.00285		0.030097		yes

		XLOC_032179		XLOC_032179		AT5G54940		5:22308270-22309410		WT meristem		ebs Meristem		OK		262,653		208,699		-0.331737		-151,617		0.0022		0.0245767		yes

		XLOC_026541		XLOC_026541		AT5G21020		5:7138761-7139661		WT meristem		ebs Meristem		OK		104,844		832,712		-0.332357		-157,908		0.00165		0.0198539		yes

		XLOC_028983		XLOC_028983		AT5G63680		5:25490072-25492752		WT meristem		ebs Meristem		OK		276,738		219,776		-0.33249		-15,627		0.00135		0.0171208		yes

		XLOC_014743		XLOC_014743		AT3G18370		3:6305974-6310620		WT meristem		ebs Meristem		OK		204,041		162,024		-0.332651		-160,343		0.00125		0.0161039		yes

		XLOC_022296		XLOC_022296		AT4G28780		4:14215544-14217579		WT meristem		ebs Meristem		OK		930,865		739,165		-0.332675		-156,543		0.0017		0.0202928		yes

		XLOC_000070		XLOC_000070		AT1G02305		1:455687-460696		WT meristem		ebs Meristem		OK		360,535		28,615		-0.33337		-155,064		0.00165		0.0198539		yes

		XLOC_015058		XLOC_015058		AT3G23300		3:8333024-8336146		WT meristem		ebs Meristem		OK		469,362		372,504		-0.333445		-159,598		0.0012		0.0156353		yes

		XLOC_018807		XLOC_018807		AT3G30390		3:11976836-11979621		WT meristem		ebs Meristem		OK		818,352		649,412		-0.333588		-156,371		0.00165		0.0198539		yes

		XLOC_010568		XLOC_010568		AT2G39570		2:16507895-16510198		WT meristem		ebs Meristem		OK		312,658		248,086		-0.333746		-157,667		0.0014		0.0176288		yes

		XLOC_018336		XLOC_018336		AT3G23560		3:8454115-8456681		WT meristem		ebs Meristem		OK		244,604		193,988		-0.334479		-152,367		0.0012		0.0156353		yes

		XLOC_014655		XLOC_014655		AT3G17090		3:5826802-5829633		WT meristem		ebs Meristem		OK		76,256		604,728		-0.334563		-157,078		0.00175		0.02075		yes

		XLOC_010490		XLOC_010490		AT2G38120		2:15972992-15977180		WT meristem		ebs Meristem		OK		77,997		618,212		-0.335317		-154,855		0.00165		0.0198539		yes

		XLOC_022849		XLOC_022849		AT4G38550		4:18025619-18028800		WT meristem		ebs Meristem		OK		513,667		407,016		-0.335747		-145,007		0.00365		0.0360655		yes

		XLOC_003795		XLOC_003795		AT1G72510		1:27303365-27304850		WT meristem		ebs Meristem		OK		255,743		202,602		-0.336052		-145,896		0.0039		0.0378832		yes

		XLOC_016056		XLOC_016056		AT3G45640		3:16756769-16758698		WT meristem		ebs Meristem		OK		674,082		533,775		-0.336692		-145,543		0.0045		0.0422186		yes

		XLOC_012566		XLOC_012566		AT2G26980		2:11514702-11518734		WT meristem		ebs Meristem		OK		471,751		373,537		-0.336776		-161,276		0.00125		0.0161039		yes

		XLOC_003922		XLOC_003922		AT1G74790		1:28098764-28101896		WT meristem		ebs Meristem		OK		147,531		116,736		-0.337771		-148,131		0.0021		0.0237866		yes

		XLOC_025310		XLOC_025310		AT4G37310		4:17555926-17558943		WT meristem		ebs Meristem		OK		273,805		216,613		-0.338031		-155,777		0.00165		0.0198539		yes

		XLOC_004956		XLOC_004956		AT1G13245		1:4525485-4526064		WT meristem		ebs Meristem		OK		118,075		933,869		-0.338416		-156,597		0.00195		0.0225324		yes

		XLOC_004063		XLOC_004063		AT1G77460		1:29103632-29111921		WT meristem		ebs Meristem		OK		102,513		810,643		-0.338666		-155,357		0.0012		0.0156353		yes

		XLOC_027601		XLOC_027601		AT5G40380		5:16151771-16155683		WT meristem		ebs Meristem		OK		926,379		732,434		-0.338905		-138,576		0.00485		0.0446223		yes

		XLOC_000126		XLOC_000126		AT1G03220		1:787121-788651		WT meristem		ebs Meristem		OK		847,695		670,168		-0.339023		-157,275		0.0013		0.0166381		yes

		XLOC_004995		XLOC_004995		AT1G13900		1:4753144-4755580		WT meristem		ebs Meristem		OK		150,165		118,716		-0.33904		-148,615		0.00195		0.0225324		yes

		XLOC_021663		XLOC_021663		AT4G17900		4:9945869-9948078		WT meristem		ebs Meristem		OK		184,033		145,429		-0.339649		-139,259		0.00505		0.0460067		yes

		XLOC_017607		XLOC_017607		AT3G10740		3:3360887-3365414		WT meristem		ebs Meristem		OK		239,762		189,385		-0.340279		-162,006		0.00095		0.0130675		yes

		XLOC_003238		XLOC_003238		AT1G62660		1:23199717-23203765		WT meristem		ebs Meristem		OK		200,809		158,615		-0.340294		-157,177		0.0015		0.0185526		yes

		XLOC_013886		XLOC_013886		AT3G03050		3:687051-691898		WT meristem		ebs Meristem		OK		16,575		130,869		-0.340887		-163,414		0.0009		0.0125121		yes

		XLOC_003392		XLOC_003392		AT1G65295		1:24251510-24252303		WT meristem		ebs Meristem		OK		761,996		60,162		-0.340931		-148,052		0.0025		0.0271204		yes

		XLOC_000892		XLOC_000892		AT1G16860		1:5767299-5770602		WT meristem		ebs Meristem		OK		387,927		306,236		-0.341141		-165,151		0.00095		0.0130675		yes

		XLOC_012331		XLOC_012331		AT2G23090		2:9827112-9830410		WT meristem		ebs Meristem		OK		336,517		265,644		-0.341186		-148,454		0.0028		0.0296815		yes

		XLOC_007331		XLOC_007331		AT1G63010		1:23347560-23352697		WT meristem		ebs Meristem		OK		250,823		197,923		-0.341727		-163,672		0.00125		0.0161039		yes

		XLOC_006431		XLOC_006431		AT1G44170		1:16794828-16800321		WT meristem		ebs Meristem		OK		229,452		181,022		-0.342025		-134,621		0.00315		0.0323372		yes

		XLOC_027629		XLOC_027629		AT5G40760		5:16310747-16314774		WT meristem		ebs Meristem		OK		222,743		175,724		-0.342063		-158,882		0.0014		0.0176288		yes

		XLOC_013478		XLOC_013478		AT2G42540		2:17711031-17712330		WT meristem		ebs Meristem		OK		333,259		262,902		-0.34212		-143,647		0.00375		0.0367741		yes

		XLOC_028550		XLOC_028550		AT5G55860		5:22609531-22612393		WT meristem		ebs Meristem		OK		808,029		637,334		-0.342356		-137,743		0.00555		0.0493404		yes

		XLOC_010666		XLOC_010666		AT2G41110		2:17140228-17142457		WT meristem		ebs Meristem		OK		114,349		901,899		-0.342405		-158,899		0.00145		0.0180717		yes

		XLOC_024884		XLOC_024884		AT4G29810		4:14593038-14595292		WT meristem		ebs Meristem		OK		348,359		274,638		-0.343044		-152,746		0.00175		0.02075		yes

		XLOC_029962		XLOC_029962		AT5G15470		5:5021009-5024742		WT meristem		ebs Meristem		OK		145,608		114,786		-0.343138		-14,358		0.00405		0.03901		yes

		XLOC_014336		XLOC_014336		AT3G11700		3:3698838-3701493		WT meristem		ebs Meristem		OK		798,657		629,218		-0.344015		-159,641		0.00095		0.0130675		yes

		XLOC_004175		XLOC_004175		AT1G79590		1:29946236-29948774		WT meristem		ebs Meristem		OK		239,968		18,899		-0.344533		-147,689		0.00205		0.0233832		yes

		XLOC_007980		XLOC_007980		AT1G74950		1:28148574-28150444		WT meristem		ebs Meristem		OK		334,582		263,454		-0.344808		-149,324		0.00315		0.0323372		yes

		XLOC_005597		XLOC_005597		AT1G25230		1:8840401-8842317		WT meristem		ebs Meristem		OK		40,694		320,408		-0.344909		-140,373		0.0022		0.0245767		yes

		XLOC_026164		XLOC_026164		AT5G14090		5:4547201-4549417		WT meristem		ebs Meristem		OK		38,455		302,766		-0.344968		-148,682		0.0015		0.0185526		yes

		XLOC_026410		XLOC_026410		AT5G18670		5:6225955-6228132		WT meristem		ebs Meristem		OK		46,347		364,894		-0.345		-162,886		0.001		0.0135734		yes

		XLOC_014295		XLOC_014295		AT3G10985		3:3442527-3443445		WT meristem		ebs Meristem		OK		524,826		413,153		-0.345161		-142,025		0.00415		0.0397768		yes

		XLOC_002730		XLOC_002730		AT1G53210		1:19844631-19847836		WT meristem		ebs Meristem		OK		144.46		113,722		-0.345163		-143,322		0.00415		0.0397768		yes

		XLOC_028186		XLOC_028186		AT5G49810		5:20239342-20246380		WT meristem		ebs Meristem		OK		207,405		163,249		-0.345371		-164,388		0.0007		0.010375		yes

		XLOC_018297		XLOC_018297		AT3G22740		3:8032958-8035809		WT meristem		ebs Meristem		OK		182,637		143,747		-0.345447		-135,995		0.00425		0.0404372		yes

		XLOC_032252		XLOC_032252		AT5G56280		5:22783383-22785577		WT meristem		ebs Meristem		OK		344,193		270,899		-0.345465		-154,431		0.00135		0.0171208		yes

		XLOC_002332		XLOC_002332		AT1G45130		1:17065251-17069262		WT meristem		ebs Meristem		OK		277,006		217,878		-0.346401		-164,123		0.00105		0.0141146		yes

		XLOC_004419		XLOC_004419		AT1G04120		1:1064449-1071047		WT meristem		ebs Meristem		OK		205,431		161,545		-0.346721		-157,996		0.00085		0.0120227		yes

		XLOC_000409		XLOC_000409		AT1G08650		1:2752153-2753703		WT meristem		ebs Meristem		OK		514,364		404,424		-0.346921		-141,541		0.00425		0.0404372		yes

		XLOC_029021		XLOC_029021		AT5G64440		5:25765749-25770500		WT meristem		ebs Meristem		OK		163,185		128,305		-0.346937		-158,423		0.0008		0.0115074		yes

		XLOC_006880		XLOC_006880		AT1G54100		1:20195263-20199130		WT meristem		ebs Meristem		OK		365,163		286,853		-0.348232		-161,495		0.00095		0.0130675		yes

		XLOC_003629		XLOC_003629		AT1G69510		1:26126349-26127961		WT meristem		ebs Meristem		OK		816,809		641,609		-0.348304		-165,023		0.00065		0.00979015		yes

		XLOC_024628		XLOC_024628		AT4G25260		4:12935709-12936658		WT meristem		ebs Meristem		OK		519,633		408,169		-0.348326		-158,744		0.0014		0.0176288		yes

		XLOC_003587		XLOC_003587		AT1G68810		1:25861122-25863120		WT meristem		ebs Meristem		OK		320,708		251,905		-0.348379		-163,089		0.00085		0.0120227		yes

		XLOC_028380		XLOC_028380		AT5G53160		5:21560717-21562260		WT meristem		ebs Meristem		OK		744,116		584,138		-0.349219		-169,432		0.0009		0.0125121		yes

		XLOC_002883		XLOC_002883		AT1G55840		1:20873601-20876272		WT meristem		ebs Meristem		OK		450,085		353,297		-0.349316		-167,483		0.00075		0.0109661		yes

		XLOC_003075		XLOC_003075		AT1G59580		1:21884042-21886051		WT meristem		ebs Meristem		OK		170,587		133,897		-0.349377		-144,396		0.00295		0.0308029		yes

		XLOC_024990		XLOC_024990		AT4G31590		4:15309505-15312591		WT meristem		ebs Meristem		OK		292,023		229,187		-0.349559		-168,913		0.0005		0.00796773		yes

		XLOC_012881		XLOC_012881		AT2G32235,AT2G32240		2:13682556-13691155		WT meristem		ebs Meristem		OK		441,033		346,032		-0.349982		-150,162		0.00215		0.0241844		yes

		XLOC_007170		XLOC_007170		AT1G60590		1:22314169-22316970		WT meristem		ebs Meristem		OK		189,688		148,817		-0.350094		-154,105		0.00145		0.0180717		yes

		XLOC_008339		XLOC_008339		AT2G01490		2:221245-223418		WT meristem		ebs Meristem		OK		395,387		310,152		-0.350292		-160,245		0.00135		0.0171208		yes

		XLOC_025798		XLOC_025798		AT5G06390		5:1952850-1955788		WT meristem		ebs Meristem		OK		461,178		36.16		-0.350932		-169,106		0.0007		0.010375		yes

		XLOC_001667		XLOC_001667		AT1G30620		1:10854548-10858244		WT meristem		ebs Meristem		OK		147,774		115,857		-0.351044		-151,031		0.0024		0.0263433		yes

		XLOC_002651		XLOC_002651		AT1G51760		1:19199418-19201642		WT meristem		ebs Meristem		OK		196,858		154,333		-0.351105		-152,753		0.0019		0.0221119		yes

		XLOC_005491		XLOC_005491		AT1G23090		1:8184951-8189064		WT meristem		ebs Meristem		OK		225,867		177,044		-0.351363		-162,705		0.00085		0.0120227		yes

		XLOC_030290		XLOC_030290		AT5G21940		5:7249267-7250539		WT meristem		ebs Meristem		OK		106,811		83,704		-0.351694		-166,051		0.00075		0.0109661		yes

		XLOC_021915		XLOC_021915		AT4G22130		4:11723512-11727673		WT meristem		ebs Meristem		OK		268,022		209,984		-0.352071		-149,634		0.00305		0.0316775		yes

		XLOC_027973		XLOC_027973		AT5G46250		5:18755310-18758281		WT meristem		ebs Meristem		OK		44,864		351,417		-0.352374		-147,037		0.0016		0.0195416		yes

		XLOC_015491		XLOC_015491		AT3G30180		3:11810736-11813765		WT meristem		ebs Meristem		OK		170,954		133,858		-0.352903		-152,491		0.00165		0.0198539		yes

		XLOC_000189		XLOC_000189		AT1G04430		1:1198117-1201527		WT meristem		ebs Meristem		OK		796,741		623,662		-0.353347		-160,879		0.00145		0.0180717		yes

		XLOC_020051		XLOC_020051		AT3G57790		3:21405386-21407624		WT meristem		ebs Meristem		OK		981,687		768,255		-0.353679		-136,264		0.0052		0.0471091		yes

		XLOC_024695		XLOC_024695		AT4G26400		4:13344807-13346597		WT meristem		ebs Meristem		OK		278,925		218,197		-0.354249		-154,895		0.0021		0.0237866		yes

		XLOC_004741		XLOC_004741		AT1G09570		1:3095255-3100357		WT meristem		ebs Meristem		OK		429,817		336,164		-0.354558		-161,083		0.0011		0.0146754		yes

		XLOC_007138		XLOC_007138		AT1G60140		1:22176933-22180875		WT meristem		ebs Meristem		OK		193,518		151,282		-0.355227		-169,449		0.0007		0.010375		yes

		XLOC_026544		XLOC_026544		AT5G21090		5:7164602-7167255		WT meristem		ebs Meristem		OK		119,798		93,651		-0.355238		-169,017		0.0007		0.010375		yes

		XLOC_007321		XLOC_007321		AT1G62820		1:23263670-23264349		WT meristem		ebs Meristem		OK		504,518		394,329		-0.355508		-147,548		0.00205		0.0233832		yes

		XLOC_005556		XLOC_005556		AT1G24170		1:8557215-8558832		WT meristem		ebs Meristem		OK		435,919		340,543		-0.356223		-171,717		0.0007		0.010375		yes

		XLOC_024954		XLOC_024954		AT4G30910		4:15042412-15045315		WT meristem		ebs Meristem		OK		185,201		144,678		-0.356248		-144,449		0.002		0.0228932		yes

		XLOC_021119		XLOC_021119		AT4G09160		4:5839682-5842394		WT meristem		ebs Meristem		OK		393,989		307,777		-0.356269		-166,639		0.0007		0.010375		yes

		XLOC_030027		XLOC_030027		AT5G16660		5:5465483-5467063		WT meristem		ebs Meristem		OK		925,017		722,588		-0.356307		-170,466		0.00045		0.00736346		yes

		XLOC_030506		XLOC_030506		AT5G25540		5:8891524-8892990		WT meristem		ebs Meristem		OK		471,798		368,516		-0.356443		-1,631		0.00055		0.00855482		yes

		XLOC_001243		XLOC_001243		AT1G22882		1:8098766-8101351		WT meristem		ebs Meristem		OK		182,985		142,927		-0.356448		-163,023		0.0014		0.0176288		yes

		XLOC_014703		XLOC_014703		AT3G17810		3:6094097-6096566		WT meristem		ebs Meristem		OK		186,267		145,424		-0.35711		-157,814		0.0015		0.0185526		yes

		XLOC_004315		XLOC_004315		AT1G02260		1:440440-442877		WT meristem		ebs Meristem		OK		129,667		10,122		-0.357317		-140,952		0.00465		0.0432308		yes

		XLOC_000168		XLOC_000168		AT1G03970		1:1018099-1022108		WT meristem		ebs Meristem		OK		220,964		172,452		-0.357617		-137,385		0.00565		0.0499335		yes

		XLOC_022921		XLOC_022921		AT4G39950		4:18525245-18527579		WT meristem		ebs Meristem		OK		246,486		192,359		-0.357704		-16,044		0.00095		0.0130675		yes

		XLOC_027688		XLOC_027688		AT5G41700		5:16675581-16677509		WT meristem		ebs Meristem		OK		193,697		151,156		-0.357761		-167,846		0.00075		0.0109661		yes

		XLOC_028788		XLOC_028788		AT5G60120		5:24207688-24211743		WT meristem		ebs Meristem		OK		234,395		182,873		-0.358101		-166,186		0.0008		0.0115074		yes

		XLOC_001799		XLOC_001799		AT1G32920		1:11928806-11929302		WT meristem		ebs Meristem		OK		109,347		852,374		-0.359351		-14,417		0.00315		0.0323372		yes

		XLOC_010606		XLOC_010606		AT2G40140		2:16772072-16774657		WT meristem		ebs Meristem		OK		164,332		128,084		-0.359519		-157,842		0.00115		0.015197		yes

		XLOC_015169		XLOC_015169		AT3G25140		3:9154710-9156845		WT meristem		ebs Meristem		OK		752,215		586,097		-0.360006		-166,472		0.0007		0.010375		yes

		XLOC_019480		XLOC_019480		AT3G47960		3:17692701-17700833		WT meristem		ebs Meristem		OK		263,895		205,538		-0.360559		-147,575		0.00145		0.0180717		yes

		XLOC_016362		XLOC_016362		AT3G50950		3:18935673-18940428		WT meristem		ebs Meristem		OK		329,688		256,736		-0.360814		-150,171		0.001		0.0135734		yes

		XLOC_013379		XLOC_013379		AT2G40820		2:17036462-17040063		WT meristem		ebs Meristem		OK		244,254		190,118		-0.361491		-160,564		0.00145		0.0180717		yes

		XLOC_022369		XLOC_022369		AT4G30020		4:14677284-14681956		WT meristem		ebs Meristem		OK		479,851		373,491		-0.361513		-168,984		0.00045		0.00736346		yes

		XLOC_024176		XLOC_024176		AT4G17486		4:9749727-9751709		WT meristem		ebs Meristem		OK		30,743		23.92		-0.362041		-152,278		0.0021		0.0237866		yes

		XLOC_009387		XLOC_009387		AT2G18950		2:8207341-8210463		WT meristem		ebs Meristem		OK		335,729		261,062		-0.362906		-157,079		0.00185		0.0216073		yes

		XLOC_017337		XLOC_017337		AT3G05900		3:1760904-1764212		WT meristem		ebs Meristem		OK		619,532		481,726		-0.362964		-162,739		0.00075		0.0109661		yes

		XLOC_029392		XLOC_029392		AT5G04480		5:1271512-1277985		WT meristem		ebs Meristem		OK		138,137		107,408		-0.362995		-167,237		0.00055		0.00855482		yes

		XLOC_004689		XLOC_004689		AT1G08510		1:2691079-2694377		WT meristem		ebs Meristem		OK		687,432		534,496		-0.363036		-169,707		0.0007		0.010375		yes

		XLOC_022617		XLOC_022617		AT4G34390		4:16441178-16445005		WT meristem		ebs Meristem		OK		82,341		640,213		-0.363059		-153,058		0.00165		0.0198539		yes

		XLOC_030084		XLOC_030084		AT5G17700		5:5830580-5833901		WT meristem		ebs Meristem		OK		179,955		139,901		-0.363232		-16,619		0.00075		0.0109661		yes

		XLOC_004276		XLOC_004276		AT1G01470		1:172145-172948		WT meristem		ebs Meristem		OK		113,739		883,527		-0.364384		-16,497		0.0008		0.0115074		yes

		XLOC_025665		XLOC_025665		AT5G04170		5:1145430-1149284		WT meristem		ebs Meristem		OK		372,206		289,061		-0.364727		-170,742		0.00045		0.00736346		yes

		XLOC_006610		XLOC_006610		AT1G49500		1:18321294-18322284		WT meristem		ebs Meristem		OK		47,122		365,935		-0.364813		-169,119		0.00055		0.00855482		yes

		XLOC_019925		XLOC_019925		AT3G55360		3:20520929-20523014		WT meristem		ebs Meristem		OK		866,174		672,604		-0.364899		-174,984		0.0003		0.00528591		yes

		XLOC_004940		XLOC_004940		AT1G12910		1:4394896-4396291		WT meristem		ebs Meristem		OK		317,445		246,501		-0.364911		-167,794		0.0005		0.00796773		yes

		XLOC_024749		XLOC_024749		AT4G27300		4:13669307-13672348		WT meristem		ebs Meristem		OK		270,863		210,221		-0.365657		-174,961		0.0004		0.00669125		yes

		XLOC_000115		XLOC_000115		AT1G03090		1:739678-746479		WT meristem		ebs Meristem		OK		144,147		11,186		-0.365853		-139,459		0.0036		0.0356618		yes

		XLOC_003059		XLOC_003059		AT1G58520		1:21729912-21738652		WT meristem		ebs Meristem		OK		232,234		180,165		-0.366258		-174,944		0.0004		0.00669125		yes

		XLOC_019165		XLOC_019165		AT3G43430		3:15354534-15355304		WT meristem		ebs Meristem		OK		278,666		216,125		-0.366667		-132,592		0.00505		0.0460067		yes

		XLOC_023076		XLOC_023076		AT4G02130		4:944359-947085		WT meristem		ebs Meristem		OK		369,329		286,396		-0.366897		-167,637		0.0006		0.00915728		yes

		XLOC_024468		XLOC_024468		AT4G22380		4:11811749-11813000		WT meristem		ebs Meristem		OK		685,488		531,393		-0.367352		-170,942		0.00055		0.00855482		yes

		XLOC_026101		XLOC_026101		AT5G12950		5:4092952-4096975		WT meristem		ebs Meristem		OK		30,249		234,404		-0.367891		-173,192		0.00015		0.00294045		yes

		XLOC_008054		XLOC_008054		AT1G76340		1:28634954-28636716		WT meristem		ebs Meristem		OK		216,576		167,819		-0.367974		-161,749		0.0008		0.0115074		yes

		XLOC_029440		XLOC_029440		AT5G05370		5:1590035-1591903		WT meristem		ebs Meristem		OK		942,339		729,991		-0.368367		-151,488		0.0017		0.0202928		yes

		XLOC_030622		XLOC_030622		AT5G27920		5:9941904-9944778		WT meristem		ebs Meristem		OK		820,138		635,201		-0.368653		-138,908		0.0036		0.0356618		yes

		XLOC_024286		XLOC_024286		AT4G19185		4:10489041-10491671		WT meristem		ebs Meristem		OK		15,462		119,746		-0.368753		-146,881		0.00215		0.0241844		yes

		XLOC_024684		XLOC_024684		AT4G26270		4:13300794-13304347		WT meristem		ebs Meristem		OK		848,305		656,868		-0.368978		-141,911		0.004		0.0386238		yes

		XLOC_024331		XLOC_024331		AT4G19880		4:10784390-10786556		WT meristem		ebs Meristem		OK		180,929		14,006		-0.369382		-14,784		0.0016		0.0195416		yes

		XLOC_012903		XLOC_012903		AT2G32720		2:13876773-13878531		WT meristem		ebs Meristem		OK		640,182		495,436		-0.369783		-169,142		0.00055		0.00855482		yes

		XLOC_012375		XLOC_012375		AT2G23780		2:10123305-10124636		WT meristem		ebs Meristem		OK		398,937		308,711		-0.369906		-170,363		0.00045		0.00736346		yes

		XLOC_006136		XLOC_006136		AT1G35580		1:13122203-13125264		WT meristem		ebs Meristem		OK		633,624		490,293		-0.369982		-17,472		0.00035		0.00605745		yes

		XLOC_004936		XLOC_004936		AT1G12845		1:4378938-4379516		WT meristem		ebs Meristem		OK		74,583		576,999		-0.370278		-159,552		0.00085		0.0120227		yes

		XLOC_028311		XLOC_028311		AT5G52070		5:21161310-21165025		WT meristem		ebs Meristem		OK		251,268		194,367		-0.370445		-158,446		0.00135		0.0171208		yes

		XLOC_001109		XLOC_001109		AT1G20630		1:7146635-7149977		WT meristem		ebs Meristem		OK		289,157		223,603		-0.370917		-176,881		0.00025		0.00450254		yes

		XLOC_009437		XLOC_009437		AT2G19810		2:8550312-8551858		WT meristem		ebs Meristem		OK		368,388		284,829		-0.371131		-17,704		0.0004		0.00669125		yes

		XLOC_013043		XLOC_013043		AT2G35060		2:14775062-14778870		WT meristem		ebs Meristem		OK		219,775		169,854		-0.37173		-14,805		0.00325		0.0330679		yes

		XLOC_021661		XLOC_021661		AT4G17890		4:9937021-9939493		WT meristem		ebs Meristem		OK		385,899		29,823		-0.371799		-178,187		0.00025		0.00450254		yes

		XLOC_004674		XLOC_004674		AT1G08200		1:2573847-2576714		WT meristem		ebs Meristem		OK		149,363		115,418		-0.371957		-163,752		0.00105		0.0141146		yes

		XLOC_007759		XLOC_007759		AT1G70490		1:26563923-26565810		WT meristem		ebs Meristem		OK		303.4		234,341		-0.37261		-145,056		0.00445		0.0418704		yes

		XLOC_000316		XLOC_000316		AT1G06850		1:2105047-2106749		WT meristem		ebs Meristem		OK		120,687		93,172		-0.373302		-133,878		0.0049		0.0449551		yes

		XLOC_021264		XLOC_021264		AT4G11360		4:6906013-6906759		WT meristem		ebs Meristem		OK		424,588		327,768		-0.373391		-156,304		0.00115		0.015197		yes

		XLOC_001278		XLOC_001278		AT1G23480		1:8333019-8336385		WT meristem		ebs Meristem		OK		258,398		199,472		-0.373408		-168,682		0.0005		0.00796773		yes

		XLOC_000048		XLOC_000048		AT1G01800		1:293341-295040		WT meristem		ebs Meristem		OK		494,392		381,576		-0.373688		-141,573		0.00225		0.0249922		yes

		XLOC_024619		XLOC_024619		AT4G25100		4:12884299-12887011		WT meristem		ebs Meristem		OK		255,714		197,331		-0.373914		-157,347		0.00195		0.0225324		yes

		XLOC_006427		XLOC_006427		AT1G44100		1:16764404-16767685		WT meristem		ebs Meristem		OK		15,336		118,341		-0.373974		-165,878		0.0008		0.0115074		yes

		XLOC_004431		XLOC_004431		AT1G04310		1:1154763-1157711		WT meristem		ebs Meristem		OK		715,023		551,391		-0.374915		-135,603		0.0053		0.0477049		yes

		XLOC_028254		XLOC_028254		AT5G51070		5:20764314-20768681		WT meristem		ebs Meristem		OK		219,108		168,961		-0.374952		-175,272		0.00045		0.00736346		yes

		XLOC_032752		XLOC_032752		AT5G65430		5:26148200-26150476		WT meristem		ebs Meristem		OK		119,816		923,838		-0.375115		-177,542		0.0002		0.00374736		yes

		XLOC_017448		XLOC_017448		AT3G07470		3:2386896-2388471		WT meristem		ebs Meristem		OK		823,656		634,945		-0.375411		-149,047		0.00395		0.0382926		yes

		XLOC_024483		XLOC_024483		AT4G22570		4:11882125-11885421		WT meristem		ebs Meristem		OK		63,348		488,327		-0.375452		-172,871		0.0004		0.00669125		yes

		XLOC_024611		XLOC_024611		AT4G24920		4:12819510-12820736		WT meristem		ebs Meristem		OK		149,199		114,927		-0.376525		-177,413		0.0005		0.00796773		yes

		XLOC_022680		XLOC_022680		AT4G35470		4:16846300-16849150		WT meristem		ebs Meristem		OK		27,435		21.13		-0.376725		-180,354		0.0002		0.00374736		yes

		XLOC_014473		XLOC_014473		AT3G14270		3:4753924-4762395		WT meristem		ebs Meristem		OK		150,359		115,791		-0.376881		-177,768		0.0003		0.00528591		yes

		XLOC_001205		XLOC_001205		AT1G22190		1:7835781-7837288		WT meristem		ebs Meristem		OK		23,413		180,231		-0.377458		-168,993		0.00065		0.00979015		yes

		XLOC_012546		XLOC_012546		AT2G26690		2:11347146-11351293		WT meristem		ebs Meristem		OK		543,421		418,267		-0.377645		-137,813		0.0029		0.0303947		yes

		XLOC_005863		XLOC_005863		AT1G30820		1:10944912-10949458		WT meristem		ebs Meristem		OK		460,794		354,667		-0.377658		-178,272		0.0004		0.00669125		yes

		XLOC_009765		XLOC_009765		AT2G25190		2:10733945-10735699		WT meristem		ebs Meristem		OK		162,501		125,055		-0.37789		-149,183		0.0022		0.0245767		yes

		XLOC_018461		XLOC_018461		AT3G25717		3:9375101-9375671		WT meristem		ebs Meristem		OK		259,215		199,301		-0.379196		-179,545		0.00025		0.00450254		yes

		XLOC_028405		XLOC_028405		AT5G53560		5:21759366-21760578		WT meristem		ebs Meristem		OK		216.52		166,351		-0.380271		-18,036		0.00025		0.00450254		yes

		XLOC_032099		XLOC_032099		AT5G53370		5:21647901-21651593		WT meristem		ebs Meristem		OK		472,136		362,715		-0.380365		-123,986		0.0056		0.0496491		yes

		XLOC_027556		XLOC_027556		AT5G39590		5:15851391-15855192		WT meristem		ebs Meristem		OK		57,321		440,232		-0.380799		-155,183		0.002		0.0228932		yes

		XLOC_030260		XLOC_030260		AT5G20830		5:7050225-7055195		WT meristem		ebs Meristem		OK		974,124		74,808		-0.380912		-16,007		0.00085		0.0120227		yes

		XLOC_025143		XLOC_025143		AT4G34180		4:16369356-16371430		WT meristem		ebs Meristem		OK		377,937		29,014		-0.381397		-180,481		0.00025		0.00450254		yes

		XLOC_028486		XLOC_028486		AT5G54760		5:22243799-22245770		WT meristem		ebs Meristem		OK		233,091		178,915		-0.381619		-179,672		0.00055		0.00855482		yes

		XLOC_012662		XLOC_012662		AT2G28630		2:12275318-12277245		WT meristem		ebs Meristem		OK		177,583		136,286		-0.381855		-168,658		0.00055		0.00855482		yes

		XLOC_023620		XLOC_023620		AT4G08850		4:5636488-5640636		WT meristem		ebs Meristem		OK		230,149		176,593		-0.382141		-161,726		0.00035		0.00605745		yes

		XLOC_028947		XLOC_028947		AT5G62930		5:25254887-25256617		WT meristem		ebs Meristem		OK		318,224		244,154		-0.382252		-162,006		0.0007		0.010375		yes

		XLOC_024450		XLOC_024450		AT4G22150		4:11731137-11732901		WT meristem		ebs Meristem		OK		263,622		202,248		-0.382349		-147,699		0.0018		0.0211627		yes

		XLOC_016697		XLOC_016697		AT3G57062		3:21121337-21122569		WT meristem		ebs Meristem		OK		380,856		292,124		-0.382662		-138,721		0.005		0.0456364		yes

		XLOC_023849		XLOC_023849		AT4G12730		4:7491382-7492876		WT meristem		ebs Meristem		OK		144.1		110,514		-0.382839		-171,124		0.0004		0.00669125		yes

		XLOC_012473		XLOC_012473		AT2G25310		2:10777100-10779226		WT meristem		ebs Meristem		OK		343,118		262,959		-0.383868		-172,207		0.0003		0.00528591		yes

		XLOC_001839		XLOC_001839		AT1G33590		1:12177776-12179413		WT meristem		ebs Meristem		OK		145,732		111,665		-0.384141		-165,928		0.0008		0.0115074		yes

		XLOC_018150		XLOC_018150		AT3G20250		3:7058901-7063240		WT meristem		ebs Meristem		OK		123,534		946,456		-0.384295		-142,936		0.00315		0.0323372		yes

		XLOC_012008		XLOC_012008		AT2G17220		2:7487653-7490176		WT meristem		ebs Meristem		OK		127,348		975,636		-0.384359		-159,061		0.0012		0.0156353		yes

		XLOC_024882		XLOC_024882		AT4G29735		4:14562638-14564378		WT meristem		ebs Meristem		OK		533,148		408,436		-0.384426		-166,245		0.0011		0.0146754		yes

		XLOC_013408		XLOC_013408		AT2G41410		2:17261727-17262884		WT meristem		ebs Meristem		OK		50,534		38,698		-0.384996		-182,315		5.00E-05		0.00114332		yes

		XLOC_032750		XLOC_032750		AT5G65390		5:26128583-26129338		WT meristem		ebs Meristem		OK		718,242		550,012		-0.385007		-176,629		0.0004		0.00669125		yes

		XLOC_008325		XLOC_008325		AT2G01150		2:100648-101495		WT meristem		ebs Meristem		OK		208,152		159,394		-0.385044		-141,738		0.0036		0.0356618		yes

		XLOC_004103		XLOC_004103		AT1G78110		1:29391826-29393334		WT meristem		ebs Meristem		OK		128,125		980,634		-0.385762		-150,579		0.0025		0.0271204		yes

		XLOC_010062		XLOC_010062		AT2G30870		2:13141356-13142613		WT meristem		ebs Meristem		OK		331,157		253,364		-0.386305		-164,133		0.0008		0.0115074		yes

		XLOC_008017		XLOC_008017		AT1G75680		1:28417051-28419529		WT meristem		ebs Meristem		OK		743,059		568,495		-0.386329		-181,093		0.00025		0.00450254		yes

		XLOC_016246		XLOC_016246		AT3G48750		3:18071535-18074641		WT meristem		ebs Meristem		OK		483,161		369,441		-0.387161		-186,688		0.0001		0.00206184		yes

		XLOC_019467		XLOC_019467		AT3G47670		3:17571191-17575880		WT meristem		ebs Meristem		OK		195,352		149,368		-0.387202		-142,357		0.00325		0.0330679		yes

		XLOC_003700		XLOC_003700		AT1G70700		1:26654767-26657064		WT meristem		ebs Meristem		OK		485,005		370,825		-0.38726		-175,513		0.00015		0.00294045		yes

		XLOC_019996		XLOC_019996		AT3G56800		3:21034536-21036077		WT meristem		ebs Meristem		OK		248,915		190,299		-0.387382		-171,422		0.00025		0.00450254		yes

		XLOC_032503		XLOC_032503		AT5G60880		5:24488288-24489778		WT meristem		ebs Meristem		OK		218,289		16.68		-0.388122		-154,759		0.00155		0.0190623		yes

		XLOC_003337		XLOC_003337		AT1G64390		1:23911118-23915229		WT meristem		ebs Meristem		OK		112,553		859,661		-0.388763		-160,365		0.001		0.0135734		yes

		XLOC_000944		XLOC_000944		AT1G17620		1:6062215-6063291		WT meristem		ebs Meristem		OK		586,162		447,656		-0.388909		-182,927		0.0001		0.00206184		yes

		XLOC_015025		XLOC_015025		AT3G22890		3:8112722-8114992		WT meristem		ebs Meristem		OK		270,183		206,327		-0.389004		-145,973		0.00335		0.0337509		yes

		XLOC_013274		XLOC_013274		AT2G39130		2:16321793-16327266		WT meristem		ebs Meristem		OK		141,518		108,031		-0.389536		-147,049		0.00315		0.0323372		yes

		XLOC_017110		XLOC_017110		AT3G02110		3:370761-373722		WT meristem		ebs Meristem		OK		64,978		495,799		-0.390195		-179,721		0.00015		0.00294045		yes

		XLOC_014174		XLOC_014174		AT3G08890		3:2706631-2709714		WT meristem		ebs Meristem		OK		295,427		225,391		-0.390371		-150,719		0.0025		0.0271204		yes

		XLOC_014335		XLOC_014335		AT3G11690		3:3694987-3696478		WT meristem		ebs Meristem		OK		107,117		817,092		-0.390615		-145,927		0.00275		0.0292628		yes

		XLOC_007418		XLOC_007418		AT1G64640		1:24019489-24023196		WT meristem		ebs Meristem		OK		991,793		75,629		-0.3911		-15,158		0.00245		0.0267266		yes

		XLOC_032289		XLOC_032289		AT5G56980		5:23056079-23057742		WT meristem		ebs Meristem		OK		128,452		979,457		-0.391171		-157,898		0.0015		0.0185526		yes

		XLOC_022120		XLOC_022120		AT4G25830		4:13133528-13135024		WT meristem		ebs Meristem		OK		204,755		156,041		-0.391969		-150,665		0.002		0.0228932		yes

		XLOC_016970		XLOC_016970		AT3G62060		3:22979954-22982944		WT meristem		ebs Meristem		OK		198,214		151,053		-0.392004		-171,124		0.0005		0.00796773		yes

		XLOC_018608		XLOC_018608		AT3G27770		3:10284807-10287775		WT meristem		ebs Meristem		OK		452,177		344,468		-0.392517		-145,095		0.00325		0.0330679		yes

		XLOC_029170		XLOC_029170		AT5G66920		5:26722822-26725626		WT meristem		ebs Meristem		OK		280,872		213,945		-0.392671		-185,756		5.00E-05		0.00114332		yes

		XLOC_017938		XLOC_017938		AT3G16050		3:5443090-5445329		WT meristem		ebs Meristem		OK		108,359		825,386		-0.392674		-138,944		0.00425		0.0404372		yes

		XLOC_010083		XLOC_010083		AT2G31090		2:13256137-13256711		WT meristem		ebs Meristem		OK		447,704		341,005		-0.39275		-141,052		0.00395		0.0382926		yes

		XLOC_013426		XLOC_013426		AT2G41740		2:17410714-17417740		WT meristem		ebs Meristem		OK		46.78		356,289		-0.392842		-181,714		0.0002		0.00374736		yes

		XLOC_020315		XLOC_020315		AT3G62150		3:23008754-23013909		WT meristem		ebs Meristem		OK		11,242		856,037		-0.393157		-145,808		0.0008		0.0115074		yes

		XLOC_028281		XLOC_028281		AT5G51570		5:20949403-20951497		WT meristem		ebs Meristem		OK		311,043		236,833		-0.393246		-177,027		0.00035		0.00605745		yes

		XLOC_019850		XLOC_019850		AT3G54140		3:20045662-20048572		WT meristem		ebs Meristem		OK		13,959		106,275		-0.393388		-170,569		0.00065		0.00979015		yes

		XLOC_008158		XLOC_008158		AT1G78210		1:29422715-29424375		WT meristem		ebs Meristem		OK		518,379		394,642		-0.393464		-144,348		0.00095		0.0130675		yes

		XLOC_012601		XLOC_012601		AT2G27500		2:11752169-11754028		WT meristem		ebs Meristem		OK		224,339		170,736		-0.393913		-150,753		0.00215		0.0241844		yes

		XLOC_025049		XLOC_025049		AT4G32530		4:15693113-15695100		WT meristem		ebs Meristem		OK		889,743		676,698		-0.394876		-192,269		0.0001		0.00206184		yes

		XLOC_022126		XLOC_022126		AT4G25900		4:13161345-13163636		WT meristem		ebs Meristem		OK		236,296		179,642		-0.395469		-172,072		0.00025		0.00450254		yes

		XLOC_010025		XLOC_010025		AT2G30040		2:12821709-12823169		WT meristem		ebs Meristem		OK		281,199		213,712		-0.395922		-161,858		0.00055		0.00855482		yes

		XLOC_024282		XLOC_024282		AT4G19120		4:10460294-10464174		WT meristem		ebs Meristem		OK		470,716		357,677		-0.396202		-185,552		0.0002		0.00374736		yes

		XLOC_017918		XLOC_017918		AT3G15630		3:5296846-5297599		WT meristem		ebs Meristem		OK		136,522		103,718		-0.396474		-190,938		0.0001		0.00206184		yes

		XLOC_004389		XLOC_004389		AT1G03590		1:894253-897518		WT meristem		ebs Meristem		OK		257,454		195,568		-0.396648		-187,947		0.0002		0.00374736		yes

		XLOC_017019		XLOC_017019		AT3G63080		3:23309736-23311386		WT meristem		ebs Meristem		OK		200,604		152,361		-0.396858		-161,632		0.0013		0.0166381		yes

		XLOC_032157		XLOC_032157		AT5G54510		5:22131092-22133678		WT meristem		ebs Meristem		OK		211,373		160,469		-0.397495		-143,046		0.0037		0.0363936		yes

		XLOC_003522		XLOC_003522		AT1G67730		1:25391459-25393610		WT meristem		ebs Meristem		OK		772,037		585,797		-0.39827		-191,763		0.0001		0.00206184		yes

		XLOC_004485		XLOC_004485		transcript:AT1G05135.1		1:1477499-1478821		WT meristem		ebs Meristem		OK		951,828		722,006		-0.398689		-180,015		0.0005		0.00796773		yes

		XLOC_014523		XLOC_014523		AT3G15020		3:5056067-5058248		WT meristem		ebs Meristem		OK		327,392		248,332		-0.398746		-183,884		0.0002		0.00374736		yes

		XLOC_020029		XLOC_020029		AT3G57410		3:21243135-21251100		WT meristem		ebs Meristem		OK		303,673		230,338		-0.398771		-182,509		0.00055		0.00855482		yes

		XLOC_025626		XLOC_025626		AT5G03460		5:864280-865678		WT meristem		ebs Meristem		OK		108,356		821,877		-0.398791		-160,915		0.00155		0.0190623		yes

		XLOC_029334		XLOC_029334		AT5G03530		5:885521-887390		WT meristem		ebs Meristem		OK		232,759		176,472		-0.399396		-169,569		0.00055		0.00855482		yes

		XLOC_015366		XLOC_015366		AT3G28450		3:10667261-10669377		WT meristem		ebs Meristem		OK		12,144		920,126		-0.400343		-146,241		0.0012		0.0156353		yes

		XLOC_007707		XLOC_007707		AT1G69640		1:26193658-26195695		WT meristem		ebs Meristem		OK		374,451		283,664		-0.400593		-185,006		0.00025		0.00450254		yes

		XLOC_009855		XLOC_009855		AT2G26710		2:11380491-11383612		WT meristem		ebs Meristem		OK		100,007		757,575		-0.400647		-151,644		0.00125		0.0161039		yes

		XLOC_001149		XLOC_001149		AT1G21250		1:7439265-7442113		WT meristem		ebs Meristem		OK		909,139		68,843		-0.401191		-16,221		0.0007		0.010375		yes

		XLOC_003811		XLOC_003811		AT1G72790		1:27394746-27396799		WT meristem		ebs Meristem		OK		10,907		825,871		-0.401269		-153,881		0.0012		0.0156353		yes

		XLOC_005018		XLOC_005018		AT1G14330		1:4890117-4892251		WT meristem		ebs Meristem		OK		83,281		629,795		-0.403105		-156,748		0.00155		0.0190623		yes

		XLOC_029697		XLOC_029697		AT5G10450		5:3283852-3286347		WT meristem		ebs Meristem		OK		213,826		161,619		-0.403838		-17,373		0.00045		0.00736346		yes

		XLOC_002858		XLOC_002858		AT1G55260		1:20614609-20616436		WT meristem		ebs Meristem		OK		127,807		965,506		-0.404606		-192,931		5.00E-05		0.00114332		yes

		XLOC_008312		XLOC_008312		AT1G80920		1:30400733-30404690		WT meristem		ebs Meristem		OK		186,154		140,611		-0.404782		-167,495		0.0006		0.00915728		yes

		XLOC_022650		XLOC_022650		AT4G34920		4:16635683-16636975		WT meristem		ebs Meristem		OK		572,899		432,692		-0.40494		-194,651		0.00015		0.00294045		yes

		XLOC_029394		XLOC_029394		AT5G04530		5:1291821-1293688		WT meristem		ebs Meristem		OK		105,338		79,555		-0.404999		-185,166		0.0002		0.00374736		yes

		XLOC_028658		XLOC_028658		AT5G57710		5:23384793-23388353		WT meristem		ebs Meristem		OK		588,988		444,748		-0.40525		-181,512		0.00035		0.00605745		yes

		XLOC_009868		XLOC_009868		AT2G27050		2:11545752-11548293		WT meristem		ebs Meristem		OK		452,085		341,075		-0.406505		-187,796		5.00E-05		0.00114332		yes

		XLOC_016646		XLOC_016646		AT3G55980		3:20776294-20778842		WT meristem		ebs Meristem		OK		277,169		20,902		-0.407127		-190,081		0.0002		0.00374736		yes

		XLOC_030224		XLOC_030224		AT5G20165		5:6805593-6807327		WT meristem		ebs Meristem		OK		61,085		460,417		-0.407876		-16,138		0.001		0.0135734		yes

		XLOC_000464		XLOC_000464		AT1G09530		1:3076581-3079539		WT meristem		ebs Meristem		OK		140,124		105,611		-0.407946		-168,061		0.00025		0.00450254		yes

		XLOC_024413		XLOC_024413		AT4G21570		4:11470882-11472981		WT meristem		ebs Meristem		OK		472,622		356,064		-0.408552		-19,496		5.00E-05		0.00114332		yes

		XLOC_016979		XLOC_016979		AT3G62290		3:23051543-23053817		WT meristem		ebs Meristem		OK		342,769		258,229		-0.408588		-179,128		0.00035		0.00605745		yes

		XLOC_021374		XLOC_021374		AT4G13340		4:7758609-7761057		WT meristem		ebs Meristem		OK		505,218		380,489		-0.409054		-193,425		0.0001		0.00206184		yes

		XLOC_019285		XLOC_019285		AT3G44820		3:16361369-16364610		WT meristem		ebs Meristem		OK		63,267		476,387		-0.409322		-155,163		0.00165		0.0198539		yes

		XLOC_003371		XLOC_003371		AT1G64890		1:24109541-24111400		WT meristem		ebs Meristem		OK		118,283		889,424		-0.411296		-162,545		0.00115		0.015197		yes

		XLOC_016116		XLOC_016116		AT3G46640		3:17183069-17185218		WT meristem		ebs Meristem		OK		608,042		456,996		-0.41199		-195,828		0.0001		0.00206184		yes

		XLOC_016390		XLOC_016390		AT3G51450,AT3G51460		3:19090946-19097353		WT meristem		ebs Meristem		OK		428,173		321,758		-0.412218		-139,946		0.00135		0.0171208		yes

		XLOC_017912		XLOC_017912		AT3G15580		3:5273894-5275095		WT meristem		ebs Meristem		OK		278,943		209,551		-0.412669		-141,049		0.00355		0.0352919		yes

		XLOC_023789		XLOC_023789		AT4G11800		4:7093541-7099697		WT meristem		ebs Meristem		OK		116,403		874,115		-0.413236		-192,236		0.00015		0.00294045		yes

		XLOC_018730		XLOC_018730		AT3G29360		3:11267090-11269229		WT meristem		ebs Meristem		OK		106,275		798,045		-0.413258		-187,603		0.0001		0.00206184		yes

		XLOC_022436		XLOC_022436		AT4G31290		4:15185800-15188484		WT meristem		ebs Meristem		OK		888,768		667,343		-0.413379		-199,082		5.00E-05		0.00114332		yes

		XLOC_013505		XLOC_013505		AT2G43040		2:17895882-17899374		WT meristem		ebs Meristem		OK		446,924		335,575		-0.413394		-139,247		0.0042		0.040118		yes

		XLOC_022732		XLOC_022732		AT4G36250		4:17150868-17153578		WT meristem		ebs Meristem		OK		110,422		829,083		-0.413436		-188,644		0.00015		0.00294045		yes

		XLOC_003028		XLOC_003028		AT1G57765		1:21393350-21394962		WT meristem		ebs Meristem		OK		355,768		267,102		-0.413546		-1,688		0.0009		0.0125121		yes

		XLOC_000417		XLOC_000417		AT1G08770		1:2808882-2809747		WT meristem		ebs Meristem		OK		198,751		149,153		-0.414168		-12,742		0.00455		0.0425037		yes

		XLOC_029799		XLOC_029799		AT5G12250		5:3961105-3963522		WT meristem		ebs Meristem		OK		206,391		154,847		-0.414535		-170,396		0.00055		0.00855482		yes

		XLOC_013204		XLOC_013204		AT2G37710		2:15814717-15817004		WT meristem		ebs Meristem		OK		268,628		201,527		-0.414635		-180,449		5.00E-05		0.00114332		yes

		XLOC_023172		XLOC_023172		AT4G03505,AT4G03510		4:1556887-1559428		WT meristem		ebs Meristem		OK		151,937		113,984		-0.414637		-172,602		0.00065		0.00979015		yes

		XLOC_005530		XLOC_005530		AT1G23800		1:8412050-8414879		WT meristem		ebs Meristem		OK		160,833		120,603		-0.415295		-150,596		0.0021		0.0237866		yes

		XLOC_032778		XLOC_032778		AT5G65920		5:26364014-26365998		WT meristem		ebs Meristem		OK		115,729		867,651		-0.415566		-171,583		0.00055		0.00855482		yes

		XLOC_025158		XLOC_025158		AT4G34480		4:16480933-16483995		WT meristem		ebs Meristem		OK		241,686		181,154		-0.415918		-147,041		0.0008		0.0115074		yes

		XLOC_011090		XLOC_011090		AT2G01180		2:106899-108803		WT meristem		ebs Meristem		OK		112,464		842,676		-0.416416		-151,857		0.00255		0.027525		yes

		XLOC_001526		XLOC_001526		AT1G28440		1:9996823-10000447		WT meristem		ebs Meristem		OK		592,599		443,843		-0.417006		-188,591		0.0002		0.00374736		yes

		XLOC_024926		XLOC_024926		AT4G30440		4:14881854-14883480		WT meristem		ebs Meristem		OK		835,115		625,032		-0.418044		-197,756		0.0001		0.00206184		yes

		XLOC_017338		XLOC_017338		AT3G05910		3:1764317-1767620		WT meristem		ebs Meristem		OK		56,931		425,872		-0.418796		-201,224		5.00E-05		0.00114332		yes

		XLOC_000472		XLOC_000472		AT1G09645		1:3122955-3124578		WT meristem		ebs Meristem		OK		317,735		237,678		-0.418812		-16,615		0.0009		0.0125121		yes

		XLOC_002782		XLOC_002782		AT1G54090		1:20189566-20191900		WT meristem		ebs Meristem		OK		150,914		112,849		-0.419332		-179,429		0.0004		0.00669125		yes

		XLOC_030900		XLOC_030900		AT5G33365,AT5G33370		5:12602146-12604764		WT meristem		ebs Meristem		OK		391,685		292,879		-0.419389		-199,819		0.0001		0.00206184		yes

		XLOC_025810		XLOC_025810		AT5G06700		5:2063486-2066039		WT meristem		ebs Meristem		OK		693,546		518,557		-0.419488		-195,615		5.00E-05		0.00114332		yes

		XLOC_029486		XLOC_029486		AT5G06370		5:1947138-1948612		WT meristem		ebs Meristem		OK		193,796		144,859		-0.419892		-163,364		0.00045		0.00736346		yes

		XLOC_016502		XLOC_016502		AT3G53402		3:19798106-19800136		WT meristem		ebs Meristem		OK		232,259		173,578		-0.420151		-182,903		0.0003		0.00528591		yes

		XLOC_013336		XLOC_013336		AT2G40080		2:16734293-16734912		WT meristem		ebs Meristem		OK		587,983		439,042		-0.421418		-179,582		0.0002		0.00374736		yes

		XLOC_006887		XLOC_006887		AT1G54290		1:20268484-20270107		WT meristem		ebs Meristem		OK		171,688		128,181		-0.421604		-143,084		0.0034		0.0341488		yes

		XLOC_016801		XLOC_016801		AT3G59210		3:21889570-21891915		WT meristem		ebs Meristem		OK		110,071		821,694		-0.421757		-167,583		0.0006		0.00915728		yes

		XLOC_015098		XLOC_015098		AT3G23820		3:8603443-8605462		WT meristem		ebs Meristem		OK		222,504		166,094		-0.421834		-162,085		0.0011		0.0146754		yes

		XLOC_003360		XLOC_003360		AT1G64710		1:24044544-24046552		WT meristem		ebs Meristem		OK		698,257		521,204		-0.42191		-197,616		0.0001		0.00206184		yes

		XLOC_009489		XLOC_009489		AT2G20740		2:8935606-8937512		WT meristem		ebs Meristem		OK		339,024		252,977		-0.422384		-15,027		0.0017		0.0202928		yes

		XLOC_024499		XLOC_024499		AT4G22820		4:11987704-11989006		WT meristem		ebs Meristem		OK		248,534		185,438		-0.422506		-168,516		0.00085		0.0120227		yes

		XLOC_028824		XLOC_028824		AT5G60680		5:24386144-24386976		WT meristem		ebs Meristem		OK		100,061		746,247		-0.423151		-203,869		5.00E-05		0.00114332		yes

		XLOC_026632		XLOC_026632		AT5G23340		5:7856188-7859387		WT meristem		ebs Meristem		OK		197,029		146,893		-0.423648		-158,455		0.0017		0.0202928		yes

		XLOC_032801		XLOC_032801		AT5G66310		5:26485684-26491382		WT meristem		ebs Meristem		OK		140,844		104,985		-0.423909		-197,447		0.0001		0.00206184		yes

		XLOC_024563		XLOC_024563		AT4G23850		4:12403453-12408335		WT meristem		ebs Meristem		OK		651,708		485,716		-0.424112		-197,898		0.0002		0.00374736		yes

		XLOC_009331		XLOC_009331		AT2G18030		2:7840066-7841823		WT meristem		ebs Meristem		OK		161,033		119,991		-0.424429		-156,937		0.00215		0.0241844		yes

		XLOC_027937		XLOC_027937		AT5G45510		5:18444656-18449446		WT meristem		ebs Meristem		OK		145,385		108,311		-0.424702		-198,392		5.00E-05		0.00114332		yes

		XLOC_007769		XLOC_007769		AT1G70782		1:26695165-26696392		WT meristem		ebs Meristem		OK		96,724		720,427		-0.425023		-202,863		5.00E-05		0.00114332		yes

		XLOC_032817		XLOC_032817		AT5G66500,AT5G66510		5:26547994-26551630		WT meristem		ebs Meristem		OK		955,074		711,076		-0.425608		-188,757		0.00055		0.00855482		yes

		XLOC_010066		XLOC_010066		AT2G30930		2:13162368-13163398		WT meristem		ebs Meristem		OK		146,317		108,925		-0.425766		-203,695		5.00E-05		0.00114332		yes

		XLOC_026603		XLOC_026603		AT5G22920		5:7664990-7667265		WT meristem		ebs Meristem		OK		70,996		527,859		-0.427584		-196,988		0.00015		0.00294045		yes

		XLOC_003314		XLOC_003314		AT1G64090		1:23789061-23790976		WT meristem		ebs Meristem		OK		112,602		836,875		-0.428147		-203,584		5.00E-05		0.00114332		yes

		XLOC_016439		XLOC_016439		AT3G52370		3:19417489-19419782		WT meristem		ebs Meristem		OK		171,443		12,734		-0.429038		-166,029		0.0003		0.00528591		yes

		XLOC_030569		XLOC_030569		AT5G26770		5:9407719-9410117		WT meristem		ebs Meristem		OK		101,216		751,741		-0.42913		-137,664		0.00315		0.0323372		yes

		XLOC_025399		XLOC_025399		AT4G38840		4:18124977-18125559		WT meristem		ebs Meristem		OK		671,251		498,364		-0.429653		-185,964		0.0003		0.00528591		yes

		XLOC_024071		XLOC_024071		AT4G15920		4:9030516-9033395		WT meristem		ebs Meristem		OK		512,601		380,498		-0.42995		-197,377		5.00E-05		0.00114332		yes

		XLOC_009771		XLOC_009771		AT2G25350		2:10797598-10800756		WT meristem		ebs Meristem		OK		641,112		475,876		-0.42999		-149,732		0.0032		0.0326444		yes

		XLOC_022467		XLOC_022467		AT4G31800		4:15383200-15385029		WT meristem		ebs Meristem		OK		243,743		180,873		-0.430388		-177,956		0.0001		0.00206184		yes

		XLOC_016465		XLOC_016465		AT3G52840		3:19581112-19586299		WT meristem		ebs Meristem		OK		416,131		308,649		-0.431071		-202,654		0.0001		0.00206184		yes

		XLOC_017422		XLOC_017422		AT3G07090		3:2241035-2244820		WT meristem		ebs Meristem		OK		435,204		322,704		-0.431481		-155,737		0.00195		0.0225324		yes

		XLOC_025172		XLOC_025172		AT4G34760		4:16582182-16582879		WT meristem		ebs Meristem		OK		133,838		992,318		-0.431614		-208,535		5.00E-05		0.00114332		yes

		XLOC_000149		XLOC_000149		AT1G03610		1:900886-903003		WT meristem		ebs Meristem		OK		150,959		111,924		-0.431639		-181,673		0.0004		0.00669125		yes

		XLOC_013736		XLOC_013736		AT2G47600		2:19524159-19527413		WT meristem		ebs Meristem		OK		186,232		13,805		-0.43191		-160,283		0.002		0.0228932		yes

		XLOC_000012		XLOC_000012		AT1G01240		1:99893-101834		WT meristem		ebs Meristem		OK		282,729		209,483		-0.432584		-1,762		0.0002		0.00374736		yes

		XLOC_012915		XLOC_012915		AT2G32930		2:13965757-13968957		WT meristem		ebs Meristem		OK		804,014		595,689		-0.432663		-154,441		0.0016		0.0195416		yes

		XLOC_010860		XLOC_010860		AT2G44490		2:18364755-18367725		WT meristem		ebs Meristem		OK		745,263		552,046		-0.43296		-200,542		0.00015		0.00294045		yes

		XLOC_013490		XLOC_013490		AT2G42790		2:17800443-17806049		WT meristem		ebs Meristem		OK		158,783		117,611		-0.433026		-177,206		0.00035		0.00605745		yes

		XLOC_002643		XLOC_002643		AT1G51660		1:19154322-19155947		WT meristem		ebs Meristem		OK		114,772		849,878		-0.433441		-166,827		0.00065		0.00979015		yes

		XLOC_025042		XLOC_025042		AT4G32410		4:15640619-15646665		WT meristem		ebs Meristem		OK		146,958		108,783		-0.433955		-151,461		0.00315		0.0323372		yes

		XLOC_008071		XLOC_008071		AT1G76670		1:28772599-28774901		WT meristem		ebs Meristem		OK		867,533		64,213		-0.434053		-205,322		5.00E-05		0.00114332		yes

		XLOC_032641		XLOC_032641		AT5G63410		5:25394983-25398153		WT meristem		ebs Meristem		OK		154,712		114,504		-0.434182		-196,286		5.00E-05		0.00114332		yes

		XLOC_012707		XLOC_012707		AT2G29420		2:12616563-12618899		WT meristem		ebs Meristem		OK		242,496		179,454		-0.434346		-142,689		0.00175		0.02075		yes

		XLOC_001407		XLOC_001407		AT1G26670		1:9215900-9218010		WT meristem		ebs Meristem		OK		416,107		307,925		-0.434374		-200,354		0.0001		0.00206184		yes

		XLOC_013319		XLOC_013319		AT2G39800		2:16596986-16603319		WT meristem		ebs Meristem		OK		71,629		530,007		-0.434534		-177,687		0.00045		0.00736346		yes

		XLOC_028803		XLOC_028803		AT5G60360		5:24279896-24282397		WT meristem		ebs Meristem		OK		157,692		116,679		-0.434564		-191,611		0.0001		0.00206184		yes

		XLOC_022536		XLOC_022536		AT4G32800		4:15819523-15820871		WT meristem		ebs Meristem		OK		152,075		112,513		-0.434684		-171,581		0.0006		0.00915728		yes

		XLOC_031517		XLOC_031517		AT5G43270		5:17360286-17363773		WT meristem		ebs Meristem		OK		902,139		667,044		-0.435567		-135,705		0.00515		0.046743		yes

		XLOC_018403		XLOC_018403		AT3G24503		3:8918678-8923073		WT meristem		ebs Meristem		OK		788,207		582,763		-0.435666		-183,011		0.0001		0.00206184		yes

		XLOC_026250		XLOC_026250		AT5G15730		5:5130502-5133187		WT meristem		ebs Meristem		OK		118,334		873,896		-0.43733		-172,964		0.00055		0.00855482		yes

		XLOC_007339		XLOC_007339		AT1G63120		1:23408875-23410815		WT meristem		ebs Meristem		OK		223,276		16,483		-0.437848		-162,355		0.00115		0.015197		yes

		XLOC_004606		XLOC_004606		AT1G07230		1:2220252-2222982		WT meristem		ebs Meristem		OK		202,062		149,078		-0.438733		-200,961		5.00E-05		0.00114332		yes

		XLOC_031548		XLOC_031548		AT5G43780		5:17588789-17591535		WT meristem		ebs Meristem		OK		150,741		111,213		-0.438746		-164,162		0.0004		0.00669125		yes

		XLOC_001989		XLOC_001989		AT1G35720		1:13225196-13227195		WT meristem		ebs Meristem		OK		522,068		385,147		-0.438827		-146,484		0.0037		0.0363936		yes

		XLOC_011113		XLOC_011113		AT2G01540		2:242122-243493		WT meristem		ebs Meristem		OK		151,605		11,181		-0.439261		-153,589		0.0018		0.0211627		yes

		XLOC_012519		XLOC_012519		AT2G26190		2:11147638-11150510		WT meristem		ebs Meristem		OK		383,067		282,435		-0.439677		-209,133		5.00E-05		0.00114332		yes

		XLOC_021476		XLOC_021476		AT4G14930,AT4G14940		4:8538585-8544566		WT meristem		ebs Meristem		OK		168,656		124,318		-0.440051		-18,729		0.00015		0.00294045		yes

		XLOC_019911		XLOC_019911		AT3G55110		3:20424549-20427377		WT meristem		ebs Meristem		OK		13,758		101,395		-0.440276		-186,284		0.0001		0.00206184		yes

		XLOC_026727		XLOC_026727		AT5G25170		5:8693136-8697108		WT meristem		ebs Meristem		OK		103,852		765,197		-0.440632		-159,051		0.00165		0.0198539		yes

		XLOC_007317		XLOC_007317		AT1G62770		1:23245885-23246890		WT meristem		ebs Meristem		OK		212,234		156,353		-0.440847		-147,469		0.0021		0.0237866		yes

		XLOC_028643		XLOC_028643		AT5G57340		5:23226085-23229282		WT meristem		ebs Meristem		OK		154,943		114,125		-0.441118		-172,468		0.00055		0.00855482		yes

		XLOC_007722		XLOC_007722		AT1G69890		1:26323110-26324616		WT meristem		ebs Meristem		OK		171,649		126,407		-0.441392		-173,007		0.0003		0.00528591		yes

		XLOC_004890		XLOC_004890		AT1G11960		1:4039710-4043880		WT meristem		ebs Meristem		OK		851,547		626,798		-0.442084		-150,633		0.00135		0.0171208		yes

		XLOC_006971		XLOC_006971		AT1G55730		1:20831051-20834519		WT meristem		ebs Meristem		OK		690,675		508,212		-0.442576		-143,888		0.0023		0.0254461		yes

		XLOC_031034		XLOC_031034		AT5G35735		5:13900751-13902997		WT meristem		ebs Meristem		OK		458,107		336,965		-0.443087		-19,419		0.0001		0.00206184		yes

		XLOC_026367		XLOC_026367		AT5G17910		5:5927361-5932775		WT meristem		ebs Meristem		OK		101,949		749,672		-0.443517		-206,275		5.00E-05		0.00114332		yes

		XLOC_007989		XLOC_007989		AT1G75120		1:28196856-28198802		WT meristem		ebs Meristem		OK		294,351		216,317		-0.44439		-200,684		5.00E-05		0.00114332		yes

		XLOC_024758		XLOC_024758		AT4G27450		4:13727483-13728886		WT meristem		ebs Meristem		OK		261,099		191,811		-0.444909		-166,023		0.00215		0.0241844		yes

		XLOC_004830		XLOC_004830		AT1G10900		1:3632233-3637141		WT meristem		ebs Meristem		OK		835,565		61,373		-0.445148		-157,903		0.001		0.0135734		yes

		XLOC_021744		XLOC_021744		AT4G19200		4:10498875-10500722		WT meristem		ebs Meristem		OK		159,466		116,988		-0.446881		-211,039		5.00E-05		0.00114332		yes

		XLOC_025073		XLOC_025073		AT4G33050		4:15944321-15947026		WT meristem		ebs Meristem		OK		754,239		553,112		-0.447451		-144,988		0.00225		0.0249922		yes

		XLOC_007721		XLOC_007721		AT1G69850		1:26296675-26300472		WT meristem		ebs Meristem		OK		214,081		156,965		-0.447714		-200,821		5.00E-05		0.00114332		yes

		XLOC_029523		XLOC_029523		AT5G07000		5:2171402-2172939		WT meristem		ebs Meristem		OK		241,991		177,418		-0.447798		-201,798		5.00E-05		0.00114332		yes

		XLOC_012036		XLOC_012036		AT2G17840		2:7755604-7757852		WT meristem		ebs Meristem		OK		796,437		583,771		-0.448158		-199,862		0.0001		0.00206184		yes

		XLOC_019196		XLOC_019196		AT3G43720		3:15615385-15617149		WT meristem		ebs Meristem		OK		164,199		120,273		-0.44913		-210,319		5.00E-05		0.00114332		yes

		XLOC_026221		XLOC_026221		AT5G15230		5:4944899-4946216		WT meristem		ebs Meristem		OK		778,456		570,065		-0.449488		-153,659		0.002		0.0228932		yes

		XLOC_024130		XLOC_024130		AT4G16770		4:9434392-9437172		WT meristem		ebs Meristem		OK		122,781		898,199		-0.450981		-152,508		0.00195		0.0225324		yes

		XLOC_005808		XLOC_005808		AT1G29690		1:10379019-10382123		WT meristem		ebs Meristem		OK		115,599		845,155		-0.451844		-159,177		0.00305		0.0316775		yes

		XLOC_024220		XLOC_024220		AT4G18030		4:10012360-10015815		WT meristem		ebs Meristem		OK		111,689		816,454		-0.452046		-194,539		0.0001		0.00206184		yes

		XLOC_032480		XLOC_032480		AT5G60400		5:24291139-24292162		WT meristem		ebs Meristem		OK		68,426		500,181		-0.452094		-183,716		0.0002		0.00374736		yes

		XLOC_032506		XLOC_032506		AT5G60920		5:24511195-24514129		WT meristem		ebs Meristem		OK		156,292		114.12		-0.453695		-19,541		0.00025		0.00450254		yes

		XLOC_014490		XLOC_014490		AT3G14595		3:4908947-4910476		WT meristem		ebs Meristem		OK		390,469		284,979		-0.454354		-187,464		0.00015		0.00294045		yes

		XLOC_001213		XLOC_001213		AT1G22280		1:7873866-7875878		WT meristem		ebs Meristem		OK		290,393		211,799		-0.45531		-207,193		5.00E-05		0.00114332		yes

		XLOC_026300		XLOC_026300		AT5G16550		5:5405349-5411424		WT meristem		ebs Meristem		OK		323,385		235,859		-0.455328		-148,354		0.0032		0.0326444		yes

		XLOC_013791		XLOC_013791		AT3G01520		3:208438-211804		WT meristem		ebs Meristem		OK		384,241		280,034		-0.45641		-189,909		0.00015		0.00294045		yes

		XLOC_010440		XLOC_010440		AT2G37110		2:15592551-15594014		WT meristem		ebs Meristem		OK		667,071		486,149		-0.456443		-219,732		5.00E-05		0.00114332		yes

		XLOC_010942		XLOC_010942		AT2G45920		2:18899083-18901303		WT meristem		ebs Meristem		OK		606,921		442,234		-0.456698		-139,142		0.00435		0.0411079		yes

		XLOC_015084		XLOC_015084		AT3G23640		3:8501809-8509584		WT meristem		ebs Meristem		OK		31,721		230,959		-0.457802		-212,773		5.00E-05		0.00114332		yes

		XLOC_018597		XLOC_018597		AT3G27560		3:10210430-10213004		WT meristem		ebs Meristem		OK		822,075		598,288		-0.45843		-163,468		0.0008		0.0115074		yes

		XLOC_021988		XLOC_021988		AT4G23570		4:12299822-12302719		WT meristem		ebs Meristem		OK		30,342		220,706		-0.459192		-200,278		5.00E-05		0.00114332		yes

		XLOC_000765		XLOC_000765		AT1G14670		1:5037611-5040528		WT meristem		ebs Meristem		OK		993,211		722,444		-0.459213		-20,681		5.00E-05		0.00114332		yes

		XLOC_007432		XLOC_007432		AT1G64980		1:24137516-24139276		WT meristem		ebs Meristem		OK		489,269		355,655		-0.460148		-219,142		5.00E-05		0.00114332		yes

		XLOC_018510		XLOC_018510		AT3G26450		3:9681297-9683434		WT meristem		ebs Meristem		OK		135,261		983,204		-0.460187		-221,512		5.00E-05		0.00114332		yes

		XLOC_011270		XLOC_011270		AT2G04305		2:1501407-1503785		WT meristem		ebs Meristem		OK		107,586		781,072		-0.461957		-181,629		0.00045		0.00736346		yes

		XLOC_029903		XLOC_029903		AT5G14410		5:4646780-4647444		WT meristem		ebs Meristem		OK		444,268		322,384		-0.462648		-119,661		0.0054		0.0482709		yes

		XLOC_004474		XLOC_004474		AT1G04990		1:1419079-1421789		WT meristem		ebs Meristem		OK		143,817		104,348		-0.462829		-143,834		0.0035		0.0349016		yes

		XLOC_032588		XLOC_032588		AT5G62470		5:25078990-25081101		WT meristem		ebs Meristem		OK		152,071		11,033		-0.46291		-186,768		0.0001		0.00206184		yes

		XLOC_018119		XLOC_018119		AT3G19553		3:6790741-6792919		WT meristem		ebs Meristem		OK		243,862		17,691		-0.463054		-215,298		5.00E-05		0.00114332		yes

		XLOC_003782		XLOC_003782		AT1G72180		1:27162819-27169717		WT meristem		ebs Meristem		OK		221,916		160,964		-0.46328		-20,393		5.00E-05		0.00114332		yes

		XLOC_011177		XLOC_011177		AT2G02710		2:758692-761013		WT meristem		ebs Meristem		OK		390,679		28,336		-0.463348		-15,914		0.00145		0.0180717		yes

		XLOC_025790		XLOC_025790		AT5G06270		5:1912549-1913674		WT meristem		ebs Meristem		OK		381,643		276,697		-0.463914		-208,992		5.00E-05		0.00114332		yes

		XLOC_022888		XLOC_022888		AT4G39390		4:18315574-18318142		WT meristem		ebs Meristem		OK		162,175		117,529		-0.464538		-187,309		0.0001		0.00206184		yes

		XLOC_027714		XLOC_027714		AT5G42050		5:16815488-16817301		WT meristem		ebs Meristem		OK		645,256		467,503		-0.464897		-223,202		5.00E-05		0.00114332		yes

		XLOC_030552		XLOC_030552		AT5G26340		5:9243510-9247066		WT meristem		ebs Meristem		OK		359,399		260,358		-0.465088		-222,356		5.00E-05		0.00114332		yes

		XLOC_029484		XLOC_029484		AT5G06320		5:1928390-1931768		WT meristem		ebs Meristem		OK		104,866		75,936		-0.465687		-217,743		5.00E-05		0.00114332		yes

		XLOC_029185		XLOC_029185		AT5G67300		5:26854021-26856941		WT meristem		ebs Meristem		OK		396,725		287,269		-0.465738		-223,618		5.00E-05		0.00114332		yes

		XLOC_027544		XLOC_027544		AT5G39320		5:15742761-15744943		WT meristem		ebs Meristem		OK		53,599		388,091		-0.46581		-224,915		5.00E-05		0.00114332		yes

		XLOC_024162		XLOC_024162		AT4G17230		4:9660984-9663774		WT meristem		ebs Meristem		OK		202,646		146,698		-0.466115		-21,165		5.00E-05		0.00114332		yes

		XLOC_019341		XLOC_019341		AT3G45600		3:16732592-16735951		WT meristem		ebs Meristem		OK		404,777		292,731		-0.467548		-204,689		5.00E-05		0.00114332		yes

		XLOC_029430		XLOC_029430		AT5G05170		5:1530173-1535414		WT meristem		ebs Meristem		OK		187,535		135,612		-0.467679		-153,326		0.002		0.0228932		yes

		XLOC_026616		XLOC_026616		AT5G23130		5:7781195-7783601		WT meristem		ebs Meristem		OK		78,573		568,072		-0.46796		-161,444		0.00115		0.015197		yes

		XLOC_003981		XLOC_003981		AT1G75900		1:28499059-28501138		WT meristem		ebs Meristem		OK		356,056		257,419		-0.467986		-215,458		5.00E-05		0.00114332		yes

		XLOC_032151		XLOC_032151		AT5G54380		5:22077091-22079880		WT meristem		ebs Meristem		OK		280,993		203,111		-0.468269		-22,637		5.00E-05		0.00114332		yes

		XLOC_016271		XLOC_016271		AT3G49220		3:18249775-18253839		WT meristem		ebs Meristem		OK		121,715		879,706		-0.468412		-20,063		5.00E-05		0.00114332		yes

		XLOC_022005		XLOC_022005		AT4G23870		4:12414229-12415049		WT meristem		ebs Meristem		OK		144,285		104,269		-0.468605		-148,109		0.003		0.0312247		yes

		XLOC_017447		XLOC_017447		AT3G07460		3:2384417-2385719		WT meristem		ebs Meristem		OK		105,399		761,645		-0.468672		-193,365		0.00085		0.0120227		yes

		XLOC_015079		XLOC_015079		AT3G23600		3:8473774-8475888		WT meristem		ebs Meristem		OK		130.02		939,093		-0.469392		-224,006		5.00E-05		0.00114332		yes

		XLOC_012256		XLOC_012256		AT2G21540		2:9219323-9224496		WT meristem		ebs Meristem		OK		381,782		275,494		-0.470728		-145,561		0.0032		0.0326444		yes

		XLOC_024510		XLOC_024510		AT4G23010		4:12060130-12062858		WT meristem		ebs Meristem		OK		208,261		150,182		-0.471678		-202,651		5.00E-05		0.00114332		yes

		XLOC_004066		XLOC_004066		AT1G77510		1:29126649-29129612		WT meristem		ebs Meristem		OK		658,171		474,382		-0.472413		-223,138		5.00E-05		0.00114332		yes

		XLOC_011229		XLOC_011229		AT2G03760		2:1149336-1150663		WT meristem		ebs Meristem		OK		262,176		188,957		-0.472478		-206,163		5.00E-05		0.00114332		yes

		XLOC_031853		XLOC_031853		AT5G48810		5:19786763-19790334		WT meristem		ebs Meristem		OK		198,804		143,071		-0.474619		-211,592		5.00E-05		0.00114332		yes

		XLOC_020135		XLOC_020135		AT3G59052		3:21824695-21827509		WT meristem		ebs Meristem		OK		173,562		12,481		-0.475718		-210,275		5.00E-05		0.00114332		yes

		XLOC_001252		XLOC_001252		AT1G23030		1:8156645-8159077		WT meristem		ebs Meristem		OK		334,848		240,468		-0.477664		-22,546		5.00E-05		0.00114332		yes

		XLOC_015022		XLOC_015022		AT3G22850		3:8089002-8090470		WT meristem		ebs Meristem		OK		261,439		187,434		-0.480091		-182,768		0.0001		0.00206184		yes

		XLOC_029415		XLOC_029415		AT5G04950		5:1457644-1458890		WT meristem		ebs Meristem		OK		914,451		65,515		-0.481081		-228,505		5.00E-05		0.00114332		yes

		XLOC_000801		XLOC_000801		AT1G15430		1:5304316-5306012		WT meristem		ebs Meristem		OK		113,475		812,978		-0.481084		-1,629		0.0015		0.0185526		yes

		XLOC_013397		XLOC_013397		AT2G41190		2:17167278-17170407		WT meristem		ebs Meristem		OK		465,126		333,196		-0.481253		-145,206		0.0028		0.0296815		yes

		XLOC_000426		XLOC_000426		AT1G08930		1:2873464-2877270		WT meristem		ebs Meristem		OK		466,787		334,385		-0.481256		-230,667		5.00E-05		0.00114332		yes

		XLOC_005088		XLOC_005088		AT1G15350		1:5278259-5279877		WT meristem		ebs Meristem		OK		22,625		162,001		-0.481916		-185,377		5.00E-05		0.00114332		yes

		XLOC_000556		XLOC_000556		AT1G11260		1:3777327-3780337		WT meristem		ebs Meristem		OK		937,741		670,727		-0.483464		-221,044		5.00E-05		0.00114332		yes

		XLOC_017486		XLOC_017486		AT3G08720		3:2648508-2651160		WT meristem		ebs Meristem		OK		70,594		504,489		-0.484721		-13,321		0.00515		0.046743		yes

		XLOC_026469		XLOC_026469		AT5G19550		5:6598016-6601819		WT meristem		ebs Meristem		OK		319,385		228,142		-0.485363		-227,284		5.00E-05		0.00114332		yes

		XLOC_001668		XLOC_001668		AT1G30640		1:10860654-10864700		WT meristem		ebs Meristem		OK		493,626		352,442		-0.486034		-142,065		0.00405		0.03901		yes

		XLOC_001524		XLOC_001524		AT1G28380		1:9963592-9968301		WT meristem		ebs Meristem		OK		173,316		123,711		-0.486433		-178,351		0.0004		0.00669125		yes

		XLOC_028150		XLOC_028150		AT5G49215		5:19953486-19956116		WT meristem		ebs Meristem		OK		990,804		707,223		-0.486435		-178,659		0.00025		0.00450254		yes

		XLOC_013693		XLOC_013693		AT2G46680		2:19165402-19166949		WT meristem		ebs Meristem		OK		119,531		852,917		-0.486906		-172,664		0.0005		0.00796773		yes

		XLOC_014168		XLOC_014168		AT3G08690		3:2641055-2642688		WT meristem		ebs Meristem		OK		368,419		262,879		-0.486946		-205,579		5.00E-05		0.00114332		yes

		XLOC_009865		XLOC_009865		AT2G26975		2:11512860-11513553		WT meristem		ebs Meristem		OK		295,675		210,868		-0.487674		-172,672		0.00025		0.00450254		yes

		XLOC_021139		XLOC_021139		AT4G09460		4:5992965-5994258		WT meristem		ebs Meristem		OK		102,581		731,486		-0.487861		-137,223		0.00475		0.0439094		yes

		XLOC_031823		XLOC_031823		AT5G48380		5:19604088-19607059		WT meristem		ebs Meristem		OK		249,399		177,794		-0.488253		-235,228		5.00E-05		0.00114332		yes

		XLOC_029964		XLOC_029964		AT5G15490		5:5027638-5030194		WT meristem		ebs Meristem		OK		672,006		478,904		-0.488738		-233,506		5.00E-05		0.00114332		yes

		XLOC_009155		XLOC_009155		AT2G15050		2:6518839-6520160		WT meristem		ebs Meristem		OK		123,693		881,058		-0.489459		-194,232		0.0001		0.00206184		yes

		XLOC_022566		XLOC_022566		AT4G33540		4:16130823-16133960		WT meristem		ebs Meristem		OK		291,744		207,801		-0.489501		-219,851		5.00E-05		0.00114332		yes

		XLOC_019464		XLOC_019464		AT3G47590		3:17532647-17537530		WT meristem		ebs Meristem		OK		203,081		144,634		-0.489647		-169,667		0.00095		0.0130675		yes

		XLOC_009658		XLOC_009658		AT2G23320		2:9924932-9926372		WT meristem		ebs Meristem		OK		21,052		149,925		-0.489717		-187,259		0.0001		0.00206184		yes

		XLOC_018205		XLOC_018205		AT3G21190		3:7432298-7434665		WT meristem		ebs Meristem		OK		420,688		29,949		-0.490242		-234,407		5.00E-05		0.00114332		yes

		XLOC_030459		XLOC_030459		AT5G24735		5:8468330-8469262		WT meristem		ebs Meristem		OK		17,776		126,483		-0.490989		-141,188		0.00445		0.0418704		yes

		XLOC_029083		XLOC_029083		AT5G65470		5:26172130-26175033		WT meristem		ebs Meristem		OK		515,084		366,486		-0.491051		-206,655		5.00E-05		0.00114332		yes

		XLOC_021177		XLOC_021177		AT4G09890		4:6218395-6218927		WT meristem		ebs Meristem		OK		157,674		112		-0.493448		-17,915		0.0004		0.00669125		yes

		XLOC_022381		XLOC_022381		AT4G30210		4:14796763-14800922		WT meristem		ebs Meristem		OK		58,345		414,367		-0.493701		-230,965		5.00E-05		0.00114332		yes

		XLOC_027622		XLOC_027622		AT5G40670		5:16285710-16287793		WT meristem		ebs Meristem		OK		179,964		127,779		-0.494055		-198,728		0.0001		0.00206184		yes

		XLOC_016535		XLOC_016535		AT3G54030		3:20010926-20013693		WT meristem		ebs Meristem		OK		166,172		117,927		-0.494784		-203,338		0.00015		0.00294045		yes

		XLOC_020305		XLOC_020305		AT3G61980		3:22956138-22956883		WT meristem		ebs Meristem		OK		193,708		137,447		-0.495003		-14,909		0.00275		0.0292628		yes

		XLOC_010399		XLOC_010399		AT2G36380		2:15257582-15263766		WT meristem		ebs Meristem		OK		15,372		109,068		-0.495074		-207,419		5.00E-05		0.00114332		yes

		XLOC_001273		XLOC_001273		AT1G23440		1:8321679-8324240		WT meristem		ebs Meristem		OK		201,798		143,034		-0.49656		-193,049		0.00015		0.00294045		yes

		XLOC_024845		XLOC_024845		AT4G29190		4:14391937-14393373		WT meristem		ebs Meristem		OK		263,112		186,417		-0.497143		-219,461		5.00E-05		0.00114332		yes

		XLOC_000103		XLOC_000103		AT1G02816		1:621460-622469		WT meristem		ebs Meristem		OK		107,648		761,821		-0.498794		-154,863		0.00215		0.0241844		yes

		XLOC_000354		XLOC_000354		AT1G07610		1:2341541-2342123		WT meristem		ebs Meristem		OK		129,626		917,202		-0.499044		-218,747		5.00E-05		0.00114332		yes

		XLOC_024485		XLOC_024485		AT4G22592		4:11893498-11896480		WT meristem		ebs Meristem		OK		531,653		376,153		-0.499165		-152,269		0.00205		0.0233832		yes

		XLOC_030311		XLOC_030311		AT5G22310		5:7383628-7385734		WT meristem		ebs Meristem		OK		114,887		812,722		-0.499384		-195,709		0.0001		0.00206184		yes

		XLOC_007009		XLOC_007009		AT1G56280		1:21072854-21074877		WT meristem		ebs Meristem		OK		257,265		181,914		-0.500004		-207,971		5.00E-05		0.00114332		yes

		XLOC_004425		XLOC_004425		AT1G04240		1:1128187-1129551		WT meristem		ebs Meristem		OK		971,464		686,747		-0.500383		-238,525		5.00E-05		0.00114332		yes

		XLOC_026165		XLOC_026165		AT5G14120		5:4555948-4560067		WT meristem		ebs Meristem		OK		797,473		563,722		-0.500451		-221,508		5.00E-05		0.00114332		yes

		XLOC_029118		XLOC_029118		AT5G66040		5:26410519-26411355		WT meristem		ebs Meristem		OK		234,826		165.96		-0.500755		-229,291		5.00E-05		0.00114332		yes

		XLOC_027938		XLOC_027938		AT5G45550		5:18462161-18465097		WT meristem		ebs Meristem		OK		305,767		21,577		-0.50294		-215,205		5.00E-05		0.00114332		yes

		XLOC_018395		XLOC_018395		AT3G24420		3:8862839-8864914		WT meristem		ebs Meristem		OK		370,053		261,089		-0.503189		-221,008		5.00E-05		0.00114332		yes

		XLOC_010195		XLOC_010195		AT2G32990		2:14003249-14006017		WT meristem		ebs Meristem		OK		204,369		144,145		-0.503658		-203,097		5.00E-05		0.00114332		yes

		XLOC_026882		XLOC_026882		AT5G27760		5:9830342-9831790		WT meristem		ebs Meristem		OK		750,937		529,542		-0.503946		-15,226		0.00425		0.0404372		yes

		XLOC_012830		XLOC_012830		AT2G31390		2:13381909-13386209		WT meristem		ebs Meristem		OK		326,555		230,166		-0.504653		-162,592		0.00235		0.0258672		yes

		XLOC_022267		XLOC_022267		AT4G28400		4:14048291-14050801		WT meristem		ebs Meristem		OK		244,754		172,474		-0.504953		-217,964		5.00E-05		0.00114332		yes

		XLOC_027916		XLOC_027916		AT5G45110		5:18228909-18231522		WT meristem		ebs Meristem		OK		118,854		837,503		-0.505028		-215,834		5.00E-05		0.00114332		yes

		XLOC_005161		XLOC_005161		AT1G17080		1:5837589-5841606		WT meristem		ebs Meristem		OK		599,845		422,534		-0.505522		-161,819		0.00145		0.0180717		yes

		XLOC_018746		XLOC_018746		AT3G29575		3:11382213-11384004		WT meristem		ebs Meristem		OK		125,025		88,019		-0.506334		-12,791		0.0053		0.0477049		yes

		XLOC_027846		XLOC_027846		AT5G44070		5:17734737-17737859		WT meristem		ebs Meristem		OK		418,279		294,417		-0.506605		-232,575		5.00E-05		0.00114332		yes

		XLOC_003205		XLOC_003205		AT1G62040		1:22932759-22934549		WT meristem		ebs Meristem		OK		20,385		143,469		-0.50677		-169,542		0.0004		0.00669125		yes

		XLOC_005340		XLOC_005340		AT1G20440		1:7084408-7085772		WT meristem		ebs Meristem		OK		663,345		466,798		-0.506959		-161,342		0.00135		0.0171208		yes

		XLOC_024728		XLOC_024728		AT4G26940		4:13529424-13532699		WT meristem		ebs Meristem		OK		261,638		184,115		-0.506969		-237,756		5.00E-05		0.00114332		yes

		XLOC_021792		XLOC_021792		AT4G20260		4:10940745-10943561		WT meristem		ebs Meristem		OK		278,165		195,673		-0.507497		-217,526		5.00E-05		0.00114332		yes

		XLOC_010074		XLOC_010074		AT2G31010		2:13194184-13200128		WT meristem		ebs Meristem		OK		188,341		132,456		-0.507837		-233,685		5.00E-05		0.00114332		yes

		XLOC_022367		XLOC_022367		AT4G29950		4:14657044-14662403		WT meristem		ebs Meristem		OK		145,362		102,215		-0.508042		-174,486		0.0008		0.0115074		yes

		XLOC_025854		XLOC_025854		AT5G07440		5:2355936-2358194		WT meristem		ebs Meristem		OK		504,128		354,397		-0.508424		-211,516		5.00E-05		0.00114332		yes

		XLOC_021254		XLOC_021254		AT4G11211		4:6836105-6836588		WT meristem		ebs Meristem		OK		104,185		732,403		-0.508439		-225,207		5.00E-05		0.00114332		yes

		XLOC_021679		XLOC_021679		AT4G18197		4:10071633-10073236		WT meristem		ebs Meristem		OK		114,173		802,554		-0.508556		-177,588		0.0001		0.00206184		yes

		XLOC_013169		XLOC_013169		AT2G37120		2:15594029-15594961		WT meristem		ebs Meristem		OK		827,475		581,474		-0.509001		-230,035		5.00E-05		0.00114332		yes

		XLOC_022130		XLOC_022130		AT4G25960		4:13177408-13183631		WT meristem		ebs Meristem		OK		322,326		22,643		-0.509453		-210,977		5.00E-05		0.00114332		yes

		XLOC_025884		XLOC_025884		AT5G07960		5:2542245-2543459		WT meristem		ebs Meristem		OK		675,127		474,118		-0.509912		-165,015		0.00255		0.027525		yes

		XLOC_019952		XLOC_019952		AT3G56020		3:20790569-20791085		WT meristem		ebs Meristem		OK		580,993		407,757		-0.510812		-243,058		5.00E-05		0.00114332		yes

		XLOC_013916		XLOC_013916		AT3G03773		3:951627-953840		WT meristem		ebs Meristem		OK		310,559		217,826		-0.511692		-1,489		0.0022		0.0245767		yes

		XLOC_017416		XLOC_017416		AT3G07010		3:2212727-2216483		WT meristem		ebs Meristem		OK		519,049		364,043		-0.511764		-227,077		5.00E-05		0.00114332		yes

		XLOC_022587		XLOC_022587		AT4G33960		4:16277365-16277779		WT meristem		ebs Meristem		OK		495,866		347,638		-0.512362		-162,473		0.001		0.0135734		yes

		XLOC_032796		XLOC_032796		AT5G66210		5:26456284-26459631		WT meristem		ebs Meristem		OK		249,442		174,769		-0.513258		-18,726		5.00E-05		0.00114332		yes

		XLOC_003588		XLOC_003588		AT1G68820		1:25865659-25868985		WT meristem		ebs Meristem		OK		152,919		107,096		-0.513867		-180,797		0.00065		0.00979015		yes

		XLOC_025027		XLOC_025027		AT4G32150		4:15526112-15527879		WT meristem		ebs Meristem		OK		442,743		30,952		-0.516434		-241,919		5.00E-05		0.00114332		yes

		XLOC_026837		XLOC_026837		AT5G27150		5:9553437-9557513		WT meristem		ebs Meristem		OK		225,258		157,411		-0.517044		-244,468		5.00E-05		0.00114332		yes

		XLOC_012999		XLOC_012999		AT2G34300		2:14473664-14477430		WT meristem		ebs Meristem		OK		364,986		254,879		-0.518031		-241,222		5.00E-05		0.00114332		yes

		XLOC_013807		XLOC_013807		AT3G01750		3:270228-272976		WT meristem		ebs Meristem		OK		728,318		508,326		-0.518814		-202,392		5.00E-05		0.00114332		yes

		XLOC_007420		XLOC_007420		AT1G64670		1:24030819-24033556		WT meristem		ebs Meristem		OK		404,718		282,452		-0.518914		-234,632		5.00E-05		0.00114332		yes

		XLOC_013413		XLOC_013413		AT2G41475		2:17295073-17296420		WT meristem		ebs Meristem		OK		585,512		408,499		-0.519367		-233,871		5.00E-05		0.00114332		yes

		XLOC_013722		XLOC_013722		AT2G47160		2:19357477-19361147		WT meristem		ebs Meristem		OK		225,722		157,401		-0.5201		-24,544		5.00E-05		0.00114332		yes

		XLOC_019591		XLOC_019591		AT3G49790		3:18468050-18469763		WT meristem		ebs Meristem		OK		976,456		680,861		-0.520196		-192,817		0.00015		0.00294045		yes

		XLOC_001840		XLOC_001840		AT1G33600		1:12180775-12182363		WT meristem		ebs Meristem		OK		388,442		270,849		-0.52021		-246,947		5.00E-05		0.00114332		yes

		XLOC_029617		XLOC_029617		AT5G09225		5:2869361-2871190		WT meristem		ebs Meristem		OK		313,449		218,478		-0.520745		-156,542		0.00175		0.02075		yes

		XLOC_009310		XLOC_009310		AT2G17710		2:7693595-7694746		WT meristem		ebs Meristem		OK		802,818		559,407		-0.521176		-134,832		0.0049		0.0449551		yes

		XLOC_003242		XLOC_003242		AT1G62790		1:23252312-23257463		WT meristem		ebs Meristem		OK		548,567		381,884		-0.522532		-182,585		0.00025		0.00450254		yes

		XLOC_021339		XLOC_021339		AT4G12690		4:7480640-7482150		WT meristem		ebs Meristem		OK		505,097		351,553		-0.522822		-139,629		0.00465		0.0432308		yes

		XLOC_025185		XLOC_025185		AT4G35060		4:16685719-16686703		WT meristem		ebs Meristem		OK		970,897		674,856		-0.524739		-14,596		0.0026		0.0279873		yes

		XLOC_028323		XLOC_028323		AT5G52310		5:21240848-21243613		WT meristem		ebs Meristem		OK		299,041		207,801		-0.52514		-157,829		0.00245		0.0267267		yes

		XLOC_014013		XLOC_014013		AT3G05490		3:1591276-1591983		WT meristem		ebs Meristem		OK		675,385		468,982		-0.526178		-239,098		5.00E-05		0.00114332		yes

		XLOC_016083		XLOC_016083		AT3G46110		3:16932111-16933726		WT meristem		ebs Meristem		OK		900,843		624,521		-0.528527		-135,119		0.00295		0.0308029		yes

		XLOC_021542		XLOC_021542		AT4G15800		4:8984857-8985405		WT meristem		ebs Meristem		OK		905,402		627,476		-0.528998		-192,192		0.001		0.0135734		yes

		XLOC_003779		XLOC_003779		AT1G72150		1:27148459-27150980		WT meristem		ebs Meristem		OK		208,912		144,781		-0.529026		-200,154		0.00015		0.00294045		yes

		XLOC_027797		XLOC_027797		AT5G43330		5:17390432-17392645		WT meristem		ebs Meristem		OK		155,322		107,637		-0.529086		-192,888		0.0001		0.00206184		yes

		XLOC_019519		XLOC_019519		AT3G48570		3:18003912-18004974		WT meristem		ebs Meristem		OK		594,093		411,683		-0.529157		-208,831		5.00E-05		0.00114332		yes

		XLOC_017719		XLOC_017719		AT3G12580		3:3991260-3993792		WT meristem		ebs Meristem		OK		563,126		390,192		-0.529273		-137,142		0.00205		0.0233832		yes

		XLOC_031749		XLOC_031749		AT5G47070		5:19118542-19120909		WT meristem		ebs Meristem		OK		113,129		783,407		-0.530138		-205,875		5.00E-05		0.00114332		yes

		XLOC_011122		XLOC_011122		AT2G01670		2:296509-298101		WT meristem		ebs Meristem		OK		358,888		248,456		-0.530544		-230,481		5.00E-05		0.00114332		yes

		XLOC_013325		XLOC_013325		AT2G39920		2:16660595-16664539		WT meristem		ebs Meristem		OK		221,961		153,614		-0.531003		-142,563		0.00495		0.0452648		yes

		XLOC_005345		XLOC_005345		AT1G20510		1:7103453-7105881		WT meristem		ebs Meristem		OK		320,242		221,413		-0.532424		-134,948		0.0037		0.0363936		yes

		XLOC_025202		XLOC_025202		AT4G35320		4:16805868-16806655		WT meristem		ebs Meristem		OK		51,692		357,377		-0.532494		-23,671		5.00E-05		0.00114332		yes

		XLOC_006715		XLOC_006715		AT1G51500		1:19097796-19101080		WT meristem		ebs Meristem		OK		600,892		415,406		-0.532582		-248,194		5.00E-05		0.00114332		yes

		XLOC_012522		XLOC_012522		AT2G26250		2:11170417-11173142		WT meristem		ebs Meristem		OK		238,691		164,971		-0.532929		-19,872		0.0001		0.00206184		yes

		XLOC_002586		XLOC_002586		AT1G50740		1:18807671-18809004		WT meristem		ebs Meristem		OK		177,965		122,884		-0.534293		-176,649		0.00045		0.00736346		yes

		XLOC_029615		XLOC_029615		AT5G08790		5:2856739-2860262		WT meristem		ebs Meristem		OK		275,251		189,993		-0.534803		-161,517		0.0012		0.0156353		yes

		XLOC_022554		XLOC_022554		AT4G33220		4:16022438-16026360		WT meristem		ebs Meristem		OK		651,472		449,594		-0.535079		-230,577		5.00E-05		0.00114332		yes

		XLOC_012022		XLOC_012022		AT2G17550		2:7634273-7637832		WT meristem		ebs Meristem		OK		887,242		611,916		-0.535994		-228,188		5.00E-05		0.00114332		yes

		XLOC_004928		XLOC_004928		AT1G12710		1:4326738-4328481		WT meristem		ebs Meristem		OK		207,698		143,234		-0.536112		-221,544		5.00E-05		0.00114332		yes

		XLOC_029410		XLOC_029410		AT5G04860		5:1411564-1414677		WT meristem		ebs Meristem		OK		763,129		525,737		-0.537584		-183,403		0.0009		0.0125121		yes

		XLOC_006181		XLOC_006181		AT1G36370		1:13696041-13698639		WT meristem		ebs Meristem		OK		233,513		160,859		-0.537704		-158,963		0.0043		0.0407539		yes

		XLOC_030228		XLOC_030228		AT5G20270		5:6840832-6842858		WT meristem		ebs Meristem		OK		415,397		286,066		-0.538146		-254,398		5.00E-05		0.00114332		yes

		XLOC_023949		XLOC_023949		AT4G14010		4:8092832-8093382		WT meristem		ebs Meristem		OK		241,533		166,305		-0.53839		-144,064		0.0018		0.0211627		yes

		XLOC_000631		XLOC_000631		AT1G12350		1:4198412-4200802		WT meristem		ebs Meristem		OK		719,004		494,347		-0.540475		-261,297		5.00E-05		0.00114332		yes

		XLOC_010829		XLOC_010829		AT2G44060		2:18226316-18228151		WT meristem		ebs Meristem		OK		219,376		150.75		-0.541251		-235,294		5.00E-05		0.00114332		yes

		XLOC_011843		XLOC_011843		AT2G14580		2:6225534-6226224		WT meristem		ebs Meristem		OK		772,749		530,598		-0.542381		-235,878		5.00E-05		0.00114332		yes

		XLOC_000021		XLOC_000021		AT1G01360		1:141970-143183		WT meristem		ebs Meristem		OK		103,863		713,013		-0.542684		-162,522		0.00085		0.0120227		yes

		XLOC_019807		XLOC_019807		AT3G53350		3:19780052-19782680		WT meristem		ebs Meristem		OK		942,883		646,608		-0.544188		-158,466		0.0005		0.00796773		yes

		XLOC_020731		XLOC_020731		AT4G04610		4:2325002-2327013		WT meristem		ebs Meristem		OK		718,418		492,662		-0.544224		-258,938		5.00E-05		0.00114332		yes

		XLOC_016791		XLOC_016791		AT3G59080		3:21836578-21838620		WT meristem		ebs Meristem		OK		646,552		442,993		-0.545483		-175,563		0.0004		0.00669125		yes

		XLOC_017386		XLOC_017386		AT3G06550		3:2039063-2042959		WT meristem		ebs Meristem		OK		430,551		294,744		-0.546723		-214,661		0.0001		0.00206184		yes

		XLOC_019903		XLOC_019903		AT3G54990		3:20373717-20376522		WT meristem		ebs Meristem		OK		149,236		102,161		-0.546748		-194,844		5.00E-05		0.00114332		yes

		XLOC_013361		XLOC_013361		AT2G40475		2:16906910-16908128		WT meristem		ebs Meristem		OK		230,594		157,843		-0.546867		-230,919		5.00E-05		0.00114332		yes

		XLOC_007561		XLOC_007561		AT1G67080		1:25045224-25046860		WT meristem		ebs Meristem		OK		323,743		221,523		-0.547396		-207,346		5.00E-05		0.00114332		yes

		XLOC_026763		XLOC_026763		AT5G25900		5:9036017-9038406		WT meristem		ebs Meristem		OK		391,959		268,162		-0.547599		-179,628		5.00E-05		0.00114332		yes

		XLOC_031776		XLOC_031776		AT5G47560		5:19287368-19290465		WT meristem		ebs Meristem		OK		121,819		833,415		-0.547631		-230,554		5.00E-05		0.00114332		yes

		XLOC_025609		XLOC_025609		AT5G03230		5:769513-770385		WT meristem		ebs Meristem		OK		284,495		194,606		-0.547845		-218,188		5.00E-05		0.00114332		yes

		XLOC_026627		XLOC_026627		AT5G23280		5:7842970-7844275		WT meristem		ebs Meristem		OK		590,605		403,819		-0.548484		-263,809		5.00E-05		0.00114332		yes

		XLOC_003613		XLOC_003613		AT1G69252		1:26036569-26037659		WT meristem		ebs Meristem		OK		400,856		274,077		-0.548502		-145,269		0.0031		0.0320772		yes

		XLOC_029347		XLOC_029347		AT5G03760		5:985674-990549		WT meristem		ebs Meristem		OK		475,516		324,001		-0.553494		-265,869		5.00E-05		0.00114332		yes

		XLOC_004018		XLOC_004018		AT1G76620		1:28756520-28759297		WT meristem		ebs Meristem		OK		246,376		167,868		-0.553533		-255,862		5.00E-05		0.00114332		yes

		XLOC_018081		XLOC_018081		AT3G18830		3:6488861-6491273		WT meristem		ebs Meristem		OK		35,816		243,859		-0.554557		-2,027		5.00E-05		0.00114332		yes

		XLOC_012235		XLOC_012235		AT2G21210		2:9085209-9085909		WT meristem		ebs Meristem		OK		331,216		225,324		-0.555767		-213,849		5.00E-05		0.00114332		yes

		XLOC_012303		XLOC_012303		AT2G22500		2:9563223-9564751		WT meristem		ebs Meristem		OK		47,484		322,826		-0.556687		-265,886		5.00E-05		0.00114332		yes

		XLOC_012991		XLOC_012991		AT2G34150		2:14419294-14423478		WT meristem		ebs Meristem		OK		425,352		289,083		-0.557173		-122,053		0.00535		0.0480441		yes

		XLOC_020038		XLOC_020038		AT3G57530		3:21296553-21299591		WT meristem		ebs Meristem		OK		241,827		164,346		-0.557237		-260,619		5.00E-05		0.00114332		yes

		XLOC_031914		XLOC_031914		AT5G49900		5:20296517-20302346		WT meristem		ebs Meristem		OK		519,734		352,761		-0.559082		-201,418		5.00E-05		0.00114332		yes

		XLOC_014634		XLOC_014634		AT3G16720		3:5692737-5694127		WT meristem		ebs Meristem		OK		872,503		59,205		-0.559441		-180,334		0.00015		0.00294045		yes

		XLOC_009205		XLOC_009205		AT2G15960		2:6947308-6947688		WT meristem		ebs Meristem		OK		308,797		209,443		-0.560098		-25,135		5.00E-05		0.00114332		yes

		XLOC_010951		XLOC_010951		AT2G46140		2:18959077-18960547		WT meristem		ebs Meristem		OK		144,135		977,563		-0.560158		-148,349		0.00225		0.0249922		yes

		XLOC_022960		XLOC_022960		AT4G00400		4:174061-176853		WT meristem		ebs Meristem		OK		508,964		344,929		-0.561263		-268,654		5.00E-05		0.00114332		yes

		XLOC_018620		XLOC_018620		AT3G27920		3:10361944-10363506		WT meristem		ebs Meristem		OK		144,252		977,342		-0.561654		-160,912		0.00155		0.0190623		yes

		XLOC_027868		XLOC_027868		AT5G44480		5:17921514-17923643		WT meristem		ebs Meristem		OK		132,434		897,212		-0.561751		-21,051		0.0001		0.00206184		yes

		XLOC_032296		XLOC_032296		AT5G57123		5:23126921-23127654		WT meristem		ebs Meristem		OK		55,574		375,698		-0.564837		-219,519		5.00E-05		0.00114332		yes

		XLOC_014224		XLOC_014224		AT3G09830		3:3016493-3018983		WT meristem		ebs Meristem		OK		105,009		709,868		-0.564894		-214,177		5.00E-05		0.00114332		yes

		XLOC_008042		XLOC_008042		AT1G76160		1:28577941-28581133		WT meristem		ebs Meristem		OK		127,843		86,362		-0.565902		-246,437		5.00E-05		0.00114332		yes

		XLOC_028468		XLOC_028468		AT5G54490		5:22121403-22121931		WT meristem		ebs Meristem		OK		169,371		114,312		-0.567211		-131,956		0.0043		0.0407539		yes

		XLOC_002779		XLOC_002779		AT1G54030		1:20167628-20169600		WT meristem		ebs Meristem		OK		34,238		231,033		-0.567503		-163,879		5.00E-05		0.00114332		yes

		XLOC_001068		XLOC_001068		AT1G19910		1:6913228-6914594		WT meristem		ebs Meristem		OK		173,609		117,114		-0.567927		-271,174		5.00E-05		0.00114332		yes

		XLOC_029251		XLOC_029251		AT5G01820		5:313192-315000		WT meristem		ebs Meristem		OK		197,266		133,054		-0.568127		-252,168		5.00E-05		0.00114332		yes

		XLOC_022274		XLOC_022274		AT4G28490		4:14077856-14081171		WT meristem		ebs Meristem		OK		54,283		365,998		-0.568663		-108,929		0.0054		0.0482709		yes

		XLOC_016631		XLOC_016631		AT3G55740		3:20695498-20698271		WT meristem		ebs Meristem		OK		185,644		125,166		-0.568695		-170,722		0.00135		0.0171208		yes

		XLOC_018083		XLOC_018083		AT3G18850		3:6499414-6501359		WT meristem		ebs Meristem		OK		304,625		205,082		-0.570838		-259,976		5.00E-05		0.00114332		yes

		XLOC_001071		XLOC_001071		AT1G19960		1:6928038-6928463		WT meristem		ebs Meristem		OK		404,297		272,081		-0.571379		-171,508		0.0004		0.00669125		yes

		XLOC_014445		XLOC_014445		AT3G13750		3:4510964-4516298		WT meristem		ebs Meristem		OK		203,599		137,002		-0.571535		-177,413		0.0003		0.00528591		yes

		XLOC_001042		XLOC_001042		AT1G19380		1:6698057-6698824		WT meristem		ebs Meristem		OK		203,957		137,221		-0.571766		-157,314		0.00075		0.0109661		yes

		XLOC_025387		XLOC_025387		AT4G38690		4:18074474-18075765		WT meristem		ebs Meristem		OK		410,015		275,824		-0.571929		-263,757		5.00E-05		0.00114332		yes

		XLOC_024266		XLOC_024266		AT4G18880		4:10347581-10349562		WT meristem		ebs Meristem		OK		102,584		689,286		-0.57363		-223,116		5.00E-05		0.00114332		yes

		XLOC_018555		XLOC_018555		AT3G26980		3:9946165-9948040		WT meristem		ebs Meristem		OK		282,017		189,348		-0.574745		-238,898		5.00E-05		0.00114332		yes

		XLOC_007836		XLOC_007836		AT1G72280		1:27211844-27214665		WT meristem		ebs Meristem		OK		477,203		320,377		-0.574833		-134,067		0.00375		0.0367741		yes

		XLOC_031887		XLOC_031887		AT5G49360		5:20011878-20016742		WT meristem		ebs Meristem		OK		481,668		32,312		-0.57597		-262,956		5.00E-05		0.00114332		yes

		XLOC_014067		XLOC_014067		AT3G06490		3:2003392-2006624		WT meristem		ebs Meristem		OK		371,141		248,917		-0.576305		-152,145		0.00235		0.0258672		yes

		XLOC_004920		XLOC_004920		AT1G12570		1:4277992-4280862		WT meristem		ebs Meristem		OK		894,673		599,587		-0.577391		-178,268		0.00025		0.00450254		yes

		XLOC_004337		XLOC_004337		AT1G02660		1:571954-574981		WT meristem		ebs Meristem		OK		166,726		111,713		-0.577686		-260,956		5.00E-05		0.00114332		yes

		XLOC_019664		XLOC_019664		AT3G50830		3:18893844-18895497		WT meristem		ebs Meristem		OK		496,981		332,995		-0.577692		-267,716		5.00E-05		0.00114332		yes

		XLOC_013922		XLOC_013922		AT3G03840		3:981071-981798		WT meristem		ebs Meristem		OK		205,286		137,473		-0.578493		-192,558		0.0003		0.00528591		yes

		XLOC_004702		XLOC_004702		AT1G08800		1:2813060-2818008		WT meristem		ebs Meristem		OK		54,525		365,073		-0.578735		-222,929		5.00E-05		0.00114332		yes

		XLOC_022641		XLOC_022641		AT4G34790		4:16594468-16595153		WT meristem		ebs Meristem		OK		204,912		137,095		-0.579832		-185,083		5.00E-05		0.00114332		yes

		XLOC_019842		XLOC_019842		AT3G53990		3:19989336-19991134		WT meristem		ebs Meristem		OK		175,892		117,635		-0.580381		-27,059		5.00E-05		0.00114332		yes

		XLOC_018105		XLOC_018105		AT3G19260		3:6669145-6671519		WT meristem		ebs Meristem		OK		154,025		103,004		-0.58047		-179,768		0.00045		0.00736346		yes

		XLOC_023674		XLOC_023674		AT4G09760		4:6146689-6151399		WT meristem		ebs Meristem		OK		258,498		172,771		-0.581295		-167,406		0.00165		0.0198539		yes

		XLOC_004408		XLOC_004408		AT1G03870		1:982505-983540		WT meristem		ebs Meristem		OK		119,579		799,036		-0.581632		-261,996		5.00E-05		0.00114332		yes

		XLOC_000422		XLOC_000422		AT1G08890		1:2848347-2852270		WT meristem		ebs Meristem		OK		316,342		211,307		-0.582143		-259,605		5.00E-05		0.00114332		yes

		XLOC_032878		XLOC_032878		AT5G67480		5:26930938-26933093		WT meristem		ebs Meristem		OK		555,679		370,974		-0.582932		-273,194		5.00E-05		0.00114332		yes

		XLOC_030152		XLOC_030152		AT5G18790		5:6264269-6266907		WT meristem		ebs Meristem		OK		320,735		214,081		-0.583227		-159,236		0.0018		0.0211627		yes

		XLOC_028663		XLOC_028663		AT5G57800		5:23420208-23424052		WT meristem		ebs Meristem		OK		734,419		489,914		-0.584076		-267,349		5.00E-05		0.00114332		yes

		XLOC_008055		XLOC_008055		AT1G76360		1:28639576-28646712		WT meristem		ebs Meristem		OK		129,527		862,995		-0.585834		-18,071		0.0002		0.00374736		yes

		XLOC_002667		XLOC_002667		AT1G52190		1:19434508-19438971		WT meristem		ebs Meristem		OK		662,268		441,224		-0.585903		-2,737		5.00E-05		0.00114332		yes

		XLOC_004837		XLOC_004837		AT1G11000		1:3671755-3675979		WT meristem		ebs Meristem		OK		975,575		649,494		-0.586937		-140,665		0.0009		0.0125121		yes

		XLOC_008490		XLOC_008490		AT2G03980		2:1259198-1262552		WT meristem		ebs Meristem		OK		599,826		399,202		-0.587424		-170,585		0.0006		0.00915728		yes

		XLOC_020591		XLOC_020591		AT4G03070		4:1358431-1365475		WT meristem		ebs Meristem		OK		373,501		248,542		-0.587623		-140,683		0.00385		0.0375284		yes

		XLOC_005711		XLOC_005711		AT1G27770		1:9671637-9676157		WT meristem		ebs Meristem		OK		233,326		155,258		-0.587676		-272,858		5.00E-05		0.00114332		yes

		XLOC_011703		XLOC_011703		AT2G12400		2:5004942-5008322		WT meristem		ebs Meristem		OK		313,836		208,758		-0.588183		-276,463		5.00E-05		0.00114332		yes

		XLOC_025259		XLOC_025259		AT4G36500		4:17225911-17226610		WT meristem		ebs Meristem		OK		110,506		733,986		-0.590295		-279,602		5.00E-05		0.00114332		yes

		XLOC_029490		XLOC_029490		AT5G06450		5:1967722-1969223		WT meristem		ebs Meristem		OK		153,651		102,047		-0.590416		-190,734		0.00015		0.00294045		yes

		XLOC_020421		XLOC_020421		AT4G00300		4:126508-130399		WT meristem		ebs Meristem		OK		412,084		273,679		-0.590451		-282,409		5.00E-05		0.00114332		yes

		XLOC_000745		XLOC_000745		AT1G14280		1:4877626-4879149		WT meristem		ebs Meristem		OK		245,906		163,261		-0.590925		-159,692		0.0001		0.00206184		yes

		XLOC_009673		XLOC_009673		AT2G23690		2:10072232-10073126		WT meristem		ebs Meristem		OK		118,936		789,276		-0.591589		-174,662		0.00035		0.00605745		yes

		XLOC_006940		XLOC_006940		AT1G55330		1:20648464-20648891		WT meristem		ebs Meristem		OK		481,965		319.57		-0.592795		-218,852		5.00E-05		0.00114332		yes

		XLOC_012779		XLOC_012779		AT2G30540		2:13011104-13011784		WT meristem		ebs Meristem		OK		168,404		111,537		-0.594404		-142,689		0.00495		0.0452648		yes

		XLOC_007263		XLOC_007263		AT1G61890		1:22867769-22871280		WT meristem		ebs Meristem		OK		167,626		111,006		-0.594615		-257,686		5.00E-05		0.00114332		yes

		XLOC_010964		XLOC_010964		AT2G46270		2:19000190-19003403		WT meristem		ebs Meristem		OK		39,335		260,296		-0.595658		-163,301		0.0011		0.0146754		yes

		XLOC_017112		XLOC_017112		AT3G02170		3:396011-399779		WT meristem		ebs Meristem		OK		310,953		205,735		-0.595912		-282,606		5.00E-05		0.00114332		yes

		XLOC_024300		XLOC_024300		AT4G19420		4:10587165-10590588		WT meristem		ebs Meristem		OK		262,377		173,546		-0.596319		-236,982		5.00E-05		0.00114332		yes

		XLOC_010547		XLOC_010547		AT2G39050		2:16303402-16305629		WT meristem		ebs Meristem		OK		105,943		700,714		-0.596396		-179,884		0.0001		0.00206184		yes

		XLOC_005722		XLOC_005722		AT1G27940		1:9733596-9738129		WT meristem		ebs Meristem		OK		169,906		112,374		-0.596427		-160,189		0.00125		0.0161039		yes

		XLOC_004098		XLOC_004098		AT1G78070		1:29355021-29358993		WT meristem		ebs Meristem		OK		121,804		805,593		-0.596443		-246,747		5.00E-05		0.00114332		yes

		XLOC_005381		XLOC_005381		AT1G21120		1:7395227-7396773		WT meristem		ebs Meristem		OK		248,217		164,157		-0.596524		-257,545		5.00E-05		0.00114332		yes

		XLOC_018697		XLOC_018697		AT3G29030		3:11011307-11013358		WT meristem		ebs Meristem		OK		867,897		573,202		-0.598479		-28,748		5.00E-05		0.00114332		yes

		XLOC_013623		XLOC_013623		AT2G45400		2:18703828-18706266		WT meristem		ebs Meristem		OK		308,901		203,976		-0.598745		-108,257		0.0047		0.0435297		yes

		XLOC_026509		XLOC_026509		AT5G20250		5:6833658-6836782		WT meristem		ebs Meristem		OK		846,347		558,729		-0.599102		-229,782		5.00E-05		0.00114332		yes

		XLOC_028569		XLOC_028569		AT5G56150		5:22729175-22731187		WT meristem		ebs Meristem		OK		430,576		283,947		-0.600645		-245,247		5.00E-05		0.00114332		yes

		XLOC_032323		XLOC_032323		AT5G57560		5:23307129-23308282		WT meristem		ebs Meristem		OK		168.11		110,707		-0.602666		-278,949		5.00E-05		0.00114332		yes

		XLOC_000629		XLOC_000629		AT1G12330		1:4194657-4196749		WT meristem		ebs Meristem		OK		136,077		896,062		-0.602756		-208,828		5.00E-05		0.00114332		yes

		XLOC_029162		XLOC_029162		AT5G66800		5:26671422-26672514		WT meristem		ebs Meristem		OK		252,406		166,104		-0.603657		-239,597		5.00E-05		0.00114332		yes

		XLOC_005796		XLOC_005796		AT1G29395		1:10288196-10289621		WT meristem		ebs Meristem		OK		413,939		271,769		-0.607038		-189,761		0.00115		0.015197		yes

		XLOC_016149		XLOC_016149		AT3G47295		3:17427949-17429623		WT meristem		ebs Meristem		OK		600,205		393,626		-0.608629		-19,371		0.00025		0.00450254		yes

		XLOC_010769		XLOC_010769		AT2G43020		2:17891502-17894635		WT meristem		ebs Meristem		OK		503,315		330,051		-0.60877		-285,491		5.00E-05		0.00114332		yes

		XLOC_024129		XLOC_024129		AT4G16765		4:9429874-9432437		WT meristem		ebs Meristem		OK		66,986		438,743		-0.610485		-160,023		0.0012		0.0156353		yes

		XLOC_013515		XLOC_013515		AT2G43290		2:17991051-17992047		WT meristem		ebs Meristem		OK		482,779		316,191		-0.610566		-278,137		5.00E-05		0.00114332		yes

		XLOC_023996		XLOC_023996		AT4G14550		4:8347821-8350019		WT meristem		ebs Meristem		OK		299,697		196,098		-0.61193		-278,525		5.00E-05		0.00114332		yes

		XLOC_030601		XLOC_030601		AT5G27520		5:9714381-9716354		WT meristem		ebs Meristem		OK		14,564		952,725		-0.612279		-228,054		5.00E-05		0.00114332		yes

		XLOC_029837		XLOC_029837		AT5G13190		5:4204816-4206405		WT meristem		ebs Meristem		OK		381,357		249,401		-0.612677		-25,122		5.00E-05		0.00114332		yes

		XLOC_024810		XLOC_024810		AT4G28270		4:14007538-14009019		WT meristem		ebs Meristem		OK		647,313		423,267		-0.612897		-145,665		0.0042		0.040118		yes

		XLOC_002505		XLOC_002505		AT1G49240		1:18215871-18218313		WT meristem		ebs Meristem		OK		147,781		965,918		-0.61349		-271,586		5.00E-05		0.00114332		yes

		XLOC_003486		XLOC_003486		AT1G67060		1:25036615-25039389		WT meristem		ebs Meristem		OK		195,718		127,745		-0.615507		-149,983		0.0023		0.0254461		yes

		XLOC_024890		XLOC_024890		AT4G29905		4:14626920-14627631		WT meristem		ebs Meristem		OK		126,427		825,059		-0.615735		-29,586		5.00E-05		0.00114332		yes

		XLOC_013264		XLOC_013264		AT2G38870		2:16236380-16237280		WT meristem		ebs Meristem		OK		109,401		71,292		-0.617815		-289,418		5.00E-05		0.00114332		yes

		XLOC_007406		XLOC_007406		AT1G64400		1:23915597-23919783		WT meristem		ebs Meristem		OK		649,896		423,327		-0.618438		-158,476		0.00145		0.0180717		yes

		XLOC_018858		XLOC_018858		AT3G30775		3:12448635-12451248		WT meristem		ebs Meristem		OK		178,822		116,433		-0.619029		-247,883		5.00E-05		0.00114332		yes

		XLOC_019751		XLOC_019751		AT3G52400		3:19425633-19427141		WT meristem		ebs Meristem		OK		933,129		607,084		-0.620182		-17,484		0.00015		0.00294045		yes

		XLOC_029537		XLOC_029537		AT5G07220		5:2265255-2266967		WT meristem		ebs Meristem		OK		279,398		181,731		-0.620522		-280,629		5.00E-05		0.00114332		yes

		XLOC_031913		XLOC_031913		AT5G49890		5:20288118-20292350		WT meristem		ebs Meristem		OK		150,251		976,875		-0.621126		-283,827		5.00E-05		0.00114332		yes

		XLOC_028176		XLOC_028176		AT5G49680		5:20176384-20188307		WT meristem		ebs Meristem		OK		0.859569		0.558842		-0.621173		-171,869		0.0008		0.0115074		yes

		XLOC_025178		XLOC_025178		AT4G34950		4:16642315-16644818		WT meristem		ebs Meristem		OK		203,268		131,825		-0.624756		-246,507		5.00E-05		0.00114332		yes

		XLOC_029161		XLOC_029161		AT5G66790		5:26665141-26667531		WT meristem		ebs Meristem		OK		519,307		336,784		-0.624763		-131,655		0.00295		0.0308029		yes

		XLOC_024110		XLOC_024110		AT4G16515		4:9305253-9305763		WT meristem		ebs Meristem		OK		113,867		738,111		-0.625437		-177,863		0.00085		0.0120227		yes

		XLOC_023569		XLOC_023569		AT4G08170		4:5163398-5167179		WT meristem		ebs Meristem		OK		187,368		121,386		-0.62628		-14,359		0.0055		0.0490299		yes

		XLOC_003219		XLOC_003219		AT1G62380		1:23082169-23084253		WT meristem		ebs Meristem		OK		279,303		180,944		-0.626286		-23,084		5.00E-05		0.00114332		yes

		XLOC_024476		XLOC_024476		AT4G22490		4:11849700-11850331		WT meristem		ebs Meristem		OK		494,712		320,193		-0.627646		-280,176		5.00E-05		0.00114332		yes

		XLOC_014616		XLOC_014616		AT3G16410		3:5571991-5574541		WT meristem		ebs Meristem		OK		300,291		194,044		-0.629981		-283,077		5.00E-05		0.00114332		yes

		XLOC_014027		XLOC_014027		AT3G05727		3:1693551-1694138		WT meristem		ebs Meristem		OK		426,961		275.8		-0.630482		-287,122		5.00E-05		0.00114332		yes

		XLOC_032424		XLOC_032424		AT5G59300		5:23919596-23921304		WT meristem		ebs Meristem		OK		399,977		258,244		-0.631185		-171,527		0.00235		0.0258672		yes

		XLOC_016220		XLOC_016220		AT3G48350		3:17905724-17907561		WT meristem		ebs Meristem		OK		682,638		440,609		-0.631622		-200,549		0.00095		0.0130675		yes

		XLOC_001361		XLOC_001361		AT1G25275		1:8860670-8861364		WT meristem		ebs Meristem		OK		384.42		247,761		-0.633733		-298,311		5.00E-05		0.00114332		yes

		XLOC_006435		XLOC_006435		AT1G44350		1:16834209-16838286		WT meristem		ebs Meristem		OK		979,232		630,623		-0.634873		-238,454		5.00E-05		0.00114332		yes

		XLOC_030661		XLOC_030661		AT5G28290		5:10278690-10282614		WT meristem		ebs Meristem		OK		230,702		148,381		-0.636728		-27,883		5.00E-05		0.00114332		yes

		XLOC_021486		XLOC_021486		AT4G15093		4:8618342-8619646		WT meristem		ebs Meristem		OK		166,987		107,386		-0.636932		-200,693		0.0002		0.00374736		yes

		XLOC_017670		XLOC_017670		AT3G11820		3:3729304-3731149		WT meristem		ebs Meristem		OK		350,175		225,186		-0.63696		-294,849		5.00E-05		0.00114332		yes

		XLOC_022053		XLOC_022053		AT4G24510		4:12660748-12667199		WT meristem		ebs Meristem		OK		41,922		269,428		-0.63781		-142,483		0.0044		0.0414799		yes

		XLOC_006526		XLOC_006526		AT1G47950,AT1G47960		1:17675487-17683629		WT meristem		ebs Meristem		OK		486,677		312,777		-0.637831		-17,258		0.00065		0.00979015		yes

		XLOC_017047		XLOC_017047		AT3G01140		3:46395-48296		WT meristem		ebs Meristem		OK		103,821		666,982		-0.63838		-147,099		0.00525		0.0474959		yes

		XLOC_007057		XLOC_007057		AT1G57990		1:21441504-21442920		WT meristem		ebs Meristem		OK		414,418		266,042		-0.639431		-279,862		5.00E-05		0.00114332		yes

		XLOC_022740		XLOC_022740		AT4G36540		4:17243582-17245296		WT meristem		ebs Meristem		OK		534,356		34,277		-0.64056		-305,783		5.00E-05		0.00114332		yes

		XLOC_017722		XLOC_017722		AT3G12610		3:4006398-4007807		WT meristem		ebs Meristem		OK		125,098		800,736		-0.643658		-29,958		5.00E-05		0.00114332		yes

		XLOC_020049		XLOC_020049		AT3G57780		3:21399765-21402899		WT meristem		ebs Meristem		OK		289,154		185,053		-0.643897		-307,193		5.00E-05		0.00114332		yes

		XLOC_003557		XLOC_003557		AT1G68238		1:25574460-25574835		WT meristem		ebs Meristem		OK		355,344		227,334		-0.644405		-15,784		0.0006		0.00915728		yes

		XLOC_019538		XLOC_019538		AT3G48990		3:18158746-18161379		WT meristem		ebs Meristem		OK		101,166		645,626		-0.647948		-29,368		5.00E-05		0.00114332		yes

		XLOC_028617		XLOC_028617		AT5G56870		5:23004195-23008649		WT meristem		ebs Meristem		OK		674,983		430,442		-0.649033		-140,509		0.00425		0.0404372		yes

		XLOC_010489		XLOC_010489		AT2G38090		2:15944710-15947085		WT meristem		ebs Meristem		OK		8,095		516,008		-0.649636		-227,772		5.00E-05		0.00114332		yes

		XLOC_007777		XLOC_007777		AT1G70890		1:26725625-26726544		WT meristem		ebs Meristem		OK		623.87		396.51		-0.653888		-250,966		5.00E-05		0.00114332		yes

		XLOC_029091		XLOC_029091		AT5G65610		5:26219162-26221028		WT meristem		ebs Meristem		OK		119,004		756,057		-0.654448		-179,697		0.0008		0.0115074		yes

		XLOC_004636		XLOC_004636		AT1G07720		1:2390654-2392453		WT meristem		ebs Meristem		OK		366,649		232,835		-0.655094		-309,285		5.00E-05		0.00114332		yes

		XLOC_014332		XLOC_014332		AT3G11600		3:3667228-3667979		WT meristem		ebs Meristem		OK		434,323		275,796		-0.655167		-275,081		5.00E-05		0.00114332		yes

		XLOC_013433		XLOC_013433		AT2G41830		2:17450108-17457087		WT meristem		ebs Meristem		OK		471,213		299,171		-0.655409		-24,834		5.00E-05		0.00114332		yes

		XLOC_021832		XLOC_021832		AT4G20830		4:11155452-11157806		WT meristem		ebs Meristem		OK		576,065		365,514		-0.656304		-292,812		5.00E-05		0.00114332		yes

		XLOC_003914		XLOC_003914		AT1G74650		1:28041190-28042995		WT meristem		ebs Meristem		OK		426,613		270,683		-0.656326		-159,586		0.00105		0.0141146		yes

		XLOC_021961		XLOC_021961		AT4G22960		4:12030019-12033137		WT meristem		ebs Meristem		OK		425,297		269,762		-0.656783		-124,299		0.0029		0.0303947		yes

		XLOC_025343		XLOC_025343		AT4G37870		4:17802693-17806539		WT meristem		ebs Meristem		OK		919,909		583,456		-0.656867		-292,462		5.00E-05		0.00114332		yes

		XLOC_030217		XLOC_030217		AT5G20030		5:6764726-6766669		WT meristem		ebs Meristem		OK		392,037		248,634		-0.656967		-13,026		0.0045		0.0422186		yes

		XLOC_005382		XLOC_005382		AT1G21130		1:7399061-7400605		WT meristem		ebs Meristem		OK		143,382		90.93		-0.65704		-293,958		5.00E-05		0.00114332		yes

		XLOC_007995		XLOC_007995		AT1G75220		1:28229156-28232831		WT meristem		ebs Meristem		OK		415,293		263,103		-0.6585		-21,277		5.00E-05		0.00114332		yes

		XLOC_017317		XLOC_017317		AT3G05640		3:1640392-1643253		WT meristem		ebs Meristem		OK		245,705		155,597		-0.659115		-293,595		5.00E-05		0.00114332		yes

		XLOC_017744		XLOC_017744		AT3G12965		3:4136960-4137674		WT meristem		ebs Meristem		OK		274.65		173,777		-0.66036		-308,665		5.00E-05		0.00114332		yes

		XLOC_008198		XLOC_008198		AT1G78830		1:29636954-29638552		WT meristem		ebs Meristem		OK		82,609		522,529		-0.660786		-301,525		5.00E-05		0.00114332		yes

		XLOC_007647		XLOC_007647		AT1G68530		1:25712587-25714807		WT meristem		ebs Meristem		OK		184.73		116,757		-0.661906		-208,517		0.00015		0.00294045		yes

		XLOC_013924		XLOC_013924		AT3G03850		3:983120-983751		WT meristem		ebs Meristem		OK		225,074		142,187		-0.662612		-207,674		0.0001		0.00206184		yes

		XLOC_026050		XLOC_026050		AT5G11420		5:3644546-3647295		WT meristem		ebs Meristem		OK		202,378		127,819		-0.662951		-285,784		5.00E-05		0.00114332		yes

		XLOC_016806		XLOC_016806		AT3G59350		3:21932524-21935192		WT meristem		ebs Meristem		OK		605,657		382,456		-0.663209		-288,613		5.00E-05		0.00114332		yes

		XLOC_026376		XLOC_026376		AT5G18080		5:5983839-5984112		WT meristem		ebs Meristem		OK		128,972		81,437		-0.663307		-214,617		5.00E-05		0.00114332		yes

		XLOC_007720		XLOC_007720		AT1G69840		1:26293600-26295849		WT meristem		ebs Meristem		OK		483,166		304,482		-0.666165		-305,161		5.00E-05		0.00114332		yes

		XLOC_005004		XLOC_005004		AT1G14120		1:4833517-4835089		WT meristem		ebs Meristem		OK		115,582		726,925		-0.669041		-21,172		0.00015		0.00294045		yes

		XLOC_029427		XLOC_029427		AT5G05110		5:1507418-1508867		WT meristem		ebs Meristem		OK		168,584		105,868		-0.671209		-215,338		5.00E-05		0.00114332		yes

		XLOC_022601		XLOC_022601		AT4G34150		4:16354945-16357293		WT meristem		ebs Meristem		OK		43,175		270,926		-0.672297		-306,521		5.00E-05		0.00114332		yes

		XLOC_014429		XLOC_014429		AT3G13520		3:4408924-4409440		WT meristem		ebs Meristem		OK		344,179		215.97		-0.672328		-321,441		5.00E-05		0.00114332		yes

		XLOC_012902		XLOC_012902		AT2G32690		2:13863716-13864596		WT meristem		ebs Meristem		OK		451,216		282,791		-0.674085		-283,757		5.00E-05		0.00114332		yes

		XLOC_000043		XLOC_000043		AT1G01720		1:268329-270775		WT meristem		ebs Meristem		OK		741,493		464,352		-0.675214		-150,958		0.00275		0.0292628		yes

		XLOC_007830		XLOC_007830		AT1G72160		1:27153580-27155664		WT meristem		ebs Meristem		OK		791,339		495,248		-0.676145		-318,836		5.00E-05		0.00114332		yes

		XLOC_000130		XLOC_000130		AT1G03290		1:807360-810868		WT meristem		ebs Meristem		OK		911,166		569,929		-0.67693		-242,492		5.00E-05		0.00114332		yes

		XLOC_000276		XLOC_000276		AT1G06100		1:1851529-1853019		WT meristem		ebs Meristem		OK		364,509		227,961		-0.677171		-288,607		5.00E-05		0.00114332		yes

		XLOC_022021		XLOC_022021		AT4G24050		4:12497054-12500128		WT meristem		ebs Meristem		OK		540,162		337,727		-0.677533		-196,987		5.00E-05		0.00114332		yes

		XLOC_025747		XLOC_025747		AT5G05600		5:1672119-1674739		WT meristem		ebs Meristem		OK		713,382		445,736		-0.678487		-16,147		0.00055		0.00855482		yes

		XLOC_024084		XLOC_024084		AT4G16146		4:9142403-9144583		WT meristem		ebs Meristem		OK		385,834		240,847		-0.679863		-264,761		5.00E-05		0.00114332		yes

		XLOC_014622		XLOC_014622		AT3G16450		3:5588393-5590055		WT meristem		ebs Meristem		OK		109,291		680,407		-0.683705		-321,862		5.00E-05		0.00114332		yes

		XLOC_028439		XLOC_028439		AT5G54080		5:21945868-21952550		WT meristem		ebs Meristem		OK		988,102		614,655		-0.684885		-140,316		0.00175		0.02075		yes

		XLOC_023143		XLOC_023143		AT4G03190		4:1403116-1407139		WT meristem		ebs Meristem		OK		690,066		429,148		-0.685261		-276,898		5.00E-05		0.00114332		yes

		XLOC_021973		XLOC_021973		AT4G23180		4:12138136-12140921		WT meristem		ebs Meristem		OK		305,475		189,678		-0.687501		-166,295		0.0002		0.00374736		yes

		XLOC_004415		XLOC_004415		AT1G04040		1:1040382-1043864		WT meristem		ebs Meristem		OK		121,784		756,134		-0.687614		-205,687		0.00065		0.00979015		yes

		XLOC_022723		XLOC_022723		AT4G36110		4:17089948-17090825		WT meristem		ebs Meristem		OK		493,094		305,866		-0.688965		-141,194		0.0041		0.0394332		yes

		XLOC_005932		XLOC_005932		AT1G31812		1:11410874-11412204		WT meristem		ebs Meristem		OK		362,637		224,711		-0.690454		-320,819		5.00E-05		0.00114332		yes

		XLOC_001255		XLOC_001255		AT1G23050		1:8168442-8169267		WT meristem		ebs Meristem		OK		806,294		499,457		-0.690944		-154,525		0.00115		0.015197		yes

		XLOC_032337		XLOC_032337		AT5G57780		5:23405323-23406351		WT meristem		ebs Meristem		OK		539,432		333,761		-0.692628		-296,855		5.00E-05		0.00114332		yes

		XLOC_017819		XLOC_017819		AT3G13980		3:4619037-4620262		WT meristem		ebs Meristem		OK		541,646		334,702		-0.69447		-330,438		5.00E-05		0.00114332		yes

		XLOC_016001		XLOC_016001		AT3G44716		3:16263199-16264261		WT meristem		ebs Meristem		OK		312,334		192,511		-0.698151		-244,243		5.00E-05		0.00114332		yes

		XLOC_025330		XLOC_025330		AT4G37610		4:17668950-17672353		WT meristem		ebs Meristem		OK		142,688		879,365		-0.698328		-239,829		5.00E-05		0.00114332		yes

		XLOC_008384		XLOC_008384		AT2G02390		2:628898-631114		WT meristem		ebs Meristem		OK		184,963		113,945		-0.698893		-138,575		0.00465		0.0432308		yes

		XLOC_002059		XLOC_002059		AT1G36940		1:14003865-14005502		WT meristem		ebs Meristem		OK		127,729		786,148		-0.700215		-21,273		5.00E-05		0.00114332		yes

		XLOC_024373		XLOC_024373		AT4G20780		4:11133185-11133970		WT meristem		ebs Meristem		OK		311,578		191,745		-0.700403		-218,701		5.00E-05		0.00114332		yes

		XLOC_011971		XLOC_011971		AT2G16660		2:7218705-7221625		WT meristem		ebs Meristem		OK		780,479		479,919		-0.701569		-305,046		5.00E-05		0.00114332		yes

		XLOC_013710		XLOC_013710		AT2G47000		2:19309867-19315241		WT meristem		ebs Meristem		OK		613,751		377,241		-0.702167		-272,895		5.00E-05		0.00114332		yes

		XLOC_017523		XLOC_017523		AT3G09260		3:2838999-2843781		WT meristem		ebs Meristem		OK		502,665		308,876		-0.702571		-208,335		5.00E-05		0.00114332		yes

		XLOC_014623		XLOC_014623		AT3G16460		3:5592581-5595717		WT meristem		ebs Meristem		OK		568,944		349,597		-0.702592		-324,187		5.00E-05		0.00114332		yes

		XLOC_029307		XLOC_029307		AT5G03050		5:715028-716321		WT meristem		ebs Meristem		OK		128,069		786,861		-0.702737		-197,878		0.0001		0.00206184		yes

		XLOC_002474		XLOC_002474		AT1G48750		1:18035966-18039405		WT meristem		ebs Meristem		OK		420,537		258,014		-0.704783		-153,231		0.0032		0.0326444		yes

		XLOC_022380		XLOC_022380		AT4G30180		4:14768935-14769648		WT meristem		ebs Meristem		OK		864,234		53,008		-0.705211		-131,965		0.0025		0.0271204		yes

		XLOC_028833		XLOC_028833		AT5G60850		5:24480448-24481873		WT meristem		ebs Meristem		OK		209,837		128,603		-0.706347		-298,641		5.00E-05		0.00114332		yes

		XLOC_025080		XLOC_025080		AT4G33150		4:15985188-15991538		WT meristem		ebs Meristem		OK		227,574		139,373		-0.707382		-190,654		5.00E-05		0.00114332		yes

		XLOC_004931		XLOC_004931		AT1G12780		1:4353905-4358328		WT meristem		ebs Meristem		OK		296,743		181,718		-0.707513		-295,873		5.00E-05		0.00114332		yes

		XLOC_017205		XLOC_017205		AT3G03820		3:976932-977223		WT meristem		ebs Meristem		OK		133,181		815,198		-0.708167		-245,589		5.00E-05		0.00114332		yes

		XLOC_000038		XLOC_000038		AT1G01600		1:218993-221286		WT meristem		ebs Meristem		OK		100,951		617,881		-0.708251		-273,886		5.00E-05		0.00114332		yes

		XLOC_029196		XLOC_029196		AT5G67520		5:26939158-26941010		WT meristem		ebs Meristem		OK		323,523		197,988		-0.708453		-121,843		0.00565		0.0499335		yes

		XLOC_001371		XLOC_001371		AT1G25425		1:8922699-8923331		WT meristem		ebs Meristem		OK		212,914		130,268		-0.708788		-215,534		5.00E-05		0.00114332		yes

		XLOC_030499		XLOC_030499		AT5G25440		5:8854774-8856758		WT meristem		ebs Meristem		OK		395,266		241,447		-0.711116		-123,261		0.00475		0.0439094		yes

		XLOC_014619		XLOC_014619		AT3G16430		3:5581662-5583187		WT meristem		ebs Meristem		OK		965,765		589,509		-0.712159		-196,885		5.00E-05		0.00114332		yes

		XLOC_009929		XLOC_009929		AT2G28260		2:12049988-12052453		WT meristem		ebs Meristem		OK		701,292		427,742		-0.713273		-249,482		5.00E-05		0.00114332		yes

		XLOC_028989		XLOC_028989		AT5G63800		5:25530054-25535849		WT meristem		ebs Meristem		OK		153,909		936,668		-0.716468		-313,217		5.00E-05		0.00114332		yes

		XLOC_019308		XLOC_019308		AT3G45210		3:16557272-16557970		WT meristem		ebs Meristem		OK		190,773		115,877		-0.719256		-210,092		5.00E-05		0.00114332		yes

		XLOC_026269		XLOC_026269		AT5G15970		5:5211910-5212665		WT meristem		ebs Meristem		OK		1024.94		621,902		-0.720777		-263,395		5.00E-05		0.00114332		yes

		XLOC_000449		XLOC_000449		AT1G09310		1:3009054-3009880		WT meristem		ebs Meristem		OK		1754.34		1063.83		-0.721658		-195,102		0.0001		0.00206184		yes

		XLOC_012749		XLOC_012749		AT2G30120		2:12860540-12861910		WT meristem		ebs Meristem		OK		201,089		121,936		-0.721704		-194,283		0.0047		0.0435297		yes

		XLOC_027456		XLOC_027456		AT5G38010		5:15158274-15160212		WT meristem		ebs Meristem		OK		663,418		401,498		-0.724525		-133,158		0.00105		0.0141146		yes

		XLOC_000476		XLOC_000476		AT1G09740		1:3154531-3156275		WT meristem		ebs Meristem		OK		20,825		125,968		-0.725264		-20,171		5.00E-05		0.00114332		yes

		XLOC_014613		XLOC_014613		AT3G16370		3:5556709-5558589		WT meristem		ebs Meristem		OK		432,567		261,625		-0.725422		-255,593		5.00E-05		0.00114332		yes

		XLOC_010973		XLOC_010973		AT2G46430		2:19058129-19061436		WT meristem		ebs Meristem		OK		282,224		170,338		-0.728435		-13,332		0.00295		0.0308029		yes

		XLOC_015037		XLOC_015037		AT3G23050		3:8194678-8197153		WT meristem		ebs Meristem		OK		163,927		986,154		-0.73317		-32,722		5.00E-05		0.00114332		yes

		XLOC_004353		XLOC_004353		AT1G02930		1:661176-662456		WT meristem		ebs Meristem		OK		139,085		836,151		-0.73413		-298,913		5.00E-05		0.00114332		yes

		XLOC_021979		XLOC_021979		AT4G23400		4:12220742-12222371		WT meristem		ebs Meristem		OK		125,016		750,838		-0.735536		-339,996		5.00E-05		0.00114332		yes

		XLOC_025338		XLOC_025338		AT4G37800		4:17775473-17777397		WT meristem		ebs Meristem		OK		105,019		630,558		-0.735955		-348,654		5.00E-05		0.00114332		yes

		XLOC_030237		XLOC_030237		AT5G20420		5:6899014-6904167		WT meristem		ebs Meristem		OK		133,169		0.799347		-0.736367		-164,538		0.00065		0.00979015		yes

		XLOC_029058		XLOC_029058		AT5G65010		5:25969188-25972575		WT meristem		ebs Meristem		OK		133,196		797,576		-0.739856		-184,383		0.00085		0.0120227		yes

		XLOC_022706		XLOC_022706		AT4G35810		4:16968920-16970358		WT meristem		ebs Meristem		OK		197,766		11,842		-0.739887		-261,732		5.00E-05		0.00114332		yes

		XLOC_022389		XLOC_022389		AT4G30470		4:14894104-14896815		WT meristem		ebs Meristem		OK		233,344		139,179		-0.745518		-315,518		5.00E-05		0.00114332		yes

		XLOC_006767		XLOC_006767		AT1G52240		1:19455765-19459586		WT meristem		ebs Meristem		OK		977,829		582,734		-0.746745		-166,148		0.00025		0.00450254		yes

		XLOC_009619		XLOC_009619		AT2G22770		2:9684724-9686595		WT meristem		ebs Meristem		OK		143,653		85,431		-0.749756		-275,304		5.00E-05		0.00114332		yes

		XLOC_014618		XLOC_014618		AT3G16420		3:5579385-5580953		WT meristem		ebs Meristem		OK		431,075		255,801		-0.752916		-285,361		5.00E-05		0.00114332		yes

		XLOC_021680		XLOC_021680		AT4G18205		4:10073757-10075271		WT meristem		ebs Meristem		OK		212,558		126,064		-0.753696		-19,208		0.00105		0.0141146		yes

		XLOC_001610		XLOC_001610		AT1G29670		1:10375762-10378961		WT meristem		ebs Meristem		OK		278,197		164,923		-0.75431		-253,408		5.00E-05		0.00114332		yes

		XLOC_000563		XLOC_000563		AT1G11410		1:3841285-3844432		WT meristem		ebs Meristem		OK		50,113		296,591		-0.756708		-16,721		0.00035		0.00605745		yes

		XLOC_002663		XLOC_002663		AT1G52080		1:19369130-19372065		WT meristem		ebs Meristem		OK		377,965		223,557		-0.757611		-214,751		5.00E-05		0.00114332		yes

		XLOC_013395		XLOC_013395		AT2G41170		2:17159103-17161136		WT meristem		ebs Meristem		OK		126,163		745,381		-0.759242		-285,893		5.00E-05		0.00114332		yes

		XLOC_029585		XLOC_029585		AT5G08185		5:2634100-2635438		WT meristem		ebs Meristem		OK		256,056		151,124		-0.76073		-242,581		5.00E-05		0.00114332		yes

		XLOC_025504		XLOC_025504		AT5G01520		5:206431-208611		WT meristem		ebs Meristem		OK		675,682		398,295		-0.762507		-207,041		0.0001		0.00206184		yes

		XLOC_007023		XLOC_007023		AT1G56550		1:21185661-21188369		WT meristem		ebs Meristem		OK		363,275		213,902		-0.764114		-167,194		0.00075		0.0109661		yes

		XLOC_013928		XLOC_013928		AT3G03870		3:995216-997410		WT meristem		ebs Meristem		OK		246,742		145,185		-0.765111		-300,556		5.00E-05		0.00114332		yes

		XLOC_009684		XLOC_009684		AT2G23910		2:10177833-10180064		WT meristem		ebs Meristem		OK		115,501		678,424		-0.767644		-239,173		5.00E-05		0.00114332		yes

		XLOC_020430		XLOC_020430		AT4G00360		4:160767-166357		WT meristem		ebs Meristem		OK		116,741		68,465		-0.769868		-20,822		5.00E-05		0.00114332		yes

		XLOC_007697		XLOC_007697		AT1G69450		1:26106910-26110267		WT meristem		ebs Meristem		OK		603,724		353,984		-0.770204		-174,467		5.00E-05		0.00114332		yes

		XLOC_013286		XLOC_013286		AT2G39310		2:16414072-16416815		WT meristem		ebs Meristem		OK		151,483		886,597		-0.772803		-343,845		5.00E-05		0.00114332		yes

		XLOC_031933		XLOC_031933		AT5G50335		5:20489093-20489727		WT meristem		ebs Meristem		OK		984,839		575,218		-0.77578		-169,028		0.0007		0.010375		yes

		XLOC_022642		XLOC_022642		AT4G34800		4:16596859-16597144		WT meristem		ebs Meristem		OK		290,113		169,356		-0.776557		-145,024		0.00555		0.0493404		yes

		XLOC_016543		XLOC_016543		AT3G54200		3:20065664-20066560		WT meristem		ebs Meristem		OK		163,691		955,496		-0.77665		-177,052		5.00E-05		0.00114332		yes

		XLOC_012755		XLOC_012755		AT2G30250		2:12903235-12905198		WT meristem		ebs Meristem		OK		719,632		419,541		-0.778448		-194,096		0.00065		0.00979015		yes

		XLOC_017357		XLOC_017357		AT3G06070		3:1831056-1831923		WT meristem		ebs Meristem		OK		950,408		553,379		-0.780278		-368,793		5.00E-05		0.00114332		yes

		XLOC_017957		XLOC_017957		AT3G16530		3:5624376-5625470		WT meristem		ebs Meristem		OK		245,257		142,671		-0.781598		-279,358		5.00E-05		0.00114332		yes

		XLOC_029286		XLOC_029286		AT5G02502		5:558284-559235		WT meristem		ebs Meristem		OK		310,297		180,289		-0.78334		-248,857		5.00E-05		0.00114332		yes

		XLOC_032060		XLOC_032060		AT5G52547		5:21326118-21327471		WT meristem		ebs Meristem		OK		173,606		100,678		-0.786065		-210,505		5.00E-05		0.00114332		yes

		XLOC_003394		XLOC_003394		AT1G65310		1:24257215-24258473		WT meristem		ebs Meristem		OK		10,795		623,347		-0.792259		-150,971		0.00015		0.00294045		yes

		XLOC_029147		XLOC_029147		AT5G66610		5:26584773-26587869		WT meristem		ebs Meristem		OK		440,051		253,559		-0.795349		-189,948		5.00E-05		0.00114332		yes

		XLOC_016358		XLOC_016358		AT3G50900		3:18918018-18918618		WT meristem		ebs Meristem		OK		242,704		139,797		-0.795864		-227,614		5.00E-05		0.00114332		yes

		XLOC_010484		XLOC_010484		AT2G38010		2:15906861-15914710		WT meristem		ebs Meristem		OK		204,256		117,649		-0.795887		-235,574		5.00E-05		0.00114332		yes

		XLOC_021599		XLOC_021599		AT4G16670		4:9385218-9390774		WT meristem		ebs Meristem		OK		936,851		539,243		-0.796884		-196,879		0.0001		0.00206184		yes

		XLOC_024365		XLOC_024365		AT4G20460,AT4G20470		4:11029735-11032754		WT meristem		ebs Meristem		OK		735,984		423,249		-0.798169		-239,277		5.00E-05		0.00114332		yes

		XLOC_027523		XLOC_027523		AT5G38930		5:15585072-15585841		WT meristem		ebs Meristem		OK		385,292		221,365		-0.799523		-3,082		5.00E-05		0.00114332		yes

		XLOC_000304		XLOC_000304		AT1G06620		1:2025600-2027271		WT meristem		ebs Meristem		OK		783,592		449,815		-0.800771		-114,046		0.00215		0.0241844		yes

		XLOC_012378		XLOC_012378		AT2G23810		2:10135604-10137561		WT meristem		ebs Meristem		OK		691,016		395,064		-0.806632		-380,921		5.00E-05		0.00114332		yes

		XLOC_016411		XLOC_016411		AT3G51910		3:19265293-19266619		WT meristem		ebs Meristem		OK		720,945		411,709		-0.808266		-186,869		0.0004		0.00669125		yes

		XLOC_027613		XLOC_027613		AT5G40540		5:16237297-16239601		WT meristem		ebs Meristem		OK		639,429		364,988		-0.808933		-224,498		5.00E-05		0.00114332		yes

		XLOC_030428		XLOC_030428		AT5G24270		5:8238533-8243357		WT meristem		ebs Meristem		OK		301,008		171,719		-0.809749		-136,593		0.00275		0.0292628		yes

		XLOC_013715		XLOC_013715		AT2G47060		2:19332903-19335031		WT meristem		ebs Meristem		OK		231,368		131,645		-0.813536		-302,904		5.00E-05		0.00114332		yes

		XLOC_029188		XLOC_029188		AT5G67340		5:26864555-26867602		WT meristem		ebs Meristem		OK		403,352		229,238		-0.815194		-227,888		5.00E-05		0.00114332		yes

		XLOC_027667		XLOC_027667		AT5G41360		5:16544339-16549280		WT meristem		ebs Meristem		OK		101,916		578,672		-0.816558		-142,912		0.0037		0.0363936		yes

		XLOC_026767		XLOC_026767		AT5G25970		5:9066376-9067974		WT meristem		ebs Meristem		OK		244,312		138,515		-0.818682		-221,375		5.00E-05		0.00114332		yes

		XLOC_031532		XLOC_031532		AT5G43450		5:17457124-17458797		WT meristem		ebs Meristem		OK		709,045		401,062		-0.82205		-164,023		0.00015		0.00294045		yes

		XLOC_000752		XLOC_000752		AT1G14390		1:4924276-4926794		WT meristem		ebs Meristem		OK		216,313		12,225		-0.82329		-189,112		0.0004		0.00669125		yes

		XLOC_018991		XLOC_018991		AT3G32980		3:13526096-13529997		WT meristem		ebs Meristem		OK		126,487		714,364		-0.824256		-284,113		5.00E-05		0.00114332		yes

		XLOC_022037		XLOC_022037		AT4G24275		4:12588518-12589062		WT meristem		ebs Meristem		OK		856,732		483,102		-0.826516		-279,133		5.00E-05		0.00114332		yes

		XLOC_008044		XLOC_008044		AT1G76180		1:28586675-28587931		WT meristem		ebs Meristem		OK		438,377		247,012		-0.82759		-33,211		5.00E-05		0.00114332		yes

		XLOC_010265		XLOC_010265		AT2G34185		2:14434338-14436174		WT meristem		ebs Meristem		OK		276,899		155,874		-0.828978		-113,901		0.0046		0.0428886		yes

		XLOC_026852		XLOC_026852		AT5G27350		5:9648666-9654426		WT meristem		ebs Meristem		OK		234,797		131,918		-0.831769		-377,204		5.00E-05		0.00114332		yes

		XLOC_002430		XLOC_002430		AT1G47990		1:17698654-17700834		WT meristem		ebs Meristem		OK		322,411		1,808		-0.834505		-152,987		0.00365		0.0360655		yes

		XLOC_002920		XLOC_002920		AT1G56510		1:21167588-21173632		WT meristem		ebs Meristem		OK		260,124		145,646		-0.836736		-235,719		5.00E-05		0.00114332		yes

		XLOC_021605		XLOC_021605		AT4G16780		4:9449113-9450743		WT meristem		ebs Meristem		OK		213,896		119,557		-0.83921		-316,856		5.00E-05		0.00114332		yes

		XLOC_026747		XLOC_026747		AT5G25460		5:8863362-8867685		WT meristem		ebs Meristem		OK		307,447		171,533		-0.841854		-325,835		5.00E-05		0.00114332		yes

		XLOC_002076		XLOC_002076		AT1G37130		1:14158526-14161938		WT meristem		ebs Meristem		OK		188,886		105,317		-0.842776		-303,279		5.00E-05		0.00114332		yes

		XLOC_004482		XLOC_004482		AT1G05065		1:1454968-1455220		WT meristem		ebs Meristem		OK		342,211		190,719		-0.843437		-145,992		0.0047		0.0435297		yes

		XLOC_005407		XLOC_005407		AT1G21520		1:7534153-7534789		WT meristem		ebs Meristem		OK		146,192		812,516		-0.847395		-218,199		5.00E-05		0.00114332		yes

		XLOC_000023		XLOC_000023		AT1G01380		1:147152-147942		WT meristem		ebs Meristem		OK		7,124		395,803		-0.847904		-130,128		0.00555		0.0493404		yes

		XLOC_009268		XLOC_009268		AT2G17040		2:7407122-7408270		WT meristem		ebs Meristem		OK		615,407		341,414		-0.850019		-12,371		0.0017		0.0202928		yes

		XLOC_022647		XLOC_022647		AT4G34880		4:16615548-16617424		WT meristem		ebs Meristem		OK		203,137		11,267		-0.85034		-155,212		0.0029		0.0303947		yes

		XLOC_001598		XLOC_001598		AT1G29510		1:10322573-10323189		WT meristem		ebs Meristem		OK		230,692		127,736		-0.852805		-237,943		5.00E-05		0.00114332		yes

		XLOC_024756		XLOC_024756		AT4G27410		4:13707239-13709149		WT meristem		ebs Meristem		OK		155,051		857,851		-0.853945		-139,532		0.0009		0.0125121		yes

		XLOC_032980		XLOC_032980		ATMG00670		Mt:191054-191882		WT meristem		ebs Meristem		OK		343,359		189,834		-0.854985		-147,895		0.00515		0.046743		yes

		XLOC_023058		XLOC_023058		AT4G01870		4:808375-810446		WT meristem		ebs Meristem		OK		14,008		773,994		-0.855857		-280,765		5.00E-05		0.00114332		yes

		XLOC_027630		XLOC_027630		AT5G40780		5:16323650-16327281		WT meristem		ebs Meristem		OK		934,919		516,371		-0.856433		-238,615		5.00E-05		0.00114332		yes

		XLOC_031356		XLOC_031356		AT5G40450		5:16184649-16195651		WT meristem		ebs Meristem		OK		361,576		199,494		-0.857953		-314,572		5.00E-05		0.00114332		yes

		XLOC_031561		XLOC_031561		AT5G44005		5:17704902-17705558		WT meristem		ebs Meristem		OK		10.66		587,929		-0.858489		-199,821		0.00015		0.00294045		yes

		XLOC_010665		XLOC_010665		AT2G41100		2:17137828-17139612		WT meristem		ebs Meristem		OK		964,913		532,014		-0.858934		-381,888		5.00E-05		0.00114332		yes

		XLOC_006084		XLOC_006084		AT1G34760		1:12743820-12745648		WT meristem		ebs Meristem		OK		857,898		472,816		-0.859526		-114,883		0.00245		0.0267267		yes

		XLOC_031826		XLOC_031826		AT5G48430		5:19627711-19629163		WT meristem		ebs Meristem		OK		752,821		414,722		-0.860161		-146,409		0.0035		0.0349016		yes

		XLOC_006951		XLOC_006951		AT1G55450		1:20704917-20706893		WT meristem		ebs Meristem		OK		34,742		191,251		-0.861215		-357,073		5.00E-05		0.00114332		yes

		XLOC_006652		XLOC_006652		AT1G50290		1:18627558-18628434		WT meristem		ebs Meristem		OK		726,184		399,141		-0.863437		-330,301		5.00E-05		0.00114332		yes

		XLOC_021442		XLOC_021442		AT4G14465		4:8320629-8322201		WT meristem		ebs Meristem		OK		420,487		23,093		-0.864602		-211,208		5.00E-05		0.00114332		yes

		XLOC_019894		XLOC_019894		AT3G54880		3:20336855-20338522		WT meristem		ebs Meristem		OK		445,948		244,337		-0.868003		-366,327		5.00E-05		0.00114332		yes

		XLOC_026444		XLOC_026444		AT5G19190		5:6457259-6458031		WT meristem		ebs Meristem		OK		368,058		201,615		-0.868331		-182,558		0.0002		0.00374736		yes

		XLOC_017287		XLOC_017287		AT3G05140		3:1435697-1438341		WT meristem		ebs Meristem		OK		883,767		483,655		-0.869688		-315,491		5.00E-05		0.00114332		yes

		XLOC_024437		XLOC_024437		AT4G21990		4:11655588-11659167		WT meristem		ebs Meristem		OK		398,657		217,842		-0.871863		-253,894		5.00E-05		0.00114332		yes

		XLOC_021340		XLOC_021340		AT4G12720		4:7487300-7490077		WT meristem		ebs Meristem		OK		294,439		160,521		-0.875209		-372,353		5.00E-05		0.00114332		yes

		XLOC_000730		XLOC_000730		AT1G14020		1:4802719-4807517		WT meristem		ebs Meristem		OK		146,385		797,987		-0.875334		-173,632		0.00135		0.0171208		yes

		XLOC_019723		XLOC_019723		AT3G51920		3:19268042-19269479		WT meristem		ebs Meristem		OK		382,536		208,338		-0.87667		-317,689		5.00E-05		0.00114332		yes

		XLOC_015838		XLOC_015838		AT3G42800		3:14905229-14907035		WT meristem		ebs Meristem		OK		105,676		575,235		-0.877422		-282,758		5.00E-05		0.00114332		yes

		XLOC_025870		XLOC_025870		AT5G07700		5:2450324-2451578		WT meristem		ebs Meristem		OK		664,009		361,328		-0.877895		-216,775		0.0001		0.00206184		yes

		XLOC_010861		XLOC_010861		AT2G44500		2:18374291-18376790		WT meristem		ebs Meristem		OK		197,159		106,799		-0.884452		-328,576		5.00E-05		0.00114332		yes

		XLOC_011966		XLOC_011966		AT2G16580		2:7184421-7186968		WT meristem		ebs Meristem		OK		567,719		306,506		-0.889259		-182,712		0.0002		0.00374736		yes

		XLOC_013342		XLOC_013342		AT2G40205		2:16792316-16792531		WT meristem		ebs Meristem		OK		5204.17		2809.25		-0.889486		-352,682		5.00E-05		0.00114332		yes

		XLOC_000345		XLOC_000345		AT1G07410		1:2276052-2277154		WT meristem		ebs Meristem		OK		644,059		347,474		-0.890288		-165,883		0.00065		0.00979015		yes

		XLOC_023046		XLOC_023046		AT4G01680		4:716003-717579		WT meristem		ebs Meristem		OK		157,323		848,335		-0.891024		-18,404		0.0008		0.0115074		yes

		XLOC_007413		XLOC_007413		AT1G64563		1:23975084-23978335		WT meristem		ebs Meristem		OK		105,079		0.566333		-0.891745		-172,418		0.0013		0.0166381		yes

		XLOC_006118		XLOC_006118		AT1G35290		1:12947543-12948841		WT meristem		ebs Meristem		OK		9,524		511,472		-0.896912		-189,224		0.00025		0.00450254		yes

		XLOC_017857		XLOC_017857		AT3G14440		3:4831287-4833599		WT meristem		ebs Meristem		OK		271,034		145,413		-0.898314		-188,603		0.0002		0.00374736		yes

		XLOC_023101		XLOC_023101		AT4G02520		4:1110451-1111660		WT meristem		ebs Meristem		OK		126,978		680,931		-0.899002		-395,828		5.00E-05		0.00114332		yes

		XLOC_018098		XLOC_018098		AT3G19150		3:6616351-6617696		WT meristem		ebs Meristem		OK		988,159		528,314		-0.903348		-188,058		0.0001		0.00206184		yes

		XLOC_020743		XLOC_020743		AT4G04830		4:2445793-2447086		WT meristem		ebs Meristem		OK		990,086		52,895		-0.904424		-151,524		0.00055		0.00855482		yes

		XLOC_004352		XLOC_004352		AT1G02920		1:658656-659771		WT meristem		ebs Meristem		OK		18,644		994,058		-0.907308		-247,056		5.00E-05		0.00114332		yes

		XLOC_000992		XLOC_000992		AT1G18570		1:6389410-6391267		WT meristem		ebs Meristem		OK		108,793		577,833		-0.912859		-3,259		5.00E-05		0.00114332		yes

		XLOC_004555		XLOC_004555		AT1G06350		1:1935292-1936819		WT meristem		ebs Meristem		OK		527,864		279,899		-0.915259		-153,514		0.0001		0.00206184		yes

		XLOC_016790		XLOC_016790		AT3G59068		3:21832342-21834514		WT meristem		ebs Meristem		OK		149,305		791,407		-0.915773		-163,126		0.002		0.0228932		yes

		XLOC_010187		XLOC_010187		AT2G32800		2:13916451-13925351		WT meristem		ebs Meristem		OK		124,308		657,275		-0.919349		-172,626		0.00015		0.00294045		yes

		XLOC_015349		XLOC_015349		AT3G28180		3:10505828-10509239		WT meristem		ebs Meristem		OK		900,846		475,557		-0.921661		-40,929		5.00E-05		0.00114332		yes

		XLOC_012649		XLOC_012649		AT2G28400		2:12148303-12149052		WT meristem		ebs Meristem		OK		37,024		195,246		-0.923173		-119,231		0.00525		0.0474959		yes

		XLOC_008200		XLOC_008200		AT1G78850		1:29641925-29643431		WT meristem		ebs Meristem		OK		129,755		682,724		-0.92642		-392,533		5.00E-05		0.00114332		yes

		XLOC_031602		XLOC_031602		AT5G44568		5:17961200-17962202		WT meristem		ebs Meristem		OK		304,535		160,231		-0.926454		-24,139		5.00E-05		0.00114332		yes

		XLOC_012255		XLOC_012255		AT2G21510		2:9210654-9213058		WT meristem		ebs Meristem		OK		239,701		125,989		-0.927939		-155,243		0.0015		0.0185526		yes

		XLOC_013521		XLOC_013521		AT2G43375		2:18017115-18018691		WT meristem		ebs Meristem		OK		428,318		224,969		-0.928956		-23,438		5.00E-05		0.00114332		yes

		XLOC_013365		XLOC_013365		AT2G40610		2:16948862-16950557		WT meristem		ebs Meristem		OK		772,026		405,119		-0.930302		-428,092		5.00E-05		0.00114332		yes

		XLOC_028213		XLOC_028213		AT5G50260		5:20455316-20457029		WT meristem		ebs Meristem		OK		839,446		440,406		-0.930602		-281,381		5.00E-05		0.00114332		yes

		XLOC_027524		XLOC_027524		AT5G38940		5:15588756-15589666		WT meristem		ebs Meristem		OK		840,678		440,735		-0.931642		-293,915		5.00E-05		0.00114332		yes

		XLOC_030509		XLOC_030509		AT5G25610		5:8914232-8916800		WT meristem		ebs Meristem		OK		404,979		212,261		-0.932005		-336,227		5.00E-05		0.00114332		yes

		XLOC_019504		XLOC_019504		AT3G48260		3:17873011-17875220		WT meristem		ebs Meristem		OK		43,319		225,985		-0.938775		-23,544		5.00E-05		0.00114332		yes

		XLOC_031303		XLOC_031303		AT5G39610		5:15858399-15859788		WT meristem		ebs Meristem		OK		421,896		219,392		-0.943376		-171,843		0.0029		0.0303947		yes

		XLOC_004198		XLOC_004198		AT1G80120		1:30139100-30140204		WT meristem		ebs Meristem		OK		12,669		658,307		-0.944469		-187,692		0.0001		0.00206184		yes

		XLOC_013882		XLOC_013882		AT3G03000		3:677239-678084		WT meristem		ebs Meristem		OK		125,629		651,703		-0.946888		-254,015		5.00E-05		0.00114332		yes

		XLOC_012422		XLOC_012422		AT2G24600		2:10452115-10454524		WT meristem		ebs Meristem		OK		39,782		206,275		-0.947547		-209,257		5.00E-05		0.00114332		yes

		XLOC_027691		XLOC_027691		AT5G41750		5:16693908-16698943		WT meristem		ebs Meristem		OK		28,266		145,845		-0.954633		-24,138		5.00E-05		0.00114332		yes

		XLOC_008676		XLOC_008676		AT2G06850		2:2763525-2765720		WT meristem		ebs Meristem		OK		792,038		407,626		-0.958322		-28,965		5.00E-05		0.00114332		yes

		XLOC_008645		XLOC_008645		AT2G06255		2:2457572-2459811		WT meristem		ebs Meristem		OK		120,968		619,662		-0.965072		-236,223		5.00E-05		0.00114332		yes

		XLOC_026449		XLOC_026449		AT5G19240		5:6470128-6471062		WT meristem		ebs Meristem		OK		746,109		38,079		-0.970389		-374,427		5.00E-05		0.00114332		yes

		XLOC_011190		XLOC_011190		AT2G02930		2:851163-852222		WT meristem		ebs Meristem		OK		133,486		678,254		-0.976786		-286,678		5.00E-05		0.00114332		yes

		XLOC_006121		XLOC_006121		AT1G35350		1:12981250-12984583		WT meristem		ebs Meristem		OK		881,845		447,988		-0.977064		-367,983		5.00E-05		0.00114332		yes

		XLOC_021746		XLOC_021746		AT4G19230		4:10521378-10523961		WT meristem		ebs Meristem		OK		320,513		162,596		-0.979089		-200,458		5.00E-05		0.00114332		yes

		XLOC_003076		XLOC_003076		AT1G59590		1:21887751-21888792		WT meristem		ebs Meristem		OK		35,394		179,524		-0.979327		-15,931		0.00085		0.0120227		yes

		XLOC_016243		XLOC_016243		AT3G48720		3:18046322-18049463		WT meristem		ebs Meristem		OK		20,342		103,164		-0.979517		-399,252		5.00E-05		0.00114332		yes

		XLOC_012541		XLOC_012541		AT2G26580		2:11303589-11306953		WT meristem		ebs Meristem		OK		186,357		941,972		-0.984317		-292,497		5.00E-05		0.00114332		yes

		XLOC_003231		XLOC_003231		AT1G62570		1:23169135-23172105		WT meristem		ebs Meristem		OK		686,233		346,749		-0.984808		-269,946		5.00E-05		0.00114332		yes

		XLOC_000076		XLOC_000076		AT1G02400		1:486800-489577		WT meristem		ebs Meristem		OK		103,797		523,288		-0.988081		-287,142		5.00E-05		0.00114332		yes

		XLOC_004146		XLOC_004146		AT1G79075		1:29745938-29746842		WT meristem		ebs Meristem		OK		227,019		114,403		-0.98869		-384,837		5.00E-05		0.00114332		yes

		XLOC_001751		XLOC_001751		AT1G32170		1:11575319-11577927		WT meristem		ebs Meristem		OK		101,948		512,446		-0.992357		-142,979		0.00265		0.0284627		yes

		XLOC_032504		XLOC_032504		AT5G60900		5:24498466-24501494		WT meristem		ebs Meristem		OK		10,802		0.540857		-0.997976		-17,283		0.00125		0.0161039		yes

		XLOC_026195		XLOC_026195		AT5G14780		5:4776942-4779494		WT meristem		ebs Meristem		OK		519,005		258,699		-100,447		-459,866		5.00E-05		0.00114332		yes

		XLOC_004763		XLOC_004763		AT1G09910		1:3220034-3224541		WT meristem		ebs Meristem		OK		587,887		292,236		-10,084		-146,618		0.00225		0.0249922		yes

		XLOC_027925		XLOC_027925		AT5G45280		5:18345594-18349695		WT meristem		ebs Meristem		OK		370,945		184,089		-10,108		-466,417		5.00E-05		0.00114332		yes

		XLOC_004257		XLOC_004257		AT1G01120		1:57268-59167		WT meristem		ebs Meristem		OK		917,841		454,966		-101,248		-467,013		5.00E-05		0.00114332		yes

		XLOC_001609		XLOC_001609		AT1G29660		1:10371838-10373766		WT meristem		ebs Meristem		OK		208,632		103,326		-101,376		-328,927		5.00E-05		0.00114332		yes

		XLOC_024915		XLOC_024915		AT4G30270		4:14819191-14820592		WT meristem		ebs Meristem		OK		182,137		900,667		-101,596		-46,759		5.00E-05		0.00114332		yes

		XLOC_007886		XLOC_007886		AT1G73260		1:27547273-27548190		WT meristem		ebs Meristem		OK		23,096		113,956		-101,917		-340,361		5.00E-05		0.00114332		yes

		XLOC_018645		XLOC_018645		AT3G28340		3:10588946-10590552		WT meristem		ebs Meristem		OK		332,471		163,935		-10,201		-216,506		5.00E-05		0.00114332		yes

		XLOC_023259		XLOC_023259		AT4G04745		4:2412753-2413328		WT meristem		ebs Meristem		OK		506,487		249,459		-102,172		-143,394		0.00275		0.0292628		yes

		XLOC_025821		XLOC_025821		AT5G06930		5:2144998-2148039		WT meristem		ebs Meristem		OK		185,541		906,325		-103,364		-216,114		0.00015		0.00294045		yes

		XLOC_019841		XLOC_019841		AT3G53980		3:19987578-19988269		WT meristem		ebs Meristem		OK		435,996		211,845		-104,131		-202,602		0.0001		0.00206184		yes

		XLOC_031835		XLOC_031835		AT5G48570		5:19690541-19693845		WT meristem		ebs Meristem		OK		423,615		205,708		-104,216		-154,745		0.00105		0.0141146		yes

		XLOC_016363		XLOC_016363		AT3G50970		3:18940776-18941554		WT meristem		ebs Meristem		OK		688,742		331,432		-105,525		-248,395		5.00E-05		0.00114332		yes

		XLOC_005325		XLOC_005325		AT1G20190		1:6998488-6999817		WT meristem		ebs Meristem		OK		300,064		144,233		-105,687		-423,687		5.00E-05		0.00114332		yes

		XLOC_006235		XLOC_006235		AT1G37150		1:14174980-14177992		WT meristem		ebs Meristem		OK		47,345		226,706		-106,239		-116,276		0.0033		0.0334024		yes

		XLOC_010511		XLOC_010511		AT2G38470		2:16108360-16111797		WT meristem		ebs Meristem		OK		217,726		104,245		-106,253		-411,896		5.00E-05		0.00114332		yes

		XLOC_010558		XLOC_010558		AT2G39400		2:16452611-16454801		WT meristem		ebs Meristem		OK		940,966		450,494		-106,263		-172,072		0.0008		0.0115074		yes

		XLOC_003357		XLOC_003357		AT1G64660		1:24028917-24030780		WT meristem		ebs Meristem		OK		147,697		70,366		-106,969		-348,779		5.00E-05		0.00114332		yes

		XLOC_026507		XLOC_026507		AT5G20230		5:6826505-6827629		WT meristem		ebs Meristem		OK		392,055		186,569		-107,135		-407,576		5.00E-05		0.00114332		yes

		XLOC_007573		XLOC_007573		AT1G67265		1:25175557-25176202		WT meristem		ebs Meristem		OK		16,123		764,641		-107,626		-282,572		5.00E-05		0.00114332		yes

		XLOC_010678		XLOC_010678		AT2G41312		2:17225522-17226693		WT meristem		ebs Meristem		OK		586,574		277,758		-107,848		-170,296		0.00155		0.0190623		yes

		XLOC_008048		XLOC_008048		AT1G76240		1:28602810-28603929		WT meristem		ebs Meristem		OK		324,684		153,389		-108,184		-282,609		5.00E-05		0.00114332		yes

		XLOC_031223		XLOC_031223		AT5G38320		5:15316014-15316834		WT meristem		ebs Meristem		OK		214,913		100,929		-109,042		-332,941		5.00E-05		0.00114332		yes

		XLOC_021069		XLOC_021069		AT4G08555		4:5448132-5448523		WT meristem		ebs Meristem		OK		101,352		475,871		-109,073		-154,541		0.00375		0.0367741		yes

		XLOC_024062		XLOC_024062		AT4G15760		4:8972648-8974690		WT meristem		ebs Meristem		OK		329,343		154,484		-109,213		-399,841		5.00E-05		0.00114332		yes

		XLOC_010956		XLOC_010956		AT2G46192		2:18973306-18974133		WT meristem		ebs Meristem		OK		207,788		0.973535		-10,938		-152,304		0.00555		0.0493404		yes

		XLOC_016645		XLOC_016645		AT3G55940		3:20747786-20750184		WT meristem		ebs Meristem		OK		0.798651		0.373915		-109,485		-146,778		0.0047		0.0435297		yes

		XLOC_001019		XLOC_001019		AT1G19020		1:6568072-6568597		WT meristem		ebs Meristem		OK		848,091		397,029		-109,497		-176,326		0.0005		0.00796773		yes

		XLOC_030308		XLOC_030308		AT5G22270		5:7372232-7373102		WT meristem		ebs Meristem		OK		184,574		862,494		-109,761		-296,873		5.00E-05		0.00114332		yes

		XLOC_011251		XLOC_011251		AT2G04050		2:1337385-1339270		WT meristem		ebs Meristem		OK		388,635		181,568		-109,791		-242,171		0.0001		0.00206184		yes

		XLOC_026373		XLOC_026373		AT5G18060		5:5975953-5976496		WT meristem		ebs Meristem		OK		333,336		155,357		-110,139		-250,694		5.00E-05		0.00114332		yes

		XLOC_003574		XLOC_003574		AT1G68600		1:25759841-25762934		WT meristem		ebs Meristem		OK		211,539		984,564		-110,336		-420,541		5.00E-05		0.00114332		yes

		XLOC_011147		XLOC_011147		AT2G02010		2:474164-476594		WT meristem		ebs Meristem		OK		201,564		935,408		-110,757		-221,509		5.00E-05		0.00114332		yes

		XLOC_025604		XLOC_025604		AT5G03120		5:733978-734943		WT meristem		ebs Meristem		OK		492,313		228,043		-111,027		-407,772		5.00E-05		0.00114332		yes

		XLOC_031647		XLOC_031647		AT5G45340		5:18368641-18370991		WT meristem		ebs Meristem		OK		961,509		444,228		-1,114		-33,151		5.00E-05		0.00114332		yes

		XLOC_026113		XLOC_026113		AT5G13200		5:4207003-4208289		WT meristem		ebs Meristem		OK		356,964		16,473		-111,567		-445,831		5.00E-05		0.00114332		yes

		XLOC_021831		XLOC_021831		AT4G20820		4:11150159-11151758		WT meristem		ebs Meristem		OK		256,294		1,181		-111,779		-224,843		5.00E-05		0.00114332		yes

		XLOC_004526		XLOC_004526		AT1G05680		1:1703091-1704691		WT meristem		ebs Meristem		OK		278,721		128,359		-111,864		-116,385		0.00185		0.0216073		yes

		XLOC_024150		XLOC_024150		AT4G17030		4:9581585-9583290		WT meristem		ebs Meristem		OK		112,315		51,627		-112,136		-301,442		5.00E-05		0.00114332		yes

		XLOC_009091		XLOC_009091		AT2G14255		2:6036973-6040978		WT meristem		ebs Meristem		OK		132,985		610,923		-11,222		-195,277		0.0018		0.0211627		yes

		XLOC_005413		XLOC_005413		AT1G21550		1:7553100-7553876		WT meristem		ebs Meristem		OK		534,036		243,519		-11,329		-171,204		0.0005		0.00796773		yes

		XLOC_026268		XLOC_026268		AT5G15960		5:5209897-5210727		WT meristem		ebs Meristem		OK		191.6		871,277		-113,689		-529,688		5.00E-05		0.00114332		yes

		XLOC_026731		XLOC_026731		AT5G25250		5:8749726-8751636		WT meristem		ebs Meristem		OK		390,502		177,496		-113,754		-213,596		5.00E-05		0.00114332		yes

		XLOC_028435		XLOC_028435		AT5G53980		5:21914044-21914749		WT meristem		ebs Meristem		OK		433,461		196,564		-114,091		-156,584		0.00135		0.0171208		yes

		XLOC_012711		XLOC_012711		AT2G29460		2:12626535-12627678		WT meristem		ebs Meristem		OK		351,264		158,617		-114,701		-153,106		0.0005		0.00796773		yes

		XLOC_011097		XLOC_011097		AT2G01300		2:151056-151729		WT meristem		ebs Meristem		OK		741,052		334,017		-114,966		-157,091		0.0023		0.0254461		yes

		XLOC_024479		XLOC_024479		AT4G22530		4:11859003-11860208		WT meristem		ebs Meristem		OK		134,787		606,348		-115,246		-19,405		0.0006		0.00915728		yes

		XLOC_003819		XLOC_003819		AT1G72910		1:27435613-27437144		WT meristem		ebs Meristem		OK		469,832		210,862		-115,585		-145,832		0.00035		0.00605745		yes

		XLOC_013673		XLOC_013673		AT2G46400		2:19043413-19044826		WT meristem		ebs Meristem		OK		506,157		226,658		-115,907		-219,853		5.00E-05		0.00114332		yes

		XLOC_023004		XLOC_023004		AT4G01010		4:434568-437242		WT meristem		ebs Meristem		OK		187,773		0.840213		-116,016		-231,572		5.00E-05		0.00114332		yes

		XLOC_021525		XLOC_021525		AT4G15610		4:8909063-8910908		WT meristem		ebs Meristem		OK		474,818		210,198		-117,562		-19,382		5.00E-05		0.00114332		yes

		XLOC_013279		XLOC_013279		AT2G39210		2:16366156-16368275		WT meristem		ebs Meristem		OK		830,522		367,471		-117,639		-128,602		0.00015		0.00294045		yes

		XLOC_004046		XLOC_004046		AT1G77120		1:28975393-28978743		WT meristem		ebs Meristem		OK		209,236		925,167		-117,735		-218,062		5.00E-05		0.00114332		yes

		XLOC_021937		XLOC_021937		AT4G22520		4:11858613-11858970		WT meristem		ebs Meristem		OK		255,951		113,044		-117,899		-5,221		5.00E-05		0.00114332		yes

		XLOC_005166		XLOC_005166		AT1G17147		1:5863430-5864009		WT meristem		ebs Meristem		OK		952,037		418,954		-118,423		-225,068		5.00E-05		0.00114332		yes

		XLOC_025315		XLOC_025315		AT4G37370		4:17569827-17571704		WT meristem		ebs Meristem		OK		577,343		253,345		-118,832		-201,692		5.00E-05		0.00114332		yes

		XLOC_017544		XLOC_017544		AT3G09660		3:2958678-2966166		WT meristem		ebs Meristem		OK		111,925		49,016		-119,121		-21,059		0.0008		0.0115074		yes

		XLOC_000400		XLOC_000400		AT1G08500		1:2689015-2690045		WT meristem		ebs Meristem		OK		135,639		5,935		-119,245		-266,079		5.00E-05		0.00114332		yes

		XLOC_001679		XLOC_001679		AT1G30760		1:10918277-10920677		WT meristem		ebs Meristem		OK		236,972		103,296		-119,793		-171,547		0.00015		0.00294045		yes

		XLOC_032558		XLOC_032558		AT5G61820		5:24834316-24836694		WT meristem		ebs Meristem		OK		190,084		824,365		-120,528		-479,305		5.00E-05		0.00114332		yes

		XLOC_020460		XLOC_020460		AT4G00970		4:418436-421694		WT meristem		ebs Meristem		OK		17,427		739,074		-123,753		-518,946		5.00E-05		0.00114332		yes

		XLOC_030606		XLOC_030606		AT5G27660		5:9789467-9792299		WT meristem		ebs Meristem		OK		229,424		970,817		-124,074		-304,585		5.00E-05		0.00114332		yes

		XLOC_028742		XLOC_028742		AT5G59330		5:23931317-23931889		WT meristem		ebs Meristem		OK		188,162		79,513		-124,271		-536,705		5.00E-05		0.00114332		yes

		XLOC_014640		XLOC_014640		AT3G16800		3:5721019-5723185		WT meristem		ebs Meristem		OK		680,371		286,846		-124,605		-265,089		5.00E-05		0.00114332		yes

		XLOC_016389		XLOC_016389		AT3G51440		3:19089080-19090639		WT meristem		ebs Meristem		OK		253,071		1,064		-125,004		-0.992433		0.0042		0.040118		yes

		XLOC_010514		XLOC_010514		AT2G38530		2:16128377-16129158		WT meristem		ebs Meristem		OK		231,934		973,962		-125,177		-593,541		5.00E-05		0.00114332		yes

		XLOC_017951		XLOC_017951		AT3G16380		3:5558675-5560993		WT meristem		ebs Meristem		OK		140,857		0.590473		-125,429		-196,219		0.00065		0.00979015		yes

		XLOC_025398		XLOC_025398		AT4G38820		4:18121525-18122010		WT meristem		ebs Meristem		OK		680,051		284,284		-125,831		-20,477		0.00015		0.00294045		yes

		XLOC_025141		XLOC_025141		AT4G34135		4:16345280-16347133		WT meristem		ebs Meristem		OK		498,964		208,371		-125,978		-137,926		0.0019		0.0221119		yes

		XLOC_009804		XLOC_009804		AT2G25810		2:11012505-11014170		WT meristem		ebs Meristem		OK		347,628		144,158		-126,989		-20,951		5.00E-05		0.00114332		yes

		XLOC_021575		XLOC_021575		AT4G16220		4:9182282-9183922		WT meristem		ebs Meristem		OK		276,843		114,621		-127,219		-167,046		0.00315		0.0323372		yes

		XLOC_012212		XLOC_012212		AT2G20870		2:8981987-8982712		WT meristem		ebs Meristem		OK		384,767		158,448		-127,997		-164,249		0.00275		0.0292628		yes

		XLOC_004500		XLOC_004500		AT1G05340		1:1558843-1559903		WT meristem		ebs Meristem		OK		415,648		170,258		-128,764		-195,221		0.00015		0.00294045		yes

		XLOC_028374		XLOC_028374		AT5G53110		5:21529021-21533159		WT meristem		ebs Meristem		OK		363,277		148,421		-129,138		-173,997		0.00035		0.00605745		yes

		XLOC_019637		XLOC_019637		AT3G50560		3:18761087-18764016		WT meristem		ebs Meristem		OK		858,258		350,579		-129,167		-237,202		5.00E-05		0.00114332		yes

		XLOC_000376		XLOC_000376		AT1G07985		1:2475404-2476155		WT meristem		ebs Meristem		OK		238,079		0.967705		-12,988		-14,227		0.0024		0.0263433		yes

		XLOC_006119		XLOC_006119		AT1G35310		1:12956158-12957090		WT meristem		ebs Meristem		OK		295,295		119,244		-130,824		-448,027		5.00E-05		0.00114332		yes

		XLOC_023071		XLOC_023071		AT4G01985		4:866235-868126		WT meristem		ebs Meristem		OK		42,592		171,725		-131,049		-325,065		5.00E-05		0.00114332		yes

		XLOC_004969		XLOC_004969		AT1G13470		1:4620227-4621580		WT meristem		ebs Meristem		OK		616,762		248,219		-13,131		-233,012		5.00E-05		0.00114332		yes

		XLOC_004694		XLOC_004694		AT1G08630		1:2743760-2747967		WT meristem		ebs Meristem		OK		263,101		105,168		-132,293		-181,052		5.00E-05		0.00114332		yes

		XLOC_016654		XLOC_016654		AT3G56200		3:20850028-20852027		WT meristem		ebs Meristem		OK		715,667		285,594		-132,532		-148,863		0.0006		0.00915728		yes

		XLOC_012480		XLOC_012480		AT2G25450		2:10829915-10831655		WT meristem		ebs Meristem		OK		170,864		0.680808		-132,752		-167,656		0.00025		0.00450254		yes

		XLOC_028419		XLOC_028419		AT5G53750		5:21817365-21818843		WT meristem		ebs Meristem		OK		314,057		124,264		-133,762		-180,012		5.00E-05		0.00114332		yes

		XLOC_007484		XLOC_007484		AT1G65845		1:24493173-24493798		WT meristem		ebs Meristem		OK		293,548		115,623		-134,417		-204,786		5.00E-05		0.00114332		yes

		XLOC_005219		XLOC_005219		AT1G18140		1:6238843-6241436		WT meristem		ebs Meristem		OK		18,458		0.726773		-134,467		-113,322		0.0034		0.0341488		yes

		XLOC_016360		XLOC_016360		AT3G50930		3:18929525-18931839		WT meristem		ebs Meristem		OK		387,698		151,731		-135,342		-318,221		5.00E-05		0.00114332		yes

		XLOC_021238		XLOC_021238		AT4G11000		4:6731019-6732464		WT meristem		ebs Meristem		OK		683,965		267,549		-135,412		-339,131		5.00E-05		0.00114332		yes

		XLOC_028636		XLOC_028636		AT5G57220		5:23187839-23189857		WT meristem		ebs Meristem		OK		411,783		160,722		-135,732		-128,803		0.00455		0.0425037		yes

		XLOC_008593		XLOC_008593		AT2G05540		2:2033155-2034217		WT meristem		ebs Meristem		OK		184.36		716,488		-136,352		-59,953		5.00E-05		0.00114332		yes

		XLOC_022775		XLOC_022775		AT4G37220		4:17515079-17516162		WT meristem		ebs Meristem		OK		454,991		176,471		-136,641		-141,073		0.0008		0.0115074		yes

		XLOC_019225		XLOC_019225		AT3G44042		3:15813074-15814056		WT meristem		ebs Meristem		OK		239,016		0.924118		-137,096		-205,848		0.00065		0.00979015		yes

		XLOC_015275		XLOC_015275		AT3G26830		3:9887947-9889705		WT meristem		ebs Meristem		OK		140,806		0.532789		-140,207		-104,358		0.0043		0.0407539		yes

		XLOC_014205		XLOC_014205		AT3G09490		3:2915558-2916673		WT meristem		ebs Meristem		OK		404,584		152,376		-14,088		-141,259		0.00075		0.0109661		yes

		XLOC_021935		XLOC_021935		AT4G22513		4:11854808-11857313		WT meristem		ebs Meristem		OK		860,007		322,492		-141,509		-442,862		5.00E-05		0.00114332		yes

		XLOC_022951		XLOC_022951		AT4G00240		4:106379-110718		WT meristem		ebs Meristem		OK		119,493		0.443955		-142,844		-260,658		5.00E-05		0.00114332		yes

		XLOC_012799		XLOC_012799		AT2G30840		2:13135429-13136849		WT meristem		ebs Meristem		OK		551,138		202,794		-14,424		-190,719		0.0005		0.00796773		yes

		XLOC_026100		XLOC_026100		AT5G12940		5:4087711-4089004		WT meristem		ebs Meristem		OK		256,796		940,021		-144,986		-175,475		0.00075		0.0109661		yes

		XLOC_024916		XLOC_024916		AT4G30280		4:14825807-14827047		WT meristem		ebs Meristem		OK		168,588		616,163		-145,212		-350,608		5.00E-05		0.00114332		yes

		XLOC_009139		XLOC_009139		AT2G14900		2:6404174-6405330		WT meristem		ebs Meristem		OK		378,691		137,931		-145,707		-484,631		5.00E-05		0.00114332		yes

		XLOC_007915		XLOC_007915		AT1G73805		1:27745426-27749178		WT meristem		ebs Meristem		OK		658,418		239,492		-145,903		-289,084		5.00E-05		0.00114332		yes

		XLOC_014409		XLOC_014409		AT3G13277		3:4290081-4291595		WT meristem		ebs Meristem		OK		138,101		0.498523		-1.47		-210,926		0.0004		0.00669125		yes

		XLOC_023983		XLOC_023983		AT4G14365		4:8271463-8273765		WT meristem		ebs Meristem		OK		134,801		486,394		-147,063		-410,375		5.00E-05		0.00114332		yes

		XLOC_030410		XLOC_030410		AT5G24030		5:8118316-8122784		WT meristem		ebs Meristem		OK		169,552		599,074		-150,092		-49,558		5.00E-05		0.00114332		yes

		XLOC_022045		XLOC_022045		AT4G24415		4:12623529-12626432		WT meristem		ebs Meristem		OK		141,461		0.495506		-151,343		-184,754		0.0005		0.00796773		yes

		XLOC_001305		XLOC_001305		AT1G24147		1:8542445-8543474		WT meristem		ebs Meristem		OK		271,738		0.950591		-151,532		-126,143		0.0026		0.0279873		yes

		XLOC_003776		XLOC_003776		AT1G72125		1:27134167-27136389		WT meristem		ebs Meristem		OK		26,367		0.921671		-151,641		-118,392		0.0033		0.0334024		yes

		XLOC_010296		XLOC_010296		AT2G34655		2:14596630-14597540		WT meristem		ebs Meristem		OK		355,143		12,405		-151,748		-248,293		5.00E-05		0.00114332		yes

		XLOC_005153		XLOC_005153		AT1G16850		1:5764806-5765651		WT meristem		ebs Meristem		OK		245,673		857,567		-151,842		-280,297		5.00E-05		0.00114332		yes

		XLOC_009518		XLOC_009518		AT2G21220		2:9089325-9089813		WT meristem		ebs Meristem		OK		118,754		412,977		-152,384		-153,636		0.0001		0.00206184		yes

		XLOC_031252		XLOC_031252		AT5G38900		5:15571253-15575618		WT meristem		ebs Meristem		OK		300,649		104,272		-152,773		-137,953		0.0028		0.0296815		yes

		XLOC_003675		XLOC_003675		AT1G70270		1:26464399-26464860		WT meristem		ebs Meristem		OK		659,702		227,526		-153,578		-195,746		0.00025		0.00450254		yes

		XLOC_001596		XLOC_001596		AT1G29490		1:10319743-10320402		WT meristem		ebs Meristem		OK		517,787		17,842		-153,708		-189,713		0.0002		0.00374736		yes

		XLOC_007916		XLOC_007916		AT1G73810		1:27752399-27755297		WT meristem		ebs Meristem		OK		373,074		128,414		-153,866		-169,543		0.001		0.0135734		yes

		XLOC_018633		XLOC_018633		AT3G28150		3:10471841-10473754		WT meristem		ebs Meristem		OK		361,361		123,392		-155,019		-179,756		0.0045		0.0422186		yes

		XLOC_029696		XLOC_029696		AT5G10440		5:3280515-3282411		WT meristem		ebs Meristem		OK		569,929		192,357		-156,699		-17,572		0.00165		0.0198539		yes

		XLOC_023090		XLOC_023090		AT4G02380		4:1046203-1046997		WT meristem		ebs Meristem		OK		164,183		536,148		-16,146		-468,165		5.00E-05		0.00114332		yes

		XLOC_016065		XLOC_016065		AT3G45730		3:16789979-16790582		WT meristem		ebs Meristem		OK		327,154		105,179		-163,713		-189,433		0.0006		0.00915728		yes

		XLOC_031538		XLOC_031538		AT5G43580		5:17507882-17508668		WT meristem		ebs Meristem		OK		457,433		144,727		-166,023		-433,506		5.00E-05		0.00114332		yes

		XLOC_008021		XLOC_008021		AT1G75750		1:28441525-28442429		WT meristem		ebs Meristem		OK		105.24		329,138		-167,692		-561,642		5.00E-05		0.00114332		yes

		XLOC_024917		XLOC_024917		AT4G30290		4:14828711-14830016		WT meristem		ebs Meristem		OK		368,713		114,283		-168,988		-257,519		5.00E-05		0.00114332		yes

		XLOC_022899		XLOC_022899		AT4G39670		4:18410171-18411000		WT meristem		ebs Meristem		OK		196,625		0.608838		-169,132		-197,873		0.0012		0.0156353		yes

		XLOC_011845		XLOC_011845		AT2G14610		2:6241703-6242463		WT meristem		ebs Meristem		OK		26,486		0.818774		-169,369		-125,881		0.0031		0.0320772		yes

		XLOC_011375		XLOC_011375		AT2G05910		2:2258292-2259391		WT meristem		ebs Meristem		OK		3,123		0.952899		-171,254		-15,655		0.0001		0.00206184		yes

		XLOC_014049		XLOC_014049		AT3G06160		3:1864272-1867267		WT meristem		ebs Meristem		OK		927,045		282,661		-171,357		-327,289		0.0032		0.0326444		yes

		XLOC_001676		XLOC_001676		AT1G30730		1:10900853-10902534		WT meristem		ebs Meristem		OK		0.736598		0.224172		-171,627		-189,501		0.002		0.0228932		yes

		XLOC_028830		XLOC_028830		AT5G60780		5:24450838-24452756		WT meristem		ebs Meristem		OK		179,499		543,015		-172,491		-634,074		5.00E-05		0.00114332		yes

		XLOC_026765		XLOC_026765		AT5G25930		5:9050793-9055251		WT meristem		ebs Meristem		OK		595,726		180,046		-172,629		-166,768		0.00245		0.0267267		yes

		XLOC_005055		XLOC_005055		AT1G14870		1:5128374-5129523		WT meristem		ebs Meristem		OK		239,168		0.717335		-17,373		-144,609		0.00115		0.015197		yes

		XLOC_011929		XLOC_011929		AT2G16060		2:6982530-6983631		WT meristem		ebs Meristem		OK		112,704		337,834		-173,815		-389,001		5.00E-05		0.00114332		yes

		XLOC_007538		XLOC_007538		AT1G66700		1:24873290-24874758		WT meristem		ebs Meristem		OK		725,054		213,364		-176,477		-113,391		0.00465		0.0432308		yes

		XLOC_009366		XLOC_009366		AT2G18690		2:8097419-8098827		WT meristem		ebs Meristem		OK		279,302		0.813322		-177,993		-200,326		5.00E-05		0.00114332		yes

		XLOC_016864		XLOC_016864		AT3G60420		3:22334423-22337617		WT meristem		ebs Meristem		OK		559,299		162,336		-178,463		-152,737		5.00E-05		0.00114332		yes

		XLOC_030415		XLOC_030415		AT5G24080		5:8139252-8141122		WT meristem		ebs Meristem		OK		260,922		0.753578		-179,179		-127,713		0.0054		0.0482709		yes

		XLOC_019851		XLOC_019851		AT3G54150		3:20050643-20052815		WT meristem		ebs Meristem		OK		176,914		0.50966		-179,544		-133,997		0.0005		0.00796773		yes

		XLOC_002926		XLOC_002926		AT1G56600		1:21207536-21209596		WT meristem		ebs Meristem		OK		570,331		16,338		-180,357		-214,891		5.00E-05		0.00114332		yes

		XLOC_021020		XLOC_021020		AT4G08040		4:4887111-4888939		WT meristem		ebs Meristem		OK		441,097		126,022		-180,742		-372,962		5.00E-05		0.00114332		yes

		XLOC_022911		XLOC_022911		AT4G39830		4:18478928-18481343		WT meristem		ebs Meristem		OK		321,397		0.916775		-180,971		-301,325		5.00E-05		0.00114332		yes

		XLOC_016425		XLOC_016425		AT3G52115		3:19326332-19328323		WT meristem		ebs Meristem		OK		164,687		468,491		-181,363		-38,243		5.00E-05		0.00114332		yes

		XLOC_012084		XLOC_012084		AT2G18660		2:8090657-8091656		WT meristem		ebs Meristem		OK		445,753		126,359		-181,871		-261,126		5.00E-05		0.00114332		yes

		XLOC_023966		XLOC_023966		AT4G14190		4:8183543-8185187		WT meristem		ebs Meristem		OK		353,645		100,199		-181,943		-490,083		5.00E-05		0.00114332		yes

		XLOC_018306		XLOC_018306		AT3G22910		3:8116334-8119388		WT meristem		ebs Meristem		OK		162,432		0.454417		-183,775		-358,562		5.00E-05		0.00114332		yes

		XLOC_002838		XLOC_002838		AT1G55010		1:20517077-20517403		WT meristem		ebs Meristem		OK		691,373		19,158		-185,152		-336,796		5.00E-05		0.00114332		yes

		XLOC_021278		XLOC_021278		AT4G11521		4:6985564-6986715		WT meristem		ebs Meristem		OK		145,062		0.397856		-186,635		-132,032		0.00335		0.0337509		yes

		XLOC_027512		XLOC_027512		AT5G38780		5:15530014-15531522		WT meristem		ebs Meristem		OK		452,557		124,038		-186,732		-212,999		0.0004		0.00669125		yes

		XLOC_007583		XLOC_007583		AT1G67370		1:25238409-25243837		WT meristem		ebs Meristem		OK		245,307		0.668797		-187,495		-173,394		0.00015		0.00294045		yes

		XLOC_020140		XLOC_020140		AT3G59140		3:21863419-21868701		WT meristem		ebs Meristem		OK		993,648		26,672		-189,741		-315,766		5.00E-05		0.00114332		yes

		XLOC_032679		XLOC_032679		AT5G64120		5:25659305-25661002		WT meristem		ebs Meristem		OK		438,949		117,731		-189,856		-22,427		5.00E-05		0.00114332		yes

		XLOC_018629		XLOC_018629		AT3G28007		3:10408091-10409745		WT meristem		ebs Meristem		OK		19,044		0.505037		-191,488		-138,522		0.0011		0.0146754		yes

		XLOC_020022		XLOC_020022		AT3G57260		3:21188516-21189859		WT meristem		ebs Meristem		OK		151,722		39,166		-195,375		-274,835		5.00E-05		0.00114332		yes

		XLOC_014556		XLOC_014556		AT3G15500		3:5234616-5236088		WT meristem		ebs Meristem		OK		279,902		0.718066		-196,273		-185,159		5.00E-05		0.00114332		yes

		XLOC_013993		XLOC_013993		AT3G05150		3:1440072-1443530		WT meristem		ebs Meristem		OK		134,483		0.338056		-199,209		-155,038		0.00025		0.00450254		yes

		XLOC_032678		XLOC_032678		AT5G64110		5:25654073-25656030		WT meristem		ebs Meristem		OK		699,758		175,811		-199,283		-882,414		5.00E-05		0.00114332		yes

		XLOC_031459		XLOC_031459		AT5G42380		5:16942575-16943366		WT meristem		ebs Meristem		OK		236,473		0.587657		-200,863		-171,263		0.00045		0.00736346		yes

		XLOC_019524		XLOC_019524		AT3G48640		3:18021649-18022324		WT meristem		ebs Meristem		OK		668,983		163,158		-20,357		-331,822		5.00E-05		0.00114332		yes

		XLOC_005210		XLOC_005210		AT1G17960		1:6180895-6183806		WT meristem		ebs Meristem		OK		251,216		0.601016		-206,346		-17,161		0.0022		0.0245767		yes

		XLOC_016436		XLOC_016436		AT3G52310		3:19398627-19402953		WT meristem		ebs Meristem		OK		36,108		0.842053		-210,034		-107,878		0.0045		0.0422186		yes

		XLOC_015456		XLOC_015456		AT3G29670		3:11527871-11529350		WT meristem		ebs Meristem		OK		422,623		0.982574		-210,473		-197,471		5.00E-05		0.00114332		yes

		XLOC_000566		XLOC_000566		AT1G11450		1:3853242-3855385		WT meristem		ebs Meristem		OK		310,779		0.702047		-214,625		-1.22		0.002		0.0228932		yes

		XLOC_007544		XLOC_007544		AT1G66830		1:24930664-24932918		WT meristem		ebs Meristem		OK		495,359		11,147		-215,182		-228,572		0.0001		0.00206184		yes

		XLOC_012139		XLOC_012139		AT2G19800		2:8530895-8533508		WT meristem		ebs Meristem		OK		409,925		0.911094		-216,969		-144,601		5.00E-05		0.00114332		yes

		XLOC_010292		XLOC_010292		AT2G34600		2:14573079-14573856		WT meristem		ebs Meristem		OK		363,013		0.79631		-218,862		-206,996		0.0002		0.00374736		yes

		XLOC_000256		XLOC_000256		AT1G05820		1:1749681-1753990		WT meristem		ebs Meristem		OK		889,535		194,078		-219,641		-247,529		5.00E-05		0.00114332		yes

		XLOC_029716		XLOC_029716		AT5G10760		5:3400341-3402207		WT meristem		ebs Meristem		OK		990,287		214,005		-22,102		-546,255		5.00E-05		0.00114332		yes

		XLOC_002694		XLOC_002694		AT1G52690		1:19619744-19623461		WT meristem		ebs Meristem		OK		302,664		645,202		-222,989		-466,082		5.00E-05		0.00114332		yes

		XLOC_000105		XLOC_000105		AT1G02850		1:630504-633259		WT meristem		ebs Meristem		OK		147,733		0.298735		-230,606		-119,712		0.0001		0.00206184		yes

		XLOC_001675		XLOC_001675		AT1G30720		1:10898171-10899912		WT meristem		ebs Meristem		OK		269,013		0.537832		-232,245		-165,794		5.00E-05		0.00114332		yes

		XLOC_005138		XLOC_005138		AT1G16480		1:5625698-5628656		WT meristem		ebs Meristem		OK		156,922		299,086		-239,142		-432,784		5.00E-05		0.00114332		yes

		XLOC_029524		XLOC_029524		AT5G07010		5:2174677-2176106		WT meristem		ebs Meristem		OK		284,234		514,618		-24,655		-762,874		5.00E-05		0.00114332		yes

		XLOC_025278		XLOC_025278		AT4G36740		4:17314558-17316374		WT meristem		ebs Meristem		OK		362,428		0.654436		-246,937		-171,492		0.0047		0.0435297		yes

		XLOC_028741		XLOC_028741		AT5G59320		5:23928970-23929745		WT meristem		ebs Meristem		OK		119,614		20,848		-252,041		-878,563		5.00E-05		0.00114332		yes

		XLOC_031923		XLOC_031923		AT5G50120		5:20382614-20383874		WT meristem		ebs Meristem		OK		752,623		130,863		-252,387		-254,973		0.00115		0.015197		yes

		XLOC_031551		XLOC_031551		AT5G43840		5:17625436-17626364		WT meristem		ebs Meristem		OK		27,445		0.450223		-260,783		-289,908		0.00015		0.00294045		yes

		XLOC_002239		XLOC_002239		AT1G43040		1:16184208-16184523		WT meristem		ebs Meristem		OK		106,484		174,678		-260,787		-228,599		0.00075		0.0109661		yes

		XLOC_015978		XLOC_015978		AT3G44300		3:15983310-15985535		WT meristem		ebs Meristem		OK		381,743		0.616218		-263,109		-350,941		5.00E-05		0.00114332		yes

		XLOC_006982		XLOC_006982		AT1G55940		1:20922458-20925619		WT meristem		ebs Meristem		OK		609,511		0.96954		-265,228		-191,942		5.00E-05		0.00114332		yes

		XLOC_028698		XLOC_028698		AT5G58410		5:23609662-23617386		WT meristem		ebs Meristem		OK		702,676		108,015		-270,163		-797,014		5.00E-05		0.00114332		yes

		XLOC_000786		XLOC_000786		AT1G15150		1:5212614-5214858		WT meristem		ebs Meristem		OK		160,668		0.244159		-271,819		-107,398		0.0015		0.0185526		yes

		XLOC_007079		XLOC_007079		AT1G58270		1:21612115-21614117		WT meristem		ebs Meristem		OK		318,559		0.460005		-279,184		-273,151		5.00E-05		0.00114332		yes

		XLOC_029933		XLOC_029933		AT5G14940		5:4831747-4834395		WT meristem		ebs Meristem		OK		591,547		0.836822		-28,215		-175,544		0.0001		0.00206184		yes

		XLOC_010477		XLOC_010477		AT2G37870		2:15859238-15859907		WT meristem		ebs Meristem		OK		855,935		114,528		-29,018		-330,222		5.00E-05		0.00114332		yes

		XLOC_016932		XLOC_016932		AT3G61450		3:22738352-22740096		WT meristem		ebs Meristem		OK		793,364		101,388		-29,681		-210,151		0.0002		0.00374736		yes

		XLOC_020288		XLOC_020288		AT3G61760		3:22860513-22864153		WT meristem		ebs Meristem		OK		13,572		169,621		-300,025		-3,724		0.00035		0.00605745		yes

		XLOC_028429		XLOC_028429		AT5G53895		5:21880618-21883416		WT meristem		ebs Meristem		OK		20,109		24,482		-303,805		-260,785		5.00E-05		0.00114332		yes

		XLOC_028322		XLOC_028322		AT5G52300		5:21237055-21239529		WT meristem		ebs Meristem		OK		10.88		121,682		-31,605		-40,908		5.00E-05		0.00114332		yes

		XLOC_032425		XLOC_032425		AT5G59310		5:23925084-23925852		WT meristem		ebs Meristem		OK		202,172		225,573		-316,392		-775,075		5.00E-05		0.00114332		yes

		XLOC_032808		XLOC_032808		AT5G66400		5:26518276-26519242		WT meristem		ebs Meristem		OK		773,227		710,678		-344,362		-630,971		5.00E-05		0.00114332		yes

		XLOC_007711		XLOC_007711		AT1G69730		1:26228631-26231339		WT meristem		ebs Meristem		OK		258,616		224,371		-352,685		-262,389		5.00E-05		0.00114332		yes

		XLOC_007945		XLOC_007945		AT1G74330		1:27943461-27947109		WT meristem		ebs Meristem		OK		110,642		94,597		-354,796		-139,665		5.00E-05		0.00114332		yes

		XLOC_012468		XLOC_012468		AT2G25260		2:10755523-10757772		WT meristem		ebs Meristem		OK		873,728		0.746381		-35,492		-179,328		0.00365		0.0360655		yes

		XLOC_011052		XLOC_011052		AT2G47770		2:19568463-19569507		WT meristem		ebs Meristem		OK		313,341		0.263166		-357,369		-208,996		0.0053		0.0477049		yes

		XLOC_029511		XLOC_029511		AT5G06760		5:2089491-2090430		WT meristem		ebs Meristem		OK		626,618		0.464246		-375,462		-297,244		5.00E-05		0.00114332		yes

		XLOC_019574		XLOC_019574		AT3G49570		3:18372532-18373024		WT meristem		ebs Meristem		OK		114,403		0.83853		-377,012		-248,653		5.00E-05		0.00114332		yes

		XLOC_007046		XLOC_007046		AT1G57750		1:21383980-21385709		WT meristem		ebs Meristem		OK		323,542		0.235521		-378,003		-149,872		5.00E-05		0.00114332		yes

		XLOC_013851		XLOC_013851		AT3G02480		3:512311-513027		WT meristem		ebs Meristem		OK		69,376		496,778		-380,376		-483,069		5.00E-05		0.00114332		yes

		XLOC_026743		XLOC_026743		AT5G25415		5:8834205-8837248		WT meristem		ebs Meristem		OK		28,177		0.169858		-405,212		-0.720581		0.0012		0.0156353		yes

		XLOC_024673		XLOC_024673		AT4G26020		4:13202012-13204049		WT meristem		ebs Meristem		OK		702,332		0.402126		-412,643		-144,875		5.00E-05		0.00114332		yes

		XLOC_018025		XLOC_018025		AT3G17760		3:6078811-6081355		WT meristem		ebs Meristem		OK		348,638		0.159891		-444,657		-0.778134		5.00E-05		0.00114332		yes

		XLOC_010662		XLOC_010662		AT2G41080		2:17132852-17134593		WT meristem		ebs Meristem		OK		225,462		934,587		-459,241		-144,411		5.00E-05		0.00114332		yes

		XLOC_016229		XLOC_016229		AT3G48470		3:17951688-17956812		WT meristem		ebs Meristem		OK		130,032		529,587		-461,785		-117,627		5.00E-05		0.00114332		yes

		XLOC_024250		XLOC_024250		AT4G18550		4:10224920-10226862		WT meristem		ebs Meristem		OK		149,186		0.485103		-494,268		-188,451		5.00E-05		0.00114332		yes

		XLOC_019409		XLOC_019409		AT3G46650		3:17185452-17187812		WT meristem		ebs Meristem		OK		174,369		0.555435		-497,238		-268,698		5.00E-05		0.00114332		yes

		XLOC_005075		XLOC_005075		AT1G15165		1:5217718-5220113		WT meristem		ebs Meristem		OK		194,491		562,655		-511,131		-311,674		5.00E-05		0.00114332		yes

		XLOC_004163		XLOC_004163		AT1G79330		1:29838652-29840137		WT meristem		ebs Meristem		OK		352,086		0.566444		-595,785		-216,436		5.00E-05		0.00114332		yes

		XLOC_019099		XLOC_019099		AT3G42658		3:14749399-14750294		WT meristem		ebs Meristem		OK		466,478		0.44445		-671,364		-844,021		5.00E-05		0.00114332		yes

		XLOC_016871		XLOC_016871		AT3G60550		3:22379804-22380641		WT meristem		ebs Meristem		OK		478,626		238,327		-764,981		-656,165		5.00E-05		0.00114332		yes

		XLOC_006840		XLOC_006840		AT1G53480		1:19963046-19969757		WT meristem		ebs Meristem		OK		448,365		0.212787		-771,912		-177,336		0.0027		0.0289201		yes

		XLOC_016282		XLOC_016282		AT3G49510		3:18353841-18356508		WT meristem		ebs Meristem		OK		358,672		0.364032		-994,439		-167,706		5.00E-05		0.00114332		yes
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		XLOC_023934		XLOC_023934		AT4G13810		4:8005031-8007510		WT inflorescence		ebs inflorescence		OK		0.115562		21.18		7.5179		0.630428		5.00E-05		0.000788747		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_010662		XLOC_010662		AT2G41080		2:17132852-17134593		WT inflorescence		ebs inflorescence		OK		9.53543		1535.64		7.33132		13.4515		5.00E-05		0.000788747		yes				AT1G78530		AT1G78530.1		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT1G31420.2); Has 119357 Blast hits to 118005 proteins in 4373 species: Archae - 119; Bacteria - 14010; Metazoa - 43545; Fungi - 10336; Plants - 33459; Viruses - 443; Other Eukaryotes - 17445 (source: NCBI BLink).		protein_coding

		XLOC_007797		XLOC_007797		AT1G71280		1:26870140-26872152		WT inflorescence		ebs inflorescence		OK		0.0950909		10.9185		6.84325		0.748026		0.0035		0.0278105		yes				AT3G18170		AT3G18170.1		Glycosyltransferase family 61 protein; FUNCTIONS IN: transferase activity, transferring glycosyl groups; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Glycosyltransferase AER61, uncharacterised (InterPro:IPR007657); BEST Arabidopsis thaliana protein match is: Glycosyltransferase family 61 protein (TAIR:AT3G18180.1); Has 763 Blast hits to 762 proteins in 161 species: Archae - 0; Bacteria - 43; Metazoa - 286; Fungi - 9; Plants - 396; Viruses - 0; Other Eukaryotes - 29 (source: NCBI BLink).		protein_coding

		XLOC_012205		XLOC_012205		AT2G20800		2:8953251-8955761		WT inflorescence		ebs inflorescence		OK		0.496169		56.6531		6.83518		1.99393		5.00E-05		0.000788747		yes				AT5G41400		AT5G41400.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, C3HC4 RING-type (InterPro:IPR018957); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT1G63840.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_000608		XLOC_000608		AT1G12010		1:4056206-4057933		WT inflorescence		ebs inflorescence		OK		0.167082		19.0173		6.83061		3.18383		5.00E-05		0.000788747		yes				AT1G23840		AT1G23840.1		unknown protein; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G23850.1); Has 53 Blast hits to 48 proteins in 5 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 53; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_027307		XLOC_027307		AT5G35580		5:13761964-13763944		WT inflorescence		ebs inflorescence		OK		0.119109		12.0666		6.6626		0.814682		5.00E-05		0.000788747		yes				AT1G65150		AT1G65150.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like superfamily protein (TAIR:AT1G65050.1); Has 512 Blast hits to 426 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 4; Plants - 496; Viruses - 0; Other Eukaryotes - 10 (source: NCBI BLink).		protein_coding

		XLOC_004712		XLOC_004712		AT1G09080		1:2929216-2931841		WT inflorescence		ebs inflorescence		OK		0.124928		11.3925		6.51084		0.68226		5.00E-05		0.000788747		yes				AT2G46220		AT2G46220.1		Uncharacterized conserved protein (DUF2358); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF2358 (InterPro:IPR018790); BEST Arabidopsis thaliana protein match is: Uncharacterized conserved protein (DUF2358) (TAIR:AT1G16320.1); Has 199 Blast hits to 199 proteins in 64 species: Archae - 0; Bacteria - 74; Metazoa - 19; Fungi - 0; Plants - 95; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding

		XLOC_026608		XLOC_026608		AT5G23010		5:7703091-7706896		WT inflorescence		ebs inflorescence		OK		0.224669		12.3064		5.77546		2.25652		5.00E-05		0.000788747		yes				AT1G11210		AT1G11210.1		Protein of unknown function (DUF761); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to oxidative stress; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF761, plant (InterPro:IPR008480); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF761) (TAIR:AT1G11220.1); Has 74 Blast hits to 74 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 70; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_001724		XLOC_001724		AT1G31690		1:11343979-11347767		WT inflorescence		ebs inflorescence		OK		0.416798		20.1734		5.59696		9.84607		5.00E-05		0.000788747		yes				AT2G17300		AT2G17300.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G35320.1); Has 42 Blast hits to 42 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 42; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012476		XLOC_012476		AT2G25330		2:10788945-10791331		WT inflorescence		ebs inflorescence		OK		0.427481		18.0383		5.39906		9.42015		5.00E-05		0.000788747		yes				AT4G34950		AT4G34950.1		Major facilitator superfamily protein; CONTAINS InterPro DOMAIN/s: Nodulin-like (InterPro:IPR010658), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT2G16660.1); Has 3379 Blast hits to 3250 proteins in 882 species: Archae - 26; Bacteria - 1593; Metazoa - 4; Fungi - 302; Plants - 604; Viruses - 0; Other Eukaryotes - 850 (source: NCBI BLink).		protein_coding

		XLOC_005532		XLOC_005532		AT1G23840		1:8424296-8425376		WT inflorescence		ebs inflorescence		OK		1.14239		47.3742		5.37398		3.49982		5.00E-05		0.000788747		yes				AT4G14190		AT4G14190.1		Pentatricopeptide repeat (PPR) superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Pentatricopeptide repeat (PPR) superfamily protein (TAIR:AT3G42630.1); Has 17113 Blast hits to 6259 proteins in 178 species: Archae - 1; Bacteria - 6; Metazoa - 71; Fungi - 33; Plants - 16698; Viruses - 0; Other Eukaryotes - 304 (source: NCBI BLink).		protein_coding

		XLOC_014153		XLOC_014153		AT3G07970		3:2541005-2543432		WT inflorescence		ebs inflorescence		OK		1.69332		61.9456		5.19308		4.85228		5.00E-05		0.000788747		yes				AT3G45260		AT3G45260.1		C2H2-like zinc finger protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087), Zinc finger, double-stranded RNA binding (InterPro:IPR022755); BEST Arabidopsis thaliana protein match is: C2H2 and C2HC zinc fingers superfamily protein (TAIR:AT5G60470.1); Has 54288 Blast hits to 20581 proteins in 284 species: Archae - 0; Bacteria - 7; Metazoa - 49362; Fungi - 343; Plants - 724; Viruses - 2; Other Eukaryotes - 3850 (source: NCBI BLink).		protein_coding

		XLOC_013704		XLOC_013704		AT2G46940		2:19286657-19287581		WT inflorescence		ebs inflorescence		OK		0.597845		21.2053		5.14851		2.13718		5.00E-05		0.000788747		yes				AT1G06360		AT1G06360.1		Fatty acid desaturase family protein; FUNCTIONS IN: oxidoreductase activity, oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water; INVOLVED IN: oxidation reduction, lipid metabolic process; CONTAINS InterPro DOMAIN/s: Fatty acid desaturase, type 1, core (InterPro:IPR015876), Fatty acid desaturase, type 1 (InterPro:IPR005804); BEST Arabidopsis thaliana protein match is: Fatty acid desaturase family protein (TAIR:AT1G06350.1); Has 3432 Blast hits to 3432 proteins in 822 species: Archae - 0; Bacteria - 1534; Metazoa - 802; Fungi - 234; Plants - 106; Viruses - 4; Other Eukaryotes - 752 (source: NCBI BLink).		protein_coding

		XLOC_006539		XLOC_006539		AT1G48180		1:17792448-17793717		WT inflorescence		ebs inflorescence		OK		2.81172		76.1163		4.75868		5.99989		5.00E-05		0.000788747		yes				AT1G72140		AT1G72140.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport, response to nematode; LOCATED IN: plasma membrane, membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT1G22540.1); Has 7231 Blast hits to 7080 proteins in 1330 species: Archae - 0; Bacteria - 3541; Metazoa - 585; Fungi - 456; Plants - 2171; Viruses - 0; Other Eukaryotes - 478 (source: NCBI BLink).		protein_coding

		XLOC_010819		XLOC_010819		AT2G43840		2:18157637-18162044		WT inflorescence		ebs inflorescence		OK		3.83003		100.784		4.71777		5.54541		5.00E-05		0.000788747		yes				AT2G48090		AT2G48090.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: male gametophyte, root, flower, carpel; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; Has 3 Blast hits to 3 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 3; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_006948		XLOC_006948		AT1G55420		1:20691774-20693952		WT inflorescence		ebs inflorescence		OK		0.052001		1.35561		4.70425		3.33232		0.0048		0.0359683		yes				AT2G33830		AT2G33830.2		Dormancy/auxin associated family protein; CONTAINS InterPro DOMAIN/s: Dormancyauxin associated (InterPro:IPR008406); BEST Arabidopsis thaliana protein match is: dormancy-associated protein-like 1 (TAIR:AT1G28330.1); Has 165 Blast hits to 165 proteins in 47 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 165; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020375		XLOC_020375		AT3G63050		3:23297890-23298389		WT inflorescence		ebs inflorescence		OK		1.37782		35.5583		4.68973		3.81638		5.00E-05		0.000788747		yes				AT1G58280		AT1G58280.2		Phosphoglycerate mutase family protein; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: Histidine phosphatase superfamily, clade-1 (InterPro:IPR013078); BEST Arabidopsis thaliana protein match is: Phosphoglycerate mutase family protein (TAIR:AT5G64460.8); Has 412 Blast hits to 412 proteins in 84 species: Archae - 0; Bacteria - 6; Metazoa - 0; Fungi - 152; Plants - 162; Viruses - 0; Other Eukaryotes - 92 (source: NCBI BLink).		protein_coding

		XLOC_007485		XLOC_007485		AT1G65860		1:24499065-24502745		WT inflorescence		ebs inflorescence		OK		0.173802		4.43129		4.67221		1.45929		5.00E-05		0.000788747		yes				AT2G39690		AT2G39690.1		Protein of unknown function, DUF547; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF547 (InterPro:IPR006869); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF547 (TAIR:AT3G12540.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_030592		XLOC_030592		AT5G27345		5:9641504-9643917		WT inflorescence		ebs inflorescence		OK		1.39128		34.198		4.61943		12.5209		5.00E-05		0.000788747		yes				AT2G46940		AT2G46940.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G62070.1); Has 143 Blast hits to 141 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 4; Fungi - 0; Plants - 139; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017963		XLOC_017963		AT3G16590		3:5649931-5651056		WT inflorescence		ebs inflorescence		OK		0.396384		8.87089		4.48411		6.06662		5.00E-05		0.000788747		yes				AT4G19570		AT4G19570.1		Chaperone DnaJ-domain superfamily protein; FUNCTIONS IN: unfolded protein binding, heat shock protein binding; INVOLVED IN: protein folding; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Molecular chaperone, heat shock protein, Hsp40, DnaJ (InterPro:IPR015609), Heat shock protein DnaJ, N-terminal (InterPro:IPR001623), Heat shock protein DnaJ (InterPro:IPR003095), Heat shock protein DnaJ, conserved site (InterPro:IPR018253); BEST Arabidopsis thaliana protein match is: DNAJ heat shock N-terminal domain-containing protein (TAIR:AT4G19580.1); Has 23291 Blast hits to 22288 proteins in 3270 species: Archae - 173; Bacteria - 9221; Metazoa - 3886; Fungi - 2053; Plants - 2922; Viruses - 150; Other Eukaryotes - 4886 (source: NCBI BLink).		protein_coding

		XLOC_018130		XLOC_018130		AT3G19710		3:6843661-6849497		WT inflorescence		ebs inflorescence		OK		0.35158		7.7454		4.46142		3.37384		5.00E-05		0.000788747		yes				AT3G61840		AT3G61840.1		Protein of unknown function (DUF688); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF688 (InterPro:IPR007789); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G46535.1); Has 49 Blast hits to 49 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 49; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_023966		XLOC_023966		AT4G14190		4:8183543-8185187		WT inflorescence		ebs inflorescence		OK		7.88083		158.2		4.32726		13.5369		5.00E-05		0.000788747		yes				AT3G26010		AT3G26010.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043); BEST Arabidopsis thaliana protein match is: F-box family protein (TAIR:AT4G22430.1); Has 530 Blast hits to 526 proteins in 32 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 530; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012463		XLOC_012463		AT2G25200		2:10736482-10737654		WT inflorescence		ebs inflorescence		OK		0.899563		16.761		4.21974		3.4664		5.00E-05		0.000788747		yes				AT1G62975		AT1G62975.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT1G12540.1); Has 533 Blast hits to 533 proteins in 49 species: Archae - 0; Bacteria - 0; Metazoa - 85; Fungi - 0; Plants - 445; Viruses - 0; Other Eukaryotes - 3 (source: NCBI BLink).		protein_coding

		XLOC_023921		XLOC_023921		AT4G13575		4:7892319-7893705		WT inflorescence		ebs inflorescence		OK		0.492219		8.72913		4.14847		2.96472		0.0001		0.0014466		yes				AT1G49130		AT1G49130.1		B-box type zinc finger protein with CCT domain; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: CCT domain (InterPro:IPR010402), Zinc finger, B-box (InterPro:IPR000315); BEST Arabidopsis thaliana protein match is: B-box type zinc finger protein with CCT domain (TAIR:AT1G73870.1); Has 3177 Blast hits to 2366 proteins in 131 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 3069; Viruses - 0; Other Eukaryotes - 108 (source: NCBI BLink).		protein_coding

		XLOC_028295		XLOC_028295		AT5G51790		5:21039761-21040594		WT inflorescence		ebs inflorescence		OK		1.59434		27.6216		4.11476		6.5232		5.00E-05		0.000788747		yes				AT4G17470		AT4G17470.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: palmitoyl-(protein) hydrolase activity; INVOLVED IN: protein modification process; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Palmitoyl protein thioesterase (InterPro:IPR002472); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT4G17480.1); Has 628 Blast hits to 624 proteins in 157 species: Archae - 0; Bacteria - 0; Metazoa - 330; Fungi - 94; Plants - 142; Viruses - 0; Other Eukaryotes - 62 (source: NCBI BLink).		protein_coding

		XLOC_032551		XLOC_032551		AT5G61730		5:24803582-24807898		WT inflorescence		ebs inflorescence		OK		0.138167		2.29522		4.05415		5.37913		5.00E-05		0.000788747		yes				AT5G12420		AT5G12420.1		O-acyltransferase (WSD1-like) family protein; CONTAINS InterPro DOMAIN/s: O-acyltransferase, WSD1, C-terminal (InterPro:IPR009721), O-acyltransferase, WSD1, N-terminal (InterPro:IPR004255); BEST Arabidopsis thaliana protein match is: O-acyltransferase (WSD1-like) family protein (TAIR:AT5G16350.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_024528		XLOC_024528		AT4G23290		4:12177737-12180826		WT inflorescence		ebs inflorescence		OK		0.0647691		1.04245		4.00852		0.383337		0.0041		0.0317132		yes				AT3G45160		AT3G45160.1		Putative membrane lipoprotein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 9 growth stages; Has 13 Blast hits to 13 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 13; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029417		XLOC_029417		AT5G04980		5:1468574-1470772		WT inflorescence		ebs inflorescence		OK		1.77238		27.874		3.97516		2.90617		5.00E-05		0.000788747		yes				AT5G63180		AT5G63180.1		Pectin lyase-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), AmbAllergen (InterPro:IPR018082), Pectate lyase/Amb allergen (InterPro:IPR002022), Pectin lyase fold (InterPro:IPR012334), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT4G24780.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_013282		XLOC_013282		AT2G39250		2:16388885-16391073		WT inflorescence		ebs inflorescence		OK		0.554212		8.29159		3.90314		3.36117		5.00E-05		0.000788747		yes				AT3G62550		AT3G62550.1		Adenine nucleotide alpha hydrolases-like superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to stress; LOCATED IN: vacuole; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: UspA (InterPro:IPR006016), Rossmann-like alpha/beta/alpha sandwich fold (InterPro:IPR014729), Universal stress protein A (InterPro:IPR006015); BEST Arabidopsis thaliana protein match is: Adenine nucleotide alpha hydrolases-like superfamily protein (TAIR:AT1G09740.1); Has 3064 Blast hits to 3005 proteins in 732 species: Archae - 271; Bacteria - 1876; Metazoa - 108; Fungi - 22; Plants - 723; Viruses - 0; Other Eukaryotes - 64 (source: NCBI BLink).		protein_coding

		XLOC_009177		XLOC_009177		AT2G15400		2:6712935-6714586		WT inflorescence		ebs inflorescence		OK		1.99626		27.419		3.7798		3.85077		5.00E-05		0.000788747		yes				AT3G47540		AT3G47540.2		Chitinase family protein; FUNCTIONS IN: chitinase activity; INVOLVED IN: cell wall macromolecule catabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, family 19, catalytic (InterPro:IPR000726); BEST Arabidopsis thaliana protein match is: Chitinase family protein (TAIR:AT2G43590.1).		protein_coding

		XLOC_031585		XLOC_031585		AT5G44390		5:17882195-17885004		WT inflorescence		ebs inflorescence		OK		0.170874		2.34173		3.77657		1.33479		5.00E-05		0.000788747		yes				AT5G26280		AT5G26280.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: membrane; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: seedling growth; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT5G26300.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_008623		XLOC_008623		AT2G05995		2:2325775-2326876		WT inflorescence		ebs inflorescence		OK		0.649672		8.41623		3.69539		4.03226		5.00E-05		0.000788747		yes				AT1G51370		AT1G51370.1		F-box/RNI-like/FBD-like domains-containing protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G53840.1); Has 2026 Blast hits to 1985 proteins in 24 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2026; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013136		XLOC_013136		AT2G36640		2:15356833-15358612		WT inflorescence		ebs inflorescence		OK		0.187547		2.41589		3.68723		1.44873		0.0001		0.0014466		yes				AT5G56810		AT5G56810.1		F-box/RNI-like/FBD-like domains-containing protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G56820.1); Has 2124 Blast hits to 2085 proteins in 25 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2124; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029399		XLOC_029399		AT5G04680		5:1346237-1348857		WT inflorescence		ebs inflorescence		OK		0.591792		7.60538		3.68386		1.68664		5.00E-05		0.000788747		yes				AT2G21210		AT2G21210.1		Putative auxin-regulated protein whose expression is downregulated in response to chitin oligomers.		protein_coding

		XLOC_003867		XLOC_003867		AT1G73830		1:27759972-27761588		WT inflorescence		ebs inflorescence		OK		0.424624		5.45539		3.68342		1.75503		5.00E-05		0.000788747		yes				AT3G43270		AT3G43270.1		Plant invertase/pectin methylesterase inhibitor superfamily; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase activity; INVOLVED IN: cell wall modification; LOCATED IN: plant-type cell wall; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Pectinesterase, active site (InterPro:IPR018040), Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectinesterase, catalytic (InterPro:IPR000070), Pectinesterase inhibitor (InterPro:IPR006501), Pectin lyase fold (InterPro:IPR012334); BEST Arabidopsis thaliana protein match is: pectin methylesterase 44 (TAIR:AT4G33220.1); Has 2924 Blast hits to 2864 proteins in 331 species: Archae - 6; Bacteria - 617; Metazoa - 1; Fungi - 199; Plants - 2076; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_018093		XLOC_018093		AT3G19030		3:6563978-6564424		WT inflorescence		ebs inflorescence		OK		1.7979		22.1768		3.62467		2.88119		5.00E-05		0.000788747		yes				AT1G53260		AT1G53260.1		LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: cobalt ion binding (TAIR:AT3G15000.1); Has 32763 Blast hits to 18534 proteins in 929 species: Archae - 22; Bacteria - 2420; Metazoa - 15140; Fungi - 5401; Plants - 5313; Viruses - 485; Other Eukaryotes - 3982 (source: NCBI BLink).		protein_coding

		XLOC_023835		XLOC_023835		AT4G12470		4:7401108-7401907		WT inflorescence		ebs inflorescence		OK		0.149324		1.83944		3.62275		1.25475		0.0019		0.0170573		yes				AT4G33960		AT4G33960.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 10 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G15830.1); Has 32 Blast hits to 32 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 32; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000861		XLOC_000861		AT1G16410		1:5608806-5611426		WT inflorescence		ebs inflorescence		OK		0.411494		4.97469		3.59567		2.10073		0.0001		0.0014466		yes				AT4G03610		AT4G03610.1		Metallo-hydrolase/oxidoreductase superfamily protein; BEST Arabidopsis thaliana protein match is: Metallo-hydrolase/oxidoreductase superfamily protein (TAIR:AT1G30300.1); Has 2341 Blast hits to 2330 proteins in 693 species: Archae - 12; Bacteria - 1231; Metazoa - 0; Fungi - 21; Plants - 106; Viruses - 0; Other Eukaryotes - 971 (source: NCBI BLink).		protein_coding

		XLOC_010775		XLOC_010775		AT2G43100		2:17920659-17921689		WT inflorescence		ebs inflorescence		OK		2.54032		30.6926		3.59481		7.79458		5.00E-05		0.000788747		yes				AT1G31710		AT1G31710.1		Copper amine oxidase family protein; FUNCTIONS IN: primary amine oxidase activity, quinone binding, copper ion binding; INVOLVED IN: oxidation reduction, amine metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Copper amine oxidase, N-terminal (InterPro:IPR016182), Copper amine oxidase, N2-terminal (InterPro:IPR015800), Copper amine oxidase, N2/N3-terminal (InterPro:IPR015801), Copper amine oxidase, N3-terminal (InterPro:IPR015802), Copper amine oxidase (InterPro:IPR000269), Copper amine oxidase, C-terminal (InterPro:IPR015798); BEST Arabidopsis thaliana protein match is: Copper amine oxidase family protein (TAIR:AT1G31690.1); Has 1551 Blast hits to 1547 proteins in 275 species: Archae - 14; Bacteria - 376; Metazoa - 251; Fungi - 449; Plants - 247; Viruses - 0; Other Eukaryotes - 214 (source: NCBI BLink).		protein_coding

		XLOC_017920		XLOC_017920		AT3G15670		3:5309885-5310988		WT inflorescence		ebs inflorescence		OK		0.95581		11.4265		3.57952		3.59855		5.00E-05		0.000788747		yes				AT3G47570		AT3G47570.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: plasma membrane; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT3G47580.1); Has 213556 Blast hits to 133070 proteins in 4776 species: Archae - 194; Bacteria - 22980; Metazoa - 68117; Fungi - 10236; Plants - 86850; Viruses - 328; Other Eukaryotes - 24851 (source: NCBI BLink).		protein_coding

		XLOC_013894		XLOC_013894		AT3G03190		3:735027-735987		WT inflorescence		ebs inflorescence		OK		0.574902		6.86718		3.57833		2.00456		5.00E-05		0.000788747		yes				AT1G03720		AT1G03720.1		Cysteine proteinases superfamily protein; FUNCTIONS IN: cysteine-type peptidase activity; INVOLVED IN: proteolysis; LOCATED IN: cellular_component unknown; EXPRESSED IN: ovule, seed; EXPRESSED DURING: E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Peptidase C1A, papain (InterPro:IPR013128), Peptidase C1A, papain C-terminal (InterPro:IPR000668); BEST Arabidopsis thaliana protein match is: Cysteine proteinases superfamily protein (TAIR:AT5G17080.1); Has 2156 Blast hits to 2154 proteins in 385 species: Archae - 2; Bacteria - 56; Metazoa - 1002; Fungi - 0; Plants - 537; Viruses - 67; Other Eukaryotes - 492 (source: NCBI BLink).		protein_coding

		XLOC_007711		XLOC_007711		AT1G69730		1:26228631-26231339		WT inflorescence		ebs inflorescence		OK		2.15042		25.3869		3.5614		2.56416		5.00E-05		0.000788747		yes				AT2G41780		AT2G41780.1		unknown protein; Has 6 Blast hits to 6 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 6; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_027963		XLOC_027963		AT5G45990		5:18651323-18653892		WT inflorescence		ebs inflorescence		OK		0.302918		3.43693		3.50412		5.15309		5.00E-05		0.000788747		yes				AT3G28220		AT3G28220.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to salt stress; LOCATED IN: vacuole, chloroplast envelope; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT1G58270.1); Has 1242 Blast hits to 999 proteins in 83 species: Archae - 0; Bacteria - 0; Metazoa - 320; Fungi - 0; Plants - 865; Viruses - 0; Other Eukaryotes - 57 (source: NCBI BLink).		protein_coding

		XLOC_009565		XLOC_009565		AT2G22060		2:9380991-9382145		WT inflorescence		ebs inflorescence		OK		0.326011		3.56361		3.45035		3.27259		5.00E-05		0.000788747		yes				AT5G56240		AT5G56240.2		INVOLVED IN: biological_process unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: hapless 8 (TAIR:AT5G56250.1).		protein_coding

		XLOC_007743		XLOC_007743		AT1G70260		1:26456843-26459450		WT inflorescence		ebs inflorescence		OK		0.0832983		0.892729		3.42186		0.787053		0.00625		0.0439136		yes				AT1G51830		AT1G51830.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT1G51850.1); Has 158754 Blast hits to 122221 proteins in 4579 species: Archae - 99; Bacteria - 13782; Metazoa - 44461; Fungi - 10048; Plants - 71392; Viruses - 389; Other Eukaryotes - 18583 (source: NCBI BLink).		protein_coding

		XLOC_003778		XLOC_003778		AT1G72140		1:27141813-27144490		WT inflorescence		ebs inflorescence		OK		0.262045		2.77726		3.40578		1.30429		5.00E-05		0.000788747		yes				AT3G60520		AT3G60520.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G02070.1); Has 107 Blast hits to 107 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 107; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012946		XLOC_012946		AT2G33385		2:14147502-14149799		WT inflorescence		ebs inflorescence		OK		0.291826		2.97457		3.3495		0.727129		0.00035		0.00424685		yes				AT3G63050		AT3G63050.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G48075.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_029676		XLOC_029676		AT5G10140		5:3173496-3179448		WT inflorescence		ebs inflorescence		OK		2.86312		29.1156		3.34613		4.44167		5.00E-05		0.000788747		yes				AT5G51790		AT5G51790.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT4G25410.1); Has 302 Blast hits to 302 proteins in 20 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 301; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_019508		XLOC_019508		AT3G48360		3:17908191-17910525		WT inflorescence		ebs inflorescence		OK		1.36902		13.7862		3.33201		5.16066		5.00E-05		0.000788747		yes				AT5G64700		AT5G64700.1		nodulin MtN21-like transporter family protein		protein_coding

		XLOC_029728		XLOC_029728		AT5G10946		5:3455606-3457306		WT inflorescence		ebs inflorescence		OK		0.466939		4.68449		3.32659		3.05158		5.00E-05		0.000788747		yes				AT5G27345		AT5G27345.1		transposable element gene; Mutator-like transposase family, has a 4.0e-48 P-value blast match to GB:AAA21566 mudrA of transposon="MuDR" (MuDr-element) (Zea mays)		transposable_element_gene

		XLOC_012071		XLOC_012071		AT2G18450		2:7997391-8000804		WT inflorescence		ebs inflorescence		OK		0.377185		3.7837		3.32645		1.33119		0.0001		0.0014466		yes				AT3G20760		AT3G20760.1		Nse4, component of Smc5/6 DNA repair complex; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell, cotyledon; CONTAINS InterPro DOMAIN/s: Nse4 (InterPro:IPR014854); BEST Arabidopsis thaliana protein match is: Nse4, component of Smc5/6 DNA repair complex (TAIR:AT1G51130.1); Has 305 Blast hits to 304 proteins in 129 species: Archae - 0; Bacteria - 2; Metazoa - 89; Fungi - 122; Plants - 76; Viruses - 0; Other Eukaryotes - 16 (source: NCBI BLink).		protein_coding

		XLOC_007394		XLOC_007394		AT1G64110		1:23796718-23801725		WT inflorescence		ebs inflorescence		OK		0.245928		2.44955		3.31621		1.11603		5.00E-05		0.000788747		yes				AT5G66970		AT5G66970.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: GTP binding; INVOLVED IN: SRP-dependent cotranslational protein targeting to membrane; LOCATED IN: signal recognition particle, endoplasmic reticulum targeting; EXPRESSED IN: sperm cell; CONTAINS InterPro DOMAIN/s: Signal recognition particle, SRP54 subunit, GTPase (InterPro:IPR000897); BEST Arabidopsis thaliana protein match is: Signal recognition particle, SRP54 subunit protein (TAIR:AT1G48900.2); Has 4395 Blast hits to 4395 proteins in 1809 species: Archae - 370; Bacteria - 2960; Metazoa - 150; Fungi - 154; Plants - 148; Viruses - 0; Other Eukaryotes - 613 (source: NCBI BLink).		protein_coding

		XLOC_016107		XLOC_016107		AT3G46490		3:17115628-17119451		WT inflorescence		ebs inflorescence		OK		0.450844		4.36855		3.27645		4.14611		5.00E-05		0.000788747		yes				AT4G01985		AT4G01985.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_018289		XLOC_018289		AT3G22640		3:8011723-8013902		WT inflorescence		ebs inflorescence		OK		0.251828		2.43166		3.27144		1.39999		5.00E-05		0.000788747		yes				AT1G31690		AT1G31690.1		Copper amine oxidase family protein; FUNCTIONS IN: quinone binding, primary amine oxidase activity, copper ion binding; INVOLVED IN: oxidation reduction, amine metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Copper amine oxidase, N-terminal (InterPro:IPR016182), Copper amine oxidase, N2/N3-terminal (InterPro:IPR015801), Copper amine oxidase, N2-terminal (InterPro:IPR015800), Copper amine oxidase, N3-terminal (InterPro:IPR015802), Copper amine oxidase (InterPro:IPR000269), Copper amine oxidase, C-terminal (InterPro:IPR015798); BEST Arabidopsis thaliana protein match is: Copper amine oxidase family protein (TAIR:AT1G31710.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_007897		XLOC_007897		AT1G73370		1:27584424-27588464		WT inflorescence		ebs inflorescence		OK		4.54585		42.9278		3.23929		3.66059		5.00E-05		0.000788747		yes				AT2G45135		AT2G45135.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type, conserved site (InterPro:IPR017907), Zinc finger, RING-type (InterPro:IPR001841); Has 5 Blast hits to 5 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 5; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_014028		XLOC_014028		AT3G05730		3:1695975-1696708		WT inflorescence		ebs inflorescence		OK		4.89075		45.6455		3.22234		4.58797		5.00E-05		0.000788747		yes				AT1G72100		AT1G72100.1		late embryogenesis abundant domain-containing protein / LEA domain-containing protein; INVOLVED IN: embryo development ending in seed dormancy; LOCATED IN: endomembrane system; EXPRESSED IN: sperm cell; CONTAINS InterPro DOMAIN/s: Late embryogenesis abundant protein, group 4 (InterPro:IPR004238); BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant protein (LEA) family protein (TAIR:AT1G22600.1); Has 5957 Blast hits to 3336 proteins in 883 species: Archae - 38; Bacteria - 2417; Metazoa - 675; Fungi - 389; Plants - 1426; Viruses - 20; Other Eukaryotes - 992 (source: NCBI BLink).		protein_coding

		XLOC_009925		XLOC_009925		AT2G28210		2:12029996-12032420		WT inflorescence		ebs inflorescence		OK		1.36322		12.3617		3.18079		2.78598		5.00E-05		0.000788747		yes				AT3G11930		AT3G11930.3		Adenine nucleotide alpha hydrolases-like superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to stress; LOCATED IN: cellular_component unknown; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: UspA (InterPro:IPR006016), Rossmann-like alpha/beta/alpha sandwich fold (InterPro:IPR014729), Universal stress protein A (InterPro:IPR006015); BEST Arabidopsis thaliana protein match is: Adenine nucleotide alpha hydrolases-like superfamily protein (TAIR:AT3G58450.1); Has 1302 Blast hits to 1300 proteins in 219 species: Archae - 85; Bacteria - 399; Metazoa - 112; Fungi - 0; Plants - 685; Viruses - 0; Other Eukaryotes - 21 (source: NCBI BLink).		protein_coding

		XLOC_018644		XLOC_018644		AT3G28330		3:10586565-10587712		WT inflorescence		ebs inflorescence		OK		0.495759		4.44415		3.16419		4.11205		5.00E-05		0.000788747		yes				AT4G13840		AT4G13840.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT3G23840.1); Has 1220 Blast hits to 1220 proteins in 72 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 4; Plants - 1216; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032535		XLOC_032535		AT5G61412		5:24686754-24687042		WT inflorescence		ebs inflorescence		OK		12.6595		108.177		3.0951		6.08559		5.00E-05		0.000788747		yes				AT5G66150		AT5G66150.1		Glycosyl hydrolase family 38 protein; FUNCTIONS IN: in 6 functions; INVOLVED IN: mannose metabolic process, carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: petal, leaf whorl, sperm cell, flower; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase-type carbohydrate-binding (InterPro:IPR011013), Glycoside hydrolase/deacetylase, beta/alpha-barrel (InterPro:IPR011330), Glycoside hydrolase, family 38, central domain (InterPro:IPR015341), Glycoside hydrolase, family 38, core (InterPro:IPR000602), Glycosyl hydrolases 38, C-terminal (InterPro:IPR011682); BEST Arabidopsis thaliana protein match is: Glycosyl hydrolase family 38 protein (TAIR:AT5G13980.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_025278		XLOC_025278		AT4G36740		4:17314558-17316374		WT inflorescence		ebs inflorescence		OK		2.18925		18.6937		3.09404		1.68385		0.0001		0.0014466		yes				AT5G01120		AT5G01120.1		Protein of unknown function (DUF674); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF674 (InterPro:IPR007750); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF674) (TAIR:AT5G43240.3); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_029485		XLOC_029485		AT5G06330		5:1934738-1935644		WT inflorescence		ebs inflorescence		OK		0.412036		3.50917		3.09029		2.36674		5.00E-05		0.000788747		yes				AT1G45100		AT1G45100.1		RNA-binding (RRM/RBD/RNP motifs) family protein; FUNCTIONS IN: RNA binding, nucleotide binding, nucleic acid binding; CONTAINS InterPro DOMAIN/s: RNA recognition motif, RNP-1 (InterPro:IPR000504), Nucleotide-binding, alpha-beta plait (InterPro:IPR012677); BEST Arabidopsis thaliana protein match is: RNA-binding (RRM/RBD/RNP motifs) family protein (TAIR:AT5G41690.1); Has 8161 Blast hits to 6227 proteins in 342 species: Archae - 0; Bacteria - 46; Metazoa - 4202; Fungi - 1513; Plants - 1680; Viruses - 0; Other Eukaryotes - 720 (source: NCBI BLink).		protein_coding

		XLOC_031424		XLOC_031424		AT5G41765		5:16716551-16717064		WT inflorescence		ebs inflorescence		OK		2.40537		19.6943		3.03345		4.65871		5.00E-05		0.000788747		yes				AT3G50270		AT3G50270.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT3G50280.1); Has 2559 Blast hits to 2547 proteins in 184 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 207; Plants - 2350; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_015354		XLOC_015354		AT3G28230		3:10529214-10530199		WT inflorescence		ebs inflorescence		OK		0.97606		7.95777		3.02732		1.3482		5.00E-05		0.000788747		yes				AT3G22160		AT3G22160.1		VQ motif-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: stem, inflorescence meristem, sepal, leaf, stamen; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT4G15120.1); Has 263 Blast hits to 244 proteins in 52 species: Archae - 0; Bacteria - 16; Metazoa - 25; Fungi - 26; Plants - 140; Viruses - 8; Other Eukaryotes - 48 (source: NCBI BLink).		protein_coding

		XLOC_016071		XLOC_016071		AT3G45870		3:16867201-16871548		WT inflorescence		ebs inflorescence		OK		1.188		9.66813		3.02471		2.58772		0.00035		0.00424685		yes				AT2G25200		AT2G25200.1		Plant protein of unknown function (DUF868); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF868, plant (InterPro:IPR008586); BEST Arabidopsis thaliana protein match is: Plant protein of unknown function (DUF868) (TAIR:AT5G11000.1); Has 283 Blast hits to 283 proteins in 16 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 283; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012064		XLOC_012064		AT2G18300		2:7952441-7954739		WT inflorescence		ebs inflorescence		OK		1.85179		14.8927		3.00762		5.78806		5.00E-05		0.000788747		yes				AT1G48180		AT1G48180.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G51670.1); Has 39 Blast hits to 39 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 39; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_028618		XLOC_028618		AT5G56910		5:23022921-23024205		WT inflorescence		ebs inflorescence		OK		5.23018		42.0214		3.00619		5.65923		5.00E-05		0.000788747		yes				AT4G19530		AT4G19530.1		Encodes a TIR-NB-LRR resistance protein.  Transient expression in tobacco induces cell death.		protein_coding

		XLOC_022910		XLOC_022910		AT4G39795		4:18466564-18467449		WT inflorescence		ebs inflorescence		OK		0.476387		3.70889		2.96078		1.52829		0.0029		0.024016		yes				AT4G29610		AT4G29610.1		Cytidine/deoxycytidylate deaminase family protein; FUNCTIONS IN: hydrolase activity, cytidine deaminase activity, zinc ion binding, catalytic activity; INVOLVED IN: cytidine deamination, cytidine metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Cytidine deaminase, homodimeric (InterPro:IPR006263), CMP/dCMP deaminase, zinc-binding (InterPro:IPR002125), Cytidine deaminase-like (InterPro:IPR016193), Cytidine/deoxycytidylate deaminase, zinc-binding domain (InterPro:IPR013171); BEST Arabidopsis thaliana protein match is: Cytidine/deoxycytidylate deaminase family protein (TAIR:AT4G29600.1); Has 3306 Blast hits to 3284 proteins in 1430 species: Archae - 58; Bacteria - 2532; Metazoa - 138; Fungi - 102; Plants - 130; Viruses - 0; Other Eukaryotes - 346 (source: NCBI BLink).		protein_coding

		XLOC_025539		XLOC_025539		AT5G02110		5:417021-418666		WT inflorescence		ebs inflorescence		OK		0.262677		2.0069		2.93361		1.18826		0.00065		0.00716651		yes				AT2G19660		AT2G19660.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: intracellular signaling pathway; LOCATED IN: cellular_component unknown; EXPRESSED IN: root, carpel; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), DC1 (InterPro:IPR004146), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT5G37620.1); Has 2127 Blast hits to 825 proteins in 49 species: Archae - 0; Bacteria - 0; Metazoa - 124; Fungi - 0; Plants - 1928; Viruses - 0; Other Eukaryotes - 75 (source: NCBI BLink).		protein_coding

		XLOC_026514		XLOC_026514		AT5G20400		5:6894843-6896349		WT inflorescence		ebs inflorescence		OK		0.156621		1.19393		2.93036		0.753996		0.0028		0.023349		yes				AT1G11990		AT1G11990.1		O-fucosyltransferase family protein; CONTAINS InterPro DOMAIN/s: GDP-fucose protein O-fucosyltransferase (InterPro:IPR019378); BEST Arabidopsis thaliana protein match is: O-fucosyltransferase family protein (TAIR:AT1G62330.1); Has 811 Blast hits to 808 proteins in 28 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 811; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018017		XLOC_018017		AT3G17520		3:5999288-6000370		WT inflorescence		ebs inflorescence		OK		0.250398		1.88802		2.91458		1.1485		0.0007		0.00759867		yes				AT5G20400		AT5G20400.1		encodes a protein whose sequence is similar to flavanone 3 hydroxylase from Malus.		protein_coding

		XLOC_022959		XLOC_022959		AT4G00390		4:171496-172843		WT inflorescence		ebs inflorescence		OK		4.04118		30.4225		2.91229		2.74464		5.00E-05		0.000788747		yes				AT2G21840		AT2G21840.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: intracellular signaling pathway; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), Zinc finger, PHD-type, conserved site (InterPro:IPR019786), Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT2G21850.1); Has 2782 Blast hits to 662 proteins in 34 species: Archae - 0; Bacteria - 0; Metazoa - 23; Fungi - 0; Plants - 2730; Viruses - 0; Other Eukaryotes - 29 (source: NCBI BLink).		protein_coding

		XLOC_002329		XLOC_002329		AT1G45100		1:17050630-17052189		WT inflorescence		ebs inflorescence		OK		0.547657		4.10562		2.90626		4.57873		5.00E-05		0.000788747		yes				AT4G19520		AT4G19520.1		disease resistance protein (TIR-NBS-LRR class) family; FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, apoptosis, defense response, innate immune response; LOCATED IN: intrinsic to membrane; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Leucine-rich repeat (InterPro:IPR001611), Disease resistance protein (InterPro:IPR000767), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT3G51560.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_003774		XLOC_003774		AT1G72100		1:27127211-27128978		WT inflorescence		ebs inflorescence		OK		0.221366		1.62437		2.87537		1.11816		0.00015		0.0020785		yes				AT2G21040		AT2G21040.1		C2 domain-containing protein. Possible pseudogene of AT2G20990.		protein_coding

		XLOC_023010		XLOC_023010		AT4G01110		4:479962-481160		WT inflorescence		ebs inflorescence		OK		0.329986		2.41259		2.87011		1.82107		0.00015		0.0020785		yes				AT1G44510		AT1G44510.1		transposable element gene; copia-like retrotransposon family, has a 0. P-value blast match to dbj|BAA78426.1| polyprotein (AtRE2-1) (Arabidopsis thaliana) (Ty1_Copia-element)		transposable_element_gene

		XLOC_020621		XLOC_020621		AT4G03610		4:1604938-1606982		WT inflorescence		ebs inflorescence		OK		1.25973		9.12722		2.85706		2.2931		0.002		0.0177984		yes				AT1G25550		AT1G25550.1		myb-like transcription factor family protein; CONTAINS InterPro DOMAIN/s: Homeodomain-like (InterPro:IPR009057), Myb, DNA-binding (InterPro:IPR014778), Myb-like DNA-binding domain, SHAQKYF class (InterPro:IPR006447), HTH transcriptional regulator, Myb-type, DNA-binding (InterPro:IPR017930), Homeodomain-related (InterPro:IPR012287); BEST Arabidopsis thaliana protein match is: myb-like transcription factor family protein (TAIR:AT1G68670.1); Has 1641 Blast hits to 1637 proteins in 65 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 1615; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_021616		XLOC_021616		AT4G16990		4:9560134-9565555		WT inflorescence		ebs inflorescence		OK		2.03028		14.6523		2.85138		2.98439		5.00E-05		0.000788747		yes				AT2G40260		AT2G40260.1		Homeodomain-like superfamily protein; CONTAINS InterPro DOMAIN/s: Homeodomain-like (InterPro:IPR009057), Myb, DNA-binding (InterPro:IPR014778), HTH transcriptional regulator, Myb-type, DNA-binding (InterPro:IPR017930), Myb-like DNA-binding domain, SHAQKYF class (InterPro:IPR006447), Homeodomain-related (InterPro:IPR012287); BEST Arabidopsis thaliana protein match is: myb-like HTH transcriptional regulator family protein (TAIR:AT2G38300.1); Has 1902 Blast hits to 1885 proteins in 114 species: Archae - 0; Bacteria - 0; Metazoa - 125; Fungi - 17; Plants - 1623; Viruses - 0; Other Eukaryotes - 137 (source: NCBI BLink).		protein_coding

		XLOC_009805		XLOC_009805		AT2G25820		2:11014889-11015800		WT inflorescence		ebs inflorescence		OK		0.618389		4.40003		2.83093		2.42445		5.00E-05		0.000788747		yes				AT5G61412		AT5G61412.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G33145.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_018794		XLOC_018794		transcript:AT3G30214.1		3:11860799-11861666		WT inflorescence		ebs inflorescence		OK		0.2226		1.58226		2.82946		2.13996		0.0002		0.00265586		yes				AT2G04050		AT2G04050.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: membrane; EXPRESSED IN: stem, leaf whorl, stamen; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: MATE family transporter related protein (InterPro:IPR015521), Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT2G04070.1); Has 9243 Blast hits to 9147 proteins in 1877 species: Archae - 201; Bacteria - 6287; Metazoa - 147; Fungi - 326; Plants - 1316; Viruses - 0; Other Eukaryotes - 966 (source: NCBI BLink).		protein_coding

		XLOC_018491		XLOC_018491		AT3G26220		3:9596076-9597833		WT inflorescence		ebs inflorescence		OK		0.368864		2.57504		2.80343		1.2685		0.00015		0.0020785		yes				AT1G65370		AT1G65370.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT1G65150.2); Has 460 Blast hits to 456 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 453; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_032019		XLOC_032019		AT5G51870		5:21085461-21088004		WT inflorescence		ebs inflorescence		OK		2.11208		14.6836		2.79747		2.51047		5.00E-05		0.000788747		yes				AT1G12010		AT1G12010.1		Encodes a protein that appears to have 1-amino-cyclopropane-1-carboxylic acid oxidase activity based on mutant analyses.		protein_coding

		XLOC_025254		XLOC_025254		AT4G36430		4:17204477-17205966		WT inflorescence		ebs inflorescence		OK		0.335254		2.29879		2.77755		1.59527		5.00E-05		0.000788747		yes				AT3G54830		AT3G54830.1		Transmembrane amino acid transporter family protein; CONTAINS InterPro DOMAIN/s: Amino acid transporter, transmembrane (InterPro:IPR013057); BEST Arabidopsis thaliana protein match is: Transmembrane amino acid transporter family protein (TAIR:AT2G39130.1); Has 4642 Blast hits to 4638 proteins in 371 species: Archae - 12; Bacteria - 272; Metazoa - 1629; Fungi - 958; Plants - 1130; Viruses - 3; Other Eukaryotes - 638 (source: NCBI BLink).		protein_coding

		XLOC_007692		XLOC_007692		AT1G69310		1:26054307-26058105		WT inflorescence		ebs inflorescence		OK		1.14562		7.8012		2.76757		5.10789		5.00E-05		0.000788747		yes				AT4G24275		AT4G24275.1		Identified as a screen for stress-responsive genes.		protein_coding

		XLOC_031947		XLOC_031947		AT5G50470		5:20555119-20555758		WT inflorescence		ebs inflorescence		OK		0.1754		1.19196		2.76461		1.50131		0.003		0.0246142		yes				AT1G29660		AT1G29660.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: apoplast, nucleus; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT1G29670.1); Has 3857 Blast hits to 3814 proteins in 365 species: Archae - 0; Bacteria - 608; Metazoa - 0; Fungi - 87; Plants - 3137; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_027439		XLOC_027439		AT5G37670		5:14968990-14969509		WT inflorescence		ebs inflorescence		OK		4.43723		29.63		2.73933		4.56653		5.00E-05		0.000788747		yes				AT1G33930		AT1G33930.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: GTP binding; INVOLVED IN: response to bacterium; EXPRESSED IN: leaf lamina base, pedicel, petiole, leaf; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis; CONTAINS InterPro DOMAIN/s: AIG1 (InterPro:IPR006703); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT1G33900.1); Has 1162 Blast hits to 1017 proteins in 94 species: Archae - 3; Bacteria - 57; Metazoa - 775; Fungi - 10; Plants - 211; Viruses - 2; Other Eukaryotes - 104 (source: NCBI BLink).		protein_coding

		XLOC_014801		XLOC_014801		AT3G19350		3:6705492-6706127		WT inflorescence		ebs inflorescence		OK		0.708611		4.71237		2.73339		1.87779		0.00035		0.00424685		yes				AT2G43440		AT2G43440.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G43445.1); Has 1369 Blast hits to 1361 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1367; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_026168		XLOC_026168		AT5G14200		5:4576201-4581374		WT inflorescence		ebs inflorescence		OK		3.19808		21.2421		2.73165		1.48717		0.00045		0.00528116		yes				AT5G56910		AT5G56910.1		Proteinase inhibitor I25, cystatin, conserved region; CONTAINS InterPro DOMAIN/s: Proteinase inhibitor I25, cystatin, conserved region (InterPro:IPR020381), Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT5G56920.1); Has 58 Blast hits to 58 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 58; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_021976		XLOC_021976		AT4G23300		4:12181931-12184704		WT inflorescence		ebs inflorescence		OK		0.343847		2.25073		2.71055		1.75812		5.00E-05		0.000788747		yes				AT1G32375		AT1G32375.1		F-box/RNI-like/FBD-like domains-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G56390.1); Has 2073 Blast hits to 2026 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 2072; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_011948		XLOC_011948		AT2G16367,transcript:AT2G16367.1		2:7079795-7080248		WT inflorescence		ebs inflorescence		OK		11.861		76.8399		2.69563		4.52579		5.00E-05		0.000788747		yes				AT5G42680		AT5G42680.1		Protein of unknown function, DUF617; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF617, plant (InterPro:IPR006460); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF617 (TAIR:AT4G39610.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_031715		XLOC_031715		AT5G46350		5:18801217-18804043		WT inflorescence		ebs inflorescence		OK		0.3707		2.40137		2.69554		2.19513		5.00E-05		0.000788747		yes				AT2G05995		AT2G05995.1		Unknown gene		other_rna

		XLOC_017632		XLOC_017632		AT3G11165		3:3497945-3499090		WT inflorescence		ebs inflorescence		OK		1.50486		9.59389		2.67249		3.28935		5.00E-05		0.000788747		yes				AT4G00780		AT4G00780.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT4G01390.1); Has 760 Blast hits to 681 proteins in 32 species: Archae - 0; Bacteria - 0; Metazoa - 8; Fungi - 0; Plants - 739; Viruses - 0; Other Eukaryotes - 13 (source: NCBI BLink).		protein_coding

		XLOC_004891		XLOC_004891		AT1G11990		1:4046245-4049060		WT inflorescence		ebs inflorescence		OK		0.242878		1.54662		2.67081		3.19687		5.00E-05		0.000788747		yes				AT3G52670		AT3G52670.1		FBD, F-box, Skp2-like and Leucine Rich Repeat domains containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT3G52680.2); Has 1954 Blast hits to 1906 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 1; Plants - 1949; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_014864		XLOC_014864		AT3G20370		3:7105370-7107225		WT inflorescence		ebs inflorescence		OK		0.149867		0.946152		2.65839		0.89314		0.00505		0.0374291		yes				AT5G41765		AT5G41765.1		DNA-binding storekeeper protein-related transcriptional regulator; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF573 (InterPro:IPR007592); BEST Arabidopsis thaliana protein match is: DNA-binding storekeeper protein-related transcriptional regulator (TAIR:AT4G00232.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_001259		XLOC_001259		AT1G23130		1:8200382-8201235		WT inflorescence		ebs inflorescence		OK		3.41194		21.4572		2.65279		4.87241		5.00E-05		0.000788747		yes				AT2G20620		AT2G20620.1		Protein of unknown function (DUF626); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT4G29550.1); Has 165 Blast hits to 165 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 165; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018748		XLOC_018748		AT3G29580		3:11394674-11395871		WT inflorescence		ebs inflorescence		OK		0.519709		3.25564		2.64716		3.19245		5.00E-05		0.000788747		yes				AT3G17520		AT3G17520.1		Late embryogenesis abundant protein (LEA) family protein; INVOLVED IN: embryo development ending in seed dormancy; LOCATED IN: endomembrane system; EXPRESSED IN: cultured cell, seed, leaf; EXPRESSED DURING: dry seed stage, LP.04 four leaves visible, seed development stages; BEST Arabidopsis thaliana protein match is: late embryogenesis abundant domain-containing protein / LEA domain-containing protein (TAIR:AT2G18340.1); Has 42102 Blast hits to 23885 proteins in 2451 species: Archae - 240; Bacteria - 12810; Metazoa - 10748; Fungi - 3745; Plants - 3219; Viruses - 271; Other Eukaryotes - 11069 (source: NCBI BLink).		protein_coding

		XLOC_022124		XLOC_022124		AT4G25860		4:13147325-13149606		WT inflorescence		ebs inflorescence		OK		0.335352		2.07918		2.63227		0.87783		0.00405		0.031386		yes				AT3G57600		AT3G57600.1		encodes a member of the DREB subfamily A-2 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are eight members in this subfamily including DREB2A AND DREB2B that are involved in response to drought.		protein_coding

		XLOC_020131		XLOC_020131		AT3G58990		3:21797057-21798303		WT inflorescence		ebs inflorescence		OK		1.5563		9.6488		2.63223		3.28932		5.00E-05		0.000788747		yes				AT4G38340		AT4G38340.1		Plant regulator RWP-RK family protein; CONTAINS InterPro DOMAIN/s: Octicosapeptide/Phox/Bem1p (InterPro:IPR000270), Plant regulator RWP-RK (InterPro:IPR003035), GAF (InterPro:IPR003018); BEST Arabidopsis thaliana protein match is: Plant regulator RWP-RK family protein (TAIR:AT1G76350.1); Has 720 Blast hits to 573 proteins in 47 species: Archae - 0; Bacteria - 4; Metazoa - 0; Fungi - 7; Plants - 646; Viruses - 0; Other Eukaryotes - 63 (source: NCBI BLink).		protein_coding

		XLOC_015170		XLOC_015170		AT3G25190		3:9174456-9175776		WT inflorescence		ebs inflorescence		OK		1.07389		6.63114		2.62642		3.2261		5.00E-05		0.000788747		yes				AT3G28270		AT3G28270.2		Protein of unknown function (DUF677); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT3G28290.1); Has 636 Blast hits to 621 proteins in 191 species: Archae - 37; Bacteria - 189; Metazoa - 134; Fungi - 25; Plants - 165; Viruses - 1; Other Eukaryotes - 85 (source: NCBI BLink).		protein_coding

		XLOC_023997		XLOC_023997		AT4G14580		4:8367886-8369167		WT inflorescence		ebs inflorescence		OK		0.233238		1.43081		2.61696		2.5573		0.0002		0.00265586		yes				AT1G22890		AT1G22890.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; Has 17 Blast hits to 17 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 17; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017106		XLOC_017106		AT3G02020		3:340545-343835		WT inflorescence		ebs inflorescence		OK		0.19057		1.16494		2.61186		1.92819		0.0001		0.0014466		yes				AT4G35720		AT4G35720.1		Arabidopsis protein of unknown function (DUF241); EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF241, plant (InterPro:IPR004320); BEST Arabidopsis thaliana protein match is: Arabidopsis protein of unknown function (DUF241) (TAIR:AT4G35690.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_011263		XLOC_011263		AT2G04170		2:1417181-1419517		WT inflorescence		ebs inflorescence		OK		0.170374		1.02161		2.58406		0.758375		5.00E-05		0.000788747		yes				AT1G75490		AT1G75490.1		encodes a member of the DREB subfamily A-2 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are eight members in this subfamily including DREB2A AND DREB2B that are involved in response to drought.		protein_coding

		XLOC_012191		XLOC_012191		AT2G20620		2:8891928-8893244		WT inflorescence		ebs inflorescence		OK		2.22249		13.2993		2.5811		5.19782		5.00E-05		0.000788747		yes				AT3G45870		AT3G45870.1		nodulin MtN21-like transporter family protein		protein_coding

		XLOC_010726		XLOC_010726		AT2G42170		2:17577713-17580392		WT inflorescence		ebs inflorescence		OK		0.314436		1.87174		2.57354		2.68216		5.00E-05		0.000788747		yes				AT3G21040		AT3G21040.1		transposable element gene; copia-like retrotransposon family, has a 5.7e-20 P-value blast match to gb|AAO73527.1| gag-pol polyprotein (Glycine max) (SIRE1) (Ty1_Copia-family)		transposable_element_gene

		XLOC_016215		XLOC_016215		AT3G48310		3:17888100-17889814		WT inflorescence		ebs inflorescence		OK		0.82204		4.84804		2.56012		2.51163		5.00E-05		0.000788747		yes				AT2G05540		AT2G05540.1		Glycine-rich protein family; LOCATED IN: endomembrane system; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Glycine rich protein (InterPro:IPR010800); BEST Arabidopsis thaliana protein match is: glycine-rich protein 3 (TAIR:AT2G05520.4); Has 20980 Blast hits to 7546 proteins in 779 species: Archae - 6; Bacteria - 3254; Metazoa - 9284; Fungi - 1649; Plants - 4555; Viruses - 118; Other Eukaryotes - 2114 (source: NCBI BLink).		protein_coding

		XLOC_014471		XLOC_014471		AT3G14210		3:4729822-4731803		WT inflorescence		ebs inflorescence		OK		3.14828		18.4107		2.54791		5.3434		5.00E-05		0.000788747		yes				AT5G16350		AT5G16350.1		O-acyltransferase (WSD1-like) family protein; CONTAINS InterPro DOMAIN/s: O-acyltransferase, WSD1, C-terminal (InterPro:IPR009721), O-acyltransferase, WSD1, N-terminal (InterPro:IPR004255); BEST Arabidopsis thaliana protein match is: O-acyltransferase (WSD1-like) family protein (TAIR:AT5G12420.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_014208		XLOC_014208		AT3G09520		3:2923742-2925629		WT inflorescence		ebs inflorescence		OK		0.363986		2.0925		2.52327		3.74785		5.00E-05		0.000788747		yes				AT5G08600		AT5G08600.2		U3 ribonucleoprotein (Utp) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: rRNA processing; LOCATED IN: small-subunit processome; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Small-subunit processome, Utp14 (InterPro:IPR006709); BEST Arabidopsis thaliana protein match is: U3 ribonucleoprotein (Utp) family protein (TAIR:AT4G02400.1).		protein_coding

		XLOC_025764		XLOC_025764		AT5G05890		5:1772542-1774113		WT inflorescence		ebs inflorescence		OK		0.486458		2.77318		2.51115		1.34333		5.00E-05		0.000788747		yes				AT1G69730		AT1G69730.1		Wall-associated kinase family protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system, integral to membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Wall-associated kinase (InterPro:IPR013695), EGF-like calcium-binding, conserved site (InterPro:IPR018097), Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: WALL ASSOCIATED KINASE (WAK)-LIKE 10 (TAIR:AT1G79680.1); Has 118696 Blast hits to 117097 proteins in 4295 species: Archae - 105; Bacteria - 13298; Metazoa - 44157; Fungi - 9958; Plants - 33203; Viruses - 492; Other Eukaryotes - 17483 (source: NCBI BLink).		protein_coding

		XLOC_015943		XLOC_015943		AT3G43790		3:15655383-15660086		WT inflorescence		ebs inflorescence		OK		0.885023		5.03007		2.50679		1.72202		5.00E-05		0.000788747		yes				AT5G44390		AT5G44390.1		FAD-binding Berberine family protein; FUNCTIONS IN: electron carrier activity, oxidoreductase activity, FAD binding, catalytic activity; LOCATED IN: endomembrane system; EXPRESSED IN: cotyledon, embryo, hypocotyl, root, stamen; EXPRESSED DURING: 4 anthesis, C globular stage; CONTAINS InterPro DOMAIN/s: FAD-linked oxidase, FAD-binding, subdomain 2 (InterPro:IPR016168), FAD-binding, type 2 (InterPro:IPR016166), Berberine/berberine-like (InterPro:IPR012951), FAD linked oxidase, N-terminal (InterPro:IPR006094); BEST Arabidopsis thaliana protein match is: FAD-binding Berberine family protein (TAIR:AT5G44400.1); Has 8763 Blast hits to 8674 proteins in 1286 species: Archae - 135; Bacteria - 4861; Metazoa - 111; Fungi - 1786; Plants - 808; Viruses - 0; Other Eukaryotes - 1062 (source: NCBI BLink).		protein_coding

		XLOC_004685		XLOC_004685		AT1G08400		1:2643329-2646035		WT inflorescence		ebs inflorescence		OK		4.52084		25.5015		2.49592		4.59602		5.00E-05		0.000788747		yes				AT3G19030		AT3G19030.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: pyridoxine biosynthetic process, homoserine biosynthetic process; LOCATED IN: endomembrane system; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G49500.1); Has 22 Blast hits to 22 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 22; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000290		XLOC_000290		AT1G06320		1:1930522-1931449		WT inflorescence		ebs inflorescence		OK		3.03674		16.9883		2.48395		3.91418		0.00145		0.0137497		yes				AT1G12160		AT1G12160.1		Flavin-binding monooxygenase family protein; FUNCTIONS IN: NADP or NADPH binding, monooxygenase activity, FAD binding, flavin-containing monooxygenase activity; INVOLVED IN: oxidation reduction; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Flavin-containing monooxygenase FMO (InterPro:IPR000960), Flavin-containing monooxygenase-like (InterPro:IPR020946); BEST Arabidopsis thaliana protein match is: Flavin-binding monooxygenase family protein (TAIR:AT1G12130.1); Has 8661 Blast hits to 8102 proteins in 1035 species: Archae - 4; Bacteria - 3767; Metazoa - 1139; Fungi - 1126; Plants - 753; Viruses - 0; Other Eukaryotes - 1872 (source: NCBI BLink).		protein_coding

		XLOC_032792		XLOC_032792		AT5G66150		5:26439012-26444434		WT inflorescence		ebs inflorescence		OK		0.190127		1.04504		2.45852		3.48465		5.00E-05		0.000788747		yes				AT3G29580		AT3G29580.1		Arabidopsis phospholipase-like protein (PEARLI 4) with TRAF-like domain; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083), Phospholipase-like, arabidopsis (InterPro:IPR007942); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT3G58250.1); Has 479 Blast hits to 434 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 475; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_025869		XLOC_025869		AT5G07690		5:2446763-2448543		WT inflorescence		ebs inflorescence		OK		0.493689		2.67251		2.43652		2.95924		5.00E-05		0.000788747		yes				AT1G27030		AT1G27030.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G27020.1); Has 504 Blast hits to 502 proteins in 169 species: Archae - 0; Bacteria - 299; Metazoa - 0; Fungi - 0; Plants - 67; Viruses - 0; Other Eukaryotes - 138 (source: NCBI BLink).		protein_coding

		XLOC_021305		XLOC_021305		AT4G12030		4:7210917-7212992		WT inflorescence		ebs inflorescence		OK		0.928764		5.00424		2.42977		1.95719		0.00025		0.00319302		yes				AT5G59540		AT5G59540.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT5G59530.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_008191		XLOC_008191		AT1G78760		1:29615173-29616738		WT inflorescence		ebs inflorescence		OK		0.411434		2.20733		2.42357		3.22572		5.00E-05		0.000788747		yes				AT2G22060		AT2G22060.1		BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT2G22030.1); Has 148 Blast hits to 148 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 148; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_001500		XLOC_001500		AT1G28010		1:9763435-9768068		WT inflorescence		ebs inflorescence		OK		0.598607		3.19609		2.41663		1.53844		0.00675		0.0466553		yes				AT2G42170		AT2G42170.1		Actin family protein; FUNCTIONS IN: structural constituent of cytoskeleton, ATP binding; INVOLVED IN: biological_process unknown; LOCATED IN: actin cytoskeleton; EXPRESSED IN: vascular bundle; CONTAINS InterPro DOMAIN/s: Actin, conserved site (InterPro:IPR004001), Actin/actin-like (InterPro:IPR004000); BEST Arabidopsis thaliana protein match is: Actin-like ATPase superfamily protein (TAIR:AT2G42100.1); Has 13233 Blast hits to 12851 proteins in 2620 species: Archae - 6; Bacteria - 13; Metazoa - 5650; Fungi - 3392; Plants - 1602; Viruses - 2; Other Eukaryotes - 2568 (source: NCBI BLink).		protein_coding

		XLOC_022292		XLOC_022292		AT4G28720		4:14192582-14194256		WT inflorescence		ebs inflorescence		OK		0.178797		0.953829		2.4154		1.20374		0.00165		0.0152285		yes				AT1G61255		AT1G61255.1		BEST Arabidopsis thaliana protein match is: glycine-rich protein (TAIR:AT4G21620.2); Has 58 Blast hits to 58 proteins in 12 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 56; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_008576		XLOC_008576		AT2G05380		2:1966815-1968037		WT inflorescence		ebs inflorescence		OK		103.337		549.811		2.41158		11.1365		5.00E-05		0.000788747		yes				AT3G28230		AT3G28230.2		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: gene silencing; LOCATED IN: nucleus; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Something about silencing protein 10 (Sas10), C-terminal (InterPro:IPR018972); BEST Arabidopsis thaliana protein match is: Sas10/U3 ribonucleoprotein (Utp) family protein (TAIR:AT2G43650.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_027576		XLOC_027576		AT5G39890		5:15974392-15976270		WT inflorescence		ebs inflorescence		OK		0.967497		5.14654		2.41127		3.36669		5.00E-05		0.000788747		yes				AT3G47380		AT3G47380.1		Plant invertase/pectin methylesterase inhibitor superfamily protein; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase inhibitor activity, pectinesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Pectinesterase inhibitor (InterPro:IPR006501); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily protein (TAIR:AT5G62350.1); Has 734 Blast hits to 730 proteins in 42 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 734; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016425		XLOC_016425		AT3G52115		3:19326332-19328323		WT inflorescence		ebs inflorescence		OK		4.97675		26.4358		2.40922		5.06265		5.00E-05		0.000788747		yes				AT1G35210		AT1G35210.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF740 (InterPro:IPR008004); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G22470.1); Has 83 Blast hits to 83 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 81; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_019892		XLOC_019892		AT3G54830		3:20311900-20315030		WT inflorescence		ebs inflorescence		OK		0.632076		3.35427		2.40783		4.09767		5.00E-05		0.000788747		yes				AT1G68520		AT1G68520.1		B-box type zinc finger protein with CCT domain; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: CCT domain (InterPro:IPR010402), Zinc finger, B-box (InterPro:IPR000315); BEST Arabidopsis thaliana protein match is: B-box type zinc finger protein with CCT domain (TAIR:AT1G25440.1); Has 3472 Blast hits to 2352 proteins in 127 species: Archae - 0; Bacteria - 0; Metazoa - 7; Fungi - 1; Plants - 3365; Viruses - 0; Other Eukaryotes - 99 (source: NCBI BLink).		protein_coding

		XLOC_001940		XLOC_001940		AT1G35140		1:12851996-12853128		WT inflorescence		ebs inflorescence		OK		0.454916		2.40548		2.40265		1.71412		5.00E-05		0.000788747		yes				AT1G69630		AT1G69630.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G78750.1); Has 2345 Blast hits to 2298 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 0; Plants - 2342; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_008494		XLOC_008494		AT2G04032		2:1289831-1291383		WT inflorescence		ebs inflorescence		OK		1.58118		8.32787		2.39694		1.95962		0.00085		0.00894144		yes				AT4G01110		AT4G01110.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G01453.1); Has 273 Blast hits to 272 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 273; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_006120		XLOC_006120		AT1G35320		1:12959056-12962853		WT inflorescence		ebs inflorescence		OK		0.201413		1.05543		2.3896		2.04821		5.00E-05		0.000788747		yes				AT1G06320		AT1G06320.1		unknown protein; Has 24 Blast hits to 24 proteins in 10 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 20; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_020288		XLOC_020288		AT3G61760		3:22860513-22864153		WT inflorescence		ebs inflorescence		OK		3.56594		18.613		2.38396		1.88438		0.00055		0.0062255		yes				AT3G49270		AT3G49270.3		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; BEST Arabidopsis thaliana protein match is: proline-rich family protein (TAIR:AT3G49300.1); Has 61 Blast hits to 44 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 27; Fungi - 0; Plants - 30; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_013533		XLOC_013533		AT2G43590		2:18081330-18082767		WT inflorescence		ebs inflorescence		OK		1.40745		7.34147		2.38299		3.66321		5.00E-05		0.000788747		yes				AT1G03710		AT1G03710.1		Cystatin/monellin superfamily protein; FUNCTIONS IN: cysteine-type endopeptidase inhibitor activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Proteinase inhibitor I25, cystatin (InterPro:IPR000010), Proteinase inhibitor I25, cystatin, conserved region (InterPro:IPR020381), Cystatin-related, plant (InterPro:IPR006525); BEST Arabidopsis thaliana protein match is: Cystatin/monellin superfamily protein (TAIR:AT4G03565.1); Has 113 Blast hits to 103 proteins in 7 species: Archae - 0; Bacteria - 4; Metazoa - 0; Fungi - 0; Plants - 106; Viruses - 0; Other Eukaryotes - 3 (source: NCBI BLink).		protein_coding

		XLOC_017475		XLOC_017475		AT3G08040		3:2566276-2572151		WT inflorescence		ebs inflorescence		OK		0.335908		1.75178		2.38269		1.63287		5.00E-05		0.000788747		yes				AT2G16367		AT2G16367.1		Encodes a defensin-like (DEFL) family protein.		pseudogene

		XLOC_029648		XLOC_029648		AT5G09690		5:3000808-3003500		WT inflorescence		ebs inflorescence		OK		10.5367		54.5653		2.37256		4.39716		5.00E-05		0.000788747		yes				AT1G17960		AT1G17960.1		Threonyl-tRNA synthetase; FUNCTIONS IN: nucleotide binding, aminoacyl-tRNA ligase activity, threonine-tRNA ligase activity, ATP binding; INVOLVED IN: threonyl-tRNA aminoacylation, translation, tRNA aminoacylation for protein translation; LOCATED IN: cytoplasm; EXPRESSED IN: inflorescence meristem, root, pedicel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Threonyl/alanyl tRNA synthetase, class II-like, putative editing domain (InterPro:IPR018163), Aminoacyl-tRNA synthetase, class II (G/ H/ P/ S), conserved domain (InterPro:IPR002314), Beta-grasp fold, ferredoxin-type (InterPro:IPR012675), Aminoacyl-tRNA synthetase, class II, conserved domain (InterPro:IPR006195), TGS-like (InterPro:IPR012676), TGS (InterPro:IPR004095), Anticodon-binding (InterPro:IPR004154), Threonyl-tRNA synthetase, class IIa, conserved region (InterPro:IPR018158); BEST Arabidopsis thaliana protein match is: Threonyl-tRNA synthetase (TAIR:AT5G26830.1); Has 16132 Blast hits to 11197 proteins in 2892 species: Archae - 329; Bacteria - 9775; Metazoa - 548; Fungi - 378; Plants - 140; Viruses - 0; Other Eukaryotes - 4962 (source: NCBI BLink).		protein_coding

		XLOC_009334		XLOC_009334		AT2G18050		2:7845922-7846884		WT inflorescence		ebs inflorescence		OK		24.7848		125.915		2.34493		7.08327		5.00E-05		0.000788747		yes				AT1G49500		AT1G49500.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 10 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G19030.1); Has 24 Blast hits to 24 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 24; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_006521		XLOC_006521		AT1G47840		1:17616106-17618894		WT inflorescence		ebs inflorescence		OK		1.14937		5.8233		2.34099		2.04373		5.00E-05		0.000788747		yes				AT1G76800		AT1G76800.1		The gene encodes nodulin-like2 whose transcript abundance was repressed under conditions of Fe-deficient growth.		protein_coding

		XLOC_026193		XLOC_026193		AT5G14740		5:4757971-4762615		WT inflorescence		ebs inflorescence		OK		13.9012		70.32		2.33873		9.69511		5.00E-05		0.000788747		yes				AT4G39720		AT4G39720.1		VQ motif-containing protein; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT1G35830.1); Has 406 Blast hits to 390 proteins in 39 species: Archae - 0; Bacteria - 0; Metazoa - 10; Fungi - 7; Plants - 145; Viruses - 0; Other Eukaryotes - 244 (source: NCBI BLink).		protein_coding

		XLOC_017998		XLOC_017998		AT3G17260		3:5896074-5897835		WT inflorescence		ebs inflorescence		OK		1.07672		5.41955		2.33154		4.82702		5.00E-05		0.000788747		yes				AT2G42955		AT2G42955.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G30615.1); Has 60 Blast hits to 45 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 60; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032841		XLOC_032841		AT5G66970		5:26740444-26741125		WT inflorescence		ebs inflorescence		OK		0.911671		4.57712		2.32785		2.58726		0.0004		0.00477681		yes				AT3G26770		AT3G26770.1		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: oxidoreductase activity, binding, catalytic activity; INVOLVED IN: oxidation reduction, metabolic process; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: NAD(P)-binding domain (InterPro:IPR016040), Glucose/ribitol dehydrogenase (InterPro:IPR002347), Short-chain dehydrogenase/reductase SDR (InterPro:IPR002198); BEST Arabidopsis thaliana protein match is: NAD(P)-binding Rossmann-fold superfamily protein (TAIR:AT3G26760.1); Has 124722 Blast hits to 124477 proteins in 3643 species: Archae - 1005; Bacteria - 80894; Metazoa - 6366; Fungi - 6864; Plants - 2737; Viruses - 9; Other Eukaryotes - 26847 (source: NCBI BLink).		protein_coding

		XLOC_031873		XLOC_031873		AT5G49190		5:19943281-19947189		WT inflorescence		ebs inflorescence		OK		3.02877		15.0817		2.316		2.83633		5.00E-05		0.000788747		yes				AT3G28330		AT3G28330.1		F-box family protein-related; CONTAINS InterPro DOMAIN/s: F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box family protein (TAIR:AT3G28223.1); Has 118 Blast hits to 117 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 118; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002307		XLOC_002307		AT1G44740		1:16887403-16889155		WT inflorescence		ebs inflorescence		OK		1.01848		5.06715		2.31476		3.60603		5.00E-05		0.000788747		yes				AT5G35580		AT5G35580.1		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: root, stamen; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT2G05940.1); Has 116021 Blast hits to 114684 proteins in 3463 species: Archae - 93; Bacteria - 13781; Metazoa - 42325; Fungi - 9577; Plants - 32686; Viruses - 372; Other Eukaryotes - 17187 (source: NCBI BLink).		protein_coding

		XLOC_015236		XLOC_015236		AT3G26120		3:9546397-9549453		WT inflorescence		ebs inflorescence		OK		0.158517		0.788145		2.31382		0.866007		0.005		0.0371395		yes				AT1G64370		AT1G64370.1		unknown protein; Has 773 Blast hits to 375 proteins in 118 species: Archae - 0; Bacteria - 97; Metazoa - 421; Fungi - 108; Plants - 31; Viruses - 0; Other Eukaryotes - 116 (source: NCBI BLink).		protein_coding

		XLOC_033119		XLOC_033119		ATCG00660		Pt:68511-68865		WT inflorescence		ebs inflorescence		OK		1.15498		5.70571		2.30454		1.96423		0.00325		0.0262224		yes				AT1G35320		AT1G35320.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G30160.1); Has 9 Blast hits to 9 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 9; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002557		XLOC_002557		transcript:AT1G50130.1		1:18566603-18569401		WT inflorescence		ebs inflorescence		OK		0.254238		1.24861		2.29607		3.38297		5.00E-05		0.000788747		yes				AT1G16850		AT1G16850.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to salt stress; LOCATED IN: endomembrane system; EXPRESSED IN: leaf apex, leaf whorl, male gametophyte, flower, leaf; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, LP.10 ten leaves visible, petal differentiation and expansion stage, LP.08 eight leaves visible; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G64820.1); Has 24 Blast hits to 24 proteins in 6 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 24; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013698		XLOC_013698		AT2G46770		2:19220726-19222916		WT inflorescence		ebs inflorescence		OK		0.367298		1.79082		2.2856		1.30585		0.0009		0.00936597		yes				AT5G45990		AT5G45990.1		crooked neck protein, putative / cell cycle protein, putative; FUNCTIONS IN: binding; INVOLVED IN: mRNA processing, RNA processing; LOCATED IN: intracellular, nucleus; CONTAINS InterPro DOMAIN/s: RNA-processing protein, HAT helix (InterPro:IPR003107), Tetratricopeptide-like helical (InterPro:IPR011990), Tetratricopeptide repeat-containing (InterPro:IPR013026), Suppressor of forked (InterPro:IPR008847); BEST Arabidopsis thaliana protein match is: crooked neck protein, putative / cell cycle protein, putative (TAIR:AT5G41770.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007437		XLOC_007437		AT1G65050		1:24164285-24165679		WT inflorescence		ebs inflorescence		OK		1.47634		7.18415		2.28279		3.50478		5.00E-05		0.000788747		yes				AT2G43590		AT2G43590.1		Chitinase family protein; FUNCTIONS IN: chitin binding, chitinase activity; INVOLVED IN: carbohydrate metabolic process, cell wall macromolecule catabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, C globular stage, LP.02 two leaves visible; CONTAINS InterPro DOMAIN/s: Chitin-binding, type 1, conserved site (InterPro:IPR018371), Glycoside hydrolase, family 19 (InterPro:IPR016283), Chitin-binding, type 1 (InterPro:IPR001002), Glycoside hydrolase, family 19, catalytic (InterPro:IPR000726); BEST Arabidopsis thaliana protein match is: Chitinase family protein (TAIR:AT2G43580.1); Has 2744 Blast hits to 2502 proteins in 524 species: Archae - 0; Bacteria - 615; Metazoa - 34; Fungi - 202; Plants - 1760; Viruses - 20; Other Eukaryotes - 113 (source: NCBI BLink).		protein_coding

		XLOC_012464		XLOC_012464		AT2G25220		2:10742712-10745594		WT inflorescence		ebs inflorescence		OK		2.98073		14.4867		2.281		1.8696		5.00E-05		0.000788747		yes				AT4G29905		AT4G29905.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G57123.1); Has 73 Blast hits to 73 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 73; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032525		XLOC_032525		AT5G61270		5:24638772-24640600		WT inflorescence		ebs inflorescence		OK		1.74613		8.43471		2.27218		2.10688		5.00E-05		0.000788747		yes				AT3G62455		AT3G62455.1		transposable element gene; copia-like retrotransposon family, has a 7.1e-232 P-value blast match to gb|AAO73529.1| gag-pol polyprotein (Glycine max) (SIRE1) (Ty1_Copia-family)		transposable_element_gene

		XLOC_007488		XLOC_007488		AT1G65890		1:24512456-24514659		WT inflorescence		ebs inflorescence		OK		0.466095		2.24639		2.26891		1.66915		5.00E-05		0.000788747		yes				AT5G04680		AT5G04680.1		Ankyrin repeat family protein; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT5G04700.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007782		XLOC_007782		AT1G71000		1:26769335-26770111		WT inflorescence		ebs inflorescence		OK		0.955513		4.584		2.26226		2.39714		0.00025		0.00319302		yes				AT4G00390		AT4G00390.1		DNA-binding storekeeper protein-related transcriptional regulator; FUNCTIONS IN: transcription regulator activity; LOCATED IN: nucleolus; EXPRESSED IN: seed; EXPRESSED DURING: E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF573 (InterPro:IPR007592); BEST Arabidopsis thaliana protein match is: DNA-binding storekeeper protein-related transcriptional regulator (TAIR:AT1G61730.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_005210		XLOC_005210		AT1G17960		1:6180895-6183806		WT inflorescence		ebs inflorescence		OK		0.244297		1.1644		2.25288		0.880176		0.00375		0.0294754		yes				AT3G13437		AT3G13437.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 4 Blast hits to 4 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 4; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_023950		XLOC_023950		AT4G14020		4:8095214-8095736		WT inflorescence		ebs inflorescence		OK		1.35158		6.43372		2.25101		1.53483		0.0002		0.00265586		yes				AT3G05730		AT3G05730.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_032018		XLOC_032018		AT5G51860		5:21081843-21084427		WT inflorescence		ebs inflorescence		OK		1.27213		6.04496		2.24848		2.81735		5.00E-05		0.000788747		yes				AT1G65050		AT1G65050.1		TRAF-like superfamily protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT1G65150.2); Has 362 Blast hits to 327 proteins in 33 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 16; Plants - 335; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding

		XLOC_026806		XLOC_026806		AT5G26630		5:9350814-9351471		WT inflorescence		ebs inflorescence		OK		0.35302		1.66853		2.24076		1.68091		0.00475		0.0356722		yes				AT3G17260		AT3G17260.1		transposable element gene; hAT-like transposase family (hobo/Ac/Tam3), has a 2.6e-27 P-value blast match to GB:CAA29005 ORFa of Maize Ac (hAT-element) (Zea mays)		transposable_element_gene

		XLOC_026289		XLOC_026289		AT5G16350		5:5352625-5355070		WT inflorescence		ebs inflorescence		OK		0.584654		2.74939		2.23346		1.87003		5.00E-05		0.000788747		yes				AT1G71280		AT1G71280.1		DEA(D/H)-box RNA helicase family protein; CONTAINS InterPro DOMAIN/s: RNA helicase, DEAD-box type, Q motif (InterPro:IPR014014), DNA/RNA helicase, DEAD/DEAH box type, N-terminal (InterPro:IPR011545), RNA helicase, ATP-dependent, DEAD-box, conserved site (InterPro:IPR000629), DEAD-like helicase, N-terminal (InterPro:IPR014001), DNA/RNA helicase, C-terminal (InterPro:IPR001650), Helicase, superfamily 1/2, ATP-binding domain (InterPro:IPR014021); BEST Arabidopsis thaliana protein match is: DEA(D/H)-box RNA helicase family protein (TAIR:AT1G71370.1); Has 32241 Blast hits to 31419 proteins in 2877 species: Archae - 296; Bacteria - 14760; Metazoa - 5495; Fungi - 4146; Plants - 2302; Viruses - 4; Other Eukaryotes - 5238 (source: NCBI BLink).		protein_coding

		XLOC_032624		XLOC_032624		AT5G63180		5:25340953-25343119		WT inflorescence		ebs inflorescence		OK		8.19042		38.2907		2.22498		2.10942		5.00E-05		0.000788747		yes				AT1G65760		AT1G65760.1		Protein of unknown function (DUF295); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF295 (InterPro:IPR005174); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF295) (TAIR:AT1G65740.1); Has 160 Blast hits to 157 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 160; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004985		XLOC_004985		AT1G13650		1:4680431-4682196		WT inflorescence		ebs inflorescence		OK		2.08501		9.72493		2.22163		4.22761		5.00E-05		0.000788747		yes				AT2G05300		AT2G05300.1		pseudogene of the F-box protein family		pseudogene

		XLOC_014373		XLOC_014373		AT3G12540		3:3975245-3977312		WT inflorescence		ebs inflorescence		OK		2.16122		10.0376		2.2155		1.44763		0.0068		0.0469531		yes				AT3G15670		AT3G15670.1		Late embryogenesis abundant protein (LEA) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: embryo development ending in seed dormancy; LOCATED IN: nucleus; EXPRESSED DURING: dry seed stage; BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant protein (LEA) family protein (TAIR:AT1G52690.2); Has 12897 Blast hits to 6829 proteins in 1482 species: Archae - 30; Bacteria - 6176; Metazoa - 1239; Fungi - 638; Plants - 1871; Viruses - 111; Other Eukaryotes - 2832 (source: NCBI BLink).		protein_coding

		XLOC_002337		XLOC_002337		AT1G45201		1:17123820-17128651		WT inflorescence		ebs inflorescence		OK		4.33972		19.7218		2.18412		1.74913		5.00E-05		0.000788747		yes				AT5G39080		AT5G39080.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT5G39050.1); Has 2008 Blast hits to 1990 proteins in 121 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 42; Plants - 1965; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_021020		XLOC_021020		AT4G08040		4:4887111-4888939		WT inflorescence		ebs inflorescence		OK		0.179984		0.81163		2.17296		1.96336		0.00155		0.0144759		yes				AT5G41761		AT5G41761.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G55570.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_006481		XLOC_006481		AT1G46552		1:17247858-17252452		WT inflorescence		ebs inflorescence		OK		0.196644		0.885787		2.17138		3.5494		5.00E-05		0.000788747		yes				AT2G05530		AT2G05530.1		Glycine-rich protein family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, root, leaf; EXPRESSED DURING: LP.04 four leaves visible; CONTAINS InterPro DOMAIN/s: Glycine rich protein (InterPro:IPR010800); BEST Arabidopsis thaliana protein match is: glycine-rich protein 3 (TAIR:AT2G05520.5); Has 32113 Blast hits to 9490 proteins in 861 species: Archae - 8; Bacteria - 10040; Metazoa - 11064; Fungi - 1844; Plants - 5235; Viruses - 311; Other Eukaryotes - 3611 (source: NCBI BLink).		protein_coding

		XLOC_027694		XLOC_027694		AT5G41761		5:16711436-16712031		WT inflorescence		ebs inflorescence		OK		0.965996		4.34415		2.16899		2.57441		0.00015		0.0020785		yes				AT5G25840		AT5G25840.1		Protein of unknown function (DUF1677); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1677, plant (InterPro:IPR012876); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1677) (TAIR:AT1G79770.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_004345		XLOC_004345		AT1G02820		1:623764-624475		WT inflorescence		ebs inflorescence		OK		0.537136		2.41091		2.16622		1.26642		0.0018		0.0163394		yes				AT3G46490		AT3G46490.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors, oxidoreductase activity, iron ion binding; INVOLVED IN: oxidation reduction, secondary metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Isopenicillin N synthase (InterPro:IPR002283), Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT1G35190.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_014909		XLOC_014909		AT3G21040		3:7372759-7374364		WT inflorescence		ebs inflorescence		OK		4.5369		20.3552		2.16562		7.04242		5.00E-05		0.000788747		yes				AT5G26630		AT5G26630.1		MADS-box transcription factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: flower, cultured cell, endosperm; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Transcription factor, MADS-box (InterPro:IPR002100); BEST Arabidopsis thaliana protein match is: AGAMOUS-like 80 (TAIR:AT5G48670.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_000354		XLOC_000354		AT1G07610		1:2341541-2342123		WT inflorescence		ebs inflorescence		OK		7.76826		34.737		2.16081		4.48341		5.00E-05		0.000788747		yes				AT4G12900		AT4G12900.1		Gamma interferon responsive lysosomal thiol (GILT) reductase family protein; FUNCTIONS IN: catalytic activity; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Gamma interferon inducible lysosomal thiol reductase GILT (InterPro:IPR004911); BEST Arabidopsis thaliana protein match is: Gamma interferon responsive lysosomal thiol (GILT) reductase family protein (TAIR:AT4G12890.1); Has 477 Blast hits to 470 proteins in 93 species: Archae - 0; Bacteria - 0; Metazoa - 326; Fungi - 7; Plants - 99; Viruses - 0; Other Eukaryotes - 45 (source: NCBI BLink).		protein_coding

		XLOC_032321		XLOC_032321		AT5G57550		5:23304887-23306421		WT inflorescence		ebs inflorescence		OK		0.258944		1.1429		2.14199		0.936288		0.00575		0.0412677		yes				AT2G43445		AT2G43445.1		F-box and associated interaction domains-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G43440.1); Has 1172 Blast hits to 1159 proteins in 33 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1170; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_032647		XLOC_032647		AT5G63590		5:25456992-25458470		WT inflorescence		ebs inflorescence		OK		0.522251		2.28507		2.12942		1.7287		0.00045		0.00528116		yes				AT2G41080		AT2G41080.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Pentatricopeptide repeat (PPR) superfamily protein (TAIR:AT4G13650.1); Has 35775 Blast hits to 12998 proteins in 218 species: Archae - 0; Bacteria - 5; Metazoa - 12; Fungi - 37; Plants - 35395; Viruses - 0; Other Eukaryotes - 326 (source: NCBI BLink).		protein_coding

		XLOC_033141		XLOC_033141		ATCG01060		Pt:117317-117563		WT inflorescence		ebs inflorescence		OK		4.00116		17.4651		2.12599		1.99264		0.0016		0.0148612		yes				AT3G14560		AT3G14560.1		unknown protein; Has 6 Blast hits to 6 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 6; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_023071		XLOC_023071		AT4G01985		4:866235-868126		WT inflorescence		ebs inflorescence		OK		0.265582		1.1581		2.12453		2.75302		5.00E-05		0.000788747		yes				AT3G60960		AT3G60960.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G28380.1); Has 6360 Blast hits to 3266 proteins in 90 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 6335; Viruses - 0; Other Eukaryotes - 23 (source: NCBI BLink).		protein_coding

		XLOC_003923		XLOC_003923		AT1G74810		1:28108473-28111534		WT inflorescence		ebs inflorescence		OK		1.79871		7.73598		2.10462		5.39366		5.00E-05		0.000788747		yes				AT5G04980		AT5G04980.2		DNAse I-like superfamily protein; FUNCTIONS IN: hydrolase activity, inositol or phosphatidylinositol phosphatase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Inositol polyphosphate related phosphatase (InterPro:IPR000300), Endonuclease/exonuclease/phosphatase (InterPro:IPR005135); BEST Arabidopsis thaliana protein match is: DNAse I-like superfamily protein (TAIR:AT5G65090.1); Has 2300 Blast hits to 2056 proteins in 220 species: Archae - 0; Bacteria - 0; Metazoa - 750; Fungi - 552; Plants - 689; Viruses - 0; Other Eukaryotes - 309 (source: NCBI BLink).		protein_coding

		XLOC_001010		XLOC_001010		AT1G18870		1:6515428-6519282		WT inflorescence		ebs inflorescence		OK		2.60485		11.1783		2.10142		1.33919		0.00295		0.0243214		yes				AT1G13820		AT1G13820.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity, catalytic activity; CONTAINS InterPro DOMAIN/s: Epoxide hydrolase-like (InterPro:IPR000639), Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT5G39220.1); Has 7432 Blast hits to 7419 proteins in 1219 species: Archae - 99; Bacteria - 5035; Metazoa - 262; Fungi - 72; Plants - 574; Viruses - 0; Other Eukaryotes - 1390 (source: NCBI BLink).		protein_coding

		XLOC_008592		XLOC_008592		AT2G05530		2:2029711-2030544		WT inflorescence		ebs inflorescence		OK		2.95037		12.6347		2.09842		3.29915		5.00E-05		0.000788747		yes				AT5G44005		AT5G44005.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_026125		XLOC_026125		AT5G13370		5:4286818-4289554		WT inflorescence		ebs inflorescence		OK		0.330913		1.40984		2.09101		1.25237		0.0032		0.0259628		yes				AT5G42690		AT5G42690.2		Protein of unknown function, DUF547; LOCATED IN: chloroplast; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF547 (InterPro:IPR006869); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF547 (TAIR:AT4G37080.3); Has 821 Blast hits to 802 proteins in 158 species: Archae - 4; Bacteria - 211; Metazoa - 31; Fungi - 2; Plants - 490; Viruses - 0; Other Eukaryotes - 83 (source: NCBI BLink).		protein_coding

		XLOC_022699		XLOC_022699		AT4G35720		4:16927971-16929170		WT inflorescence		ebs inflorescence		OK		0.331217		1.40452		2.08423		2.32318		0.0008		0.00850318		yes				AT4G14020		AT4G14020.1		Rapid alkalinization factor (RALF) family protein; CONTAINS InterPro DOMAIN/s: Rapid ALkalinization Factor (InterPro:IPR008801); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_026784		XLOC_026784		AT5G26280		5:9208710-9210572		WT inflorescence		ebs inflorescence		OK		0.232944		0.985711		2.08118		0.72982		0.0071		0.048402		yes				AT1G23130		AT1G23130.1		Polyketide cyclase/dehydrase and lipid transport superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: MLP-like protein 31 (TAIR:AT1G70840.1); Has 372 Blast hits to 341 proteins in 42 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 372; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032710		XLOC_032710		AT5G64700		5:25865171-25866927		WT inflorescence		ebs inflorescence		OK		8.4017		35.3642		2.07354		4.04998		0.00385		0.0301916		yes				AT3G25190		AT3G25190.1		The gene encodes nodulin-like21 whose transcript abundance was repressed under conditions of Fe-deficient growth.		protein_coding

		XLOC_006610		XLOC_006610		AT1G49500		1:18321294-18322284		WT inflorescence		ebs inflorescence		OK		2.33694		9.73586		2.05869		4.2603		5.00E-05		0.000788747		yes				AT5G51440		AT5G51440.1		HSP20-like chaperones superfamily protein; CONTAINS InterPro DOMAIN/s: Heat shock protein Hsp20 (InterPro:IPR002068), HSP20-like chaperone (InterPro:IPR008978); BEST Arabidopsis thaliana protein match is: mitochondrion-localized small heat shock protein 23.6 (TAIR:AT4G25200.1); Has 3995 Blast hits to 3995 proteins in 1037 species: Archae - 138; Bacteria - 2214; Metazoa - 5; Fungi - 114; Plants - 1208; Viruses - 0; Other Eukaryotes - 316 (source: NCBI BLink).		protein_coding

		XLOC_000619		XLOC_000619		AT1G12160		1:4126065-4128310		WT inflorescence		ebs inflorescence		OK		0.383502		1.59659		2.05769		0.971373		0.0044		0.0336004		yes				AT2G21850		AT2G21850.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: intracellular signaling pathway; LOCATED IN: cellular_component unknown; EXPRESSED IN: embryo, hypocotyl, root; EXPRESSED DURING: D bilateral stage; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), Zinc finger, PHD-type, conserved site (InterPro:IPR019786), DC1 (InterPro:IPR004146), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT2G21840.1); Has 3136 Blast hits to 713 proteins in 56 species: Archae - 0; Bacteria - 0; Metazoa - 102; Fungi - 4; Plants - 2976; Viruses - 0; Other Eukaryotes - 54 (source: NCBI BLink).		protein_coding

		XLOC_031922		XLOC_031922		AT5G50120		5:20382614-20383874		WT inflorescence		ebs inflorescence		OK		2.35897		9.77288		2.05063		2.72471		5.00E-05		0.000788747		yes				AT4G39795		AT4G39795.1		Protein of unknown function (DUF581); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF581 (InterPro:IPR007650); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF581) (TAIR:AT1G22160.1); Has 498 Blast hits to 498 proteins in 19 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 498; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029695		XLOC_029695		AT5G10430		5:3277531-3278313		WT inflorescence		ebs inflorescence		OK		14.7494		60.7589		2.04244		6.23326		5.00E-05		0.000788747		yes				AT1G70260		AT1G70260.1		nodulin MtN21-like transporter family protein		protein_coding

		XLOC_033146		XLOC_033146		ATCG01110		Pt:122010-123192		WT inflorescence		ebs inflorescence		OK		0.307143		1.24737		2.02191		2.18501		0.001		0.0101985		yes				AT1G06100		AT1G06100.1		Fatty acid desaturase family protein; FUNCTIONS IN: oxidoreductase activity, oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water; INVOLVED IN: oxidation reduction, lipid metabolic process; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Fatty acid desaturase, type 1, core (InterPro:IPR015876), Fatty acid desaturase, type 1 (InterPro:IPR005804); BEST Arabidopsis thaliana protein match is: Fatty acid desaturase family protein (TAIR:AT1G06090.1); Has 3412 Blast hits to 3412 proteins in 822 species: Archae - 0; Bacteria - 1532; Metazoa - 796; Fungi - 236; Plants - 106; Viruses - 4; Other Eukaryotes - 738 (source: NCBI BLink).		protein_coding

		XLOC_023774		XLOC_023774		AT4G11550		4:6996822-6998829		WT inflorescence		ebs inflorescence		OK		0.234313		0.951358		2.02155		2.4876		0.0002		0.00265586		yes				AT3G20200		AT3G20200.1		Protein kinase protein with adenine nucleotide alpha hydrolases-like domain; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation, response to stress; LOCATED IN: cellular_component unknown; EXPRESSED IN: male gametophyte, flower, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis; CONTAINS InterPro DOMAIN/s: Rossmann-like alpha/beta/alpha sandwich fold (InterPro:IPR014729), UspA (InterPro:IPR006016), Protein kinase, catalytic domain (InterPro:IPR000719), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Protein kinase protein with adenine nucleotide alpha hydrolases-like domain (TAIR:AT1G16760.1); Has 113274 Blast hits to 111719 proteins in 4667 species: Archae - 115; Bacteria - 13449; Metazoa - 41561; Fungi - 9228; Plants - 32231; Viruses - 306; Other Eukaryotes - 16384 (source: NCBI BLink).		protein_coding

		XLOC_023822		XLOC_023822		AT4G12310		4:7310415-7312577		WT inflorescence		ebs inflorescence		OK		1.22122		4.91797		2.00975		2.7709		5.00E-05		0.000788747		yes				AT3G15356		AT3G15356.1		Legume lectin family protein; FUNCTIONS IN: carbohydrate binding, binding; INVOLVED IN: defense response to fungus, incompatible interaction; LOCATED IN: apoplast, cell wall; EXPRESSED IN: 7 plant structures; CONTAINS InterPro DOMAIN/s: Legume lectin, beta chain (InterPro:IPR001220), Concanavalin A-like lectin/glucanase, subgroup (InterPro:IPR013320), Concanavalin A-like lectin/glucanase (InterPro:IPR008985), Lectin (InterPro:IPR016363); BEST Arabidopsis thaliana protein match is: Legume lectin family protein (TAIR:AT3G16530.1); Has 1875 Blast hits to 1854 proteins in 123 species: Archae - 0; Bacteria - 28; Metazoa - 0; Fungi - 0; Plants - 1832; Viruses - 0; Other Eukaryotes - 15 (source: NCBI BLink).		protein_coding

		XLOC_015166		XLOC_015166		AT3G25080		3:9136630-9138052		WT inflorescence		ebs inflorescence		OK		1.21361		4.8831		2.00849		2.54274		5.00E-05		0.000788747		yes				AT5G06330		AT5G06330.1		Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein family; CONTAINS InterPro DOMAIN/s: Late embryogenesis abundant protein, group 2 (InterPro:IPR004864); BEST Arabidopsis thaliana protein match is: NDR1/HIN1-like 1 (TAIR:AT3G11660.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_012769		XLOC_012769		AT2G30424		2:12964505-12965468		WT inflorescence		ebs inflorescence		OK		5.07264		20.3164		2.00183		2.71575		5.00E-05		0.000788747		yes				AT1G33811		AT1G33811.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT5G45670.1); Has 3440 Blast hits to 3395 proteins in 215 species: Archae - 0; Bacteria - 336; Metazoa - 0; Fungi - 3; Plants - 3084; Viruses - 0; Other Eukaryotes - 17 (source: NCBI BLink).		protein_coding

		XLOC_007444		XLOC_007444		AT1G65150		1:24203840-24205775		WT inflorescence		ebs inflorescence		OK		6.15902		24.5916		1.99739		6.11515		5.00E-05		0.000788747		yes				AT3G52550		AT3G52550.1		BEST Arabidopsis thaliana protein match is: ovate family protein 18 (TAIR:AT3G52540.1); Has 5496 Blast hits to 1338 proteins in 151 species: Archae - 0; Bacteria - 23; Metazoa - 3754; Fungi - 379; Plants - 301; Viruses - 154; Other Eukaryotes - 885 (source: NCBI BLink).		protein_coding

		XLOC_016784		XLOC_016784		AT3G58865		3:21765878-21766823		WT inflorescence		ebs inflorescence		OK		3.29499		13.1297		1.99449		4.6231		5.00E-05		0.000788747		yes				AT5G44490		AT5G44490.1		FBD, F-box, Skp2-like and Leucine Rich Repeat domains containing protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G22730.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_009508		XLOC_009508		AT2G21040		2:9026156-9027310		WT inflorescence		ebs inflorescence		OK		0.487965		1.9288		1.98286		2.08633		0.0013		0.0125967		yes				AT1G03106		AT1G03106.1		unknown protein; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_025706		XLOC_025706		AT5G04890		5:1427172-1428454		WT inflorescence		ebs inflorescence		OK		4.52446		17.8416		1.97943		3.78603		5.00E-05		0.000788747		yes				AT2G36080		AT2G36080.1		Encodes a plant-specific B3 DNA-binding domain transcription factor.  Has transcription repressor activity.		protein_coding

		XLOC_019304		XLOC_019304		AT3G45160		3:16533450-16534082		WT inflorescence		ebs inflorescence		OK		3.69733		14.5362		1.9751		3.50272		5.00E-05		0.000788747		yes				AT3G25080		AT3G25080.1		Protein of unknown function (DUF626); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT3G57210.1); Has 144 Blast hits to 143 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 144; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_014622		XLOC_014622		AT3G16450		3:5588393-5590055		WT inflorescence		ebs inflorescence		OK		0.566166		2.22228		1.97274		1.65874		5.00E-05		0.000788747		yes				AT2G16340		AT2G16340.1		unknown protein; Has 64 Blast hits to 48 proteins in 21 species: Archae - 2; Bacteria - 36; Metazoa - 11; Fungi - 6; Plants - 3; Viruses - 2; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_006112		XLOC_006112		AT1G35210		1:12896651-12897402		WT inflorescence		ebs inflorescence		OK		1.2559		4.92465		1.9713		1.53648		0.0026		0.0219959		yes				AT4G36430		AT4G36430.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to other organism; LOCATED IN: cell wall; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, 4 leaf senescence stage; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016), Peroxidase, active site (InterPro:IPR019794); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT2G18150.1); Has 4559 Blast hits to 4526 proteins in 292 species: Archae - 0; Bacteria - 6; Metazoa - 6; Fungi - 128; Plants - 4346; Viruses - 0; Other Eukaryotes - 73 (source: NCBI BLink).		protein_coding

		XLOC_017183		XLOC_017183		AT3G03530		3:842498-845043		WT inflorescence		ebs inflorescence		OK		0.247326		0.968449		1.96926		1.02532		0.0024		0.0206552		yes				AT1G04040		AT1G04040.1		HAD superfamily, subfamily IIIB acid phosphatase ; FUNCTIONS IN: acid phosphatase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cell wall, plasma membrane, vacuole, plant-type cell wall; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Acid phosphatase (Class B) (InterPro:IPR005519), Vegetative storage protein/acid phosphatase (InterPro:IPR014403), Acid phosphatase, plant (InterPro:IPR010028); BEST Arabidopsis thaliana protein match is: HAD superfamily, subfamily IIIB acid phosphatase  (TAIR:AT5G44020.1); Has 1079 Blast hits to 1077 proteins in 335 species: Archae - 0; Bacteria - 592; Metazoa - 2; Fungi - 0; Plants - 364; Viruses - 0; Other Eukaryotes - 121 (source: NCBI BLink).		protein_coding

		XLOC_029812		XLOC_029812		AT5G12420		5:4024313-4026741		WT inflorescence		ebs inflorescence		OK		3.16958		12.3868		1.96644		2.92863		5.00E-05		0.000788747		yes				AT3G20370		AT3G20370.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: seedling growth; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT3G20360.1); Has 795 Blast hits to 651 proteins in 57 species: Archae - 0; Bacteria - 0; Metazoa - 86; Fungi - 10; Plants - 671; Viruses - 0; Other Eukaryotes - 28 (source: NCBI BLink).		protein_coding

		XLOC_024324		XLOC_024324		AT4G19810		4:10763933-10765753		WT inflorescence		ebs inflorescence		OK		0.466286		1.81536		1.96097		1.50558		0.00055		0.0062255		yes				AT3G12540		AT3G12540.1		Protein of unknown function, DUF547; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF547 (InterPro:IPR006869); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF547 (TAIR:AT2G39690.1); Has 544 Blast hits to 542 proteins in 72 species: Archae - 7; Bacteria - 26; Metazoa - 31; Fungi - 0; Plants - 446; Viruses - 0; Other Eukaryotes - 34 (source: NCBI BLink).		protein_coding

		XLOC_015223		XLOC_015223		AT3G26010		3:9511900-9513316		WT inflorescence		ebs inflorescence		OK		0.191221		0.735537		1.94355		1.92623		0.0047		0.0353749		yes				AT3G49970		AT3G49970.1		Phototropic-responsive NPH3 family protein; FUNCTIONS IN: signal transducer activity; INVOLVED IN: response to light stimulus; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: NPH3 (InterPro:IPR004249), BTB/POZ (InterPro:IPR013069), BTB/POZ fold (InterPro:IPR011333); BEST Arabidopsis thaliana protein match is: Phototropic-responsive NPH3 family protein (TAIR:AT5G67385.1); Has 857 Blast hits to 837 proteins in 35 species: Archae - 0; Bacteria - 0; Metazoa - 19; Fungi - 0; Plants - 832; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_025480		XLOC_025480		AT5G01120		5:44812-47127		WT inflorescence		ebs inflorescence		OK		1.44976		5.55874		1.93895		3.95696		5.00E-05		0.000788747		yes				AT1G02770		AT1G02770.1		Protein of unknown function (DUF626); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT1G19060.1); Has 209 Blast hits to 208 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 209; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_008593		XLOC_008593		AT2G05540		2:2033155-2034217		WT inflorescence		ebs inflorescence		OK		4.05051		15.4734		1.93362		3.92047		5.00E-05		0.000788747		yes				AT2G04170		AT2G04170.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT5G26280.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_020214		XLOC_020214		AT3G60520		3:22361529-22362579		WT inflorescence		ebs inflorescence		OK		14.146		53.9428		1.93103		5.9766		5.00E-05		0.000788747		yes				AT1G71000		AT1G71000.1		Chaperone DnaJ-domain superfamily protein; FUNCTIONS IN: heat shock protein binding; INVOLVED IN: protein folding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Molecular chaperone, heat shock protein, Hsp40, DnaJ (InterPro:IPR015609), Heat shock protein DnaJ, N-terminal (InterPro:IPR001623), Heat shock protein DnaJ, conserved site (InterPro:IPR018253); BEST Arabidopsis thaliana protein match is: Chaperone DnaJ-domain superfamily protein (TAIR:AT1G56300.1); Has 22656 Blast hits to 22652 proteins in 3192 species: Archae - 173; Bacteria - 9479; Metazoa - 3801; Fungi - 1926; Plants - 2253; Viruses - 10; Other Eukaryotes - 5014 (source: NCBI BLink).		protein_coding

		XLOC_016901		XLOC_016901		AT3G60960		3:22535705-22538635		WT inflorescence		ebs inflorescence		OK		0.705455		2.68573		1.92869		3.15051		5.00E-05		0.000788747		yes				AT4G17250		AT4G17250.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G47580.1); Has 31 Blast hits to 31 proteins in 6 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 31; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010987		XLOC_010987		AT2G46650		2:19151645-19152600		WT inflorescence		ebs inflorescence		OK		14.6253		55.6249		1.92727		4.52655		5.00E-05		0.000788747		yes				AT3G21010		AT3G21010.1		transposable element gene; copia-like retrotransposon family, has a 4.6e-15 P-value blast match to dbj|BAA78426.1| polyprotein (AtRE2-1) (Arabidopsis thaliana) (Ty1_Copia-element)		transposable_element_gene

		XLOC_003230		XLOC_003230		AT1G62560		1:23159822-23162649		WT inflorescence		ebs inflorescence		OK		5.75869		21.7677		1.91837		2.05442		5.00E-05		0.000788747		yes				AT5G19100		AT5G19100.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT1G03220.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_024272		XLOC_024272		AT4G19030		4:10421524-10423487		WT inflorescence		ebs inflorescence		OK		3.46665		13.0884		1.91668		2.71799		5.00E-05		0.000788747		yes				AT1G07590		AT1G07590.1		Tetratricopeptide repeat (TPR)-like superfamily protein; INVOLVED IN: response to cadmium ion; LOCATED IN: mitochondrion; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: PENTATRICOPEPTIDE REPEAT 596 (TAIR:AT1G80270.3); Has 14416 Blast hits to 6927 proteins in 166 species: Archae - 0; Bacteria - 10; Metazoa - 31; Fungi - 36; Plants - 14001; Viruses - 0; Other Eukaryotes - 338 (source: NCBI BLink).		protein_coding

		XLOC_010558		XLOC_010558		AT2G39400		2:16452611-16454801		WT inflorescence		ebs inflorescence		OK		1.55419		5.83619		1.90887		1.80764		5.00E-05		0.000788747		yes				AT2G25220		AT2G25220.2		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: LP.06 six leaves visible, 4 anthesis, petal differentiation and expansion stage, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase-like domain (InterPro:IPR011009), Protein kinase, catalytic domain (InterPro:IPR000719), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT4G32000.1).		protein_coding

		XLOC_015357		XLOC_015357		AT3G28270		3:10538104-10540024		WT inflorescence		ebs inflorescence		OK		3.41082		12.8038		1.90838		5.16152		5.00E-05		0.000788747		yes				AT4G17810		AT4G17810.1		C2H2 and C2HC zinc fingers superfamily protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: zinc-finger protein 10 (TAIR:AT2G37740.1); Has 1054 Blast hits to 1054 proteins in 39 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1054; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012537		XLOC_012537		AT2G26530		2:11282774-11284229		WT inflorescence		ebs inflorescence		OK		0.779216		2.92191		1.90682		2.36684		5.00E-05		0.000788747		yes				AT5G50120		AT5G50120.1		Transducin/WD40 repeat-like superfamily protein; CONTAINS InterPro DOMAIN/s: WD40 repeat 2 (InterPro:IPR019782), WD40 repeat, conserved site (InterPro:IPR019775), WD40 repeat (InterPro:IPR001680), G-protein beta WD-40 repeat, region (InterPro:IPR020472), WD40 repeat-like-containing domain (InterPro:IPR011046), WD40-repeat-containing domain (InterPro:IPR017986), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), WD40 repeat, subgroup (InterPro:IPR019781); BEST Arabidopsis thaliana protein match is: Transducin/WD40 repeat-like superfamily protein (TAIR:AT1G24130.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_019752		XLOC_019752		AT3G52450		3:19440738-19442383		WT inflorescence		ebs inflorescence		OK		0.532065		1.99489		1.90663		1.75478		0.00075		0.00806418		yes				AT3G19000		AT3G19000.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors, oxidoreductase activity, iron ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: cellular_component unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Isopenicillin N synthase (InterPro:IPR002283), Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT3G19010.1); Has 8949 Blast hits to 8896 proteins in 1015 species: Archae - 0; Bacteria - 1163; Metazoa - 122; Fungi - 1047; Plants - 5005; Viruses - 0; Other Eukaryotes - 1612 (source: NCBI BLink).		protein_coding

		XLOC_013531		XLOC_013531		AT2G43570		2:18076223-18077463		WT inflorescence		ebs inflorescence		OK		1.81189		6.78895		1.90569		2.00741		5.00E-05		0.000788747		yes				AT1G59790		AT1G59790.1		Cullin family protein; FUNCTIONS IN: ubiquitin protein ligase binding; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: cullin-RING ubiquitin ligase complex; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: L mature pollen stage, LP.06 six leaves visible, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Cullin, N-terminal (InterPro:IPR001373), Cullin repeat-like-containing domain (InterPro:IPR016159); BEST Arabidopsis thaliana protein match is: cullin 1 (TAIR:AT4G02570.4); Has 1509 Blast hits to 1507 proteins in 220 species: Archae - 0; Bacteria - 0; Metazoa - 762; Fungi - 308; Plants - 286; Viruses - 0; Other Eukaryotes - 153 (source: NCBI BLink).		protein_coding

		XLOC_021846		XLOC_021846		AT4G21065		4:11245953-11247807		WT inflorescence		ebs inflorescence		OK		5.33299		19.982		1.90568		2.93148		5.00E-05		0.000788747		yes				AT3G16590		AT3G16590.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT1G12190.1); Has 1535 Blast hits to 1496 proteins in 38 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1533; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_002623		XLOC_002623		AT1G51370		1:19045058-19047518		WT inflorescence		ebs inflorescence		OK		5.64646		21.1415		1.90466		5.17052		5.00E-05		0.000788747		yes				AT5G10946		AT5G10946.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_022606		XLOC_022606		AT4G34250		4:16394707-16396495		WT inflorescence		ebs inflorescence		OK		4.73207		17.6843		1.90193		5.17148		5.00E-05		0.000788747		yes				AT5G57760		AT5G57760.1		unknown protein; Has 5 Blast hits to 5 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 5; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_000670		XLOC_000670		AT1G12980		1:4429717-4430965		WT inflorescence		ebs inflorescence		OK		1.1846		4.42056		1.89983		1.57841		0.00035		0.00424685		yes				AT2G15555		AT2G15555.1		other RNA		other_rna

		XLOC_010286		XLOC_010286		AT2G34430		2:14524755-14525763		WT inflorescence		ebs inflorescence		OK		78.2935		291.987		1.89894		3.04202		5.00E-05		0.000788747		yes				AT1G36060		AT1G36060.1		encodes a member of the DREB subfamily A-6 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 8 members in this subfamily including RAP2.4.		protein_coding

		XLOC_016458		XLOC_016458		AT3G52670		3:19525246-19526737		WT inflorescence		ebs inflorescence		OK		1.26223		4.6856		1.89226		3.42224		5.00E-05		0.000788747		yes				AT2G37540		AT2G37540.1		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: oxidoreductase activity, binding, catalytic activity; INVOLVED IN: pollen tube growth; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: NAD(P)-binding domain (InterPro:IPR016040), Glucose/ribitol dehydrogenase (InterPro:IPR002347), Short-chain dehydrogenase/reductase SDR (InterPro:IPR002198); BEST Arabidopsis thaliana protein match is: NAD(P)-binding Rossmann-fold superfamily protein (TAIR:AT5G02540.1); Has 68340 Blast hits to 68248 proteins in 3185 species: Archae - 570; Bacteria - 45342; Metazoa - 4477; Fungi - 4309; Plants - 2410; Viruses - 0; Other Eukaryotes - 11232 (source: NCBI BLink).		protein_coding

		XLOC_032277		XLOC_032277		AT5G56795		5:22972041-22972449		WT inflorescence		ebs inflorescence		OK		30.1529		111.909		1.89196		2.35884		5.00E-05		0.000788747		yes				AT2G39420		AT2G39420.1		alpha/beta-Hydrolases superfamily protein; BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT2G39410.2); Has 4720 Blast hits to 4720 proteins in 1453 species: Archae - 32; Bacteria - 3497; Metazoa - 120; Fungi - 143; Plants - 476; Viruses - 35; Other Eukaryotes - 417 (source: NCBI BLink).		protein_coding

		XLOC_019553		XLOC_019553		AT3G49270		3:18267251-18268271		WT inflorescence		ebs inflorescence		OK		2.73911		10.1299		1.88684		1.0008		0.0071		0.048402		yes				AT2G39400		AT2G39400.1		alpha/beta-Hydrolases superfamily protein; BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT3G55180.1); Has 4815 Blast hits to 4811 proteins in 1490 species: Archae - 34; Bacteria - 3394; Metazoa - 137; Fungi - 136; Plants - 554; Viruses - 35; Other Eukaryotes - 525 (source: NCBI BLink).		protein_coding

		XLOC_027759		XLOC_027759		AT5G42680		5:17114097-17115417		WT inflorescence		ebs inflorescence		OK		4.79331		17.6927		1.88406		2.13014		0.0006		0.00670586		yes				AT1G22430		AT1G22430.1		GroES-like zinc-binding dehydrogenase family protein; FUNCTIONS IN: oxidoreductase activity, zinc ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: GroES-like (InterPro:IPR011032), Alcohol dehydrogenase GroES-like (InterPro:IPR013154), Alcohol dehydrogenase, zinc-containing, conserved site (InterPro:IPR002328), Alcohol dehydrogenase, C-terminal (InterPro:IPR013149), Alcohol dehydrogenase superfamily, zinc-containing (InterPro:IPR002085); BEST Arabidopsis thaliana protein match is: GroES-like zinc-binding dehydrogenase family protein (TAIR:AT4G22110.2); Has 33980 Blast hits to 33961 proteins in 3177 species: Archae - 763; Bacteria - 21520; Metazoa - 1242; Fungi - 2509; Plants - 4182; Viruses - 3; Other Eukaryotes - 3761 (source: NCBI BLink).		protein_coding

		XLOC_010573		XLOC_010573		AT2G39690		2:16541025-16543378		WT inflorescence		ebs inflorescence		OK		2.2167		8.17512		1.88282		2.37875		5.00E-05		0.000788747		yes				AT1G33102		AT1G33102.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_010818		XLOC_010818		AT2G43820		2:18152226-18153908		WT inflorescence		ebs inflorescence		OK		1.64149		6.03095		1.87738		1.53528		5.00E-05		0.000788747		yes				AT2G33850		AT2G33850.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G28400.1); Has 3053 Blast hits to 2119 proteins in 133 species: Archae - 6; Bacteria - 52; Metazoa - 135; Fungi - 96; Plants - 73; Viruses - 2; Other Eukaryotes - 2689 (source: NCBI BLink).		protein_coding

		XLOC_012268		XLOC_012268		AT2G21840		2:9307059-9310058		WT inflorescence		ebs inflorescence		OK		0.959854		3.51961		1.87453		1.71047		0.00065		0.00716651		yes				AT1G23410		AT1G23410.1		Ribosomal protein S27a / Ubiquitin family protein; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: protein ubiquitination involved in ubiquitin-dependent protein catabolic process, translation; LOCATED IN: cytosolic small ribosomal subunit, plasma membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Ubiquitin subgroup (InterPro:IPR019956), Ribosomal protein S27a (InterPro:IPR002906), Ubiquitin conserved site (InterPro:IPR019954), Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: ubiquitin 6 (TAIR:AT2G47110.2); Has 12704 Blast hits to 7404 proteins in 782 species: Archae - 114; Bacteria - 22; Metazoa - 5540; Fungi - 1414; Plants - 3101; Viruses - 186; Other Eukaryotes - 2327 (source: NCBI BLink).		protein_coding

		XLOC_013192		XLOC_013192		AT2G37540		2:15750969-15753967		WT inflorescence		ebs inflorescence		OK		1.723		6.31424		1.87369		2.51903		5.00E-05		0.000788747		yes				AT5G05890		AT5G05890.1		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: UDP-glycosyltransferase activity, transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 leaf senescence stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-Glycosyltransferase superfamily protein (TAIR:AT5G05880.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_004341		XLOC_004341		AT1G02770		1:604872-606693		WT inflorescence		ebs inflorescence		OK		4.95595		18.0924		1.86815		2.45352		0.0001		0.0014466		yes				AT1G08400		AT1G08400.1		RINT-1 / TIP-1 family; CONTAINS InterPro DOMAIN/s: RINT-1/TIP-1 (InterPro:IPR007528); BEST Arabidopsis thaliana protein match is: RINT-1 / TIP-1 family (TAIR:AT3G47700.1); Has 146 Blast hits to 144 proteins in 62 species: Archae - 0; Bacteria - 0; Metazoa - 64; Fungi - 34; Plants - 43; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_025451		XLOC_025451		AT4G39770		4:18448979-18451293		WT inflorescence		ebs inflorescence		OK		0.932365		3.39475		1.86434		1.32492		0.0038		0.0298225		yes				AT1G06640		AT1G06640.1		encodes a protein whose sequence is similar to a 2-oxoglutarate-dependent dioxygenase		protein_coding

		XLOC_033143		XLOC_033143		ATCG01080		Pt:118376-118907		WT inflorescence		ebs inflorescence		OK		0.458439		1.66722		1.86264		1.52685		0.00515		0.0379359		yes				AT1G33440		AT1G33440.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport; LOCATED IN: plasma membrane, membrane; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT1G59740.1); Has 6684 Blast hits to 6582 proteins in 1312 species: Archae - 0; Bacteria - 3263; Metazoa - 486; Fungi - 360; Plants - 2166; Viruses - 0; Other Eukaryotes - 409 (source: NCBI BLink).		protein_coding

		XLOC_027877		XLOC_027877		AT5G44572		5:17968151-17969563		WT inflorescence		ebs inflorescence		OK		2.00829		7.27083		1.85615		1.77394		0.00025		0.00319302		yes				AT5G39890		AT5G39890.1		Protein of unknown function (DUF1637); FUNCTIONS IN: cysteamine dioxygenase activity; INVOLVED IN: oxidation reduction; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1637 (InterPro:IPR012864); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1637) (TAIR:AT5G15120.1); Has 361 Blast hits to 361 proteins in 93 species: Archae - 0; Bacteria - 0; Metazoa - 102; Fungi - 0; Plants - 224; Viruses - 0; Other Eukaryotes - 35 (source: NCBI BLink).		protein_coding

		XLOC_006825		XLOC_006825		AT1G53260		1:19859266-19860976		WT inflorescence		ebs inflorescence		OK		3.17812		11.4514		1.84928		4.65391		5.00E-05		0.000788747		yes				AT5G12050		AT5G12050.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G13980.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007240		XLOC_007240		AT1G61560		1:22708603-22712210		WT inflorescence		ebs inflorescence		OK		0.99399		3.54992		1.83648		1.51737		5.00E-05		0.000788747		yes				AT4G38840		AT4G38840.1		SAUR-like auxin-responsive protein family ; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to auxin stimulus, response to cold; LOCATED IN: plasma membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT2G21210.1); Has 1324 Blast hits to 1312 proteins in 28 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1323; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_027847		XLOC_027847		AT5G44130		5:17761089-17762003		WT inflorescence		ebs inflorescence		OK		13.3331		47.6123		1.83633		5.73752		5.00E-05		0.000788747		yes				AT1G78760		AT1G78760.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G78750.1); Has 2221 Blast hits to 2170 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 2218; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_028613		XLOC_028613		AT5G56810		5:22974519-22975992		WT inflorescence		ebs inflorescence		OK		2.01525		7.16788		1.83058		4.07099		5.00E-05		0.000788747		yes				AT1G31920		AT1G31920.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT5G66520.1); Has 36071 Blast hits to 13961 proteins in 258 species: Archae - 0; Bacteria - 3; Metazoa - 83; Fungi - 93; Plants - 35305; Viruses - 0; Other Eukaryotes - 587 (source: NCBI BLink).		protein_coding

		XLOC_002540		XLOC_002540		AT1G49860		1:18458665-18459906		WT inflorescence		ebs inflorescence		OK		0.950778		3.3593		1.82098		1.59795		0.0006		0.00670586		yes				AT4G13575		AT4G13575.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_025985		XLOC_025985		AT5G10180		5:3193143-3197120		WT inflorescence		ebs inflorescence		OK		1.89944		6.69738		1.81802		3.71201		5.00E-05		0.000788747		yes				AT1G46552		AT1G46552.1		transposable element gene; copia-like retrotransposon family, has a 1.6e-184 P-value blast match to GB:CAA72989 open reading frame 1 (Ty1_Copia-element) (Brassica oleracea)		transposable_element_gene

		XLOC_025449		XLOC_025449		AT4G39720		4:18429891-18430950		WT inflorescence		ebs inflorescence		OK		1.72834		6.09348		1.81788		1.69084		0.0027		0.0226727		yes				AT5G24210		AT5G24210.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: triglyceride lipase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, class 3 (InterPro:IPR002921); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT5G24200.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007572		XLOC_007572		AT1G67260		1:25167461-25169307		WT inflorescence		ebs inflorescence		OK		3.80161		13.3969		1.81722		4.59867		5.00E-05		0.000788747		yes				AT4G21065		AT4G21065.1		Tetratricopeptide repeat (TPR)-like superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT1G59720.1); Has 38274 Blast hits to 14497 proteins in 292 species: Archae - 1; Bacteria - 13; Metazoa - 163; Fungi - 128; Plants - 37354; Viruses - 0; Other Eukaryotes - 615 (source: NCBI BLink).		protein_coding

		XLOC_024506		XLOC_024506		AT4G22950		4:12023914-12027421		WT inflorescence		ebs inflorescence		OK		1.8841		6.62163		1.81332		0.925472		0.00235		0.0203278		yes				AT4G29700		AT4G29700.1		Alkaline-phosphatase-like family protein; FUNCTIONS IN: hydrolase activity, catalytic activity; INVOLVED IN: metabolic process, nucleotide metabolic process; LOCATED IN: vacuole; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Alkaline phosphatase-like, alpha/beta/alpha (InterPro:IPR017849), Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase (InterPro:IPR002591), Alkaline-phosphatase-like, core domain (InterPro:IPR017850); BEST Arabidopsis thaliana protein match is: Alkaline-phosphatase-like family protein (TAIR:AT4G29690.1); Has 2237 Blast hits to 2218 proteins in 571 species: Archae - 24; Bacteria - 916; Metazoa - 704; Fungi - 177; Plants - 108; Viruses - 6; Other Eukaryotes - 302 (source: NCBI BLink).		protein_coding

		XLOC_014546		XLOC_014546		AT3G15357		3:5187115-5187710		WT inflorescence		ebs inflorescence		OK		2.60777		9.15286		1.8114		1.72513		5.00E-05		0.000788747		yes				AT4G15120		AT4G15120.1		VQ motif-containing protein; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT3G22160.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_001271		XLOC_001271		AT1G23410		1:8314923-8315531		WT inflorescence		ebs inflorescence		OK		37.9889		133.27		1.8107		4.02699		5.00E-05		0.000788747		yes				AT4G05370		AT4G05370.1		BCS1 AAA-type ATPase; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: stamen; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT1G43910.1); Has 118 Blast hits to 116 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 118; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_006028		XLOC_006028		AT1G33720		1:12220896-12224000		WT inflorescence		ebs inflorescence		OK		0.620611		2.17339		1.80819		0.766952		0.0059		0.0419604		yes				AT5G44020		AT5G44020.1		HAD superfamily, subfamily IIIB acid phosphatase ; FUNCTIONS IN: acid phosphatase activity; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast, vacuole, membrane; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Acid phosphatase (Class B) (InterPro:IPR005519), Vegetative storage protein/acid phosphatase (InterPro:IPR014403), Acid phosphatase, plant (InterPro:IPR010028); BEST Arabidopsis thaliana protein match is: HAD superfamily, subfamily IIIB acid phosphatase  (TAIR:AT1G04040.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007662		XLOC_007662		AT1G68800		1:25847065-25848540		WT inflorescence		ebs inflorescence		OK		1.21237		4.20485		1.79423		1.44691		0.00235		0.0203278		yes				AT2G18300		AT2G18300.3		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: response to cytokinin stimulus, regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: BR enhanced expression 2 (TAIR:AT4G36540.1).		protein_coding

		XLOC_033105		XLOC_033105		ATCG00360		Pt:42583-43751		WT inflorescence		ebs inflorescence		OK		2.02309		7.0162		1.79413		2.07223		0.00095		0.00978644		yes				AT1G07050		AT1G07050.1		CCT motif family protein; CONTAINS InterPro DOMAIN/s: CCT domain (InterPro:IPR010402); BEST Arabidopsis thaliana protein match is: CCT motif family protein (TAIR:AT4G25990.1); Has 1772 Blast hits to 1772 proteins in 105 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 2; Plants - 1711; Viruses - 0; Other Eukaryotes - 58 (source: NCBI BLink).		protein_coding

		XLOC_017523		XLOC_017523		AT3G09260		3:2838999-2843781		WT inflorescence		ebs inflorescence		OK		2.82893		9.7479		1.78483		1.68866		5.00E-05		0.000788747		yes				AT3G15357		AT3G15357.1		unknown protein; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: shoot apex, hypocotyl, root, leaf; Has 6931 Blast hits to 2036 proteins in 230 species: Archae - 7; Bacteria - 933; Metazoa - 1824; Fungi - 836; Plants - 482; Viruses - 218; Other Eukaryotes - 2631 (source: NCBI BLink).		protein_coding

		XLOC_019760		XLOC_019760		AT3G52550		3:19492105-19492935		WT inflorescence		ebs inflorescence		OK		4.05784		13.9683		1.78337		3.45178		5.00E-05		0.000788747		yes				AT1G54860		AT1G54860.1		Glycoprotein membrane precursor GPI-anchored; BEST Arabidopsis thaliana protein match is: Glycoprotein membrane precursor GPI-anchored (TAIR:AT3G06035.1); Has 83 Blast hits to 82 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 83; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_024307		XLOC_024307		AT4G19520		4:10639268-10647079		WT inflorescence		ebs inflorescence		OK		0.982376		3.36999		1.7784		2.58778		5.00E-05		0.000788747		yes				AT5G44572		AT5G44572.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 7 Blast hits to 7 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_003589		XLOC_003589		AT1G68840		1:25880322-25882222		WT inflorescence		ebs inflorescence		OK		0.776221		2.65968		1.77671		1.82752		5.00E-05		0.000788747		yes				AT4G08780		AT4G08780.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: oxidation reduction, response to oxidative stress; LOCATED IN: vacuole; EXPRESSED IN: embryo, hypocotyl, root, flower, seed; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Peroxidase, active site (InterPro:IPR019794), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT4G08770.1); Has 4369 Blast hits to 4341 proteins in 241 species: Archae - 0; Bacteria - 0; Metazoa - 5; Fungi - 39; Plants - 4275; Viruses - 0; Other Eukaryotes - 50 (source: NCBI BLink).		protein_coding

		XLOC_003088		XLOC_003088		AT1G59790		1:22001503-22003385		WT inflorescence		ebs inflorescence		OK		0.868933		2.97209		1.77416		2.75786		5.00E-05		0.000788747		yes				AT4G38860		AT4G38860.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT2G21220.1); Has 1286 Blast hits to 1273 proteins in 28 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1285; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_005457		XLOC_005457		AT1G22400		1:7903659-7906673		WT inflorescence		ebs inflorescence		OK		1.4225		4.865		1.77401		1.70461		0.0001		0.0014466		yes				AT2G32870		AT2G32870.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: cotyledon; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083), TRAF-type (InterPro:IPR013322); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT2G32880.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_024173		XLOC_024173		AT4G17470		4:9742758-9744860		WT inflorescence		ebs inflorescence		OK		9.92503		33.7697		1.76659		2.69866		5.00E-05		0.000788747		yes				AT2G25330		AT2G25330.1		TRAF-like family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT2G25320.1); Has 1667 Blast hits to 814 proteins in 121 species: Archae - 0; Bacteria - 0; Metazoa - 187; Fungi - 112; Plants - 1267; Viruses - 0; Other Eukaryotes - 101 (source: NCBI BLink).		protein_coding

		XLOC_030421		XLOC_030421		AT5G24160		5:8183074-8186640		WT inflorescence		ebs inflorescence		OK		4.31462		14.6684		1.7654		2.50003		5.00E-05		0.000788747		yes				AT3G11165		AT3G11165.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; Has 2 Blast hits to 2 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_033140		XLOC_033140		ATCG01050		Pt:115664-117185		WT inflorescence		ebs inflorescence		OK		0.978696		3.30862		1.7573		3.16928		5.00E-05		0.000788747		yes				AT1G19620		AT1G19620.1		unknown protein; Has 44 Blast hits to 24 proteins in 12 species: Archae - 0; Bacteria - 8; Metazoa - 22; Fungi - 0; Plants - 6; Viruses - 0; Other Eukaryotes - 8 (source: NCBI BLink).		protein_coding

		XLOC_032308		XLOC_032308		AT5G57380		5:23244733-23249504		WT inflorescence		ebs inflorescence		OK		1.32151		4.46341		1.75596		1.77978		0.0006		0.00670586		yes				AT5G13370		AT5G13370.1		Auxin-responsive GH3 family protein; CONTAINS InterPro DOMAIN/s: GH3 auxin-responsive promoter (InterPro:IPR004993); BEST Arabidopsis thaliana protein match is: Auxin-responsive GH3 family protein (TAIR:AT5G13360.3); Has 1602 Blast hits to 1450 proteins in 238 species: Archae - 0; Bacteria - 565; Metazoa - 54; Fungi - 2; Plants - 675; Viruses - 0; Other Eukaryotes - 306 (source: NCBI BLink).		protein_coding

		XLOC_012911		XLOC_012911		AT2G32870		2:13944610-13946790		WT inflorescence		ebs inflorescence		OK		2.49505		8.37059		1.74626		3.76708		5.00E-05		0.000788747		yes				AT4G14650		AT4G14650.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: N-terminal protein myristoylation; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; Has 2407 Blast hits to 1833 proteins in 310 species: Archae - 19; Bacteria - 223; Metazoa - 708; Fungi - 285; Plants - 140; Viruses - 42; Other Eukaryotes - 990 (source: NCBI BLink).		protein_coding

		XLOC_005381		XLOC_005381		AT1G21120		1:7395227-7396773		WT inflorescence		ebs inflorescence		OK		0.482612		1.61389		1.74161		1.44035		0.00085		0.00894144		yes				AT4G12890		AT4G12890.1		Gamma interferon responsive lysosomal thiol (GILT) reductase family protein; FUNCTIONS IN: catalytic activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Gamma interferon inducible lysosomal thiol reductase GILT (InterPro:IPR004911); BEST Arabidopsis thaliana protein match is: Gamma interferon responsive lysosomal thiol (GILT) reductase family protein (TAIR:AT4G12900.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_004366		XLOC_004366		AT1G03106		1:748101-749034		WT inflorescence		ebs inflorescence		OK		0.867317		2.89119		1.73703		2.263		0.0001		0.0014466		yes				AT4G11550		AT4G11550.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: intracellular signaling pathway; LOCATED IN: cellular_component unknown; EXPRESSED IN: hypocotyl, root, pedicel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Protein kinase C-like, phorbol ester/diacylglycerol binding (InterPro:IPR002219), DC1 (InterPro:IPR004146), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT4G01760.1); Has 2072 Blast hits to 792 proteins in 63 species: Archae - 0; Bacteria - 0; Metazoa - 135; Fungi - 0; Plants - 1921; Viruses - 0; Other Eukaryotes - 16 (source: NCBI BLink).		protein_coding

		XLOC_009228		XLOC_009228		AT2G16340		2:7073133-7073484		WT inflorescence		ebs inflorescence		OK		4.20915		13.9857		1.73235		1.96473		0.00115		0.0114144		yes				AT1G26920		AT1G26920.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G69760.1); Has 47 Blast hits to 47 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 7; Plants - 34; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_021758		XLOC_021758		AT4G19530		4:10651743-10657282		WT inflorescence		ebs inflorescence		OK		1.2442		4.12647		1.72969		3.16711		5.00E-05		0.000788747		yes				AT5G37670		AT5G37670.1		HSP20-like chaperones superfamily protein; CONTAINS InterPro DOMAIN/s: Heat shock protein Hsp20 (InterPro:IPR002068), HSP20-like chaperone (InterPro:IPR008978); BEST Arabidopsis thaliana protein match is: HSP20-like chaperones superfamily protein (TAIR:AT1G59860.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_019726		XLOC_019726		AT3G51960		3:19282600-19284146		WT inflorescence		ebs inflorescence		OK		0.665096		2.17806		1.71141		1.17018		0.00155		0.0144759		yes				AT1G13650		AT1G13650.2		BEST Arabidopsis thaliana protein match is: 18S pre-ribosomal assembly protein gar2-related (TAIR:AT2G03810.4); Has 3688 Blast hits to 1629 proteins in 255 species: Archae - 22; Bacteria - 222; Metazoa - 684; Fungi - 292; Plants - 62; Viruses - 14; Other Eukaryotes - 2392 (source: NCBI BLink).		protein_coding

		XLOC_021349		XLOC_021349		AT4G12900		4:7548819-7549974		WT inflorescence		ebs inflorescence		OK		6.30816		20.3967		1.69305		2.30235		5.00E-05		0.000788747		yes				AT2G44230		AT2G44230.1		Plant protein of unknown function (DUF946); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: N-terminal protein myristoylation; LOCATED IN: chloroplast; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF946 (InterPro:IPR009291); BEST Arabidopsis thaliana protein match is: Plant protein of unknown function (DUF946) (TAIR:AT2G44260.1); Has 432 Blast hits to 414 proteins in 115 species: Archae - 0; Bacteria - 34; Metazoa - 43; Fungi - 133; Plants - 207; Viruses - 0; Other Eukaryotes - 15 (source: NCBI BLink).		protein_coding

		XLOC_033086		XLOC_033086		ATCG00040		Pt:1716-4347		WT inflorescence		ebs inflorescence		OK		1.1988		3.8704		1.69089		3.2177		5.00E-05		0.000788747		yes				AT4G22390		AT4G22390.1		F-box associated ubiquitination effector family protein; CONTAINS InterPro DOMAIN/s: F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT4G12560.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_022352		XLOC_022352		AT4G29610		4:14517447-14518329		WT inflorescence		ebs inflorescence		OK		1.3591		4.38788		1.69088		2.72332		5.00E-05		0.000788747		yes				AT1G44740		AT1G44740.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: mitochondrion; EXPRESSED IN: embryo, leaf whorl, flower, seed; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; Has 8 Blast hits to 7 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 1; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005453		XLOC_005453		transcript:AT1G22350.1		1:7892877-7894498		WT inflorescence		ebs inflorescence		OK		0.485273		1.56288		1.68734		2.46173		0.0001		0.0014466		yes				AT1G03410		AT1G03410.1		2A6; FUNCTIONS IN: oxidoreductase activity; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT1G03400.1); Has 8330 Blast hits to 8293 proteins in 997 species: Archae - 0; Bacteria - 1128; Metazoa - 114; Fungi - 883; Plants - 4883; Viruses - 0; Other Eukaryotes - 1322 (source: NCBI BLink).		protein_coding		 (2A6)		 (2A6)

		XLOC_016558		XLOC_016558		AT3G54600		3:20210858-20213080		WT inflorescence		ebs inflorescence		OK		4.89841		15.7564		1.68555		5.06571		5.00E-05		0.000788747		yes				AT2G26530		AT2G26530.1		unknown function		protein_coding		 (AR781)		 (AR781)

		XLOC_019930		XLOC_019930		AT3G55500		3:20574830-20576182		WT inflorescence		ebs inflorescence		OK		2.03793		6.55038		1.68448		2.12315		5.00E-05		0.000788747		yes				ATCG00130		ATCG00130.1		ATPase F subunit.		protein_coding		 (ATPF)		 (ATPF)

		XLOC_024000		XLOC_024000		AT4G14650		4:8400573-8402911		WT inflorescence		ebs inflorescence		OK		1.42929		4.59232		1.68393		2.39397		5.00E-05		0.000788747		yes				ATCG00140		ATCG00140.1		ATPase III subunit		protein_coding		 (ATPH)		 (ATPH)

		XLOC_005996		XLOC_005996		AT1G33102		1:12002332-12002877		WT inflorescence		ebs inflorescence		OK		0.751153		2.41212		1.68313		1.44388		0.0036		0.0285051		yes				AT1G74810		AT1G74810.1		BOR5; FUNCTIONS IN: anion exchanger activity; INVOLVED IN: anion transport; LOCATED IN: integral to membrane, membrane; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Bicarbonate transporter, eukaryotic (InterPro:IPR003020), Bicarbonate transporter, C-terminal (InterPro:IPR011531); BEST Arabidopsis thaliana protein match is: HCO3- transporter family (TAIR:AT1G15460.1); Has 2579 Blast hits to 1402 proteins in 194 species: Archae - 0; Bacteria - 4; Metazoa - 1942; Fungi - 299; Plants - 229; Viruses - 2; Other Eukaryotes - 103 (source: NCBI BLink).		protein_coding		 (BOR5)		 (BOR5)

		XLOC_000978		XLOC_000978		AT1G18400		1:6331397-6333743		WT inflorescence		ebs inflorescence		OK		0.796782		2.54964		1.67804		1.44767		0.0059		0.0419604		yes				AT2G42380		AT2G42380.2		Encodes a member of the BZIP family of transcription factors. Forms heterodimers with the related protein AtbZIP61. Binds to G-boxes in vitro and is localized to the nucleus in onion epidermal cells.		protein_coding		 (BZIP34)		 (ATBZIP34); (BZIP34)

		XLOC_003419		XLOC_003419		AT1G65760		1:24458590-24459715		WT inflorescence		ebs inflorescence		OK		0.274805		0.874315		1.66975		1.63623		0.0063		0.0441281		yes				AT3G54600		AT3G54600.1		Class I glutamine amidotransferase-like superfamily protein; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: ThiJ/PfpI (InterPro:IPR002818); BEST Arabidopsis thaliana protein match is: Class I glutamine amidotransferase-like superfamily protein (TAIR:AT2G38860.2); Has 5251 Blast hits to 3173 proteins in 1205 species: Archae - 295; Bacteria - 4620; Metazoa - 9; Fungi - 11; Plants - 126; Viruses - 0; Other Eukaryotes - 190 (source: NCBI BLink).		protein_coding		 (DJ1F)		 (DJ1F)

		XLOC_009638		XLOC_009638		AT2G23010		2:9798842-9802674		WT inflorescence		ebs inflorescence		OK		6.62897		21.0608		1.6677		1.30904		0.0023		0.0199885		yes				AT3G11750		AT3G11750.1		Encodes an enzyme that can act as a aldolase or an epimerase for 7,8-dihydroneopterin and 7,8-dihydromonapterin in vitro. It is likely to act in tetrahydrofolate biosynthesis in vivo.		protein_coding		 (FOLB1)		 (FOLB1)

		XLOC_004377		XLOC_004377		AT1G03410		1:844435-847739		WT inflorescence		ebs inflorescence		OK		0.418189		1.31972		1.65801		1.66766		0.00225		0.0196041		yes				ATCG01050		ATCG01050.1		Represents a plastid-encoded subunit of a NAD(P)H dehydrogenase complex.  Its mRNA is edited at four positions.  Translation data is not available for this gene.		protein_coding		 (NDHD)		 (NDHD)

		XLOC_000023		XLOC_000023		AT1G01380		1:147152-147942		WT inflorescence		ebs inflorescence		OK		1.81568		5.69109		1.6482		1.91305		0.0003		0.00373571		yes				ATCG01080		ATCG01080.1		NADH dehydrogenase ND6		protein_coding		 (NDHG)		 (NDHG)

		XLOC_010796		XLOC_010796		AT2G43440		2:18039310-18040722		WT inflorescence		ebs inflorescence		OK		0.999246		3.1307		1.64757		1.3346		0.0005		0.00577165		yes				AT2G15400		AT2G15400.1		Non-catalytic subunit of Nuclear DNA-dependent RNA polymerase V; homologous to budding yeast RPB3 and the E. coli RNA polymerase alpha subunit.  A closely related paralog, At2g15430 can substitute for At2g15400 in the context of Pol V and encodes the equivalent subunit of Pol II and Pol IV.		protein_coding		 (NRPE3B)		 (NRPE3B); (RBP36B)

		XLOC_007456		XLOC_007456		AT1G65370		1:24284468-24286145		WT inflorescence		ebs inflorescence		OK		27.9752		87.5695		1.64628		7.46701		5.00E-05		0.000788747		yes				AT3G22640		AT3G22640.1		PAP85; FUNCTIONS IN: nutrient reservoir activity; INVOLVED IN: biological_process unknown; LOCATED IN: plant-type cell wall; EXPRESSED IN: stem, seed; EXPRESSED DURING: seedling growth, seed development stages; CONTAINS InterPro DOMAIN/s: Cupin, RmlC-type (InterPro:IPR011051), Cupin 1 (InterPro:IPR006045), RmlC-like jelly roll fold (InterPro:IPR014710); BEST Arabidopsis thaliana protein match is: RmlC-like cupins superfamily protein (TAIR:AT4G36700.1); Has 886 Blast hits to 876 proteins in 129 species: Archae - 0; Bacteria - 2; Metazoa - 3; Fungi - 0; Plants - 826; Viruses - 0; Other Eukaryotes - 55 (source: NCBI BLink).		protein_coding		 (PAP85)		 (PAP85)

		XLOC_030455		XLOC_030455		AT5G24660		5:8443278-8443834		WT inflorescence		ebs inflorescence		OK		2.4474		7.64791		1.64382		2.44605		5.00E-05		0.000788747		yes				ATCG00350		ATCG00350.1		Encodes psaA protein comprising the reaction center for photosystem I along with psaB protein; hydrophobic protein encoded by the chloroplast genome.		protein_coding		 (PSAA)		 (PSAA)

		XLOC_015269		XLOC_015269		AT3G26770		3:9845395-9847148		WT inflorescence		ebs inflorescence		OK		0.712528		2.21979		1.6394		1.20563		0.0046		0.0348537		yes				ATCG00340		ATCG00340.1		Encodes the D1 subunit of photosystem I  and II reaction centers.		protein_coding		 (PSAB)		 (PSAB)

		XLOC_010772		XLOC_010772		AT2G43060		2:17909184-17910082		WT inflorescence		ebs inflorescence		OK		1.02696		3.17217		1.62708		2.05205		5.00E-05		0.000788747		yes				ATCG01060		ATCG01060.1		Encodes the PsaC subunit of photosystem I.		protein_coding		 (PSAC)		 (PSAC)

		XLOC_020494		XLOC_020494		AT4G01525		4:660809-661698		WT inflorescence		ebs inflorescence		OK		15.051		46.3783		1.62359		5.98867		5.00E-05		0.000788747		yes				ATCG00630		ATCG00630.1		Encodes subunit J of photosystem I.		protein_coding		 (PSAJ)		 (PSAJ)

		XLOC_003335		XLOC_003335		AT1G64370		1:23888919-23889661		WT inflorescence		ebs inflorescence		OK		2.06878		6.35864		1.61994		2.34972		5.00E-05		0.000788747		yes				AT3G09260		AT3G09260.1		Encodes beta-glucosidase.The major constituent of ER bodies. One of the most abundant proteins in Arabidopsis seedlings. Exist in an soluble (inactive) and non-soluble (active) form, most probably formed in a polymerization process. Involved in the mutualistic interaction between Arabidopsis and the endophytic fungus Piriformospora indica.		protein_coding		 (PYK10)		LONG ER BODY (LEB); (BGLU23); (PSR3.1); (PYK10)

		XLOC_020450		XLOC_020450		AT4G00780		4:334731-336344		WT inflorescence		ebs inflorescence		OK		3.30544		10.1158		1.6137		2.72507		5.00E-05		0.000788747		yes				ATCG00490		ATCG00490.1		large subunit of RUBISCO. Protein is tyrosine-phosphorylated and its phosphorylation state is modulated in response to ABA in Arabidopsis thaliana seeds.		protein_coding		 (RBCL)		 (RBCL)

		XLOC_009555		XLOC_009555		AT2G21850		2:9315217-9318238		WT inflorescence		ebs inflorescence		OK		0.809454		2.46501		1.60657		2.0669		5.00E-05		0.000788747		yes				AT5G27350		AT5G27350.1		Encodes a sugar-porter family protein that is induced during leaf senescence.  The increase in its gene expression during leaf senescence is paralleled by an accumulation of monosaccharides.		protein_coding		 (SFP1)		 (SFP1)

		XLOC_026122		XLOC_026122		AT5G13330		5:4272059-4274660		WT inflorescence		ebs inflorescence		OK		2.18414		6.63579		1.6032		3.24149		5.00E-05		0.000788747		yes				AT1G67260		AT1G67260.1		Encodes protein with TCP (TB1,CYC,PCF) domain which is likely to be involved in DNA binding and protein-protein interactions. Based on genome analysis, there is a 9-member gene family that possesses this domain in Arabidopsis. Orthologue of Antirrhinum gene CYCLOIDEA.		protein_coding		 (TCP1)		 (TCP1)

		XLOC_011251		XLOC_011251		AT2G04050		2:1337385-1339270		WT inflorescence		ebs inflorescence		OK		0.662287		2.00221		1.59606		2.42677		5.00E-05		0.000788747		yes				AT1G22400		AT1G22400.1		UGT85A1; FUNCTIONS IN: in 6 functions; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-glucosyl transferase 85A3 (TAIR:AT1G22380.1); Has 7940 Blast hits to 7832 proteins in 421 species: Archae - 0; Bacteria - 227; Metazoa - 2330; Fungi - 36; Plants - 5216; Viruses - 60; Other Eukaryotes - 71 (source: NCBI BLink).		protein_coding		 (UGT85A1)		 (UGT85A1);ARABIDOPSIS THALIANA UDP-GLUCOSYL TRANSFERASE 85A1 (ATUGT85A1)

		XLOC_019599		XLOC_019599		AT3G49970		3:18527215-18529066		WT inflorescence		ebs inflorescence		OK		0.510294		1.54097		1.59444		2.29718		5.00E-05		0.000788747		yes				AT4G01720		AT4G01720.1		member of WRKY Transcription Factor; Group II-b		protein_coding		 (WRKY47)		 (AtWRKY47); (WRKY47)

		XLOC_011191		XLOC_011191		AT2G02950		2:854946-856538		WT inflorescence		ebs inflorescence		OK		1.02336		3.08978		1.59419		2.20192		5.00E-05		0.000788747		yes				ATCG00530		ATCG00530.1		hypothetical protein		protein_coding		 (YCF10)		 (YCF10)

		XLOC_022494		XLOC_022494		AT4G32280		4:15583386-15584769		WT inflorescence		ebs inflorescence		OK		3.28445		9.90872		1.59305		1.94296		0.0005		0.00577165		yes				ATCG00360		ATCG00360.1		Encodes a protein required for photosystem I assembly and stability. In Chlamydomonas reinhardtii, this protein seems to act as a PSI specific chaperone facilitating the assembly of the complex by interacting with PsaA and PsaD. A loss of function mutation in tobacco leads to a loss of photosystem I.		protein_coding		 (YCF3)		 (YCF3)

		XLOC_006438		XLOC_006438		AT1G44510		1:16853446-16857835		WT inflorescence		ebs inflorescence		OK		1.85968		5.60576		1.59185		5.35485		5.00E-05		0.000788747		yes				AT2G43570		AT2G43570.1		chitinase, putative (CHI); FUNCTIONS IN: chitin binding, chitinase activity; INVOLVED IN: carbohydrate metabolic process, cell wall macromolecule catabolic process; LOCATED IN: apoplast, plant-type cell wall; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Chitin-binding, type 1, conserved site (InterPro:IPR018371), Glycoside hydrolase, family 19 (InterPro:IPR016283), Chitin-binding, type 1 (InterPro:IPR001002), Glycoside hydrolase, family 19, catalytic (InterPro:IPR000726); BEST Arabidopsis thaliana protein match is: Chitinase family protein (TAIR:AT2G43590.1); Has 2763 Blast hits to 2517 proteins in 507 species: Archae - 0; Bacteria - 569; Metazoa - 35; Fungi - 239; Plants - 1787; Viruses - 9; Other Eukaryotes - 124 (source: NCBI BLink).		protein_coding		CHITINASE, PUTATIVE (CHI)		CHITINASE, PUTATIVE (CHI)

		XLOC_005153		XLOC_005153		AT1G16850		1:5764806-5765651		WT inflorescence		ebs inflorescence		OK		5.75081		17.2271		1.58284		3.43551		5.00E-05		0.000788747		yes				AT4G12310		AT4G12310.1		member of CYP706A		protein_coding		CYTOCHROME P450, FAMILY 706, SUBFAMILY A, POLYPEPTIDE 5 (CYP706A5)		CYTOCHROME P450, FAMILY 706, SUBFAMILY A, POLYPEPTIDE 5 (CYP706A5)

		XLOC_007147		XLOC_007147		AT1G60270		1:22221676-22224257		WT inflorescence		ebs inflorescence		OK		7.39557		22.0506		1.57609		3.74469		5.00E-05		0.000788747		yes				AT2G29090		AT2G29090.1		Encodes a protein with ABA 8'-hydroxylase activity, involved in ABA catabolism. Member of the CYP707A gene family. This gene predominantly accumulates in dry seeds and is up-regulated immediately following imbibition. CYP707A2 appears to play a major role in the rapid decrease in ABA levels during early seed imbibition.		protein_coding		CYTOCHROME P450, FAMILY 707, SUBFAMILY A, POLYPEPTIDE 2 (CYP707A2)		CYTOCHROME P450, FAMILY 707, SUBFAMILY A, POLYPEPTIDE 2 (CYP707A2)

		XLOC_021628		XLOC_021628		AT4G17250		4:9670880-9673417		WT inflorescence		ebs inflorescence		OK		0.934457		2.77946		1.5726		1.26396		0.00055		0.0062255		yes				AT3G48310		AT3G48310.1		putative cytochrome P450		protein_coding		CYTOCHROME P450, FAMILY 71, SUBFAMILY A, POLYPEPTIDE 22 (CYP71A22)		CYTOCHROME P450, FAMILY 71, SUBFAMILY A, POLYPEPTIDE 22 (CYP71A22)

		XLOC_031876		XLOC_031876		AT5G49270		5:19971908-19974444		WT inflorescence		ebs inflorescence		OK		0.709347		2.08748		1.5572		1.29836		0.0039		0.0304783		yes				AT3G26165		AT3G26165.1		putative cytochrome P450.		pseudogene		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 18 (CYP71B18)		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 18 (CYP71B18)

		XLOC_013346		XLOC_013346		AT2G40260		2:16816817-16818473		WT inflorescence		ebs inflorescence		OK		0.556011		1.63377		1.55502		2.11377		0.0005		0.00577165		yes				AT3G26220		AT3G26220.1		cytochrome P450 monooxygenase		protein_coding		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 3 (CYP71B3)		CYTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 3 (CYP71B3)

		XLOC_030168		XLOC_030168		AT5G19100		5:6408241-6409417		WT inflorescence		ebs inflorescence		OK		0.902279		2.64907		1.55384		2.46029		0.0001		0.0014466		yes				AT2G45560		AT2G45560.1		cytochrome P450 monooxygenase		protein_coding		CYTOCHROME P450, FAMILY 76, SUBFAMILY C, POLYPEPTIDE 1 (CYP76C1)		CYTOCHROME P450, FAMILY 76, SUBFAMILY C, POLYPEPTIDE 1 (CYP76C1)

		XLOC_016084		XLOC_016084		AT3G46130		3:16945363-16946461		WT inflorescence		ebs inflorescence		OK		3.26662		9.58367		1.55278		1.21298		0.00105		0.0105762		yes				AT1G33720		AT1G33720.1		member of CYP76C		protein_coding		CYTOCHROME P450, FAMILY 76, SUBFAMILY C, POLYPEPTIDE 6 (CYP76C6)		CYTOCHROME P450, FAMILY 76, SUBFAMILY C, POLYPEPTIDE 6 (CYP76C6)

		XLOC_001899		XLOC_001899		AT1G34460		1:12595109-12599628		WT inflorescence		ebs inflorescence		OK		1.67229		4.90325		1.55192		2.22928		5.00E-05		0.000788747		yes				AT2G22330		AT2G22330.1		Encodes a cytochrome P450. Involved in tryptophan metabolism. Converts Trp to indole-3-acetaldoxime (IAOx), a precursor to IAA and indole glucosinolates.		protein_coding		CYTOCHROME P450, FAMILY 79, SUBFAMILY B, POLYPEPTIDE 3 (CYP79B3)		CYTOCHROME P450, FAMILY 79, SUBFAMILY B, POLYPEPTIDE 3 (CYP79B3)

		XLOC_012540		XLOC_012540		AT2G26560		2:11293768-11295806		WT inflorescence		ebs inflorescence		OK		2.68332		7.82035		1.54322		1.16438		0.0037		0.0291949		yes				AT4G13770		AT4G13770.1		Encodes a cytochrome p450 enzyme that catalyzes the initial conversion of aldoximes to thiohydroximates in the synthesis of glucosinolates not derived from tryptophan.   Also has a role in auxin homeostasis.		protein_coding		CYTOCHROME P450, FAMILY 83, SUBFAMILY A, POLYPEPTIDE 1 (CYP83A1)		REDUCED EPIDERMAL FLUORESCENCE 2 (REF2);"CYTOCHROME P450, FAMILY 83, SUBFAMILY A, POLYPEPTIDE 1" (CYP83A1)

		XLOC_000138		XLOC_000138		AT1G03420		1:844435-847739		WT inflorescence		ebs inflorescence		OK		3.21779		9.36719		1.54155		3.04874		5.00E-05		0.000788747		yes				AT5G50470		AT5G50470.1		nuclear factor Y, subunit C7 (NF-YC7); FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus, intracellular; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Transcription factor CBF/NF-Y/archaeal histone (InterPro:IPR003958), Histone-fold (InterPro:IPR009072); BEST Arabidopsis thaliana protein match is: nuclear factor Y, subunit C6 (TAIR:AT5G50480.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		NUCLEAR FACTOR Y, SUBUNIT C7 (NF-YC7)		NUCLEAR FACTOR Y, SUBUNIT C7 (NF-YC7)

		XLOC_015533		XLOC_015533		AT3G30530		3:12139511-12140033		WT inflorescence		ebs inflorescence		OK		1.70969		4.97467		1.54087		2.00427		0.0006		0.00670586		yes				AT5G25120		AT5G25120.1		putative cytochrome P450		protein_coding		YTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 11 (CYP71B11)		YTOCHROME P450, FAMILY 71, SUBFAMILY B, POLYPEPTIDE 11 (CYP71B11)

		XLOC_012975		XLOC_012975		AT2G33850		2:14321061-14322049		WT inflorescence		ebs inflorescence		OK		134.644		391.286		1.53907		6.22375		5.00E-05		0.000788747		yes				AT4G08040		AT4G08040.1		encodes an aminotransferase that belongs to ACC synthase gene family structurally		protein_coding		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 11 (ACS11)		1-AMINOCYCLOPROPANE-1-CARBOXYLATE SYNTHASE 11 (ACS11)

		XLOC_033109		XLOC_033109		ATCG00430		Pt:49256-49934		WT inflorescence		ebs inflorescence		OK		0.655505		1.89935		1.53482		1.56173		0.00445		0.0339188		yes				AT4G34250		AT4G34250.1		Encodes KCS16, a member of the 3-ketoacyl-CoA synthase family involved in the biosynthesis of VLCFA (very long chain fatty acids).		protein_coding		3-KETOACYL-COA SYNTHASE 16 (KCS16)		3-KETOACYL-COA SYNTHASE 16 (KCS16)

		XLOC_022835		XLOC_022835		AT4G38340		4:17954709-17957828		WT inflorescence		ebs inflorescence		OK		0.573612		1.6595		1.5326		2.63742		5.00E-05		0.000788747		yes				AT2G15090		AT2G15090.1		Encodes KCS8, a member of the 3-ketoacyl-CoA synthase family involved in the biosynthesis of VLCFA (very long chain fatty acids).		protein_coding		3-KETOACYL-COA SYNTHASE 8 (KCS8)		3-KETOACYL-COA SYNTHASE 8 (KCS8)

		XLOC_021657		XLOC_021657		AT4G17810		4:9906847-9907657		WT inflorescence		ebs inflorescence		OK		3.20738		9.26112		1.52979		1.12223		0.0072		0.0489365		yes				AT2G33385		AT2G33385.2		actin-related protein C2B (arpc2b); CONTAINS InterPro DOMAIN/s: Arp2/3 complex, 34kDa subunit p34-Arc (InterPro:IPR007188); BEST Arabidopsis thaliana protein match is: Arp2/3 complex, 34 kD subunit p34-Arc (TAIR:AT1G30825.1).		protein_coding		ACTIN-RELATED PROTEIN C2B (arpc2b)		ACTIN-RELATED PROTEIN C2B (arpc2b)

		XLOC_021974		XLOC_021974		AT4G23270		4:12171102-12173925		WT inflorescence		ebs inflorescence		OK		0.71675		2.06866		1.52916		1.08025		0.00205		0.0181641		yes				AT1G65890		AT1G65890.1		acyl activating enzyme 12 (AAE12); FUNCTIONS IN: catalytic activity; INVOLVED IN: metabolic process; EXPRESSED IN: leaf apex, hypocotyl, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: AMP-dependent synthetase/ligase (InterPro:IPR000873); BEST Arabidopsis thaliana protein match is: benzoyloxyglucosinolate 1 (TAIR:AT1G65880.1); Has 77298 Blast hits to 71199 proteins in 3613 species: Archae - 1120; Bacteria - 50555; Metazoa - 3258; Fungi - 3581; Plants - 2188; Viruses - 1; Other Eukaryotes - 16595 (source: NCBI BLink).		protein_coding		ACYL ACTIVATING ENZYME 12 (AAE12)		ACYL ACTIVATING ENZYME 12 (AAE12)

		XLOC_029176		XLOC_029176		AT5G67060		5:26766127-26767250		WT inflorescence		ebs inflorescence		OK		0.879224		2.53173		1.52582		1.6676		0.00045		0.00528116		yes				AT4G22950		AT4G22950.1		MADS-box protein AGL19		protein_coding		AGAMOUS-LIKE 19 (AGL19)		 (GL19);AGAMOUS-LIKE 19 (AGL19)

		XLOC_019149		XLOC_019149		AT3G43270		3:15222124-15225460		WT inflorescence		ebs inflorescence		OK		6.3308		18.1996		1.52345		5.76664		5.00E-05		0.000788747		yes				AT2G14210		AT2G14210.1		MADS box gene, transcription factor		protein_coding		AGAMOUS-LIKE 44 (AGL44)		ARABIDOPSIS NITRATE REGULATED 1 (ANR1);AGAMOUS-LIKE 44 (AGL44)

		XLOC_009625		XLOC_009625		AT2G22860		2:9737606-9738298		WT inflorescence		ebs inflorescence		OK		1.86249		5.33634		1.51862		1.50251		0.00105		0.0105762		yes				AT5G51870		AT5G51870.3		Encodes a MADS-box transcription factor involved in floral transition.		protein_coding		AGAMOUS-LIKE 71 (AGL71)		AGAMOUS-LIKE 71 (AGL71)

		XLOC_032141		XLOC_032141		AT5G54190		5:21990911-21992812		WT inflorescence		ebs inflorescence		OK		42.6195		122.017		1.5175		6.76183		5.00E-05		0.000788747		yes				AT5G51860		AT5G51860.1		Encodes a MADS-box transcription factor involved in floral transition.		protein_coding		AGAMOUS-LIKE 72 (AGL72)		AGAMOUS-LIKE 72 (AGL72)

		XLOC_024469		XLOC_024469		AT4G22390		4:11813424-11815133		WT inflorescence		ebs inflorescence		OK		7.55469		21.6088		1.51618		4.00952		5.00E-05		0.000788747		yes				AT5G16970		AT5G16970.1		encodes a 2-alkenal reductase (EC 1.3.1.74), plays a key role in the detoxification of reactive carbonyls		protein_coding		ALKENAL REDUCTASE (AER)		ALKENAL REDUCTASE (AER);ALKENAL REDUCTASE (AT-AER)

		XLOC_012690		XLOC_012690		AT2G29090		2:12494850-12499723		WT inflorescence		ebs inflorescence		OK		0.488251		1.39476		1.51432		2.01392		5.00E-05		0.000788747		yes				AT3G25770		AT3G25770.1		Encodes allene oxide cyclase.  One of four genes in Arabidopsis that encode this enzyme, which catalyzes an essential step in jasmonic acid biosynthesis. Gene expression is induced during senescence, a process that involves jasmonic acid signalling pathway. Note: Nomenclature for Arabidopsis allene oxide cyclase 2 (AOC2, AT3G25770) gene is based on Stenzel et al. 2003 Plant Molecular Biology 51:895-911. AOC2 (AT3G25770) is also referred to as AOC3 in He et al. 2002 Plant Physiology, 128:876-884.		protein_coding		ALLENE OXIDE CYCLASE 2 (AOC2)		ALLENE OXIDE CYCLASE 2 (AOC2)

		XLOC_014906		XLOC_014906		AT3G21010		3:7366209-7367748		WT inflorescence		ebs inflorescence		OK		4.17657		11.8862		1.5089		4.54343		5.00E-05		0.000788747		yes				AT2G28210		AT2G28210.1		alpha carbonic anhydrase 2 (ACA2); FUNCTIONS IN: carbonate dehydratase activity, zinc ion binding; INVOLVED IN: response to carbon dioxide, one-carbon metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: stem, root; CONTAINS InterPro DOMAIN/s: Carbonic anhydrase, alpha-class, catalytic domain (InterPro:IPR001148), Carbonic anhydrase, alpha-class, conserved site (InterPro:IPR018338), Carbonic anhydrase, CAH1-like (InterPro:IPR018340); BEST Arabidopsis thaliana protein match is: alpha carbonic anhydrase 7 (TAIR:AT1G08080.1); Has 3295 Blast hits to 3278 proteins in 530 species: Archae - 0; Bacteria - 691; Metazoa - 2036; Fungi - 83; Plants - 323; Viruses - 2; Other Eukaryotes - 160 (source: NCBI BLink).		protein_coding		ALPHA CARBONIC ANHYDRASE 2 (ACA2)		ALPHA CARBONIC ANHYDRASE 2 (ACA2);ALPHA CARBONIC ANHYDRASE 2 (ATACA2)

		XLOC_023952		XLOC_023952		AT4G14040		4:8100348-8102875		WT inflorescence		ebs inflorescence		OK		12.1058		34.3667		1.50531		6.26338		5.00E-05		0.000788747		yes				AT5G09220		AT5G09220.1		member of AAAP family		protein_coding		AMINO ACID PERMEASE 2 (AAP2)		AMINO ACID PERMEASE 2 (AAP2)

		XLOC_033103		XLOC_033103		ATCG00340		Pt:37374-39579		WT inflorescence		ebs inflorescence		OK		3.40665		9.65088		1.50231		4.55842		5.00E-05		0.000788747		yes				AT1G77380		AT1G77380.1		Amino acid permease which transports basic amino acids.		protein_coding		AMINO ACID PERMEASE 3 (AAP3)		 (ATAAP3);AMINO ACID PERMEASE 3 (AAP3)

		XLOC_029336		XLOC_029336		AT5G03552		5:897019-897356		WT inflorescence		ebs inflorescence		OK		2.24292		6.35353		1.50218		1.61372		0.00605		0.0427884		yes				AT2G23130		AT2G23130.1		AGP17 is a lysine-rich arabinogalactan-protein (AGP) and part of a multi-gene family of glycoproteins with approx. 50 members. It falls into one subclass with AGP18 and AGP19, other lysine-rich AGPs. 84% of its proline residues are hydroxylated to hydroproline and its heavy glycosylation accounts for appr. 69% of the molecular weight. The main glycosyl residues are arabinose (30.1%) and galactose (55.1%). Glycosyl linkages are consistent with type II arabinogalactans. AGP17 is predicted to have a glycosylphosphatidylinositol (GPI)anchor and is localized to the plasma membrane and Hechtian strands. It is expressed in young/old leaves, shoots, suspension cultures and flowers.		protein_coding		ARABINOGALACTAN PROTEIN 17 (AGP17)		ARABINOGALACTAN PROTEIN 17 (AGP17); (ATAGP17)

		XLOC_010797		XLOC_010797		AT2G43445		2:18041484-18043086		WT inflorescence		ebs inflorescence		OK		2.44091		6.8869		1.49644		2.54007		5.00E-05		0.000788747		yes				AT1G68725		AT1G68725.1		AGP19 is a lysine-rich arabinogalactan-protein (AGP) and part of a multi-gene family of glycoproteins with approx. 50 members. It falls into one subclass with AGP17 and AGP18, other lysine-rich AGPs. It is expressed in young leaves, shoots, roots and flowers. Non-consensus splice site at the intron:exon boundary (AT:exon)		protein_coding		ARABINOGALACTAN PROTEIN 19 (AGP19)		ARABINOGALACTAN PROTEIN 19 (ATAGP19);ARABINOGALACTAN PROTEIN 19 (AGP19)

		XLOC_026852		XLOC_026852		AT5G27350		5:9648666-9654426		WT inflorescence		ebs inflorescence		OK		1.0651		3.00166		1.49477		2.64813		5.00E-05		0.000788747		yes				AT5G10430		AT5G10430.1		Encodes arabinogalactan-protein (AGP4).		protein_coding		ARABINOGALACTAN PROTEIN 4 (AGP4)		ARABINOGALACTAN PROTEIN 4 (AGP4); (ATAGP4)

		XLOC_033102		XLOC_033102		ATCG00330		Pt:36937-37240		WT inflorescence		ebs inflorescence		OK		9.66717		27.2285		1.49395		2.41456		5.00E-05		0.000788747		yes				AT4G08870		AT4G08870.1		Encodes one of the two arginase in the genome. Gene expression is enhanced by methyl jasmonate treatment.  It is involved in the defense response to B.cinerea.		protein_coding		ARGININE AMIDOHYDROLASE 2 (ARGAH2)		ARGININE AMIDOHYDROLASE 2 (ARGAH2)

		XLOC_010165		XLOC_010165		AT2G32530		2:13809215-13813570		WT inflorescence		ebs inflorescence		OK		2.11053		5.94391		1.49381		2.58199		5.00E-05		0.000788747		yes				AT3G02020		AT3G02020.1		encodes a monofunctional aspartate kinase		protein_coding		ASPARTATE KINASE 3 (AK3)		ASPARTATE KINASE 3 (AK3)

		XLOC_020785		XLOC_020785		AT4G05370		4:2736134-2736584		WT inflorescence		ebs inflorescence		OK		1.90154		5.34585		1.49125		1.84391		0.00115		0.0114144		yes				ATCG00120		ATCG00120.1		Encodes the ATPase alpha subunit, which is a subunit of ATP synthase and part of the CF1 portion which catalyzes the conversion of ADP to ATP using the proton motive force. This complex is located in the thylakoid membrane of the chloroplast.		protein_coding		ATP SYNTHASE SUBUNIT ALPHA (ATPA)		ATP SYNTHASE SUBUNIT ALPHA (ATPA)

		XLOC_031476		XLOC_031476		AT5G42690		5:17116427-17119838		WT inflorescence		ebs inflorescence		OK		1.06264		2.9745		1.48499		2.5497		5.00E-05		0.000788747		yes				AT5G61740		AT5G61740.1		member of ATH subfamily		protein_coding		ATP-BINDING CASSETTE A10 (ABCA10)		ARABIDOPSIS THALIANA ABC2 HOMOLOG 14 (ATATH14);ATP-BINDING CASSETTE A10 (ABCA10);ABC2 HOMOLOG 14 (ATH14)

		XLOC_016780		XLOC_016780		AT3G58780		3:21738459-21746545		WT inflorescence		ebs inflorescence		OK		3.92555		10.9702		1.48263		2.50308		5.00E-05		0.000788747		yes				AT5G61730		AT5G61730.1		member of ATH subfamily		protein_coding		ATP-BINDING CASSETTE A9 (ABCA9)		ARABIDOPSIS THALIANA ABC2 HOMOLOG 11 (ATATH11);ATP-BINDING CASSETTE A9 (ABCA9);ABC2 HOMOLOG 11 (ATH11)

		XLOC_023996		XLOC_023996		AT4G14550		4:8347821-8350019		WT inflorescence		ebs inflorescence		OK		1.46607		4.09515		1.48196		2.90081		5.00E-05		0.000788747		yes				AT1G28010		AT1G28010.1		Encodes an ATP-binding cassette (ABC) transporter.  Expressed in the vascular tissue of primary stem.		protein_coding		ATP-BINDING CASSETTE B14 (ABCB14)		P-GLYCOPROTEIN 14 (PGP14);MULTI-DRUG RESISTANCE 12 (MDR12);ATP-BINDING CASSETTE B14 (ABCB14);ARABIDOPSIS THALIANA ATP-BINDING CASSETTE B14 (ATABCB14)

		XLOC_028662		XLOC_028662		AT5G57760		5:23400714-23403130		WT inflorescence		ebs inflorescence		OK		4.55555		12.6762		1.47642		1.69102		0.001		0.0101985		yes				AT4G12470		AT4G12470.1		Encodes AZI1 (AZELAIC ACID INDUCED 1).  Involved in the priming of salicylic acid induction and systemic immunity triggered by pathogen or azelaic acid.		protein_coding		AZELAIC ACID INDUCED 1 (AZI1)		AZELAIC ACID INDUCED 1 (AZI1)

		XLOC_025142		XLOC_025142		AT4G34138		4:16348105-16349982		WT inflorescence		ebs inflorescence		OK		2.85685		7.94374		1.47539		2.46761		5.00E-05		0.000788747		yes				AT3G51960		AT3G51960.2		bZIP transcription  factor induced by salt stress and promoted salt tolerance. Localized to the cytoplasm and nucleus under control conditions and targeted preferentially to the nucleus under salt stress		protein_coding		BASIC LEUCINE ZIPPER 24 (BZIP24)		BASIC LEUCINE ZIPPER 24 (BZIP24);BASIC LEUCINE ZIPPER 24 (ATBZIP24)

		XLOC_033053		XLOC_033053		ATCG00630		Pt:66928-67063		WT inflorescence		ebs inflorescence		OK		84.1058		233.451		1.47284		1.92151		0.0008		0.00850318		yes				AT3G30530		AT3G30530.1		basic leucine-zipper 42 (bZIP42); FUNCTIONS IN: DNA binding, protein homodimerization activity, protein heterodimerization activity, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; EXPRESSED IN: inflorescence meristem, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Basic-leucine zipper (bZIP) transcription factor (InterPro:IPR004827), bZIP transcription factor, bZIP-1 (InterPro:IPR011616); BEST Arabidopsis thaliana protein match is: basic leucine-zipper 43 (TAIR:AT5G38800.1); Has 1669 Blast hits to 1669 proteins in 135 species: Archae - 0; Bacteria - 2; Metazoa - 133; Fungi - 19; Plants - 1463; Viruses - 0; Other Eukaryotes - 52 (source: NCBI BLink).		protein_coding		BASIC LEUCINE-ZIPPER 42 (bZIP42)		BASIC LEUCINE-ZIPPER 42 (bZIP42);BASIC LEUCINE-ZIPPER 42 (ATBZIP42)

		XLOC_018302		XLOC_018302		AT3G22820		3:8073270-8074138		WT inflorescence		ebs inflorescence		OK		1.2111		3.34576		1.46602		1.26986		0.0065		0.0453422		yes				AT1G70410		AT1G70410.2		Encodes a putative beta-carbonic anhydrase betaCA4.  Together with betaCA1 (At3g01500) regulates CO2-controlled stomatal movements in guard cells.		protein_coding		BETA CARBONIC ANHYDRASE 4 (BCA4)		BETA CARBONIC ANHYDRASE 4 (BCA4);BETA CARBONIC ANHYDRASE 4 (ATBCA4)

		XLOC_033084		XLOC_033084		ATCG00020		Pt:382-1444		WT inflorescence		ebs inflorescence		OK		12.5588		34.6944		1.466		4.98348		5.00E-05		0.000788747		yes				AT1G60270		AT1G60270.1		beta glucosidase 6 (BGLU6); FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, family 1 (InterPro:IPR001360), Glycoside hydrolase, family 1, active site (InterPro:IPR018120), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: beta glucosidase 4 (TAIR:AT1G60090.1).		protein_coding		BETA GLUCOSIDASE 6 (BGLU6)		BETA GLUCOSIDASE 6 (BGLU6)

		XLOC_021761		XLOC_021761		AT4G19570		4:10665293-10667318		WT inflorescence		ebs inflorescence		OK		0.58648		1.61798		1.46404		1.53325		0.0004		0.00477681		yes				AT4G12030		AT4G12030.2		Required for the biosynthesis of methionine-derived glucosinolates. Involved in the  transport of 2-keto acids between chloroplasts and the cytosol.		protein_coding		BILE ACID TRANSPORTER 5 (BAT5)		BILE ACID TRANSPORTER 5 (BAT5);BILE ACID:SODIUM SYMPORTER FAMILY PROTEIN 5 (BASS5)

		XLOC_016158		XLOC_016158		AT3G47380		3:17457794-17458570		WT inflorescence		ebs inflorescence		OK		3.58354		9.83791		1.45697		3.01047		5.00E-05		0.000788747		yes				AT1G09080		AT1G09080.1		BIP3; FUNCTIONS IN: ATP binding; INVOLVED IN: protein folding, response to heat, pollen tube growth; LOCATED IN: endoplasmic reticulum lumen; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Heat shock protein 70, conserved site (InterPro:IPR018181), Heat shock protein Hsp70 (InterPro:IPR001023), Heat shock protein 70 (InterPro:IPR013126); BEST Arabidopsis thaliana protein match is: heat shock protein 70 (Hsp 70) family protein (TAIR:AT5G28540.1); Has 36561 Blast hits to 35981 proteins in 4871 species: Archae - 169; Bacteria - 17528; Metazoa - 4151; Fungi - 1824; Plants - 1283; Viruses - 337; Other Eukaryotes - 11269 (source: NCBI BLink).		protein_coding		BINDING PROTEIN 3 (BIP3)		BINDING PROTEIN 3 (BIP3)

		XLOC_029063		XLOC_029063		AT5G65070		5:25992242-25996174		WT inflorescence		ebs inflorescence		OK		1.31326		3.60059		1.45508		1.5837		0.0007		0.00759867		yes				AT1G18400		AT1G18400.1		BR enhanced expression 1 (BEE1); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: BR enhanced expression 3 (TAIR:AT1G73830.1); Has 2046 Blast hits to 2038 proteins in 98 species: Archae - 0; Bacteria - 0; Metazoa - 6; Fungi - 35; Plants - 1999; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding		BR ENHANCED EXPRESSION 1 (BEE1)		BR ENHANCED EXPRESSION 1 (BEE1)

		XLOC_023621		XLOC_023621		AT4G08870		4:5646438-5648727		WT inflorescence		ebs inflorescence		OK		20.0461		54.8884		1.45318		3.71225		5.00E-05		0.000788747		yes				AT1G73830		AT1G73830.1		BR enhanced expression 3 (BEE3); FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: BR enhanced expression 1 (TAIR:AT1G18400.1); Has 2141 Blast hits to 2133 proteins in 100 species: Archae - 0; Bacteria - 4; Metazoa - 8; Fungi - 37; Plants - 2087; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding		BR ENHANCED EXPRESSION 3 (BEE3)		BR ENHANCED EXPRESSION 3 (BEE3)

		XLOC_033059		XLOC_033059		ATCG00720		Pt:74840-76292		WT inflorescence		ebs inflorescence		OK		2.9741		8.13297		1.45133		2.5546		5.00E-05		0.000788747		yes				AT3G19710		AT3G19710.1		Belongs to the branched-chain amino acid aminotransferase gene family. Encodes a methionine-oxo-acid transaminase. Involved in the methionine chain elongation pathway that leads to the ultimate biosynthesis of methionine-derived glucosinolates.		protein_coding		BRANCHED-CHAIN AMINOTRANSFERASE4 (BCAT4)		BRANCHED-CHAIN AMINOTRANSFERASE4 (BCAT4)

		XLOC_010898		XLOC_010898		AT2G45135		2:18608823-18610574		WT inflorescence		ebs inflorescence		OK		3.07432		8.40624		1.45119		1.81264		0.00055		0.0062255		yes				AT3G48360		AT3G48360.1		encodes a protein (BT2) that is an essential component of the TAC1-mediated telomerase activation pathway. Acts redundantly with BT3 and BT1 during female gametophyte development and with BT3 during male gametophyte development. BT2 also mediates multiple responses to nutrients, stresses, and hormones.		protein_coding		BTB AND TAZ DOMAIN PROTEIN 2 (bt2)		 (ATBT2);BTB AND TAZ DOMAIN PROTEIN 2 (bt2)

		XLOC_022859		XLOC_022859		AT4G38860		4:18130267-18131060		WT inflorescence		ebs inflorescence		OK		8.90826		24.1469		1.43863		4.16873		5.00E-05		0.000788747		yes				AT4G04710		AT4G04710.1		member of Calcium Dependent Protein Kinase		protein_coding		CALCIUM-DEPENDENT PROTEIN KINASE 22 (CPK22)		CALCIUM-DEPENDENT PROTEIN KINASE 22 (CPK22)

		XLOC_025054		XLOC_025054		AT4G32650		4:15751321-15754854		WT inflorescence		ebs inflorescence		OK		0.604252		1.63772		1.43847		0.992779		0.00195		0.017399		yes				AT4G34580		AT4G34580.1		Encodes COW1 (can of worms1), a phosphatidylinositol transfer protein essential for root hair tip growth. The N-terminus of the COW1 protein is 32% identical to an essential phosphatidylinositol transfer protein (PITP), the yeast Sec14 protein (sec14p) while the C-terminus is 34.5% identical to a late nodulin of Lotus japonicus, Nlj16. Expression of COW1 complements the growth defect associated with Sec14p dysfunction in yeast. GFP fused to the COW1 protein specifically accumulates at the site of root hair outgrowth.		protein_coding		CAN OF WORMS1 (COW1)		SHORT ROOT HAIR 1 (SRH1);CAN OF WORMS1 (COW1)

		XLOC_030040		XLOC_030040		AT5G16970		5:5576167-5578075		WT inflorescence		ebs inflorescence		OK		13.197		35.7124		1.43621		1.17695		0.00455		0.0345647		yes				AT5G14740		AT5G14740.1		Encodes a beta carbonic anhydrase likely to be localized in the cytoplasm.  Expression of its mRNA is seen in etiolated seedlings and points to a possible nonphotosynthetic role for this isoform.		protein_coding		CARBONIC ANHYDRASE 2 (CA2)		CARBONIC ANHYDRASE 2 (CA2);CARBONIC ANHYDRASE 18 (CA18);BETA CARBONIC ANHYDRASE 2 (BETA CA2)

		XLOC_001854		XLOC_001854		AT1G33811		1:12267865-12269913		WT inflorescence		ebs inflorescence		OK		10.6402		28.7389		1.43348		4.92918		5.00E-05		0.000788747		yes				AT4G14580		AT4G14580.1		CBL-interacting protein kinase		protein_coding		CBL-INTERACTING PROTEIN KINASE 4 (CIPK4)		SNF1-RELATED PROTEIN KINASE 3.3 (SnRK3.3);CBL-INTERACTING PROTEIN KINASE 4 (CIPK4)

		XLOC_015210		XLOC_015210		AT3G25770		3:9406872-9407955		WT inflorescence		ebs inflorescence		OK		2.68363		7.24661		1.43312		1.29862		0.00575		0.0412677		yes				AT2G32530		AT2G32530.1		encodes a gene similar to cellulose synthase		protein_coding		CELLULOSE SYNTHASE-LIKE B3 (CSLB03)		CELLULOSE SYNTHASE-LIKE B3 (ATCSLB03);CELLULOSE SYNTHASE-LIKE B3 (ATCSLB3);CELLULOSE SYNTHASE-LIKE B3 (CSLB03)

		XLOC_033045		XLOC_033045		ATCG00490		Pt:54957-56397		WT inflorescence		ebs inflorescence		OK		12.1474		32.6176		1.42501		5.15931		5.00E-05		0.000788747		yes				AT3G22820		AT3G22820.1		allergen-related; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G14723.1); Has 245 Blast hits to 245 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 245; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		CHALLAH-LIKE 1 (CLL1)		EPIDERMAL PATTERNING FACTOR LIKE 5 (EPFL5);CHALLAH-LIKE 1 (CLL1)

		XLOC_032948		XLOC_032948		ATMG00060		Mt:20570-22086		WT inflorescence		ebs inflorescence		OK		1.91592		5.12427		1.41931		1.93864		0.0006		0.00670586		yes				ATCG00330		ATCG00330.1		30S chloroplast ribosomal protein S14		protein_coding		CHLOROPLAST RIBOSOMAL PROTEIN S14 (RPS14)		CHLOROPLAST RIBOSOMAL PROTEIN S14 (RPS14)

		XLOC_033089		XLOC_033089		ATCG00120		Pt:9937-11461		WT inflorescence		ebs inflorescence		OK		2.39567		6.4024		1.41818		3.4177		5.00E-05		0.000788747		yes				AT2G21450		AT2G21450.1		chromatin remodeling 34 (CHR34); FUNCTIONS IN: helicase activity, DNA binding, nucleic acid binding, ATP binding; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: DEAD-like helicase, N-terminal (InterPro:IPR014001), DNA/RNA helicase, C-terminal (InterPro:IPR001650), Helicase, superfamily 1/2, ATP-binding domain (InterPro:IPR014021), SNF2-related (InterPro:IPR000330); BEST Arabidopsis thaliana protein match is: SNF2 domain-containing protein / helicase domain-containing protein (TAIR:AT2G16390.1); Has 13841 Blast hits to 12186 proteins in 1498 species: Archae - 60; Bacteria - 3626; Metazoa - 3317; Fungi - 3335; Plants - 1269; Viruses - 195; Other Eukaryotes - 2039 (source: NCBI BLink).		protein_coding		CHROMATIN REMODELING 34 (CHR34)		CHROMATIN REMODELING 34 (CHR34)

		XLOC_014423		XLOC_014423		AT3G13437		3:4376360-4376959		WT inflorescence		ebs inflorescence		OK		2.26118		6.02339		1.4135		1.66284		0.0012		0.0118072		yes				AT4G19810		AT4G19810.1		ChiC encodes a Class V chitinase that is a part of glycoside hydrolase family 18 based on CAZy groupings. It appears to primarily act as an exochitinase in vitro where it predominantly cleaves a chitobiose (GlcNAc)2 residue from the non-reducing end of a chitin oligosaccharide. However, it shows some minor endochitinase activity in vitro, as well. A putative 24 amino-acid signal peptide may direct this protein to the secretory system and it has been detected in cell wall apoplastic fluid. RT-PCR experiments demonstrate that ChiC transcript levels are increased in response to abscisisc acid, jasmonic acid, and NaCl stress. Microarray results also suggest that transcript levels rise in response to osmotic stress, two fungal pathogens, a bacterial pathogen, and the elicitor flagellin.		protein_coding		CLASS V CHITINASE (ChiC)		CLASS V CHITINASE (ChiC)

		XLOC_017666		XLOC_017666		AT3G11750		3:3715070-3715904		WT inflorescence		ebs inflorescence		OK		2.86166		7.62185		1.41329		2.00787		0.00055		0.0062255		yes				AT5G42900		AT5G42900.1		cold regulated gene 27 (COR27); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G33980.1); Has 74 Blast hits to 74 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 74; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		COLD REGULATED GENE 27 (COR27)		COLD REGULATED GENE 27 (COR27)

		XLOC_007217		XLOC_007217		AT1G61255		1:22589150-22589691		WT inflorescence		ebs inflorescence		OK		2.53859		6.73964		1.40864		2.15935		0.00015		0.0020785		yes				AT2G28260		AT2G28260.1		member of Cyclic nucleotide gated channel family		protein_coding		CYCLIC NUCLEOTIDE-GATED CHANNEL 15 (CNGC15)		CYCLIC NUCLEOTIDE-GATED CHANNEL 15 (CNGC15);CYCLIC NUCLEOTIDE-GATED CHANNEL 15 (ATCNGC15)

		XLOC_032433		XLOC_032433		AT5G59540		5:23996072-23997590		WT inflorescence		ebs inflorescence		OK		1.12722		2.99201		1.40835		1.07707		0.006		0.0425381		yes				AT1G34460		AT1G34460.1		B1 type cyclin		protein_coding		CYCLIN B1;5 (CYCB1;5)		CYCLIN B1;5 (CYCB1;5);CYCLIN 3 (CYC3)

		XLOC_033121		XLOC_033121		ATCG00670		Pt:69909-71882		WT inflorescence		ebs inflorescence		OK		3.28188		8.71103		1.40832		2.47204		5.00E-05		0.000788747		yes				AT5G02110		AT5G02110.1		Encodes CYCLIN D7;1. Overexpression of CYCD7;1 induces cell proliferation and cell enlargement in the embryo and endosperm leading to overgrowth.		protein_coding		CYCLIN D7;1 (CYCD7;1)		 (CYCD7);CYCLIN D7;1 (CYCD7;1)

		XLOC_000276		XLOC_000276		AT1G06100		1:1851529-1853019		WT inflorescence		ebs inflorescence		OK		15.5754		41.3362		1.40814		5.05122		5.00E-05		0.000788747		yes				AT4G23270		AT4G23270.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 19 (CRK19)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 19 (CRK19)

		XLOC_024878		XLOC_024878		AT4G29700		4:14543456-14545138		WT inflorescence		ebs inflorescence		OK		3.3579		8.90947		1.40778		2.88026		5.00E-05		0.000788747		yes				AT4G23290		AT4G23290.2		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 21 (CRK21)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 21 (CRK21)

		XLOC_026679		XLOC_026679		AT5G24210		5:8217334-8219619		WT inflorescence		ebs inflorescence		OK		0.816731		2.16216		1.40454		2.08089		5.00E-05		0.000788747		yes				AT4G23300		AT4G23300.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 22 (CRK22)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 22 (CRK22)

		XLOC_001428		XLOC_001428		AT1G26920		1:9329511-9330398		WT inflorescence		ebs inflorescence		OK		13.7865		36.3194		1.39749		4.87446		5.00E-05		0.000788747		yes				AT2G46650		AT2G46650.1		member of Cytochromes b5		protein_coding		CYTOCHROME B5 ISOFORM C (CB5-C)		 (B5 #1); (CYTB5-C);CYTOCHROME B5 ISOFORM C (CB5-C);ARABIDOPSIS CYTOCHROME B5 ISOFORM C (ATCB5-C)

		XLOC_025923		XLOC_025923		AT5G08600		5:2786186-2790241		WT inflorescence		ebs inflorescence		OK		1.15283		3.03666		1.3973		1.38687		0.0002		0.00265586		yes				AT1G16410		AT1G16410.1		member of CYP79F		protein_coding		CYTOCHROME P450 79F1 (CYP79F1)		CYTOCHROME P450 79F1 (CYP79F1);SUPERSHOOT 1 (SPS1);BUSHY 1 (BUS1)

		XLOC_018332		XLOC_018332		AT3G23430		3:8387507-8393296		WT inflorescence		ebs inflorescence		OK		2.34811		6.1762		1.39522		1.62227		0.00065		0.00716651		yes				AT1G64110		AT1G64110.2		Target promoter of the male germline-specific transcription factor DUO1.		protein_coding		DUO1-ACTIVATED ATPASE 1 (DAA1)		DUO1-ACTIVATED ATPASE 1 (DAA1)

		XLOC_023930		XLOC_023930		AT4G13770		4:7990484-7992311		WT inflorescence		ebs inflorescence		OK		23.0672		60.2217		1.38444		5.58481		5.00E-05		0.000788747		yes				AT3G61760		AT3G61760.1		DYNAMIN-like 1B (DL1B); FUNCTIONS IN: GTP binding, GTPase activity; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Dynamin GTPase effector (InterPro:IPR003130), Dynamin, GTPase domain (InterPro:IPR001401), Dynamin, GTPase region, conserved site (InterPro:IPR019762), GTPase effector domain, GED (InterPro:IPR020850), Dynamin central region (InterPro:IPR000375); BEST Arabidopsis thaliana protein match is: dynamin-like protein (TAIR:AT5G42080.1); Has 2850 Blast hits to 2733 proteins in 320 species: Archae - 2; Bacteria - 48; Metazoa - 1057; Fungi - 814; Plants - 580; Viruses - 0; Other Eukaryotes - 349 (source: NCBI BLink).		protein_coding		DYNAMIN-LIKE 1B (DL1B)		DYNAMIN-LIKE 1B (DL1B);DYNAMIN-LIKE 1B (ADL1B)

		XLOC_014618		XLOC_014618		AT3G16420		3:5579385-5580953		WT inflorescence		ebs inflorescence		OK		8.52892		22.162		1.37765		4.24334		5.00E-05		0.000788747		yes				AT1G55420		AT1G55420.1		embryo sac development arrest 11 (EDA11); FUNCTIONS IN: zinc ion binding; INVOLVED IN: megagametogenesis; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: DC1 (InterPro:IPR004146), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT1G55380.1); Has 31248 Blast hits to 2717 proteins in 273 species: Archae - 49; Bacteria - 26496; Metazoa - 873; Fungi - 230; Plants - 1563; Viruses - 57; Other Eukaryotes - 1980 (source: NCBI BLink).		protein_coding		EMBRYO SAC DEVELOPMENT ARREST 11 (EDA11)		EMBRYO SAC DEVELOPMENT ARREST 11 (EDA11)

		XLOC_023255		XLOC_023255		AT4G04710		4:2389597-2392887		WT inflorescence		ebs inflorescence		OK		0.365201		0.948399		1.37681		1.79787		0.00105		0.0105762		yes				AT2G35950		AT2G35950.1		embryo sac development arrest 12 (EDA12); Has 8 Blast hits to 8 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 8; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		EMBRYO SAC DEVELOPMENT ARREST 12 (EDA12)		EMBRYO SAC DEVELOPMENT ARREST 12 (EDA12)

		XLOC_000306		XLOC_000306		AT1G06640		1:2032337-2034018		WT inflorescence		ebs inflorescence		OK		14.0509		36.3291		1.37046		3.12573		5.00E-05		0.000788747		yes				AT2G36640		AT2G36640.1		Encodes putative phosphotyrosine protein belonging to late embryogenesis abundant (LEA) protein in group 3 that might be involved in maturation and desiccation tolerance of seeds. RFLP and CAPS mapping place it on chromosome 4 but the nucleotide sequence maps it to chromosome 2.		protein_coding		EMBRYONIC CELL PROTEIN 63 (ECP63)		EMBRYONIC CELL PROTEIN 63 (ECP63);EMBRYONIC CELL PROTEIN 63 (ATECP63)

		XLOC_013635		XLOC_013635		AT2G45560		2:18776051-18778510		WT inflorescence		ebs inflorescence		OK		12.882		33.25		1.368		3.88513		5.00E-05		0.000788747		yes				AT1G12980		AT1G12980.1		Encodes an AP2/ERF protein, is expressed in a subdomain of meristem stem cells, in lateral organ anlagen, and transiently in the distal domain of organ primordia. It is a member of the ERF (ethylene response factor) subfamily B-1 of ERF/AP2 transcription factor family (ESR1). The protein contains one AP2 domain. There are 15 members in this subfamily including ATERF-3, ATERF-4, ATERF-7, and leafy petiole.   Can confer cytokinin-independent shoot formation and causes severe meristem defects when overexpressed in Arabidopsis root explants.  Involved in controlling embryogenesis and embryo patterning by interaction with PHAVOLUTA.		protein_coding		ENHANCER OF SHOOT REGENERATION 1 (ESR1)		ENHANCER OF SHOOT REGENERATION 1 (ESR1);DORNROSCHEN (DRN)

		XLOC_027598		XLOC_027598		AT5G40330		5:16127724-16129655		WT inflorescence		ebs inflorescence		OK		6.98927		17.9777		1.36299		3.63355		5.00E-05		0.000788747		yes				AT1G01380		AT1G01380.1		ETC1 is involved in trichome and root  hair patterning in Arabidopsis.		protein_coding		ENHANCER OF TRY AND CPC 1 (ETC1)		ENHANCER OF TRY AND CPC 1 (ETC1)

		XLOC_028879		XLOC_028879		AT5G61740		5:24808483-24812597		WT inflorescence		ebs inflorescence		OK		1.09262		2.80787		1.36168		3.04806		5.00E-05		0.000788747		yes				AT3G14210		AT3G14210.1		A semidominant QTL which has an epistatic effect on the Epithiospecifier gene. Represses nitrile formation and favors isothiocyanate production during glucosinolate hydrolysis. The functional allele deters the insect herbivory T. ni.		protein_coding		EPITHIOSPECIFIER MODIFIER 1 (ESM1)		EPITHIOSPECIFIER MODIFIER 1 (ESM1)

		XLOC_021348		XLOC_021348		AT4G12890		4:7546376-7547641		WT inflorescence		ebs inflorescence		OK		1.30442		3.35199		1.36161		1.36957		0.00095		0.00978644		yes				AT2G25820		AT2G25820.1		encodes a member of the DREB subfamily A-4 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 17 members in this subfamily including TINY.		protein_coding		ETHYLENE AND SALT INDUCIBLE 2 (ESE2)		ETHYLENE AND SALT INDUCIBLE 2 (ESE2)

		XLOC_008180		XLOC_008180		AT1G78530		1:29539088-29540709		WT inflorescence		ebs inflorescence		OK		0.714571		1.82437		1.35225		1.32818		0.0018		0.0163394		yes				AT2G44840		AT2G44840.1		encodes a member of the ERF (ethylene response factor) subfamily B-3 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 18 members in this subfamily including ATERF-1, ATERF-2, AND ATERF-5.		protein_coding		ETHYLENE-RESPONSIVE ELEMENT BINDING FACTOR 13 (ERF13)		 (EREBP);ETHYLENE-RESPONSIVE ELEMENT BINDING FACTOR 13 (ATERF13);ETHYLENE-RESPONSIVE ELEMENT BINDING FACTOR 13 (ERF13)

		XLOC_001245		XLOC_001245		AT1G22890		1:8102817-8103532		WT inflorescence		ebs inflorescence		OK		18.5612		47.3287		1.35043		4.10809		5.00E-05		0.000788747		yes				AT3G09520		AT3G09520.1		A member of EXO70 gene family, putative exocyst subunits, conserved in land plants. Arabidopsis thaliana contains 23 putative EXO70 genes, which can be classified into eight clusters on the phylogenetic tree.		protein_coding		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H4 (EXO70H4)		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H4 (ATEXO70H4);EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H4 (EXO70H4)

		XLOC_001438		XLOC_001438		AT1G27030		1:9381802-9383984		WT inflorescence		ebs inflorescence		OK		16.7094		42.5743		1.34933		5.46209		5.00E-05		0.000788747		yes				AT3G55500		AT3G55500.1		expansin-like protein. Naming convention from the Expansin Working Group (Kende et al, 2004. Plant Mol Bio).  Involved in the formation of nematode-induced syncytia in roots of Arabidopsis thaliana.		protein_coding		EXPANSIN A16 (EXPA16)		EXPANSIN A16 (EXPA16); (ATHEXP ALPHA 1.7);EXPANSIN 16 (EXP16);EXPANSIN A16 (ATEXPA16); (ATEXP16)

		XLOC_018313		XLOC_018313		AT3G23030		3:8180767-8181800		WT inflorescence		ebs inflorescence		OK		17.392		44.3023		1.34896		4.03721		5.00E-05		0.000788747		yes				AT5G44130		AT5G44130.1		FASCICLIN-like arabinogalactan protein 13 precursor (FLA13); FUNCTIONS IN: molecular_function unknown; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane, plant-type cell wall; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: FAS1 domain (InterPro:IPR000782); BEST Arabidopsis thaliana protein match is: FASCICLIN-like arabinoogalactan 9 (TAIR:AT1G03870.1); Has 960 Blast hits to 947 proteins in 155 species: Archae - 12; Bacteria - 234; Metazoa - 13; Fungi - 0; Plants - 680; Viruses - 0; Other Eukaryotes - 21 (source: NCBI BLink).		protein_coding		FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13 PRECURSOR (FLA13)		FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 13 PRECURSOR (FLA13)

		XLOC_014729		XLOC_014729		AT3G18170		3:6228341-6229662		WT inflorescence		ebs inflorescence		OK		3.61645		9.19946		1.34698		2.98129		5.00E-05		0.000788747		yes				AT3G08040		AT3G08040.1		Encodes a member of the MATE (multidrug and toxin efflux family), expressed in roots but not shoots. Mutants accumulate excess iron, manganese and zinc, and express root Fe(III) chelatase activity even under iron sufficiency conditions. FRD3 is likely to function in root xylem loading of an iron chelator or other factor necessary for efficient iron uptake out of the xylem or apoplastic space and into leaf cells.		protein_coding		FERRIC REDUCTASE DEFECTIVE 3 (FRD3)		FERRIC REDUCTASE DEFECTIVE 3 (FRD3); (ATFRD3);MANGANESE ACCUMULATOR 1 (MAN1)

		XLOC_005939		XLOC_005939		AT1G31920		1:11461854-11463848		WT inflorescence		ebs inflorescence		OK		11.3311		28.8203		1.3468		1.28839		0.0007		0.00759867		yes				AT5G50160		AT5G50160.1		Encodes a ferric chelate reductase that is expressed in shoots and flowers.		protein_coding		FERRIC REDUCTION OXIDASE 8 (FRO8)		FERRIC REDUCTION OXIDASE 8 (FRO8);FERRIC REDUCTION OXIDASE 8 (ATFRO8)

		XLOC_006731		XLOC_006731		AT1G51830		1:19243024-19246010		WT inflorescence		ebs inflorescence		OK		0.339377		0.862328		1.34535		1.84816		0.001		0.0101985		yes				AT1G65860		AT1G65860.1		belongs to the flavin-monooxygenase (FMO) family, encodes a glucosinolate S-oxygenase that catalyzes the conversion of methylthioalkyl glucosinolates to methylsulfinylalkyl glucosinolates		protein_coding		FLAVIN-MONOOXYGENASE GLUCOSINOLATE S-OXYGENASE 1 (FMO GS-OX1)		FLAVIN-MONOOXYGENASE GLUCOSINOLATE S-OXYGENASE 1 (FMO GS-OX1)

		XLOC_002076		XLOC_002076		AT1G37130		1:14158526-14161938		WT inflorescence		ebs inflorescence		OK		14.0408		35.5855		1.34166		6.19315		5.00E-05		0.000788747		yes				AT1G62540		AT1G62540.1		belongs to the flavin-monooxygenase (FMO) family, encodes a glucosinolate S-oxygenase that catalyzes the conversion of methylthioalkyl glucosinolates to methylsulfinylalkyl glucosinolates		protein_coding		FLAVIN-MONOOXYGENASE GLUCOSINOLATE S-OXYGENASE 2 (FMO GS-OX2)		FLAVIN-MONOOXYGENASE GLUCOSINOLATE S-OXYGENASE 2 (FMO GS-OX2)

		XLOC_033049		XLOC_033049		ATCG00530		Pt:60740-61430		WT inflorescence		ebs inflorescence		OK		1.25823		3.18822		1.34135		1.81625		0.0012		0.0118072		yes				AT1G62560		AT1G62560.1		belongs to the flavin-monooxygenase (FMO) family, encodes a glucosinolate S-oxygenase that catalyzes the conversion of methylthioalkyl glucosinolates to methylsulfinylalkyl glucosinolates		protein_coding		FLAVIN-MONOOXYGENASE GLUCOSINOLATE S-OXYGENASE 3 (FMO GS-OX3)		FLAVIN-MONOOXYGENASE GLUCOSINOLATE S-OXYGENASE 3 (FMO GS-OX3)

		XLOC_024890		XLOC_024890		AT4G29905		4:14626920-14627631		WT inflorescence		ebs inflorescence		OK		6.16712		15.6255		1.34124		3.20489		5.00E-05		0.000788747		yes				AT5G63580		AT5G63580.1		encodes a protein whose sequence is similar to flavonol synthase		protein_coding		FLAVONOL SYNTHASE 2 (FLS2)		FLAVONOL SYNTHASE 2 (FLS2); (ATFLS2)

		XLOC_009929		XLOC_009929		AT2G28260		2:12049988-12052453		WT inflorescence		ebs inflorescence		OK		0.876947		2.21513		1.33683		2.53001		5.00E-05		0.000788747		yes				AT5G63590		AT5G63590.1		flavonol synthase 3 (FLS3); CONTAINS InterPro DOMAIN/s: Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: flavonol synthase 1 (TAIR:AT5G08640.2); Has 8006 Blast hits to 7970 proteins in 965 species: Archae - 0; Bacteria - 1024; Metazoa - 86; Fungi - 741; Plants - 4902; Viruses - 0; Other Eukaryotes - 1253 (source: NCBI BLink).		protein_coding		FLAVONOL SYNTHASE 3 (FLS3)		FLAVONOL SYNTHASE (FLS);FLAVONOL SYNTHASE 3 (FLS3); (ATFLS3)

		XLOC_007706		XLOC_007706		AT1G69630		1:26191639-26193174		WT inflorescence		ebs inflorescence		OK		1.1866		2.96713		1.32223		2.37794		5.00E-05		0.000788747		yes				AT5G10140		AT5G10140.1		MADS-box protein encoded by FLOWERING LOCUS C - transcription factor that functions as a repressor of floral transition and contributes to temperature compensation of the circadian clock. Expression is downregulated during cold treatment. Vernalization, FRI and the autonomous pathway all influence the state of FLC chromatin. Both maternal and paternal alleles are reset by vernalization, but their earliest activation differs in timing and location. Histone H3 trimethylation at lysine 4 and histone acetylation are associated with active FLC expression, whereas histone deacetylation and histone H3 dimethylation at lysines 9 and 27 are involved in FLC repression. Expression is also repressed by two small RNAs (30- and 24-nt) complementary to the FLC sense strand 3? to the polyA site. The small RNAs are most likely derived from an antisense transcript of FLC. Interacts with SOC1 and FT chromatin in vivo. Member of a protein complex.		protein_coding		FLOWERING LOCUS C (FLC)		AGAMOUS-LIKE 25 (AGL25);FLOWERING LOCUS F (FLF);FLOWERING LOCUS C (FLC)

		XLOC_016169		XLOC_016169		AT3G47570		3:17527506-17530929		WT inflorescence		ebs inflorescence		OK		0.325862		0.814508		1.32167		0.910813		0.0063		0.0441281		yes				AT3G28340		AT3G28340.1		Encodes a protein with  putative galacturonosyltransferase activity.		protein_coding		GALACTURONOSYLTRANSFERASE-LIKE 10 (GATL10)		GALACTINOL SYNTHASE 8 (GolS8);GALACTURONOSYLTRANSFERASE-LIKE 10 (GATL10)

		XLOC_003584		XLOC_003584		AT1G68725		1:25809297-25810130		WT inflorescence		ebs inflorescence		OK		10.0074		24.962		1.31867		3.83177		5.00E-05		0.000788747		yes				AT3G52115		AT3G52115.1		Induced in response to ionizing radiation, shows basal expression in mitotically active cells and high expression in endoreduplicating cells.  May be involved in DNA damage-induced growth arrest.  Protein sequence contains a PEST destruction box.		protein_coding		GAMMA RESPONSE GENE 1 (GR1)		GAMMA RESPONSE GENE 1 (ATGR1); (AtCOM1); (COM1);GAMMA RESPONSE GENE 1 (GR1)

		XLOC_001058		XLOC_001058		AT1G19620		1:6784019-6785075		WT inflorescence		ebs inflorescence		OK		0.838427		2.08883		1.31694		1.78906		0.00185		0.0166819		yes				AT2G28340		AT2G28340.1		Encodes a member of the GATA factor family of zinc finger transcription factors.		protein_coding		GATA TRANSCRIPTION FACTOR 13 (GATA13)		GATA TRANSCRIPTION FACTOR 13 (GATA13)

		XLOC_033060		XLOC_033060		ATCG00730		Pt:76480-77672		WT inflorescence		ebs inflorescence		OK		4.40591		10.968		1.31578		2.21357		0.00015		0.0020785		yes				AT5G20630		AT5G20630.1		Encodes a germin-like protein. Its transcripts are more abundant in RNA from leaves collected in the evening, suggesting some kind of circadian regulation.		protein_coding		GERMIN 3 (GER3)		ARABIDOPSIS THALIANA GERMIN 3 (ATGER3);GERMIN-LIKE PROTEIN 3 (GLP3); (GLP3A); (GLP3B);GERMIN 3 (GER3)

		XLOC_032714		XLOC_032714		AT5G64770		5:25897366-25898124		WT inflorescence		ebs inflorescence		OK		7.14327		17.7579		1.31381		2.92531		5.00E-05		0.000788747		yes				AT5G25980		AT5G25980.2		Myrosinase (thioglucoside glucohydrolase) gene involved in glucosinoloate metabolism.		protein_coding		GLUCOSIDE GLUCOHYDROLASE 2 (TGG2)		BETA GLUCOSIDASE 37 (BGLU37);GLUCOSIDE GLUCOHYDROLASE 2 (TGG2)

		XLOC_023066		XLOC_023066		AT4G01950		4:844408-846787		WT inflorescence		ebs inflorescence		OK		4.09099		10.1684		1.31358		1.93584		0.0001		0.0014466		yes				AT1G49860		AT1G49860.1		Encodes glutathione transferase belonging to the phi class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE (CLASS PHI) 14 (GSTF14)		GLUTATHIONE S-TRANSFERASE (CLASS PHI) 14 (GSTF14);GLUTATHIONE S-TRANSFERASE (CLASS PHI) 14 (ATGSTF14)

		XLOC_003254		XLOC_003254		AT1G62975		1:23328849-23330776		WT inflorescence		ebs inflorescence		OK		1.16246		2.88583		1.31181		1.18639		0.0025		0.0213715		yes				AT3G03190		AT3G03190.1		Encodes glutathione transferase belonging to the phi class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE F11 (GSTF11)		GLUTATHIONE S-TRANSFERASE F11 (ATGSTF11);GLUTATHIONE S-TRANSFERASE F11 (GSTF11);ARABIDOPSIS GLUTATHIONE-S-TRANSFERASE 6 (ATGSTF6)

		XLOC_033104		XLOC_033104		ATCG00350		Pt:39604-41857		WT inflorescence		ebs inflorescence		OK		3.27253		8.09572		1.30675		3.92744		5.00E-05		0.000788747		yes				AT4G01950		AT4G01950.1		Encodes a member of a family of proteins with glycerol-3-phosphate acyltransferase activity.		protein_coding		GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 3 (GPAT3)		 (ATGPAT3);GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 3 (GPAT3)

		XLOC_004028		XLOC_004028		AT1G76800		1:28829307-28830277		WT inflorescence		ebs inflorescence		OK		0.586679		1.45101		1.30641		1.34244		0.0042		0.0323762		yes				AT5G07540		AT5G07540.1		encodes a glycine-rich protein that is expressed only in flowers during a specific developmental stage (flower stages 11 and 12).		protein_coding		GLYCINE-RICH PROTEIN 16 (GRP16)		GLYCINE-RICH PROTEIN 16 (GRP16); (ATGRP-6); (ATGRP16)

		XLOC_033050		XLOC_033050		ATCG00540		Pt:61656-62619		WT inflorescence		ebs inflorescence		OK		1.36737		3.37987		1.30556		2.10907		0.0001		0.0014466		yes				AT2G05380		AT2G05380.1		glycine-rich protein 3 short isoform (GRP3S) mRNA, complete		protein_coding		GLYCINE-RICH PROTEIN 3 SHORT ISOFORM (GRP3S)		GLYCINE-RICH PROTEIN 3 SHORT ISOFORM (GRP3S)

		XLOC_012249		XLOC_012249		AT2G21450		2:9179409-9182356		WT inflorescence		ebs inflorescence		OK		0.996496		2.46076		1.30417		1.82194		5.00E-05		0.000788747		yes				AT5G56250		AT5G56250.2		HAPLESS 8 (HAP8); LOCATED IN: chloroplast; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G56240.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		HAPLESS 8 (HAP8)		HAPLESS 8 (HAP8)

		XLOC_012235		XLOC_012235		AT2G21210		2:9085209-9085909		WT inflorescence		ebs inflorescence		OK		2.38858		5.8858		1.30108		2.06356		5.00E-05		0.000788747		yes				AT1G71050		AT1G71050.1		Heavy metal transport/detoxification superfamily protein ; FUNCTIONS IN: metal ion binding; INVOLVED IN: metal ion transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Heavy metal transport/detoxification protein (InterPro:IPR006121); BEST Arabidopsis thaliana protein match is: Heavy metal transport/detoxification superfamily protein  (TAIR:AT1G22990.1); Has 1285 Blast hits to 1219 proteins in 68 species: Archae - 2; Bacteria - 24; Metazoa - 2; Fungi - 25; Plants - 1232; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		HEAVY METAL ASSOCIATED ISOPRENYLATED PLANT PROTEIN 20 (HIPP20)		HEAVY METAL ASSOCIATED ISOPRENYLATED PLANT PROTEIN 20 (HIPP20)

		XLOC_027869		XLOC_027869		AT5G44490		5:17924034-17925843		WT inflorescence		ebs inflorescence		OK		2.79577		6.88897		1.30104		3.17835		5.00E-05		0.000788747		yes				AT5G67060		AT5G67060.1		HECATE 1 (HEC1); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: transmitting tissue development, carpel formation, regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT3G50330.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		HECATE 1 (HEC1)		HECATE 1 (HEC1)

		XLOC_011900		XLOC_011900		AT2G15555		2:6785903-6786976		WT inflorescence		ebs inflorescence		OK		10.4082		25.5668		1.29654		4.49315		5.00E-05		0.000788747		yes				AT1G47840		AT1G47840.1		Encodes a putative hexokinase.		protein_coding		HEXOKINASE 3 (HXK3)		HEXOKINASE 3 (HXK3)

		XLOC_001376		XLOC_001376		AT1G25550		1:8976433-8978093		WT inflorescence		ebs inflorescence		OK		7.32654		17.9247		1.29074		4.23769		5.00E-05		0.000788747		yes				AT2G18050		AT2G18050.1		encodes a structurally divergent linker histone whose gene expression is induced by dehydration and ABA.		protein_coding		HISTONE H1-3 (HIS1-3)		HISTONE H1-3 (HIS1-3)

		XLOC_033056		XLOC_033056		ATCG00680		Pt:72370-73897		WT inflorescence		ebs inflorescence		OK		3.51437		8.58547		1.28863		3.45048		5.00E-05		0.000788747		yes				AT2G18550		AT2G18550.1		Encodes a homeodomain leucine zipper class I (HD-Zip I) protein.		protein_coding		HOMEOBOX PROTEIN 21 (HB21)		HOMEOBOX-2 (HB-2);HOMEOBOX PROTEIN 21 (HB21);HOMEOBOX PROTEIN 21 (ATHB21)

		XLOC_009645		XLOC_009645		AT2G23130		2:9844298-9845385		WT inflorescence		ebs inflorescence		OK		10.7247		26.0395		1.27977		3.39452		5.00E-05		0.000788747		yes				AT2G36610		AT2G36610.1		Encodes a homeodomain leucine zipper class I (HD-Zip I) protein.		protein_coding		HOMEOBOX PROTEIN 22 (HB22)		ARABIDOPSIS THALIANA HOMEOBOX PROTEIN 22 (ATHB22);HOMEOBOX PROTEIN 22 (HB22)

		XLOC_015311		XLOC_015311		AT3G27650		3:10238545-10240611		WT inflorescence		ebs inflorescence		OK		1.64646		3.98782		1.27623		1.79981		0.00045		0.00528116		yes				AT4G36740		AT4G36740.1		Encodes a homeodomain leucine zipper class I (HD-Zip I) protein.		protein_coding		HOMEOBOX PROTEIN 40 (HB40)		 (HB-5);HOMEOBOX PROTEIN 40 (HB40);HOMEOBOX PROTEIN 40 (ATHB40)

		XLOC_000153		XLOC_000153		AT1G03710		1:923425-924726		WT inflorescence		ebs inflorescence		OK		28.3675		68.5951		1.27387		2.03546		5.00E-05		0.000788747		yes				AT2G43060		AT2G43060.1		ILI1 binding bHLH 1 (IBH1); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092); Has 261 Blast hits to 261 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 261; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		ILI1 BINDING BHLH 1 (IBH1)		ILI1 BINDING BHLH 1 (IBH1)

		XLOC_028271		XLOC_028271		AT5G51440		5:20891162-20892211		WT inflorescence		ebs inflorescence		OK		3.56661		8.62351		1.27372		1.73418		0.00025		0.00319302		yes				AT1G21120		AT1G21120.1		O-methyltransferase family protein; FUNCTIONS IN: methyltransferase activity, O-methyltransferase activity, protein dimerization activity; LOCATED IN: cytosol; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: LP.04 four leaves visible, LP.10 ten leaves visible, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: Winged helix-turn-helix transcription repressor DNA-binding (InterPro:IPR011991), Plant methyltransferase dimerisation (InterPro:IPR012967), O-methyltransferase, family 2 (InterPro:IPR001077), O-methyltransferase, COMT, eukaryota (InterPro:IPR016461); BEST Arabidopsis thaliana protein match is: O-methyltransferase family protein (TAIR:AT1G21110.1); Has 3310 Blast hits to 3305 proteins in 577 species: Archae - 1; Bacteria - 921; Metazoa - 104; Fungi - 640; Plants - 1542; Viruses - 0; Other Eukaryotes - 102 (source: NCBI BLink).		protein_coding		INDOLE GLUCOSINOLATE O-METHYLTRANSFERASE 2 (IGMT2)		INDOLE GLUCOSINOLATE O-METHYLTRANSFERASE 2 (IGMT2)

		XLOC_033091		XLOC_033091		ATCG00140		Pt:13261-13507		WT inflorescence		ebs inflorescence		OK		19.3052		46.5243		1.269		2.09217		0.0001		0.0014466		yes				AT1G21130		AT1G21130.1		O-methyltransferase family protein; FUNCTIONS IN: methyltransferase activity, protein dimerization activity, O-methyltransferase activity; LOCATED IN: cytosol; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Winged helix-turn-helix transcription repressor DNA-binding (InterPro:IPR011991), Plant methyltransferase dimerisation (InterPro:IPR012967), O-methyltransferase, family 2 (InterPro:IPR001077), O-methyltransferase, COMT, eukaryota (InterPro:IPR016461); BEST Arabidopsis thaliana protein match is: O-methyltransferase family protein (TAIR:AT1G21100.1); Has 3382 Blast hits to 3377 proteins in 592 species: Archae - 1; Bacteria - 963; Metazoa - 105; Fungi - 662; Plants - 1542; Viruses - 0; Other Eukaryotes - 109 (source: NCBI BLink).		protein_coding		INDOLE GLUCOSINOLATE O-METHYLTRANSFERASE 4 (IGMT4)		INDOLE GLUCOSINOLATE O-METHYLTRANSFERASE 4 (IGMT4)

		XLOC_012078		XLOC_012078		AT2G18550		2:8049662-8051213		WT inflorescence		ebs inflorescence		OK		1.34862		3.23365		1.26167		1.72487		0.00175		0.0159708		yes				AT4G14550		AT4G14550.1		IAA14 is a member of the Aux/IAA protein family.   Involved in lateral root development. Gain of function mutation decreases auxin-inducible gene expression. Protein is localized to the nucleus. Expressed in stele and root tip epidermis. Functions as a negative regulator of ARF7/19.		protein_coding		INDOLE-3-ACETIC ACID INDUCIBLE 14 (IAA14)		SOLITARY ROOT (SLR);INDOLE-3-ACETIC ACID INDUCIBLE 14 (IAA14)

		XLOC_007788		XLOC_007788		AT1G71050		1:26803152-26804292		WT inflorescence		ebs inflorescence		OK		9.2201		22.0735		1.25946		3.99869		5.00E-05		0.000788747		yes				AT3G23030		AT3G23030.1		auxin inducible gene expressed in the nucleus		protein_coding		INDOLE-3-ACETIC ACID INDUCIBLE 2 (IAA2)		INDOLE-3-ACETIC ACID INDUCIBLE 2 (IAA2)

		XLOC_001766		XLOC_001766		AT1G32375		1:11679229-11680679		WT inflorescence		ebs inflorescence		OK		0.467219		1.11667		1.25704		1.59056		0.0037		0.0291949		yes				AT4G32280		AT4G32280.1		Auxin inducible protein.		protein_coding		INDOLE-3-ACETIC ACID INDUCIBLE 29 (IAA29)		INDOLE-3-ACETIC ACID INDUCIBLE 29 (IAA29)

		XLOC_022587		XLOC_022587		AT4G33960		4:16277365-16277779		WT inflorescence		ebs inflorescence		OK		5.31463		12.6885		1.25548		1.45422		0.00115		0.0114144		yes				AT1G18870		AT1G18870.1		Encodes a protein with isochorismate synthase activity involved in phylloquinone biosynthesis. Mutant studies of this gene's function suggest that its function is redundant with that of ICS1 (AT1G7410).		protein_coding		ISOCHORISMATE SYNTHASE 2 (ICS2)		ARABIDOPSIS ISOCHORISMATE SYNTHASE 2 (ATICS2);ISOCHORISMATE SYNTHASE 2 (ICS2)

		XLOC_022630		XLOC_022630		AT4G34580		4:16515326-16519534		WT inflorescence		ebs inflorescence		OK		1.97535		4.71292		1.25452		3.51593		5.00E-05		0.000788747		yes				AT3G21720		AT3G21720.1		Encodes a glyoxylate cycle enzyme isocitrate lyase (ICL).		protein_coding		ISOCITRATE LYASE (ICL)		ISOCITRATE LYASE (ICL)

		XLOC_018486		XLOC_018486		AT3G26165,transcript:AT3G26165.1		3:9570417-9571979		WT inflorescence		ebs inflorescence		OK		3.06022		7.27709		1.24973		3.22971		5.00E-05		0.000788747		yes				AT5G14200		AT5G14200.1		The AtIMD1 is one out of 3 genes encoding the enzyme 3-isopropylmalate dehydrogenase involved in leucine biosynthesis in Arabidopsis. Its subcellular location has been targeted to plastids. Encodes methylthioalkylmalate dehydrogenase. Involved in glucosinolate biosynthesis, in methionine chain elongation.		protein_coding		ISOPROPYLMALATE DEHYDROGENASE 1 (IMD1)		ISOPROPYLMALATE DEHYDROGENASE 1 (IMD1);ARABIDOPSIS ISOPROPYLMALATE DEHYDROGENASE 1 (ATIMD1)

		XLOC_017902		XLOC_017902		AT3G15356		3:5174401-5175469		WT inflorescence		ebs inflorescence		OK		1.04069		2.47272		1.24856		1.16586		0.00195		0.017399		yes				AT3G58990		AT3G58990.1		isopropylmalate isomerase 1 (IPMI1); FUNCTIONS IN: hydro-lyase activity, 3-isopropylmalate dehydratase activity; INVOLVED IN: leucine biosynthetic process, metabolic process; LOCATED IN: plastid; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: 3-isopropylmalate dehydratase, small subunit-like (InterPro:IPR012305), Aconitase A/isopropylmalate dehydratase small subunit, swivel (InterPro:IPR000573), Aconitase/3-isopropylmalate dehydratase, swivel (InterPro:IPR015928), Aconitase-like core (InterPro:IPR015937); BEST Arabidopsis thaliana protein match is: Aconitase/3-isopropylmalate dehydratase protein (TAIR:AT2G43090.1); Has 8940 Blast hits to 8939 proteins in 2288 species: Archae - 372; Bacteria - 5509; Metazoa - 6; Fungi - 358; Plants - 71; Viruses - 0; Other Eukaryotes - 2624 (source: NCBI BLink).		protein_coding		ISOPROPYLMALATE ISOMERASE 1 (IPMI1)		ISOPROPYLMALATE ISOMERASE 1 (IPMI1)

		XLOC_022839		XLOC_022839		AT4G38420		4:17982773-17985372		WT inflorescence		ebs inflorescence		OK		1.35396		3.19856		1.24024		1.8204		0.0001		0.0014466		yes				AT2G43100		AT2G43100.1		isopropylmalate isomerase 2 (IPMI2); FUNCTIONS IN: hydro-lyase activity, 3-isopropylmalate dehydratase activity; INVOLVED IN: leucine biosynthetic process, metabolic process; LOCATED IN: plastid; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: 3-isopropylmalate dehydratase, small subunit-like (InterPro:IPR012305), Aconitase A/isopropylmalate dehydratase small subunit, swivel (InterPro:IPR000573), Aconitase/3-isopropylmalate dehydratase, swivel (InterPro:IPR015928), Aconitase-like core (InterPro:IPR015937); BEST Arabidopsis thaliana protein match is: Aconitase/3-isopropylmalate dehydratase protein (TAIR:AT2G43090.1); Has 8735 Blast hits to 8734 proteins in 2248 species: Archae - 359; Bacteria - 5628; Metazoa - 12; Fungi - 337; Plants - 71; Viruses - 0; Other Eukaryotes - 2328 (source: NCBI BLink).		protein_coding		ISOPROPYLMALATE ISOMERASE 2 (IPMI2)		 (ATLEUD1);ISOPROPYLMALATE ISOMERASE 2 (IPMI2)

		XLOC_027537		XLOC_027537		AT5G39080		5:15641657-15643161		WT inflorescence		ebs inflorescence		OK		1.22922		2.90273		1.23967		1.26588		0.00125		0.0121933		yes				AT3G16450		AT3G16450.1		Mannose-binding lectin superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to zinc ion, response to cold; LOCATED IN: nucleus; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: LP.04 four leaves visible, seedling growth; CONTAINS InterPro DOMAIN/s: Mannose-binding lectin (InterPro:IPR001229); BEST Arabidopsis thaliana protein match is: myrosinase-binding protein-like protein-300B (TAIR:AT3G16440.1); Has 1665 Blast hits to 784 proteins in 42 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 2; Plants - 1654; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding		JACALIN-RELATED LECTIN 33 (JAL33)		JACALIN-RELATED LECTIN 33 (JAL33)

		XLOC_014348		XLOC_014348		AT3G11930		3:3776236-3777694		WT inflorescence		ebs inflorescence		OK		5.28335		12.4738		1.23938		3.08287		5.00E-05		0.000788747		yes				AT5G11540		AT5G11540.1		Encodes a homolog of rat L-gulono-1,4-lactone (L-GulL) oxidase that is involved in the biosynthesis of L-ascorbic acid.		protein_coding		L -GULONO-1,4-LACTONE ( L -GULL) OXIDASE 3 (GULLO3)		 (ATGULLO3);L -GULONO-1,4-LACTONE ( L -GULL) OXIDASE 3 (GULLO3)

		XLOC_013758		XLOC_013758		AT2G48090		2:19669109-19669764		WT inflorescence		ebs inflorescence		OK		3.14267		7.39356		1.23428		1.51825		0.0028		0.023349		yes				AT1G02820		AT1G02820.1		Late embryogenesis abundant 3 (LEA3) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: embryo development, response to stress; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Late embryogenesis abundant protein, group 3 (InterPro:IPR004926); BEST Arabidopsis thaliana protein match is: senescence-associated gene 21 (TAIR:AT4G02380.1); Has 144 Blast hits to 139 proteins in 33 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 144; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		LATE EMBRYOGENESIS ABUNDANT 3 (LEA3)		 (ATLEA3);LATE EMBRYOGENESIS ABUNDANT 3 (LEA3)

		XLOC_014487		XLOC_014487		AT3G14560		3:4889071-4890159		WT inflorescence		ebs inflorescence		OK		1.32578		3.11413		1.23199		1.99712		0.00025		0.00319302		yes				AT2G34430		AT2G34430.1		Photosystem II type I chlorophyll            a/b-binding protein		protein_coding		LIGHT-HARVESTING CHLOROPHYLL-PROTEIN COMPLEX II SUBUNIT B1 (LHB1B1)		LIGHT-HARVESTING CHLOROPHYLL-PROTEIN COMPLEX II SUBUNIT B1 (LHCB1.4);LIGHT-HARVESTING CHLOROPHYLL-PROTEIN COMPLEX II SUBUNIT B1 (LHB1B1)

		XLOC_009586		XLOC_009586		AT2G22330		2:9488553-9491187		WT inflorescence		ebs inflorescence		OK		1.58375		3.71862		1.23142		1.62396		0.00035		0.00424685		yes				AT3G27650		AT3G27650.1		LOB domain-containing protein 25 (LBD25); CONTAINS InterPro DOMAIN/s: Lateral organ boundaries, LOB (InterPro:IPR004883); BEST Arabidopsis thaliana protein match is: Lateral organ boundaries (LOB) domain family protein (TAIR:AT5G63090.4); Has 960 Blast hits to 955 proteins in 25 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 960; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		LOB DOMAIN-CONTAINING PROTEIN 25 (LBD25)		LOB DOMAIN-CONTAINING PROTEIN 25 (LBD25)

		XLOC_004594		XLOC_004594		AT1G07050		1:2164187-2165239		WT inflorescence		ebs inflorescence		OK		8.46345		19.8241		1.22793		2.93533		5.00E-05		0.000788747		yes				AT1G78970		AT1G78970.2		Lupeol synthase. Converts oxidosqualene to multiple triterpene alcohols and a triterpene diols. This conversion proceeds through the formation of a 17&#946;-dammarenyl cation.		protein_coding		LUPEOL SYNTHASE 1 (LUP1)		ARABIDOPSIS THALIANA LUPEOL SYNTHASE 1 (ATLUP1);LUPEOL SYNTHASE 1 (LUP1)

		XLOC_018241		XLOC_018241		AT3G21720		3:7652486-7656011		WT inflorescence		ebs inflorescence		OK		0.448463		1.049		1.22595		1.21809		0.00405		0.031386		yes				AT5G65070		AT5G65070.3		Encodes MADS-box containing FLC paralog. Five splice variants have been identified but not characterized with respect to expression patterns and/or differing function. Overexpression of the gene in the Landsberg ecotype leads to a delay in flowering, transcript levels of MAF4 are reduced after a 6 week vernalization.		protein_coding		MADS AFFECTING FLOWERING 4 (MAF4)		MADS AFFECTING FLOWERING 4 (MAF4)

		XLOC_019751		XLOC_019751		AT3G52400		3:19425633-19427141		WT inflorescence		ebs inflorescence		OK		1.44923		3.38704		1.22474		1.8424		0.0001		0.0014466		yes				AT5G09690		AT5G09690.2		Transmembrane magnesium transporter. One of nine family members. Loss of function mutants exhibit poor growth under magnesium stress conditions. Splice variant AT5G09690.1  (386 aa) is a functional transporter while AT5G09690.4 (371 aa) does not have transporter activity.		protein_coding		MAGNESIUM TRANSPORTER 7 (MGT7)		MAGNESIUM TRANSPORTER 7 (MGT7);ARABIDOPSIS THALIANA MAGNESIUM TRANSPORTER 7 (ATMGT7); (MRS2-7)

		XLOC_004143		XLOC_004143		AT1G78970		1:29703061-29711421		WT inflorescence		ebs inflorescence		OK		0.918626		2.14422		1.22291		1.01766		0.00275		0.0230167		yes				AT3G19350		AT3G19350.1		Encodes a the C-terminal domain of poly(A) binding proteins. MPC is imprinted such that only the maternal allele is expressed in the endosperm. MPC is silenced by the action of MET1 and its expression is promoted by DEM.		protein_coding		MATERNALLY EXPRESSED PAB C-TERMINAL (MPC)		MATERNALLY EXPRESSED PAB C-TERMINAL (MPC)

		XLOC_016957		XLOC_016957		AT3G61840		3:22892465-22893269		WT inflorescence		ebs inflorescence		OK		4.11278		9.5853		1.22071		2.12163		5.00E-05		0.000788747		yes				ATCG00040		ATCG00040.1		Encodes a maturase located in the trnK intron in the chloroplast genome.		protein_coding		MATURASE K (MATK)		MATURASE K (MATK)

		XLOC_021082		XLOC_021082		AT4G08780		4:5604152-5608202		WT inflorescence		ebs inflorescence		OK		2.52549		5.88594		1.22071		2.53074		5.00E-05		0.000788747		yes				AT5G52900		AT5G52900.1		Encodes a member of the MAKR (MEMBRANE-ASSOCIATED KINASE REGULATOR)  gene family. MAKRs have putative kinase interacting motifs and membrane localization signals. Known members include: AT5G26230 (MAKR1), AT1G64080 (MAKR2), AT2G37380 (MAKR3), AT2G39370 (MAKR4), AT5G52870 (MAKR5) and AT5G52900 (MAKR6).		protein_coding		MEMBRANE-ASSOCIATED KINASE REGULATOR 6 (MAKR6)		MEMBRANE-ASSOCIATED KINASE REGULATOR 6 (MAKR6)

		XLOC_031487		XLOC_031487		AT5G42900		5:17197640-17199793		WT inflorescence		ebs inflorescence		OK		27.8939		65.0018		1.22053		5.13945		5.00E-05		0.000788747		yes				AT1G07600		AT1G07600.1		metallothionein, binds to and detoxifies excess copper and other metals, limiting oxidative damage.		protein_coding		METALLOTHIONEIN 1A (MT1A)		METALLOTHIONEIN 1A (MT1A);METALLOTHIONEIN 1 (MT1);LIGHT STRESS-REGULATED 4 (LSR4);ARABIDOPSIS METALLOTHIONEIN 1 (ATMT1);METALLOTHIONEIN 2 (ATMT-2); (ATMT-Q);METALLOTHIONEIN Q (MT-Q)

		XLOC_029760		XLOC_029760		AT5G11540		5:3703001-3704981		WT inflorescence		ebs inflorescence		OK		2.62602		6.10795		1.21781		3.20223		5.00E-05		0.000788747		yes				AT5G56795		AT5G56795.1		one of the five metallothioneins (MTs) genes identified in Arabidopsis. MTs are cysteine-rich proteins required for heavy metal tolerance. The MT1b gene, however, is indicated to be inactive.		protein_coding		METALLOTHIONEIN 1B (MT1B)		METALLOTHIONEIN 1B (MT1B)

		XLOC_006917		XLOC_006917		AT1G54860		1:20457420-20458631		WT inflorescence		ebs inflorescence		OK		0.985453		2.28825		1.21539		1.35061		0.0027		0.0226727		yes				AT1G07610		AT1G07610.1		one of the five metallothioneins (MTs) genes identified in Arabidopsis. MTs are cysteine-rich proteins required for heavy metal tolerance.		protein_coding		METALLOTHIONEIN 1C (MT1C)		METALLOTHIONEIN 1C (MT1C)

		XLOC_020132		XLOC_020132		AT3G59010		3:21802804-21805214		WT inflorescence		ebs inflorescence		OK		6.5489		15.1985		1.2146		3.89259		5.00E-05		0.000788747		yes				AT5G23010		AT5G23010.1		Encodes a methylthioalkylmalate synthase, catalyzes the condensation reactions of the first two rounds of methionine chain elongation in the biosynthesis of methionine-derived glucosinolates.		protein_coding		METHYLTHIOALKYLMALATE SYNTHASE 1 (MAM1)		2-ISOPROPYLMALATE SYNTHASE 3 (IMS3);METHYLTHIOALKYLMALATE SYNTHASE 1 (MAM1)

		XLOC_017205		XLOC_017205		AT3G03820		3:976932-977223		WT inflorescence		ebs inflorescence		OK		6.01461		13.9545		1.21419		1.53265		0.00495		0.0368486		yes				AT5G03552		AT5G03552.1		Encodes a microRNA of unknown function. MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage. Mature sequence: UGCGGGAAGCAUUUGCACAUG		miRNA		MICRORNA822A (MIR822A)		MICRORNA822A (MIR822A)

		XLOC_032249		XLOC_032249		AT5G56250		5:22768576-22772896		WT inflorescence		ebs inflorescence		OK		14.2103		32.9557		1.21359		5.65302		5.00E-05		0.000788747		yes				AT1G61560		AT1G61560.1		A member of a large family of seven-transmembrane domain proteins specific to plants, homologs of the barley mildew resistance locus o (MLO) protein. The Arabidopsis genome contains 15 genes encoding MLO proteins, with localization in plasma membrane. Phylogenetic analysis revealed four clades of closely-related AtMLO genes. ATMLO6 belongs to the clade IV, with AtMLO2, AtMLO3 and AtMLO12. The gene is expressed during early seedling growth, in roots and lateral root primordia, in flower and fruit abscission zone, in vascular system of cotyledons, young leaves and petals, in mature rosette leaves, in anthers, as shown by GUS activity patterns. The expression of several phylogenetically closely-related AtMLO genes showed similar or overlapping tissue specificity and analogous responsiveness to external stimuli, suggesting functional redundancy, co-function, or antagonistic function(s).		protein_coding		MILDEW RESISTANCE LOCUS O 6 (MLO6)		MILDEW RESISTANCE LOCUS O 6 (ATMLO6);MILDEW RESISTANCE LOCUS O 6 (MLO6)

		XLOC_020338		XLOC_020338		AT3G62455		3:23100567-23104580		WT inflorescence		ebs inflorescence		OK		3.02476		7.00974		1.21254		4.52146		5.00E-05		0.000788747		yes				AT2G30040		AT2G30040.1		member of MEKK subfamily		protein_coding		MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 14 (MAPKKK14)		MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 14 (MAPKKK14)

		XLOC_033116		XLOC_033116		ATCG00580		Pt:64070-64322		WT inflorescence		ebs inflorescence		OK		15.5455		35.9297		1.20868		1.85083		0.00055		0.0062255		yes				AT1G70890		AT1G70890.1		MLP-like protein 43 (MLP43); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: chloroplast; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: MLP-like protein 28 (TAIR:AT1G70830.5); Has 440 Blast hits to 408 proteins in 49 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 440; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		MLP-LIKE PROTEIN 43 (MLP43)		MLP-LIKE PROTEIN 43 (MLP43)

		XLOC_010370		XLOC_010370		AT2G35950		2:15104760-15106088		WT inflorescence		ebs inflorescence		OK		1.96318		4.52978		1.20625		1.80362		0.00015		0.0020785		yes				AT3G06120		AT3G06120.1		Encodes a basic helix-loop-helix (bHLH) protein that controls meristemoid differentiation during stomatal development.  In the absence of MUTE, meristemoids abort after excessive asymmetric divisions and fail to differentiate stomata.		protein_coding		MUTE (MUTE)		MUTE (MUTE)

		XLOC_022037		XLOC_022037		AT4G24275		4:12588518-12589062		WT inflorescence		ebs inflorescence		OK		2.75937		6.36642		1.20614		1.10734		0.00675		0.0466553		yes				AT5G40330		AT5G40330.1		Encodes a MYB gene that, when overexpressed ectopically, can induce ectopic trichome formation.  It is a member of subgroup 15, together with WER and GL1.  Members of this subgroup share a conserved motif of 19 amino acids in the putative transcription activation domain at the C-terminal end.  The gene is expressed in leaves, stems, flowers, seeds and roots and quite strongly in trichomes. There is partial functional redundancy between ATMYB23 and GL1.  The two proteins are functionally equivalent with respect to the regulation of trichome initiation but not with respect to trichome branching - which is controlled by MYB23 and not GL1.		protein_coding		MYB DOMAIN PROTEIN 23 (MYB23)		MYB DOMAIN PROTEIN 23 (MYB23); (ATMYBRTF);MYB DOMAIN PROTEIN 23 (ATMYB23)

		XLOC_030558		XLOC_030558		AT5G26660		5:9331572-9333174		WT inflorescence		ebs inflorescence		OK		2.5269		5.77934		1.19353		2.1704		5.00E-05		0.000788747		yes				AT5G07690		AT5G07690.1		Encodes a putative transcription factor (MYB29).		protein_coding		MYB DOMAIN PROTEIN 29 (MYB29)		MYB DOMAIN PROTEIN 29 (MYB29);PRODUCTION OF METHIONINE-DERIVED GLUCOSINOLATE 2 (PMG2);MYB DOMAIN PROTEIN 29 (ATMYB29)

		XLOC_013726		XLOC_013726		AT2G47260		2:19404819-19407084		WT inflorescence		ebs inflorescence		OK		3.71952		8.50628		1.19341		3.59787		5.00E-05		0.000788747		yes				AT3G46130		AT3G46130.1		Encodes a putative transcription factor (MYB48) that functions to regulate flavonol biosynthesis primarily in cotyledons.		protein_coding		MYB DOMAIN PROTEIN 48 (MYB48)		MYB DOMAIN PROTEIN 111 (MYB111);MYB DOMAIN PROTEIN 48 (ATMYB48);MYB DOMAIN PROTEIN 48 (MYB48); (ATMYB48-3);PRODUCTION OF FLAVONOL GLYCOSIDES 3 (PFG3)

		XLOC_028276		XLOC_028276		AT5G51480		5:20910243-20913451		WT inflorescence		ebs inflorescence		OK		5.49752		12.5704		1.19317		4.25678		5.00E-05		0.000788747		yes				AT1G08810		AT1G08810.1		putative transcription factor of the R2R3-MYB gene family. Transcript increases under conditions that promote stomatal opening (white and blue light, abi1-1 mutation) and decreases under conditions that trigger stomatal closure (ABA, desiccation, darkness), with the exception of elevated CO2. Expressed exclusively in guard cells of all tissues. It is required for light-induced opening of stomata. Mutant shows reduced stomatal aperture which helps to limit water loss during drought.		protein_coding		MYB DOMAIN PROTEIN 60 (MYB60)		MYB DOMAIN PROTEIN 60 (AtMYB60);MYB DOMAIN PROTEIN 60 (MYB60)

		XLOC_018183		XLOC_018183		AT3G20760		3:7256655-7259854		WT inflorescence		ebs inflorescence		OK		0.449522		1.02714		1.19216		1.60257		0.00155		0.0144759		yes				AT5G26660		AT5G26660.1		myb domain protein 86 (MYB86); CONTAINS InterPro DOMAIN/s: SANT, DNA-binding (InterPro:IPR001005), Homeodomain-like (InterPro:IPR009057), Myb, DNA-binding (InterPro:IPR014778), HTH transcriptional regulator, Myb-type, DNA-binding (InterPro:IPR017930), Homeodomain-related (InterPro:IPR012287), Myb transcription factor (InterPro:IPR015495); BEST Arabidopsis thaliana protein match is: myb domain protein 50 (TAIR:AT1G57560.1); Has 9095 Blast hits to 8321 proteins in 479 species: Archae - 0; Bacteria - 3; Metazoa - 831; Fungi - 514; Plants - 5926; Viruses - 6; Other Eukaryotes - 1815 (source: NCBI BLink).		protein_coding		MYB DOMAIN PROTEIN 86 (MYB86)		MYB DOMAIN PROTEIN 4 (ATMYB4-old);MYB DOMAIN PROTEIN 86 (MYB86);MYB DOMAIN PROTEIN 86 (ATMYB86);MYB DOMAIN PROTEIN 4 (ATMYB4)

		XLOC_013072		XLOC_013072		transcript:AT2G35570.1		2:14931138-14933175		WT inflorescence		ebs inflorescence		OK		0.65033		1.48524		1.19146		1.99865		0.00015		0.0020785		yes				AT2G46770		AT2G46770.1		NAC transcription factor NST1. NST1 and NST2 are redundant in regulating secondary wall thickening  in anther walls and siliques. NST1 promoter  was detected in various tissues in which lignified secondary walls develop.		protein_coding		NAC  SECONDARY WALL THICKENING PROMOTING FACTOR1 (NST1)		NAC  SECONDARY WALL THICKENING PROMOTING FACTOR1 (NST1);ARABIDOPSIS NAC DOMAIN CONTAINING PROTEIN 43 (ANAC043);EMBRYO DEFECTIVE 2301 (EMB2301)

		XLOC_010879		XLOC_010879		AT2G44840		2:18495340-18496272		WT inflorescence		ebs inflorescence		OK		3.94		8.94262		1.1825		1.21033		0.0064		0.0447364		yes				AT3G01600		AT3G01600.1		NAC domain containing protein 44 (NAC044); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 85 (TAIR:AT5G14490.1); Has 1967 Blast hits to 1962 proteins in 64 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1967; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		NAC DOMAIN CONTAINING PROTEIN 44 (NAC044)		NAC DOMAIN CONTAINING PROTEIN 44 (NAC044);NAC DOMAIN CONTAINING PROTEIN 44 (anac044)

		XLOC_005382		XLOC_005382		AT1G21130		1:7399061-7400605		WT inflorescence		ebs inflorescence		OK		3.15122		7.12921		1.17783		1.94868		0.0002		0.00265586		yes				AT2G20800		AT2G20800.1		NAD(P)H dehydrogenase B4 (NDB4); FUNCTIONS IN: NADH dehydrogenase activity; INVOLVED IN: oxidation reduction; LOCATED IN: extrinsic to mitochondrial inner membrane, mitochondrion, plastid; EXPRESSED IN: 7 plant structures; CONTAINS InterPro DOMAIN/s: Pyridine nucleotide-disulphide oxidoreductase, class-II (InterPro:IPR000103), FAD-dependent pyridine nucleotide-disulphide oxidoreductase (InterPro:IPR013027), Pyridine nucleotide-disulphide oxidoreductase, NAD-binding region (InterPro:IPR001327), EF-HAND 2 (InterPro:IPR018249); BEST Arabidopsis thaliana protein match is: NAD(P)H dehydrogenase B3 (TAIR:AT4G21490.1); Has 11460 Blast hits to 10815 proteins in 2238 species: Archae - 334; Bacteria - 8988; Metazoa - 48; Fungi - 603; Plants - 426; Viruses - 0; Other Eukaryotes - 1061 (source: NCBI BLink).		protein_coding		NAD(P)H DEHYDROGENASE B4 (NDB4)		NAD(P)H DEHYDROGENASE B4 (NDB4)

		XLOC_010842		XLOC_010842		AT2G44230		2:18286524-18288400		WT inflorescence		ebs inflorescence		OK		3.82238		8.64135		1.17679		2.32422		5.00E-05		0.000788747		yes				ATCG01110		ATCG01110.1		Encodes the 49KDa plastid NAD(P)H dehydrogenase subunit H protein.  Its transcription is regulated by an ndhF-specific plastid sigma factor, SIG4.		protein_coding		NAD(P)H DEHYDROGENASE SUBUNIT H (NDHH)		NAD(P)H DEHYDROGENASE SUBUNIT H (NDHH)

		XLOC_031227		XLOC_031227		AT5G38430		5:15384116-15385247		WT inflorescence		ebs inflorescence		OK		129.426		292.064		1.17416		5.60202		5.00E-05		0.000788747		yes				ATMG00060		ATMG00060.1		Mitochondrial NADH dehydrogenase subunit 5. The gene is trans-spliced from the three different pre-cursors, NAD5a, NAD5b and NAD5c.		protein_coding		NADH DEHYDROGENASE SUBUNIT 5C (NAD5C)		NADH DEHYDROGENASE SUBUNIT 5C (NAD5C);NADH DEHYDROGENASE SUBUNIT 5.3 (NAD5.3);NADH DEHYDROGENASE SUBUNIT 5 (NAD5)

		XLOC_009936		XLOC_009936		AT2G28340		2:12103671-12106172		WT inflorescence		ebs inflorescence		OK		3.48644		7.86728		1.17411		2.52105		5.00E-05		0.000788747		yes				AT5G06320		AT5G06320.1		encodes a protein whose sequence is similar to tobacco hairpin-induced gene (HIN1) and Arabidopsis non-race specific disease resistance gene (NDR1). Expression of this gene is induced by cucumber mosaic virus, spermine and Pseudomonas syringae pv. tomato DC3000. The gene product is localized to the plasma membrane.		protein_coding		NDR1/HIN1-LIKE 3 (NHL3)		NDR1/HIN1-LIKE 3 (NHL3)

		XLOC_014856		XLOC_014856		AT3G20200		3:7047580-7051342		WT inflorescence		ebs inflorescence		OK		2.74201		6.18184		1.1728		1.77819		0.0001		0.0014466		yes				AT4G19170		AT4G19170.1		chloroplast-targeted member of a family of  enzymes similar to nine-cis-epoxycarotenoid dioxygenase		protein_coding		NINE-CIS-EPOXYCAROTENOID DIOXYGENASE 4 (NCED4)		CAROTENOID CLEAVAGE DIOXYGENASE 4 (CCD4);NINE-CIS-EPOXYCAROTENOID DIOXYGENASE 4 (NCED4)

		XLOC_012130		XLOC_012130		AT2G19660		2:8496719-8498708		WT inflorescence		ebs inflorescence		OK		0.381996		0.857458		1.16651		1.61483		0.00305		0.0249142		yes				AT1G37130		AT1G37130.1		Identified as a mutant resistant to chlorate. Encodes nitrate reductase structural gene. Involved in nitrate assimilation. Has nitrate reductase activity. Up-regulated by the fungus P. indica. Binds transcription factor At2g35940.		protein_coding		NITRATE REDUCTASE 2 (NIA2)		NITRATE REDUCTASE 2 (NIA2); (B29); (NIA2-1);ARABIDOPSIS NITRATE REDUCTASE 2 (ATNR2);NITRATE REDUCTASE (NR);NITRATE REDUCTASE 2 (NR2);CHLORATE RESISTANT 3 (CHL3)

		XLOC_007755		XLOC_007755		AT1G70410		1:26533925-26538333		WT inflorescence		ebs inflorescence		OK		16.192		36.3393		1.16625		4.61239		5.00E-05		0.000788747		yes				AT3G16390		AT3G16390.1		Encodes a nitrile-specifier protein NSP3. NSP3 is one out of five (At3g16400/NSP1, At2g33070/NSP2, At3g16390/NSP3, At3g16410/NSP4 and At5g48180/NSP5) A. thaliana epithiospecifier protein (ESP) homologues that promote simple nitrile, but not epithionitrile or thiocyanate formation.		protein_coding		NITRILE SPECIFIER PROTEIN 3 (NSP3)		NITRILE SPECIFIER PROTEIN 3 (NSP3)

		XLOC_005583		XLOC_005583		AT1G24625		1:8725882-8727212		WT inflorescence		ebs inflorescence		OK		6.57396		14.7481		1.16569		3.28906		5.00E-05		0.000788747		yes				AT2G15620		AT2G15620.1		Involved in the second step of nitrate assimilation.  Its expression is induced by nitrate.		protein_coding		NITRITE REDUCTASE 1 (NIR1)		NITRITE REDUCTASE 1 (NIR1);ARABIDOPSIS THALIANA NITRITE REDUCTASE (ATHNIR);NITRITE REDUCTASE (NIR)

		XLOC_021489		XLOC_021489		AT4G15120		4:8634724-8635561		WT inflorescence		ebs inflorescence		OK		1.12542		2.51822		1.16194		1.20838		0.0063		0.0441281		yes				AT4G19030		AT4G19030.1		an aquaporin whose expression level is reduced by ABA, NaCl, dark, and dessication. is expressed at relatively low levels under normal conditions. Also functions in arsenite transport and tolerance.		protein_coding		NOD26-LIKE MAJOR INTRINSIC PROTEIN 1 (NLM1)		NOD26-LIKE INTRINSIC PROTEIN 1;1 (NIP1;1);NOD26-LIKE MAJOR INTRINSIC PROTEIN 1 (NLM1); (AT-NLM1);NOD26-LIKE MAJOR INTRINSIC PROTEIN 1 (ATNLM1)

		XLOC_026722		XLOC_026722		AT5G25120		5:8662098-8664533		WT inflorescence		ebs inflorescence		OK		0.531261		1.18595		1.15855		1.58189		0.00145		0.0137497		yes				AT3G03530		AT3G03530.1		PHOSPHOESTERASE FAMILY PROTEIN,  NPC4 is significantly induced upon phosphate starvation and plays an important role in the supply of inorganic phosphate and diacylglycerol from membrane-phospholipids during phosphate deprivation.		protein_coding		NON-SPECIFIC PHOSPHOLIPASE C4 (NPC4)		NON-SPECIFIC PHOSPHOLIPASE C4 (NPC4)

		XLOC_012010		XLOC_012010		AT2G17300		2:7522400-7523033		WT inflorescence		ebs inflorescence		OK		23.2653		51.9084		1.15779		2.03894		0.0004		0.00477681		yes				AT4G25860		AT4G25860.1		OSBP(oxysterol binding protein)-related protein 4A (ORP4A); FUNCTIONS IN: oxysterol binding; INVOLVED IN: steroid metabolic process; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Oxysterol-binding protein (InterPro:IPR000648); BEST Arabidopsis thaliana protein match is: OSBP(oxysterol binding protein)-related protein 4B (TAIR:AT4G25850.1); Has 2166 Blast hits to 2165 proteins in 214 species: Archae - 0; Bacteria - 0; Metazoa - 1078; Fungi - 636; Plants - 233; Viruses - 0; Other Eukaryotes - 219 (source: NCBI BLink).		protein_coding		OSBP(OXYSTEROL BINDING PROTEIN)-RELATED PROTEIN 4A (ORP4A)		OSBP(OXYSTEROL BINDING PROTEIN)-RELATED PROTEIN 4A (ORP4A)

		XLOC_032248		XLOC_032248		AT5G56240		5:22759802-22764587		WT inflorescence		ebs inflorescence		OK		22.383		49.8726		1.15584		5.59942		5.00E-05		0.000788747		yes				AT3G59010		AT3G59010.1		pectin methylesterase 61 (PME61); FUNCTIONS IN: enzyme inhibitor activity, pectinesterase activity; INVOLVED IN: cell wall modification; LOCATED IN: cell wall, plant-type cell wall; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Pectinesterase, active site (InterPro:IPR018040), Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectinesterase, catalytic (InterPro:IPR000070), Pectinesterase inhibitor (InterPro:IPR006501), Pectin lyase fold (InterPro:IPR012334); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily (TAIR:AT2G43050.1); Has 2708 Blast hits to 2657 proteins in 324 species: Archae - 6; Bacteria - 591; Metazoa - 1; Fungi - 200; Plants - 1884; Viruses - 0; Other Eukaryotes - 26 (source: NCBI BLink).		protein_coding		PECTIN METHYLESTERASE 61 (PME61)		PECTIN METHYLESTERASE 35 (PME35);PECTIN METHYLESTERASE 61 (PME61)

		XLOC_003763		XLOC_003763		AT1G71930		1:27076139-27077957		WT inflorescence		ebs inflorescence		OK		0.82767		1.83676		1.15003		1.17375		0.0069		0.0474829		yes				AT3G23430		AT3G23430.1		mutant is deficient in the transfer of phosphate from root epidermal and cortical cells to the xylem. encodes protein with the mainly hydrophilic N-terminal and the C-terminal containing 6 potential membrane-spanning domains.		protein_coding		PHOSPHATE 1 (PHO1)		PHOSPHATE 1 (PHO1);ARABIDOPSIS PHOSPHATE 1 (ATPHO1)

		XLOC_027841		XLOC_027841		AT5G44020		5:17712408-17714336		WT inflorescence		ebs inflorescence		OK		31.1427		68.8548		1.14466		4.78798		5.00E-05		0.000788747		yes				AT1G35140		AT1G35140.1		EXL1 is involved in the C-starvation response. Phenotypic changes of an exl1 loss of function mutant became evident only under corresponding experimental conditions. For example, the mutant showed diminished biomass production in a short-day/low light growth regime, impaired survival during extended night, and impaired survival of anoxia stress.		protein_coding		PHOSPHATE-INDUCED 1 (PHI-1)		PHOSPHATE-INDUCED 1 (PHI-1);EXORDIUM LIKE 7 (EXL7);EXORDIUM LIKE 1 (EXL1)

		XLOC_013105		XLOC_013105		AT2G36080		2:15148258-15151575		WT inflorescence		ebs inflorescence		OK		2.30833		5.09114		1.14114		2.2123		0.0001		0.0014466		yes				AT2G26560		AT2G26560.1		Encodes a lipid acyl hydrolase with wide substrate  specificity that accumulates upon infection by fungal  and bacterial pathogens. Protein is localized in the cytoplasm in healthy leaves, and in membranes in infected cells. Plays a role in cell death and differentially affects the accumulation of oxylipins. Contributes to resistance to virus.		protein_coding		PHOSPHOLIPASE A 2A (PLA2A)		PHOSPHOLIPASE A 2A (PLP2); (PLAII ALPHA);PHOSPHOLIPASE A 2A (PLA2A);PATATIN-LIKE PROTEIN 2 (PLP2);PHOSPHOLIPASE A 2A (PLA IIA)

		XLOC_016886		XLOC_016886		AT3G60720		3:22441770-22443771		WT inflorescence		ebs inflorescence		OK		1.40449		3.09564		1.14019		1.80387		0.0003		0.00373571		yes				ATCG00540		ATCG00540.1		Encodes cytochrome f apoprotein; involved in photosynthetic electron transport chain; encoded by the chloroplast genome and is transcriptionally repressed by a nuclear gene HCF2.		protein_coding		PHOTOSYNTHETIC ELECTRON TRANSFER A (PETA)		PHOTOSYNTHETIC ELECTRON TRANSFER A (PETA)

		XLOC_013794		XLOC_013794		AT3G01600		3:229170-231105		WT inflorescence		ebs inflorescence		OK		2.50946		5.52815		1.13942		1.23292		0.00045		0.00528116		yes				ATCG00720		ATCG00720.1		Encodes the cytochrome b(6) subunit of the cytochrome b6f complex.		protein_coding		PHOTOSYNTHETIC ELECTRON TRANSFER B (PETB)		PHOTOSYNTHETIC ELECTRON TRANSFER B (PETB)

		XLOC_029581		XLOC_029581		AT5G08150		5:2622029-2622720		WT inflorescence		ebs inflorescence		OK		4.81278		10.5954		1.1385		2.03396		5.00E-05		0.000788747		yes				ATCG00730		ATCG00730.1		A chloroplast gene encoding subunit IV of the cytochrome b6/f complex		protein_coding		PHOTOSYNTHETIC ELECTRON TRANSFER D (PETD)		PHOTOSYNTHETIC ELECTRON TRANSFER D (PETD)

		XLOC_001609		XLOC_001609		AT1G29660		1:10371838-10373766		WT inflorescence		ebs inflorescence		OK		7.91922		17.4303		1.13817		1.66359		0.00535		0.0390565		yes				ATCG00020		ATCG00020.1		Encodes chlorophyll binding protein D1, a part of the photosystem II reaction center core		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN A (PSBA)		PHOTOSYSTEM II REACTION CENTER PROTEIN A (PSBA)

		XLOC_012972		XLOC_012972		AT2G33830		2:14309483-14310351		WT inflorescence		ebs inflorescence		OK		202.761		446.011		1.1373		5.1922		5.00E-05		0.000788747		yes				ATCG00680		ATCG00680.1		encodes for CP47, subunit of the photosystem II reaction center.		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN B (PSBB)		PHOTOSYSTEM II REACTION CENTER PROTEIN B (PSBB)

		XLOC_023936		XLOC_023936		AT4G13840		4:8013892-8016486		WT inflorescence		ebs inflorescence		OK		19.2215		42.2479		1.13616		4.96099		5.00E-05		0.000788747		yes				ATCG00580		ATCG00580.1		PSII cytochrome b559. There have been many speculations about the function of Cyt b559, but the most favored at present is that it plays a protective role by acting as an electron acceptor or electron donor under conditions when electron flow through PSII is not optimized.		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN E (PSBE)		PHOTOSYSTEM II REACTION CENTER PROTEIN E (PSBE)

		XLOC_007080		XLOC_007080		AT1G58280		1:21620330-21622611		WT inflorescence		ebs inflorescence		OK		4.20873		9.24154		1.13475		2.06629		5.00E-05		0.000788747		yes				ATCG00430		ATCG00430.1		Encodes a protein which was originally thought to be part of photosystem II but its wheat homolog was later shown to encode for subunit K of NADH dehydrogenase.		protein_coding		PHOTOSYSTEM II REACTION CENTER PROTEIN G (PSBG)		PHOTOSYSTEM II REACTION CENTER PROTEIN G (PSBG)

		XLOC_020507		XLOC_020507		AT4G01720		4:744920-748554		WT inflorescence		ebs inflorescence		OK		0.708459		1.55386		1.1331		1.30982		0.00205		0.0181641		yes				AT2G43010		AT2G43010.1		Isolated as a semidominant mutation defective in red -light responses. Encodes a nuclear localized  bHLH protein that interacts with active PhyB protein. Negatively regulates phyB mediated red light responses. Involved in shade avoidance response. Protein abundance is negatively regulated by PhyB.		protein_coding		PHYTOCHROME INTERACTING FACTOR 4 (PIF4)		PHYTOCHROME INTERACTING FACTOR 4 (PIF4); (SRL2); (AtPIF4)

		XLOC_032077		XLOC_032077		AT5G52900		5:21452441-21453808		WT inflorescence		ebs inflorescence		OK		6.54359		14.3355		1.13144		3.53263		5.00E-05		0.000788747		yes				AT2G02950		AT2G02950.1		Encodes a basic soluble protein which can independently bind to either PHYA or PHYB, regardless of whether the phytochromes are in the Pr or Pfr state.  PKS1 can be phosphorylated by oat phyA in vitro in a light regulated manner.  It is postulated to be a negative regulator of phyB signalling.		protein_coding		PHYTOCHROME KINASE SUBSTRATE 1 (PKS1)		PHYTOCHROME KINASE SUBSTRATE 1 (PKS1)

		XLOC_033090		XLOC_033090		ATCG00130		Pt:11528-12798		WT inflorescence		ebs inflorescence		OK		4.14614		9.06846		1.12909		2.00187		0.00035		0.00424685		yes				AT5G61270		AT5G61270.1		Basic helix-loop-helix (bHLH) phytochrome interacting  factor. Interacts specifically with the far-red light?absorbing Pfr form of phyB through a conserved  domain called the active phyB binding motif. Upon light exposure, PIF7 rapidly migrates to intranuclear  speckles, where it colocalizes with phyB. Role as negative regulator of phyB-mediated seedling deetiolation.		protein_coding		PHYTOCHROME-INTERACTING FACTOR7 (PIF7)		PHYTOCHROME-INTERACTING FACTOR7 (PIF7)

		XLOC_010560		XLOC_010560		AT2G39420		2:16460363-16463061		WT inflorescence		ebs inflorescence		OK		9.79505		21.4176		1.12867		3.49905		5.00E-05		0.000788747		yes				AT2G22860		AT2G22860.1		Phytosulfokine 2 precursor, coding for a unique plant peptide growth factor.		protein_coding		PHYTOSULFOKINE 2 PRECURSOR (PSK2)		PHYTOSULFOKINE 2 PRECURSOR (ATPSK2);PHYTOSULFOKINE 2 PRECURSOR (PSK2)

		XLOC_018645		XLOC_018645		AT3G28340		3:10588946-10590552		WT inflorescence		ebs inflorescence		OK		0.858495		1.87716		1.12867		1.642		0.0009		0.00936597		yes				AT2G01420		AT2G01420.2		Encodes a putative auxin efflux carrier that is localized in developing and mature root meristems.  It is involved in the maintenance of embryonic auxin gradients.  A role for AtPIN4 in generating a sink for auxin below the quiescent center of the root meristem that is essential for auxin distribution and patterning is proposed. In the root, PIN4 is detected around the quiescent center and cells surrounding it, and localizes basally in provascular cells. PIN4 expression is upregulated in brassinosteroid-insensitive mutant (PMID 16141452).		protein_coding		PIN-FORMED 4 (PIN4)		PIN-FORMED 4 (PIN4)

		XLOC_004396		XLOC_004396		AT1G03720		1:924995-926373		WT inflorescence		ebs inflorescence		OK		1.36648		2.98673		1.1281		1.64956		0.0025		0.0213715		yes				AT2G32960		AT2G32960.1		Encodes an atypical dual-speci&#64257;city phosphatase.		protein_coding		PLANT AND FUNGI ATYPICAL DUAL-SPECI&#64257;CITY PHOSPHATASE 2 (PFA-DSP2)		 (AtPFA-DSP2);PLANT AND FUNGI ATYPICAL DUAL-SPECI&#64257;CITY PHOSPHATASE 2 (PFA-DSP2)

		XLOC_006161		XLOC_006161		AT1G36060		1:13454495-13456331		WT inflorescence		ebs inflorescence		OK		3.4542		7.51981		1.12235		3.25369		5.00E-05		0.000788747		yes				AT3G52450		AT3G52450.1		Encodes a cytoplasmically localized U-box domain E3 ubiquitin ligase protein that is involved in the response to water stress and acts as a negative regulator of PAMP-triggered immunity.		protein_coding		PLANT U-BOX 22 (PUB22)		PLANT U-BOX 22 (PUB22); (ATPUB22)

		XLOC_008571		XLOC_008571		AT2G05300,transcript:AT2G05300.1		2:1931241-1933010		WT inflorescence		ebs inflorescence		OK		8.95758		19.4921		1.12171		4.26413		5.00E-05		0.000788747		yes				AT3G60720		AT3G60720.1		Encodes a plasmodesmal protein that may be involved in the intercellular movement of molecules through the plasmodesmata. The protein has two DUF26 domains and a single transmembrane domain.		protein_coding		PLASMODESMATA-LOCATED PROTEIN 8 (PDLP8)		PLASMODESMATA-LOCATED PROTEIN 8 (PDLP8)

		XLOC_003960		XLOC_003960		AT1G75490		1:28335501-28336706		WT inflorescence		ebs inflorescence		OK		1.1634		2.52838		1.11987		1.6723		0.00095		0.00978644		yes				ATCG00670		ATCG00670.1		Encodes the only ClpP (caseinolytic protease) encoded within the plastid genome.  Contains a highly conserved catalytic triad of Ser-type proteases (Ser-His-Asp). Part of the 350 kDa chloroplast Clp complex. The name reflects nomenclature described in Adam et. al (2001).		protein_coding		PLASTID-ENCODED CLP P (PCLPP)		CASEINOLYTIC PROTEASE P 1 (CLPP1);PLASTID-ENCODED CLP P (PCLPP)

		XLOC_006143		XLOC_006143		AT1G35730		1:13227323-13229796		WT inflorescence		ebs inflorescence		OK		2.06613		4.48393		1.11783		2.61075		5.00E-05		0.000788747		yes				AT4G32650		AT4G32650.1		Encodes KAT3, a member of the Shaker family of voltage-gated potassium channel subunits. Does not form functional potassium channel on its own. Involved in down-regulating AKT1 and KAT1 channel activity by forming heteromers with AKT1 or KAT1. The Shaker family K+ ion channels include five groups based on phylogenetic analysis (FEBS Letters (2007) 581: 2357): I (inwardly rectifying conductance): AKT1 (AT2G26650), AKT5 (AT4G32500) and SPIK (also known as AKT6, AT2G25600); II (inward rectifying channel): KAT1 (AT5G46240) and KAT2 (AT4G18290); III (weakly inward rectifying channel): AKT2 (AT4G22200); IV (regulatory subunit involved in inwardly rectifying conductance formation): KAT3 (also known as AtKC1, AT4G32650); V (outward rectifying channel): SKOR (AT3G02850) and GORK (AT5G37500).		protein_coding		POTASSIUM CHANNEL IN ARABIDOPSIS THALIANA 3 (KAT3)		ARABIDOPSIS THALIANA K+ RECTIFYING CHANNEL 1 (ATKC1);POTASSIUM CHANNEL IN ARABIDOPSIS THALIANA 3 (KAT3); (KC1);A. THALIANA LOW-K+-TOLERANT 1 (AtLKT1)

		XLOC_025399		XLOC_025399		AT4G38840		4:18124977-18125559		WT inflorescence		ebs inflorescence		OK		6.93091		15.0114		1.11494		2.27666		5.00E-05		0.000788747		yes				AT2G21140		AT2G21140.1		Proline-rich protein expressed in expanding leaves, stems, flowers, and siliques.		protein_coding		PROLINE-RICH PROTEIN 2 (PRP2)		PROLINE-RICH PROTEIN 2 (PRP2);PROLINE-RICH PROTEIN 2 (ATPRP2)

		XLOC_016992		XLOC_016992		AT3G62550		3:23135983-23137173		WT inflorescence		ebs inflorescence		OK		12.0564		26.0979		1.11414		3.39446		5.00E-05		0.000788747		yes				AT5G54190		AT5G54190.1		light-dependent NADPH:protochlorophyllide oxidoreductase A		protein_coding		PROTOCHLOROPHYLLIDE OXIDOREDUCTASE A (PORA)		PROTOCHLOROPHYLLIDE OXIDOREDUCTASE A (PORA)

		XLOC_007777		XLOC_007777		AT1G70890		1:26725625-26726544		WT inflorescence		ebs inflorescence		OK		9.36879		20.2727		1.1136		3.16041		5.00E-05		0.000788747		yes				AT1G35730		AT1G35730.1		Encodes a member of the Arabidopsis Pumilio (APUM) proteins containing PUF domain (eight repeats of approximately 36 amino acids each). PUF proteins regulate both mRNA stability and translation through sequence-specific binding to the 3' UTR of target mRNA transcripts.		protein_coding		PUMILIO 9 (PUM9)		PUMILIO 9 (APUM9);PUMILIO 9 (PUM9)

		XLOC_001861		XLOC_001861		AT1G33930		1:12323887-12327084		WT inflorescence		ebs inflorescence		OK		2.57621		5.57255		1.11309		2.24596		0.0001		0.0014466		yes				AT3G16420		AT3G16420.1		The PBP1(PYK10-binding protein 1) assists the PYK10 (beta-glucosidase complex) in its activity and may act like a molecular  chaperone that facilitates the correct polymerization of PYK10, when tissues are damaged and subcellular structures are destroyed by pests.		protein_coding		PYK10-BINDING PROTEIN 1 (PBP1)		JACALIN-RELATED LECTIN 30 (JAL30);PYK10-BINDING PROTEIN 1 (PBP1)

		XLOC_008119		XLOC_008119		AT1G77380		1:29074887-29077390		WT inflorescence		ebs inflorescence		OK		1.93566		4.18678		1.11302		2.30523		5.00E-05		0.000788747		yes				AT3G07970		AT3G07970.1		Required for pollen separation during normal development. In qrt mutants, the outer walls of the four meiotic products of the pollen mother cell are fused, and pollen grains are released in tetrads.May be required for cell type-specific pectin degradation.		protein_coding		QUARTET 2 (QRT2)		QUARTET 2 (QRT2)

		XLOC_014046		XLOC_014046		AT3G06120		3:1846530-1848230		WT inflorescence		ebs inflorescence		OK		5.19079		11.1892		1.10808		1.28818		0.0049		0.0365564		yes				AT4G13810		AT4G13810.1		receptor like protein 47 (RLP47); CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: receptor like protein 50 (TAIR:AT4G13920.1); Has 94456 Blast hits to 27387 proteins in 1128 species: Archae - 39; Bacteria - 7351; Metazoa - 18966; Fungi - 1097; Plants - 59830; Viruses - 28; Other Eukaryotes - 7145 (source: NCBI BLink).		protein_coding		RECEPTOR LIKE PROTEIN 47 (RLP47)		RECEPTOR LIKE PROTEIN 47 (RLP47);RECEPTOR LIKE PROTEIN 47 (AtRLP47)

		XLOC_031399		XLOC_031399		AT5G41400		5:16569376-16570177		WT inflorescence		ebs inflorescence		OK		3.12739		6.72152		1.10383		2.01016		0.0001		0.0014466		yes				AT1G68840		AT1G68840.1		Rav2 is part of a complex that has been named `regulator of the (H+)-ATPase of the vacuolar and endosomal membranes' (RAVE)		protein_coding		RELATED TO ABI3/VP1 2 (RAV2)		RELATED TO ABI3/VP1 2 (RAV2);RELATED TO AP2 8 (rap2.8);TEMPRANILLO 2 (TEM2);ETHYLENE RESPONSE DNA BINDING FACTOR 2 (EDF2); (AtRAV2)

		XLOC_028206		XLOC_028206		AT5G50160		5:20415770-20418742		WT inflorescence		ebs inflorescence		OK		12.4335		26.7209		1.10373		1.38658		0.0071		0.048402		yes				AT5G13330		AT5G13330.1		encodes a member of the ERF (ethylene response factor) subfamily B-4 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 7 members in this subfamily.		protein_coding		RELATED TO AP2 6L (Rap2.6L)		RELATED TO AP2 6L (Rap2.6L)

		XLOC_012228		XLOC_012228		AT2G21140		2:9060624-9062091		WT inflorescence		ebs inflorescence		OK		92.0337		195.927		1.09008		4.78647		5.00E-05		0.000788747		yes				AT4G16990		AT4G16990.2		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3); FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: defense response to fungus, incompatible interaction, regulation of defense response by callose deposition, defense response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance/zinc finger/chromosome condensation-like region (InterPro:IPR013591), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: disease resistance protein (TIR-NBS-LRR class), putative (TAIR:AT4G16890.1); Has 6697 Blast hits to 6313 proteins in 180 species: Archae - 0; Bacteria - 4; Metazoa - 2; Fungi - 0; Plants - 6691; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3)		RESISTANCE TO LEPTOSPHAERIA MACULANS 3 (RLM3)

		XLOC_013465		XLOC_013465		AT2G42380		2:17646899-17648945		WT inflorescence		ebs inflorescence		OK		4.21761		8.95728		1.08663		3.12172		5.00E-05		0.000788747		yes				AT3G57040		AT3G57040.1		response regulator ARR9, A two-component response regulator-like protein with a receiver domain with a conserved aspartate residue and a possible phosphorylation site and at the N-terminal half. Appears to interact with histidine kinase like genes ATHP3 and ATHP2		protein_coding		RESPONSE REGULATOR 9 (ARR9)		RESPONSE REGULATOR 9 (ARR9);RESPONSE REGULATOR 4 (ATRR4)

		XLOC_031560		XLOC_031560		AT5G44005		5:17704902-17705558		WT inflorescence		ebs inflorescence		OK		1.67785		3.56166		1.08594		1.43729		0.00475		0.0356722		yes				AT5G24660		AT5G24660.1		RESPONSE TO LOW SULFUR 2 (LSU2); BEST Arabidopsis thaliana protein match is: response to low sulfur 4 (TAIR:AT5G24655.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		RESPONSE TO LOW SULFUR 2 (LSU2)		RESPONSE TO LOW SULFUR 2 (LSU2)

		XLOC_016724		XLOC_016724		AT3G57600		3:21332782-21333863		WT inflorescence		ebs inflorescence		OK		8.86455		18.8115		1.0855		2.64781		5.00E-05		0.000788747		yes				AT5G04890		AT5G04890.1		Specifically restricts the long-distance movement of tobacco etch potyvirus (TEV) without involving either hypersensitive cell death or systemic acquired resistance. Multidomain protein containing an N-terminal region with high similarity to plant small heat shock proteins (HSPs).		protein_coding		RESTRICTED TEV MOVEMENT 2 (RTM2)		RESTRICTED TEV MOVEMENT 2 (RTM2)

		XLOC_015353		XLOC_015353		AT3G28220		3:10524403-10526728		WT inflorescence		ebs inflorescence		OK		51.3614		108.627		1.08063		4.95728		5.00E-05		0.000788747		yes				ATCG00660		ATCG00660.1		encodes a chloroplast ribosomal protein L20, a constituent of the large subunit of the ribosomal complex		protein_coding		RIBOSOMAL PROTEIN L20 (RPL20)		RIBOSOMAL PROTEIN L20 (RPL20)

		XLOC_010025		XLOC_010025		AT2G30040		2:12821709-12823169		WT inflorescence		ebs inflorescence		OK		1.81215		3.82719		1.07858		1.02181		0.0056		0.0404473		yes				AT5G64770		AT5G64770.1		Encodes a root meristem growth factor (RGF).  Belongs to a family of functionally redundant homologous peptides that are secreted, tyrosine-sulfated, and expressed mainly in the stem cell area and the innermost layer of central columella cells. RGFs are required for maintenance of the root stem cell niche and transit amplifying cell proliferation.  Members of this family include: At5g60810 (RGF1), At1g13620 (RGF2), At2g04025 (RGF3), At3g30350 (RGF4), At5g51451 (RGF5), At4g16515 (RGF6), At3g02240 (RGF7), At2g03830 (RGF8) and At5g64770 (RGF9).		protein_coding		ROOT MERISTEM GROWTH FACTOR 9 (RGF9)		GOLVEN 2 (GLV2);CLE-LIKE 9 (CLEL 9);ROOT MERISTEM GROWTH FACTOR 9 (RGF9)

		XLOC_030248		XLOC_030248		AT5G20630		5:6975103-6975993		WT inflorescence		ebs inflorescence		OK		403.357		851.687		1.07827		4.38565		5.00E-05		0.000788747		yes				AT5G38430		AT5G38430.1		Encodes a member of the Rubisco small subunit (RBCS) multigene family: RBCS1A (At1g67090), RBCS1B (At5g38430), RBCS2B (At5g38420), and RBCS3B (At5g38410).		protein_coding		RUBISCO SMALL SUBUNIT 1B (RBCS1B)		RUBISCO SMALL SUBUNIT 1B (RBCS1B)

		XLOC_004415		XLOC_004415		AT1G04040		1:1040382-1043864		WT inflorescence		ebs inflorescence		OK		31.5447		66.5756		1.0776		1.51271		0.00465		0.0351672		yes				AT3G58865		AT3G58865.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 10-1 (SADHU10-1)		SADHU NON-CODING RETROTRANSPOSON 10-1 (SADHU10-1)

		XLOC_007401		XLOC_007401		AT1G64220		1:23833087-23833321		WT inflorescence		ebs inflorescence		OK		11.681		24.5972		1.07433		1.39465		0.00695		0.0477304		yes				AT1G03420		AT1G03420.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 4-2 (Sadhu4-2)		SADHU NON-CODING RETROTRANSPOSON 4-2 (Sadhu4-2)

		XLOC_004556		XLOC_004556		AT1G06360		1:1938962-1940459		WT inflorescence		ebs inflorescence		OK		65.5224		137.877		1.07332		5.0768		5.00E-05		0.000788747		yes				AT4G01525		AT4G01525.1		Member of Sadhu non-coding retrotransposon family		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 5-1 (SADHU5-1)		SADHU NON-CODING RETROTRANSPOSON 5-1 (SADHU5-1)

		XLOC_016319		XLOC_016319		AT3G50270		3:18635919-18637341		WT inflorescence		ebs inflorescence		OK		5.86652		12.3378		1.07251		1.60046		5.00E-05		0.000788747		yes				AT2G39250		AT2G39250.1		Encodes a AP2 domain transcription factor that can repress flowering. SNZ and its paralogous gene, SCHLAFMUTZE (SMZ),  share a signature with partial complementarity to the miR172 microRNA, whose precursor is induced upon flowering.		protein_coding		SCHNARCHZAPFEN (SNZ)		SCHNARCHZAPFEN (SNZ)

		XLOC_001725		XLOC_001725		AT1G31710		1:11349839-11355486		WT inflorescence		ebs inflorescence		OK		7.43791		15.6158		1.07004		1.75091		5.00E-05		0.000788747		yes				AT4G14040		AT4G14040.1		selenium-binding protein 2 (SBP2); FUNCTIONS IN: selenium binding; INVOLVED IN: polar nucleus fusion; LOCATED IN: cellular_component unknown; EXPRESSED IN: guard cell; EXPRESSED DURING: seedling growth; CONTAINS InterPro DOMAIN/s: Cytochrome cd1-nitrite reductase-like, C-terminal haem d1 (InterPro:IPR011048), Selenium-binding protein (InterPro:IPR008826); BEST Arabidopsis thaliana protein match is: selenium-binding protein 1 (TAIR:AT4G14030.2); Has 907 Blast hits to 897 proteins in 207 species: Archae - 39; Bacteria - 194; Metazoa - 215; Fungi - 0; Plants - 80; Viruses - 0; Other Eukaryotes - 379 (source: NCBI BLink).		protein_coding		SELENIUM-BINDING PROTEIN 2 (SBP2)		SELENIUM-BINDING PROTEIN 2 (SBP2);EMBRYO SAC DEVELOPMENT ARREST 38 (EDA38)

		XLOC_026080		XLOC_026080		AT5G12050		5:3890103-3891513		WT inflorescence		ebs inflorescence		OK		9.2962		19.4932		1.06826		3.65476		5.00E-05		0.000788747		yes				AT2G23010		AT2G23010.2		serine carboxypeptidase-like 9 (SCPL9); FUNCTIONS IN: serine-type carboxypeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Peptidase S10, serine carboxypeptidase (InterPro:IPR001563); BEST Arabidopsis thaliana protein match is: sinapoylglucose 1 (TAIR:AT2G22990.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		SERINE CARBOXYPEPTIDASE-LIKE 9 (SCPL9)		SERINE CARBOXYPEPTIDASE-LIKE 9 (SCPL9)

		XLOC_028979		XLOC_028979		AT5G63580		5:25454729-25456476		WT inflorescence		ebs inflorescence		OK		1.80913		3.79056		1.06711		1.67224		0.0005		0.00577165		yes				AT3G58780		AT3G58780.3		One of two genes (SHP1 and SHP2) that are required for fruit dehiscence. The two genes control dehiscence zone differentiation and promote the lignification of adjacent cells.		protein_coding		SHATTERPROOF 1 (SHP1)		SHATTERPROOF 1 (SHP1)

		XLOC_029552		XLOC_029552		AT5G07540		5:2386012-2387249		WT inflorescence		ebs inflorescence		OK		4.50948		9.43188		1.06458		1.73508		0.0002		0.00265586		yes				AT5G49270		AT5G49270.1		Involved in successfully establishing tip growth in root hairs.		protein_coding		SHAVEN 2 (SHV2)		SHAVEN 2 (SHV2);COBRA-LIKE 9 (COBL9);MUTANT ROOT HAIR 4 (MRH4);DEFORMED ROOT HAIRS 9 (DER9)

		XLOC_011105		XLOC_011105		AT2G01420		2:180104-183328		WT inflorescence		ebs inflorescence		OK		10.2105		21.2978		1.06065		2.58797		5.00E-05		0.000788747		yes				AT4G25350		AT4G25350.1		SHB1 encodes a nuclear and cytosolic protein that has motifs  homologous with SYG1 protein family members. Acts in cryptochrome signaling. Overexpression of SHB1 enhanced the expression of PHYTOCHROME-INTERACTING  FACTOR4 (PIF4) under red light and promoted proteasome-mediated degradation of phytochrome A and hypocotyl elongation under far-red light. A knockout allele suppressed LONG HYPOCOTYL IN FAR-RED LIGHT1 (HFR1) expression and showed several deetiolation  phenotypes. Acts upstream of HFR1. Regulates seed development.		protein_coding		SHORT HYPOCOTYL UNDER BLUE1 (SHB1)		SHORT HYPOCOTYL UNDER BLUE1 (SHB1)

		XLOC_020542		XLOC_020542		AT4G02280		4:994926-998967		WT inflorescence		ebs inflorescence		OK		1.98564		4.13165		1.05711		1.73708		0.00225		0.0196041		yes				AT5G51480		AT5G51480.1		SKU5  similar 2 (SKS2); FUNCTIONS IN: oxidoreductase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, type 2 (InterPro:IPR011706), Multicopper oxidase, type 1 (InterPro:IPR001117); BEST Arabidopsis thaliana protein match is: SKU5 similar 1 (TAIR:AT4G25240.1); Has 5377 Blast hits to 5350 proteins in 989 species: Archae - 4; Bacteria - 1723; Metazoa - 282; Fungi - 1915; Plants - 1288; Viruses - 0; Other Eukaryotes - 165 (source: NCBI BLink).		protein_coding		SKU5  SIMILAR 2 (SKS2)		SKU5  SIMILAR 2 (SKS2)

		XLOC_004627		XLOC_004627		AT1G07590,AT1G07600		1:2336522-2339391		WT inflorescence		ebs inflorescence		OK		791.658		1647.12		1.057		1.70109		0.00095		0.00978644		yes				AT4G38420		AT4G38420.1		SKU5 similar 9 (sks9); FUNCTIONS IN: oxidoreductase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: plant-type cell wall; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, type 2 (InterPro:IPR011706), Multicopper oxidase, type 1 (InterPro:IPR001117); BEST Arabidopsis thaliana protein match is: SKU5  similar 10 (TAIR:AT4G28090.1); Has 5024 Blast hits to 4968 proteins in 899 species: Archae - 4; Bacteria - 1507; Metazoa - 261; Fungi - 1826; Plants - 1281; Viruses - 0; Other Eukaryotes - 145 (source: NCBI BLink).		protein_coding		SKU5 SIMILAR 9 (sks9)		SKU5 SIMILAR 9 (sks9)

		XLOC_004703		XLOC_004703		AT1G08810		1:2819064-2820395		WT inflorescence		ebs inflorescence		OK		2.58659		5.37365		1.05485		1.57379		0.0003		0.00373571		yes				AT3G03820		AT3G03820.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT3G03840.1); Has 1097 Blast hits to 1091 proteins in 28 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1096; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding		SMALL AUXIN UP RNA 29 (SAUR29)		SMALL AUXIN UP RNA 29 (SAUR29)

		XLOC_014614		XLOC_014614		AT3G16390		3:5562570-5564571		WT inflorescence		ebs inflorescence		OK		0.907989		1.88295		1.05225		1.26349		0.00265		0.0223171		yes				AT5G24160		AT5G24160.1		squalene monoxygenase 6 (SQE6); FUNCTIONS IN: squalene monooxygenase activity, oxidoreductase activity, FAD binding; INVOLVED IN: sterol biosynthetic process; LOCATED IN: endomembrane system, integral to membrane; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Squalene epoxidase (InterPro:IPR013698), FAD dependent oxidoreductase (InterPro:IPR006076); BEST Arabidopsis thaliana protein match is: FAD/NAD(P)-binding oxidoreductase family protein (TAIR:AT5G24150.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		SQUALENE MONOXYGENASE 6 (SQE6)		SQUALENE MONOXYGENASE 6 (SQE6)

		XLOC_013501		XLOC_013501		AT2G42955		2:17866685-17867572		WT inflorescence		ebs inflorescence		OK		2.40115		4.96775		1.04887		1.67354		0.0015		0.0141449		yes				AT2G18450		AT2G18450.1		Nuclear encoded mitochondrial flavoprotein subunit of succinate dehydrogenase complex .		protein_coding		SUCCINATE DEHYDROGENASE 1-2 (SDH1-2)		SUCCINATE DEHYDROGENASE 1-2 (SDH1-2)

		XLOC_016167		XLOC_016167		AT3G47540		3:17521028-17522624		WT inflorescence		ebs inflorescence		OK		5.75433		11.8944		1.04756		2.27975		5.00E-05		0.000788747		yes				AT5G49190		AT5G49190.1		Encodes a sucrose synthase (SUS2). The activity of the enzyme could not be assayed as proved to be insoluble (PMID 17257168). However, analyses of an sus2 mutant revealed a deficiency in sucrose synthase activity 12 and 15 days after flowering. There are some reports that SUS2 transcript levels are increased in leaves specifically by O(2) deficiency whereas other reports indicate that SUS2 is expressed only in seeds. Immulocalization shows that SUS2 is present in the cytosol of developing seeds, but, it also associated with plastids, though not located within them.		protein_coding		SUCROSE SYNTHASE 2 (SUS2)		SUCROSE SYNTHASE 2 (SUS2); (ATSUS2);SUCROSE SYNTHASE FROM ARABIDOPSIS (SSA)

		XLOC_000717		XLOC_000717		AT1G13820		1:4735546-4737808		WT inflorescence		ebs inflorescence		OK		9.68282		19.9724		1.04451		3.22435		5.00E-05		0.000788747		yes				AT4G02280		AT4G02280.1		Encodes a protein with sucrose synthase activity (SUS3). It appears to be important for sucrose metabolism in developing seeds, especially during the late maturation phase, about 18 days after flowering.		protein_coding		SUCROSE SYNTHASE 3 (SUS3)		 (ATSUS3);SUCROSE SYNTHASE 3 (SUS3)

		XLOC_009157		XLOC_009157		AT2G15090		2:6542255-6543947		WT inflorescence		ebs inflorescence		OK		75.1862		154.353		1.0377		4.7598		5.00E-05		0.000788747		yes				AT1G73370		AT1G73370.1		Encodes a protein with sucrose synthase activity (SUS6).		protein_coding		SUCROSE SYNTHASE 6 (SUS6)		ARABIDOPSIS THALIANA SUCROSE SYNTHASE 6 (ATSUS6);SUCROSE SYNTHASE 6 (SUS6)

		XLOC_006011		XLOC_006011		AT1G33440		1:12127388-12130407		WT inflorescence		ebs inflorescence		OK		1.06019		2.17507		1.03674		1.54382		0.00055		0.0062255		yes				AT5G10180		AT5G10180.1		Encodes a low-affinity sulfate transporter expressed in the root cap and central cylinder, where it is induced by sulfur starvation.  Expression in the shoot vascular system is not induced by sulfur starvation.		protein_coding		SULFATE TRANSPORTER 2;1 (SULTR2;1)		SULFATE TRANSPORTER 2;1 (SULTR2;1);ARABIDOPSIS SULFATE TRANSPORTER 68 (AST68)

		XLOC_009088		XLOC_009088		AT2G14210		2:6018557-6023863		WT inflorescence		ebs inflorescence		OK		2.72944		5.59868		1.03648		1.94736		5.00E-05		0.000788747		yes				AT5G08150		AT5G08150.1		Encodes SOB5.  Activation tagging lines accumulated higher level of cytokinin.		protein_coding		SUPPRESSOR OF PHYTOCHROME B 5 (SOB5)		SUPPRESSOR OF PHYTOCHROME B 5 (SOB5)

		XLOC_016696		XLOC_016696		AT3G57040		3:21109613-21111432		WT inflorescence		ebs inflorescence		OK		7.40258		15.1795		1.03602		3.42369		5.00E-05		0.000788747		yes				AT3G52400		AT3G52400.1		syntaxin protein, involved in the negative regulation of defense pathways such as programmed cell death, salicylic acid signalling pathway, jasmonic acid signalling pathway		protein_coding		SYNTAXIN OF PLANTS 122 (SYP122)		SYNTAXIN OF PLANTS 122 (SYP122); (ATSYP122)

		XLOC_010709		XLOC_010709		AT2G41780		2:17428097-17428812		WT inflorescence		ebs inflorescence		OK		2.97949		6.0948		1.03252		1.55904		0.00155		0.0144759		yes				AT1G68800		AT1G68800.1		Encodes a TCP transcription factor, closely related to teosinte branched1, arrests axillary bud development and prevents axillary bud outgrowth. Transcription level and mutant phenotype are weaker than its homolog BRC1 (At3G18550).		protein_coding		TCP DOMAIN PROTEIN 12 (TCP12)		TCP DOMAIN PROTEIN 12 (TCP12);BRANCHED 2 (BRC2)

		XLOC_004847		XLOC_004847		AT1G11210		1:3755676-3756998		WT inflorescence		ebs inflorescence		OK		9.99204		20.4335		1.03209		2.57068		5.00E-05		0.000788747		yes				AT5G08070		AT5G08070.1		TCP gene involved in heterochronic control of leaf differentiation.		protein_coding		TCP DOMAIN PROTEIN 17 (tcp17)		TCP DOMAIN PROTEIN 17 (tcp17)

		XLOC_010413		XLOC_010413		AT2G36610		2:15349326-15350088		WT inflorescence		ebs inflorescence		OK		2.20921		4.5129		1.03052		1.45183		0.0057		0.0409954		yes				AT3G26120		AT3G26120.1		Similar to terminal ear1 in Zea mays. A member of mei2-like gene family; phylogenetic analysis revealed that TEL1 belongs to the third clade of mei2-like proteins (TEL clade), with conserved two N-terminal RNA recognition motifs (RRM), in addition to the C-terminal RRM, shared among all mei2-like proteins.		protein_coding		TERMINAL EAR1-LIKE 1 (TEL1)		TERMINAL EAR1-LIKE 1 (TEL1)

		XLOC_019312		XLOC_019312		AT3G45260		3:16596380-16598698		WT inflorescence		ebs inflorescence		OK		3.0709		6.27109		1.03005		2.31635		5.00E-05		0.000788747		yes				AT1G64220		AT1G64220.1		translocase of outer membrane 7 kDa subunit 2 (TOM7-2); FUNCTIONS IN: P-P-bond-hydrolysis-driven protein transmembrane transporter activity; INVOLVED IN: intracellular protein transport; LOCATED IN: mitochondrial outer membrane; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Mitochondrial outer membrane translocase complex, subunit Tom7 (InterPro:IPR012621); BEST Arabidopsis thaliana protein match is: Mitochondrial outer membrane translocase complex, subunit Tom7 (TAIR:AT5G41685.1); Has 49 Blast hits to 49 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 49; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		TRANSLOCASE OF OUTER MEMBRANE 7 KDA SUBUNIT 2 (TOM7-2)		TRANSLOCASE OF OUTER MEMBRANE 7 KDA SUBUNIT 2 (TOM7-2)

		XLOC_018264		XLOC_018264		AT3G22160		3:7817856-7818985		WT inflorescence		ebs inflorescence		OK		1.28643		2.62278		1.02772		1.61502		0.0015		0.0141449		yes				AT4G39770		AT4G39770.1		Haloacid dehalogenase-like hydrolase (HAD) superfamily protein; FUNCTIONS IN: catalytic activity, trehalose-phosphatase activity; INVOLVED IN: trehalose biosynthetic process, metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: HAD-superfamily hydrolase, subfamily IIB (InterPro:IPR006379), Trehalose-phosphatase (InterPro:IPR003337); BEST Arabidopsis thaliana protein match is: Haloacid dehalogenase-like hydrolase (HAD) superfamily protein (TAIR:AT2G22190.1); Has 2411 Blast hits to 2406 proteins in 857 species: Archae - 41; Bacteria - 1356; Metazoa - 219; Fungi - 156; Plants - 489; Viruses - 0; Other Eukaryotes - 150 (source: NCBI BLink).		protein_coding		TREHALOSE-6-PHOSPHATE PHOSPHATASE H (TPPH)		TREHALOSE-6-PHOSPHATE PHOSPHATASE H (TPPH)

		XLOC_030521		XLOC_030521		AT5G25840		5:9010723-9011498		WT inflorescence		ebs inflorescence		OK		3.19307		6.49983		1.02546		1.31224		0.0018		0.0163394		yes				AT1G45201		AT1G45201.1		Target of AtGRP7 regulation.		protein_coding		TRIACYLGLYCEROL LIPASE-LIKE 1 (TLL1)		ARABIDOPSIS THALIANA TRIACYLGLYCEROL LIPASE-LIKE 1 (ATTLL1);TRIACYLGLYCEROL LIPASE-LIKE 1 (TLL1)

		XLOC_010958		XLOC_010958		AT2G46220		2:18979470-18980770		WT inflorescence		ebs inflorescence		OK		10.0523		20.4336		1.02341		3.44615		5.00E-05		0.000788747		yes				AT2G30424		AT2G30424.1		In a tandem repeat with AT2g30432 (TCL1) and AT2g30420 (ETC2), it encodes a single-repeat R3 MYB transcription factor that is involved in the negative regulation of trichome formation.		protein_coding		TRICHOMELESS 2 (TCL2)		TRICHOMELESS 2 (TCL2)

		XLOC_007645		XLOC_007645		AT1G68520		1:25709113-25710907		WT inflorescence		ebs inflorescence		OK		33.7212		68.3939		1.02021		4.78883		5.00E-05		0.000788747		yes				AT4G34138		AT4G34138.1		UDP-glucosyl transferase 73B1 (UGT73B1); FUNCTIONS IN: quercetin 3-O-glucosyltransferase activity, UDP-glycosyltransferase activity, quercetin 7-O-glucosyltransferase activity, abscisic acid glucosyltransferase activity; INVOLVED IN: metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-glucosyl transferase 73B3 (TAIR:AT4G34131.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		UDP-GLUCOSYL TRANSFERASE 73B1 (UGT73B1)		UDP-GLUCOSYL TRANSFERASE 73B1 (UGT73B1)

		XLOC_021741		XLOC_021741		AT4G19170		4:10481785-10483857		WT inflorescence		ebs inflorescence		OK		3.34482		6.78348		1.02009		2.55147		5.00E-05		0.000788747		yes				AT2G43820		AT2G43820.1		Induced by Salicylic acid, virus, fungus and bacteria.Involved in the tryptophan synthesis pathway. Independent of NPR1 for their induction by salicylic acid. UGT74F1 transfers UDP:glucose to salicylic acid (forming a glucoside (SAG) and a glucose ester (SGE)), benzoic acid, and athranilate in vitro. UGT74F2 shows a weak ability to catalyze the formation of the p-aminobenzoate-glucose ester in vitro. But, UGT75B1 appears to be the dominant pABA acylglucosyltransferase in vivo based on assays in leaves, flowers, and siliques. The true biological substrate(s) of UGT74F2 are not known, but mutant plants lacking UGT74F2 have a decreased level of SAG and SGE.		protein_coding		UDP-GLUCOSYLTRANSFERASE 74F2 (UGT74F2)		 (GT);UDP-GLUCOSYLTRANSFERASE 74F2 (UGT74F2);SALICYLIC ACID GLUCOSYLTRANSFERASE 1 (SAGT1);UDP-GLUCOSE:SALICYLIC ACID GLUCOSYLTRANSFERASE 1 (SGT1);ARABIDOPSIS THALIANA SALICYLIC ACID GLUCOSYLTRANSFERASE 1 (ATSAGT1)

		XLOC_006593		XLOC_006593		AT1G49130		1:18174739-18176022		WT inflorescence		ebs inflorescence		OK		22.3138		45.2527		1.02007		1.55611		0.0015		0.0141449		yes				AT2G43840		AT2G43840.2		UGT74F1 transfers UDP:glucose to salicylic acid (forming a glucoside), benzoic acid, quercetin, and athranilate in vitro. UGT74F1 shows a weak ability to catalyze the formation of the p-aminobenzoate-glucose ester in vitro. But, UGT75B1 appears to be the dominant pABA acylglucosyltransferase in vivo based on assays in leaves, flowers, and siliques. The true biological substrate(s) of UGT74F1 are not known, but mutant plants lacking UGT74F1 have a decreased level of salicylate glucoside.		protein_coding		UDP-GLYCOSYLTRANSFERASE 74 F1 (UGT74F1)		UDP-GLYCOSYLTRANSFERASE 74 F1 (UGT74F1)

		XLOC_029484		XLOC_029484		AT5G06320		5:1928390-1931768		WT inflorescence		ebs inflorescence		OK		40.984		83.1151		1.02005		3.74278		5.00E-05		0.000788747		yes				AT1G71930		AT1G71930.1		Encodes a NAC-domain transcription factor with transcriptional activation activity that is involved in xylem formation. Induces transdifferentiation of various cells into protoxylem vessel elements. Located in the nucleus. Expression induced in the presence of auxin, cytokinin and brassinosteroids.		protein_coding		VASCULAR RELATED NAC-DOMAIN PROTEIN 7 (VND7)		ARABIDOPSIS NAC DOMAIN CONTAINING PROTEIN 30 (ANAC030);VASCULAR RELATED NAC-DOMAIN PROTEIN 7 (VND7)

		XLOC_001216		XLOC_001216		AT1G22430		1:7919143-7921832		WT inflorescence		ebs inflorescence		OK		32.5998		65.9519		1.01655		2.19271		5.00E-05		0.000788747		yes				AT5G57380		AT5G57380.1		Encodes a plant homeodomain protein VERNALIZATION INSENSITIVE 3 (VIN3).  In planta VIN3 and VRN2, VERNALIZATION 2, are part of a large protein complex that can include the polycomb group (PcG) proteins FERTILIZATION INDEPENDENT ENDOSPERM (FIE), CURLY LEAF (CLF), and SWINGER (SWN or EZA1).  The complex has a role in establishing FLC (FLOWERING LOCUS C) repression during vernalization.		protein_coding		VERNALIZATION INSENSITIVE 3 (VIN3)		VERNALIZATION INSENSITIVE 3 (VIN3)

		XLOC_024634		XLOC_024634		AT4G25350		4:12963381-12966448		WT inflorescence		ebs inflorescence		OK		1.43012		2.88682		1.01334		2.31906		5.00E-05		0.000788747		yes				AT2G47260		AT2G47260.1		Encodes a member of WRKY Transcription Factor; Group I. Involved in nematode feeding site establishment.		protein_coding		WRKY DNA-BINDING PROTEIN 23 (WRKY23)		WRKY DNA-BINDING PROTEIN 23 (WRKY23);WRKY DNA-BINDING PROTEIN 23 (ATWRKY23)

		XLOC_010194		XLOC_010194		AT2G32960		2:13987766-13990976		WT inflorescence		ebs inflorescence		OK		1.62461		3.27692		1.01224		1.6739		0.0009		0.00936597		yes				AT1G69310		AT1G69310.1		member of WRKY Transcription Factor; Group II-c		protein_coding		WRKY DNA-BINDING PROTEIN 57 (WRKY57)		 (AtWRKY57);WRKY DNA-BINDING PROTEIN 57 (WRKY57)

		XLOC_025892		XLOC_025892		AT5G08070		5:2584884-2585613		WT inflorescence		ebs inflorescence		OK		6.78798		13.6672		1.00966		2.47377		5.00E-05		0.000788747		yes				AT5G46350		AT5G46350.1		member of WRKY Transcription Factor; Group II-c		protein_coding		WRKY DNA-BINDING PROTEIN 8 (WRKY8)		WRKY DNA-BINDING PROTEIN 8 (WRKY8);ARABIDOPSIS THALIANA WRKY DNA-BINDING PROTEIN 8 (ATWRKY8)

		XLOC_018090		XLOC_018090		AT3G19000		3:6553528-6555657		WT inflorescence		ebs inflorescence		OK		4.89268		9.84428		1.00866		1.76081		0.00035		0.00424685		yes				AT5G57550		AT5G57550.1		xyloglucan endotransglycosylase-related protein (XTR3)		protein_coding		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 25 (XTH25)		XYLOGLUCAN ENDOTRANSGLUCOSYLASE/HYDROLASE 25 (XTH25);XYLOGLUCAN ENDOTRANSGLYCOSYLASE 3 (XTR3)

		XLOC_003228		XLOC_003228		AT1G62540		1:23151793-23155717		WT inflorescence		ebs inflorescence		OK		4.18462		8.41934		1.00861		2.72153		5.00E-05		0.000788747		yes				AT4G28720		AT4G28720.1		Auxin biosynthetic gene regulated by RVE1. Overexpression leads to suppression of bri1 phenotype.		protein_coding		YUCCA 8 (YUC8)		YUCCA 8 (YUC8)

		XLOC_025936		XLOC_025936		AT5G09220		5:2866251-2869054		WT inflorescence		ebs inflorescence		OK		12.126		24.3921		1.00831		4.191		5.00E-05		0.000788747		yes				AT1G24625		AT1G24625.1		Encodes a zinc finger protein containing only a single zinc finger.		protein_coding		ZINC FINGER PROTEIN 7 (ZFP7)		ZINC FINGER PROTEIN 7 (ZFP7)

		XLOC_025178		XLOC_025178		AT4G34950		4:16642315-16644818		WT inflorescence		ebs inflorescence		OK		15.3536		30.7946		1.0041		4.21283		5.00E-05		0.000788747		yes				AT3G43790		AT3G43790.3		zinc induced facilitator-like 2 (ZIFL2); CONTAINS InterPro DOMAIN/s: Major facilitator superfamily (InterPro:IPR020846), Major facilitator superfamily MFS-1 (InterPro:IPR011701), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: zinc induced facilitator-like 1 (TAIR:AT5G13750.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		ZINC INDUCED FACILITATOR-LIKE 2 (ZIFL2)		ZINC INDUCED FACILITATOR-LIKE 2 (ZIFL2)

		XLOC_010768		XLOC_010768		AT2G43010		2:17886426-17889050		WT inflorescence		ebs inflorescence		OK		8.92349		17.8911		1.00356		3.74147		5.00E-05		0.000788747		yes				AT2G04032		AT2G04032.1		zinc transporter 7 precursor (ZIP7); FUNCTIONS IN: cation transmembrane transporter activity, zinc ion transmembrane transporter activity, metal ion transmembrane transporter activity; INVOLVED IN: cation transport, zinc ion transport, metal ion transport, transmembrane transport; LOCATED IN: endomembrane system, integral to membrane, membrane; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Zinc/iron permease, fungal/plant (InterPro:IPR004698), Zinc/iron permease (InterPro:IPR003689); BEST Arabidopsis thaliana protein match is: iron-regulated transporter 1 (TAIR:AT4G19690.2); Has 1848 Blast hits to 1741 proteins in 306 species: Archae - 0; Bacteria - 134; Metazoa - 385; Fungi - 602; Plants - 510; Viruses - 0; Other Eukaryotes - 217 (source: NCBI BLink).		protein_coding		ZINC TRANSPORTER 7 PRECURSOR (ZIP7)		ZINC TRANSPORTER 7 PRECURSOR (ZIP7)

		XLOC_009190		XLOC_009190		AT2G15620		2:6810475-6812939		WT inflorescence		ebs inflorescence		OK		30.5463		61.1986		1.0025		4.80784		5.00E-05		0.000788747		yes

		XLOC_026768		XLOC_026768		AT5G25980		5:9072726-9075690		WT inflorescence		ebs inflorescence		OK		18.5751		37.1524		1.00008		2.36781		5.00E-05		0.000788747		yes

		XLOC_032950		XLOC_032950		ATMG00080,ATMG00090		Mt:25075-28733		WT inflorescence		ebs inflorescence		OK		5.90725		11.781		0.9959		1.81188		0.0004		0.00477681		yes				downregulated

		XLOC_007842		XLOC_007842		AT1G72416		1:27258828-27260291		WT inflorescence		ebs inflorescence		OK		8.08827		16.119		0.994857		2.31146		5.00E-05		0.000788747		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_016310		XLOC_016310		AT3G49940		3:18514342-18515475		WT inflorescence		ebs inflorescence		OK		10.5628		21.0323		0.993608		1.78859		0.00055		0.0062255		yes				AT4G03370		AT4G03370.1		Ubiquitin family protein; CONTAINS InterPro DOMAIN/s: Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: Ubiquitin family protein (TAIR:AT4G03360.1); Has 8010 Blast hits to 3621 proteins in 600 species: Archae - 0; Bacteria - 12; Metazoa - 3496; Fungi - 1010; Plants - 2178; Viruses - 95; Other Eukaryotes - 1219 (source: NCBI BLink).		protein_coding

		XLOC_031586		XLOC_031586		AT5G44400		5:17886193-17888480		WT inflorescence		ebs inflorescence		OK		12.898		25.5955		0.988739		3.91232		5.00E-05		0.000788747		yes				AT1G64210		AT1G64210.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: mitochondrion; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT4G23740.1); Has 142484 Blast hits to 98159 proteins in 3507 species: Archae - 100; Bacteria - 10025; Metazoa - 39740; Fungi - 6315; Plants - 71880; Viruses - 287; Other Eukaryotes - 14137 (source: NCBI BLink).		protein_coding

		XLOC_033037		XLOC_033037		ATCG00270,ATCG00280		Pt:32710-35141		WT inflorescence		ebs inflorescence		OK		8.36451		16.5874		0.987737		3.11601		5.00E-05		0.000788747		yes				AT2G01810		AT2G01810.1		RING/FYVE/PHD zinc finger superfamily protein; FUNCTIONS IN: DNA binding, zinc ion binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell, male gametophyte, flower, pollen tube; EXPRESSED DURING: M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, PHD-type, conserved site (InterPro:IPR019786), Zinc finger, PHD-type (InterPro:IPR001965), Zinc finger, FYVE/PHD-type (InterPro:IPR011011), Zinc finger, PHD-finger (InterPro:IPR019787); BEST Arabidopsis thaliana protein match is: RING/FYVE/PHD zinc finger superfamily protein (TAIR:AT1G66170.1); Has 637 Blast hits to 622 proteins in 140 species: Archae - 0; Bacteria - 0; Metazoa - 159; Fungi - 216; Plants - 250; Viruses - 0; Other Eukaryotes - 12 (source: NCBI BLink).		protein_coding

		XLOC_029523		XLOC_029523		AT5G07000		5:2171402-2172939		WT inflorescence		ebs inflorescence		OK		2.23532		4.42373		0.984779		2.10754		5.00E-05		0.000788747		yes				AT3G26590		AT3G26590.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: plasma membrane, vacuole, membrane; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT5G38030.1); Has 11119 Blast hits to 11024 proteins in 1994 species: Archae - 242; Bacteria - 8025; Metazoa - 141; Fungi - 326; Plants - 1364; Viruses - 0; Other Eukaryotes - 1021 (source: NCBI BLink).		protein_coding

		XLOC_004956		XLOC_004956		AT1G13245		1:4525485-4526064		WT inflorescence		ebs inflorescence		OK		6.12254		12.1153		0.984623		1.95007		0.00015		0.0020785		yes				AT5G47635		AT5G47635.1		Pollen Ole e 1 allergen and extensin family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pollen Ole e 1 allergen/extensin (InterPro:IPR006041); BEST Arabidopsis thaliana protein match is: Pollen Ole e 1 allergen and extensin family protein (TAIR:AT2G40113.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_032598		XLOC_032598		AT5G62680		5:25159229-25167943		WT inflorescence		ebs inflorescence		OK		14.3932		28.4241		0.981731		1.90597		0.00015		0.0020785		yes				AT1G47405		AT1G47405.1		transposable element gene; pseudogene, similar to SAE1-S9-protein, similar to putative non-LTR retroelement reverse transcriptase GB:AAC63678 (Arabidopsis thaliana) from (; blastp match of 39% identity and 2.2e-18 P-value to GP|4760708|dbj|BAA77394.1||AB012866 SAE1-S9-protein {Brassica rapa}		transposable_element_gene

		XLOC_018372		XLOC_018372		AT3G24140		3:8715235-8718211		WT inflorescence		ebs inflorescence		OK		10.0024		19.7326		0.980228		3.31932		5.00E-05		0.000788747		yes				AT1G09880		AT1G09880.1		Rhamnogalacturonate lyase family protein; CONTAINS InterPro DOMAIN/s: Rhamnogalacturonate lyase (InterPro:IPR010325), Carbohydrate-binding-like fold (InterPro:IPR013784), Galactose-binding domain-like (InterPro:IPR008979); BEST Arabidopsis thaliana protein match is: Rhamnogalacturonate lyase family protein (TAIR:AT1G09890.1); Has 288 Blast hits to 274 proteins in 61 species: Archae - 0; Bacteria - 42; Metazoa - 0; Fungi - 85; Plants - 160; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_016720		XLOC_016720		AT3G57500		3:21281847-21282591		WT inflorescence		ebs inflorescence		OK		5.47456		10.7909		0.978998		2.15385		5.00E-05		0.000788747		yes				AT3G13898		AT3G13898.1		unknown protein; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G10310.1).		protein_coding

		XLOC_029036		XLOC_029036		AT5G64667		5:25850655-25851337		WT inflorescence		ebs inflorescence		OK		9.99809		19.7008		0.978528		2.6305		5.00E-05		0.000788747		yes				AT2G42720		AT2G42720.1		FBD, F-box, Skp2-like and Leucine Rich Repeat domains containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box family protein (TAIR:AT2G42730.2); Has 1980 Blast hits to 1943 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 1978; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032621		XLOC_032621		AT5G63160		5:25333262-25335485		WT inflorescence		ebs inflorescence		OK		22.0273		43.3911		0.978107		1.85068		0.0004		0.00477681		yes				AT2G47050		AT2G47050.1		Plant invertase/pectin methylesterase inhibitor superfamily protein; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase inhibitor activity, pectinesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectinesterase inhibitor (InterPro:IPR006501); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily protein (TAIR:AT3G62180.1); Has 79 Blast hits to 78 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 79; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005609		XLOC_005609		AT1G25450		1:8938478-8940387		WT inflorescence		ebs inflorescence		OK		43.7936		86.2234		0.977359		4.40695		5.00E-05		0.000788747		yes				AT1G66060		AT1G66060.1		Family of unknown function (DUF577); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF577 (InterPro:IPR007598); BEST Arabidopsis thaliana protein match is: Family of unknown function (DUF577) (TAIR:AT1G66000.1); Has 82 Blast hits to 52 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 82; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_015272		XLOC_015272		AT3G26800		3:9862172-9862778		WT inflorescence		ebs inflorescence		OK		4.26026		8.38532		0.976925		1.83224		0.0006		0.00670586		yes				AT3G48640		AT3G48640.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT5G66670.2); Has 42 Blast hits to 42 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 42; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_024062		XLOC_024062		AT4G15760		4:8972648-8974690		WT inflorescence		ebs inflorescence		OK		2.56002		5.02778		0.973766		1.35026		0.0009		0.00936597		yes				AT5G18330		AT5G18330.1		ARM repeat superfamily protein; FUNCTIONS IN: ubiquitin-protein ligase activity, binding; INVOLVED IN: protein ubiquitination; LOCATED IN: ubiquitin ligase complex; CONTAINS InterPro DOMAIN/s: U box domain (InterPro:IPR003613), Armadillo-like helical (InterPro:IPR011989), Armadillo-type fold (InterPro:IPR016024); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT5G18320.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_029546		XLOC_029546		AT5G07460		5:2360633-2362013		WT inflorescence		ebs inflorescence		OK		8.0645		15.8323		0.973216		2.7685		5.00E-05		0.000788747		yes				AT1G76830		AT1G76830.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 3 (InterPro:IPR013187), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT1G70960.1); Has 839 Blast hits to 818 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 839; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017343		XLOC_017343		AT3G05937		3:1775901-1776775		WT inflorescence		ebs inflorescence		OK		2.94954		5.77133		0.968414		1.88436		0.0002		0.00265586		yes				AT5G26730		AT5G26730.1		Fasciclin-like arabinogalactan family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: mitochondrion; CONTAINS InterPro DOMAIN/s: FAS1 domain (InterPro:IPR000782); BEST Arabidopsis thaliana protein match is: Fasciclin-like arabinogalactan family protein (TAIR:AT5G16920.1); Has 37 Blast hits to 37 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 37; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004029		XLOC_004029		AT1G76820		1:28837572-28842566		WT inflorescence		ebs inflorescence		OK		0.63852		1.24853		0.967427		1.3559		0.00105		0.0105762		yes				AT4G18080		AT4G18080.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plant-type cell wall; EXPRESSED IN: stem; BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1184) (TAIR:AT3G27900.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_032396		XLOC_032396		AT5G58900		5:23783122-23785334		WT inflorescence		ebs inflorescence		OK		3.50989		6.85929		0.966633		2.68689		5.00E-05		0.000788747		yes				AT1G73050		AT1G73050.1		Glucose-methanol-choline (GMC) oxidoreductase family protein; FUNCTIONS IN: oxidoreductase activity, acting on CH-OH group of donors, FAD binding; INVOLVED IN: cyanide biosynthetic process, defense response; LOCATED IN: endomembrane system; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Glucose-methanol-choline oxidoreductase, N-terminal (InterPro:IPR000172), Glucose-methanol-choline oxidoreductase (InterPro:IPR012132), Glucose-methanol-choline oxidoreductase, C-terminal (InterPro:IPR007867); BEST Arabidopsis thaliana protein match is: Glucose-methanol-choline (GMC) oxidoreductase family protein (TAIR:AT1G12570.1); Has 10851 Blast hits to 10547 proteins in 1106 species: Archae - 4; Bacteria - 3939; Metazoa - 853; Fungi - 1597; Plants - 293; Viruses - 12; Other Eukaryotes - 4153 (source: NCBI BLink).		protein_coding

		XLOC_001851		XLOC_001851		AT1G33790		1:12256663-12260605		WT inflorescence		ebs inflorescence		OK		7.87868		15.3807		0.965096		3.4008		5.00E-05		0.000788747		yes				AT1G21940		AT1G21940.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G21950.1); Has 19 Blast hits to 12 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 19; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010587		XLOC_010587		AT2G39855		2:16637676-16639308		WT inflorescence		ebs inflorescence		OK		2.42576		4.73209		0.964041		1.61074		0.0015		0.0141449		yes				AT1G02813		AT1G02813.1		Protein of unknown function, DUF538; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, cauline leaf, sepal, flower, seed; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF538 (InterPro:IPR007493); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF538 (TAIR:AT4G02360.1); Has 501 Blast hits to 500 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 500; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_010189		XLOC_010189		AT2G32860		2:13940186-13943804		WT inflorescence		ebs inflorescence		OK		5.51617		10.7577		0.963628		1.7101		5.00E-05		0.000788747		yes				AT2G03200		AT2G03200.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT1G01300.1); Has 2634 Blast hits to 2609 proteins in 245 species: Archae - 0; Bacteria - 0; Metazoa - 187; Fungi - 441; Plants - 1862; Viruses - 0; Other Eukaryotes - 144 (source: NCBI BLink).		protein_coding

		XLOC_029750		XLOC_029750		AT5G11410		5:3638430-3639883		WT inflorescence		ebs inflorescence		OK		3.17789		6.19337		0.962654		2.0886		0.0002		0.00265586		yes				AT5G10760		AT5G10760.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: apoplast; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT5G10770.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_031795		XLOC_031795		AT5G47920		5:19403172-19404088		WT inflorescence		ebs inflorescence		OK		2.70351		5.26251		0.960916		1.71355		0.00035		0.00424685		yes				AT1G65170		AT1G65170.1		Ubiquitin carboxyl-terminal hydrolase family protein; FUNCTIONS IN: ubiquitin thiolesterase activity; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase family protein (TAIR:AT1G65140.1); Has 172 Blast hits to 172 proteins in 31 species: Archae - 0; Bacteria - 0; Metazoa - 29; Fungi - 0; Plants - 138; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_019741		XLOC_019741		AT3G52260		3:19383265-19386553		WT inflorescence		ebs inflorescence		OK		14.2256		27.6847		0.960595		1.51749		0.0073		0.0495336		yes				AT5G15480		AT5G15480.1		C2H2-type zinc finger family protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: C2H2 and C2HC zinc fingers superfamily protein (TAIR:AT3G01030.1); Has 171 Blast hits to 168 proteins in 34 species: Archae - 0; Bacteria - 0; Metazoa - 12; Fungi - 0; Plants - 155; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_019261		XLOC_019261		AT3G44450		3:16074095-16074678		WT inflorescence		ebs inflorescence		OK		3.60891		7.01838		0.959573		1.51814		0.0015		0.0141449		yes				AT1G61050		AT1G61050.1		alpha 1,4-glycosyltransferase family protein; FUNCTIONS IN: transferase activity, transferring glycosyl groups, transferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: Golgi stack; CONTAINS InterPro DOMAIN/s: Alpha 1,4-glycosyltransferase conserved region (InterPro:IPR007652), Glycosyltransferase, DXD sugar-binding region (InterPro:IPR007577); BEST Arabidopsis thaliana protein match is: alpha 1,4-glycosyltransferase family protein (TAIR:AT5G01250.1); Has 493 Blast hits to 489 proteins in 121 species: Archae - 2; Bacteria - 96; Metazoa - 240; Fungi - 20; Plants - 92; Viruses - 0; Other Eukaryotes - 43 (source: NCBI BLink).		protein_coding

		XLOC_010803		XLOC_010803		AT2G43535		2:18070972-18071676		WT inflorescence		ebs inflorescence		OK		25.1311		48.8669		0.959386		3.20743		5.00E-05		0.000788747		yes				AT1G74220		AT1G74220.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: male gametophyte, flower, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G03630.1); Has 383 Blast hits to 347 proteins in 86 species: Archae - 0; Bacteria - 17; Metazoa - 87; Fungi - 65; Plants - 76; Viruses - 2; Other Eukaryotes - 136 (source: NCBI BLink).		protein_coding

		XLOC_032509		XLOC_032509		AT5G60970		5:24535569-24537047		WT inflorescence		ebs inflorescence		OK		3.73454		7.24862		0.956774		2.23518		5.00E-05		0.000788747		yes				AT5G45740		AT5G45740.1		Ubiquitin domain-containing protein; BEST Arabidopsis thaliana protein match is: Ubiquitin domain-containing protein (TAIR:AT1G53400.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_028822		XLOC_028822		AT5G60610		5:24363590-24365528		WT inflorescence		ebs inflorescence		OK		6.60609		12.8184		0.956346		1.76914		0.00045		0.00528116		yes				AT2G42940		AT2G42940.1		Predicted AT-hook DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956), Predicted AT-hook DNA-binding (InterPro:IPR014476); BEST Arabidopsis thaliana protein match is: Predicted AT-hook DNA-binding family protein (TAIR:AT2G35270.1); Has 767 Blast hits to 762 proteins in 28 species: Archae - 0; Bacteria - 10; Metazoa - 0; Fungi - 0; Plants - 756; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_012364		XLOC_012364		AT2G23610		2:10044178-10046532		WT inflorescence		ebs inflorescence		OK		10.4677		20.2951		0.955182		3.22156		5.00E-05		0.000788747		yes				AT5G46230		AT5G46230.1		Protein of unknown function, DUF538; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF538 (InterPro:IPR007493); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF538 (TAIR:AT1G09310.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_021384		XLOC_021384		AT4G13494,AT4G13495		4:7842966-7846899		WT inflorescence		ebs inflorescence		OK		99.1794		191.894		0.952196		3.92039		5.00E-05		0.000788747		yes				AT3G21660		AT3G21660.1		UBX domain-containing protein; CONTAINS InterPro DOMAIN/s: UBX (InterPro:IPR001012), SEP domain (InterPro:IPR012989); BEST Arabidopsis thaliana protein match is: serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B prime gamma (TAIR:AT4G15410.1); Has 1125 Blast hits to 712 proteins in 211 species: Archae - 0; Bacteria - 35; Metazoa - 526; Fungi - 227; Plants - 187; Viruses - 0; Other Eukaryotes - 150 (source: NCBI BLink).		protein_coding

		XLOC_016350		XLOC_016350		AT3G50760		3:18868064-18869384		WT inflorescence		ebs inflorescence		OK		4.39854		8.50814		0.951818		2.07339		5.00E-05		0.000788747		yes				AT2G34230		AT2G34230.1		Protein with domains of unknown function (DUF627 and DUF629); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Protein with domains of unknown function (DUF627 and DUF629) (TAIR:AT2G34220.1); Has 93 Blast hits to 93 proteins in 10 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 91; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_008077		XLOC_008077		AT1G76790		1:28816640-28823673		WT inflorescence		ebs inflorescence		OK		15.446		29.8736		0.951643		2.38999		5.00E-05		0.000788747		yes				AT5G59330		AT5G59330.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: shoot apex, shoot, embryo, sepal, leaf; EXPRESSED DURING: 4 anthesis, C globular stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/Par allergen (InterPro:IPR000528), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: lipid transfer protein 4 (TAIR:AT5G59310.1); Has 543 Blast hits to 543 proteins in 92 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 543; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020339		XLOC_020339		AT3G62460		3:23104664-23105624		WT inflorescence		ebs inflorescence		OK		41.708		80.6642		0.951603		4.22865		5.00E-05		0.000788747		yes				AT1G69990		AT1G69990.1		Leucine-rich repeat protein kinase family protein; FUNCTIONS IN: protein serine/threonine kinase activity, kinase activity, ATP binding; INVOLVED IN: transmembrane receptor protein tyrosine kinase signaling pathway, protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat protein kinase family protein (TAIR:AT1G27190.1); Has 112708 Blast hits to 65684 proteins in 2349 species: Archae - 62; Bacteria - 6917; Metazoa - 19876; Fungi - 2441; Plants - 74665; Viruses - 159; Other Eukaryotes - 8588 (source: NCBI BLink).		protein_coding

		XLOC_028934		XLOC_028934		AT5G62720		5:25191841-25195009		WT inflorescence		ebs inflorescence		OK		26.8092		51.7629		0.949191		4.01594		5.00E-05		0.000788747		yes				AT5G44540		AT5G44540.1		Tapetum specific protein TAP35/TAP44; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Tapetum specific TAP35TAP44 (InterPro:IPR009891); BEST Arabidopsis thaliana protein match is: Tapetum specific protein TAP35/TAP44 (TAIR:AT4G20420.1); Has 22 Blast hits to 22 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 22; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_022784		XLOC_022784		AT4G37410		4:17590768-17592920		WT inflorescence		ebs inflorescence		OK		7.70091		14.8444		0.94682		2.38923		5.00E-05		0.000788747		yes				AT5G64110		AT5G64110.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to oxidative stress, oxidation reduction; LOCATED IN: membrane; EXPRESSED IN: shoot apex, shoot, stamen, leaf; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016), Peroxidase, active site (InterPro:IPR019794); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT5G64100.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_004897		XLOC_004897		AT1G12090		1:4089846-4090725		WT inflorescence		ebs inflorescence		OK		286.919		552.397		0.945062		4.22566		5.00E-05		0.000788747		yes				AT5G06570		AT5G06570.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-3 (InterPro:IPR013094); BEST Arabidopsis thaliana protein match is: carboxyesterase 17 (TAIR:AT5G16080.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_009984		XLOC_009984		AT2G29290,transcript:AT2G29280.1		2:12585855-12587742		WT inflorescence		ebs inflorescence		OK		4.72392		9.07741		0.942295		2.55507		5.00E-05		0.000788747		yes				AT1G75050		AT1G75050.1		Pathogenesis-related thaumatin superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to other organism; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Thaumatin, conserved site (InterPro:IPR017949), Thaumatin, pathogenesis-related (InterPro:IPR001938); BEST Arabidopsis thaliana protein match is: thaumatin-like protein 3 (TAIR:AT1G75030.1); Has 1624 Blast hits to 1600 proteins in 181 species: Archae - 0; Bacteria - 37; Metazoa - 57; Fungi - 84; Plants - 1428; Viruses - 4; Other Eukaryotes - 14 (source: NCBI BLink).		protein_coding

		XLOC_012566		XLOC_012566		AT2G26980		2:11514702-11518734		WT inflorescence		ebs inflorescence		OK		17.6478		33.8252		0.938611		4.1859		5.00E-05		0.000788747		yes				AT3G22100		AT3G22100.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); Has 284 Blast hits to 284 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 2; Plants - 282; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017082		XLOC_017082		AT3G01500		3:194723-198019		WT inflorescence		ebs inflorescence		OK		110.576		211.918		0.938468		3.5567		5.00E-05		0.000788747		yes				AT5G49120		AT5G49120.1		Protein of unknown function (DUF581); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF581 (InterPro:IPR007650); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF581) (TAIR:AT1G78020.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_019659		XLOC_019659		AT3G50800		3:18882303-18882999		WT inflorescence		ebs inflorescence		OK		6.65607		12.7486		0.937597		1.37188		0.0065		0.0453422		yes				AT3G19560		AT3G19560.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT5G51000.1); Has 1345 Blast hits to 1289 proteins in 39 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1343; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_022781		XLOC_022781		AT4G37300		4:17554640-17555861		WT inflorescence		ebs inflorescence		OK		71.0402		135.956		0.936431		4.51569		5.00E-05		0.000788747		yes				AT5G17590		AT5G17590.1		Putative membrane lipoprotein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_014907		XLOC_014907		AT3G21020		3:7368266-7369526		WT inflorescence		ebs inflorescence		OK		9.43715		18.0531		0.935826		3.27667		5.00E-05		0.000788747		yes				AT3G21120		AT3G21120.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G21130.1); Has 2059 Blast hits to 2010 proteins in 49 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2057; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_033123		XLOC_033123		ATCG00740		Pt:77900-78890		WT inflorescence		ebs inflorescence		OK		2.35759		4.50301		0.933576		1.79136		0.00055		0.0062255		yes				AT1G05020		AT1G05020.1		ENTH/ANTH/VHS superfamily protein; FUNCTIONS IN: phospholipid binding, clathrin binding, binding, phosphatidylinositol binding; INVOLVED IN: clathrin coat assembly; LOCATED IN: clathrin coat; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage, LP.08 eight leaves visible; CONTAINS InterPro DOMAIN/s: Epsin-like, N-terminal (InterPro:IPR013809), ANTH (InterPro:IPR011417), ENTH/VHS (InterPro:IPR008942), Clathrin adaptor, phosphoinositide-binding, GAT-like (InterPro:IPR014712); BEST Arabidopsis thaliana protein match is: ENTH/ANTH/VHS superfamily protein (TAIR:AT4G32285.2); Has 663 Blast hits to 661 proteins in 84 species: Archae - 0; Bacteria - 2; Metazoa - 204; Fungi - 47; Plants - 394; Viruses - 0; Other Eukaryotes - 16 (source: NCBI BLink).		protein_coding

		XLOC_023879		XLOC_023879		AT4G13190		4:7659434-7661106		WT inflorescence		ebs inflorescence		OK		2.98246		5.68526		0.930722		2.10232		5.00E-05		0.000788747		yes				AT2G22880		AT2G22880.1		VQ motif-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, LP.10 ten leaves visible, LP.08 eight leaves visible, LP.12 twelve leaves visible; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT4G37710.1); Has 33 Blast hits to 33 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 33; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018461		XLOC_018461		AT3G25717		3:9375101-9375671		WT inflorescence		ebs inflorescence		OK		18.98		36.1772		0.930602		2.85956		5.00E-05		0.000788747		yes				AT1G18960		AT1G18960.1		myb-like HTH transcriptional regulator family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent, regulation of transcription; CONTAINS InterPro DOMAIN/s: SANT, DNA-binding (InterPro:IPR001005), Homeodomain-like (InterPro:IPR009057), Myb, DNA-binding (InterPro:IPR014778), HTH transcriptional regulator, Myb-type, DNA-binding (InterPro:IPR017930), Homeodomain-related (InterPro:IPR012287), Myb transcription factor (InterPro:IPR015495); BEST Arabidopsis thaliana protein match is: myb domain protein 103 (TAIR:AT5G56110.1); Has 5693 Blast hits to 5684 proteins in 361 species: Archae - 0; Bacteria - 0; Metazoa - 298; Fungi - 67; Plants - 4922; Viruses - 3; Other Eukaryotes - 403 (source: NCBI BLink).		protein_coding

		XLOC_023707		XLOC_023707		AT4G10380		4:6431235-6434822		WT inflorescence		ebs inflorescence		OK		8.74046		16.6597		0.930585		3.36798		5.00E-05		0.000788747		yes				AT3G28750		AT3G28750.1		unknown protein; LOCATED IN: endomembrane system; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1216 (InterPro:IPR009605); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G39880.1); Has 37 Blast hits to 31 proteins in 5 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 28; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_004475		XLOC_004475		AT1G05010		1:1431189-1432858		WT inflorescence		ebs inflorescence		OK		11.5832		22.0017		0.925586		3.45868		5.00E-05		0.000788747		yes				AT3G62780		AT3G62780.1		Calcium-dependent lipid-binding (CaLB domain) family protein; CONTAINS InterPro DOMAIN/s: C2 membrane targeting protein (InterPro:IPR018029), C2 calcium/lipid-binding domain, CaLB (InterPro:IPR008973), C2 calcium-dependent membrane targeting (InterPro:IPR000008); BEST Arabidopsis thaliana protein match is: Calcium-dependent lipid-binding (CaLB domain) family protein (TAIR:AT3G16510.1); Has 675 Blast hits to 575 proteins in 98 species: Archae - 0; Bacteria - 10; Metazoa - 206; Fungi - 19; Plants - 326; Viruses - 29; Other Eukaryotes - 85 (source: NCBI BLink).		protein_coding

		XLOC_020301		XLOC_020301		AT3G61920		3:22932495-22933362		WT inflorescence		ebs inflorescence		OK		6.22814		11.8134		0.923547		2.14892		5.00E-05		0.000788747		yes				AT4G14250		AT4G14250.1		structural constituent of ribosome; FUNCTIONS IN: structural constituent of ribosome; INVOLVED IN: translation; LOCATED IN: ribosome, intracellular; CONTAINS InterPro DOMAIN/s: Translation protein SH3-like (InterPro:IPR008991), UAS (InterPro:IPR006577), Ribosomal protein L2, C-terminal (InterPro:IPR022669), UBX (InterPro:IPR001012), UBA-like (InterPro:IPR009060); BEST Arabidopsis thaliana protein match is: UBX domain-containing protein (TAIR:AT1G59550.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_000680		XLOC_000680		AT1G13110		1:4467219-4469033		WT inflorescence		ebs inflorescence		OK		4.48625		8.48763		0.919852		1.37243		0.00105		0.0105762		yes				AT1G71290		AT1G71290.1		F-box associated ubiquitination effector family protein; CONTAINS InterPro DOMAIN/s: F-box associated domain, type 3 (InterPro:IPR013187), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT1G70970.1); Has 601 Blast hits to 591 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 601; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029537		XLOC_029537		AT5G07220		5:2265255-2266967		WT inflorescence		ebs inflorescence		OK		8.91074		16.8291		0.917338		3.25416		5.00E-05		0.000788747		yes				AT1G27270		AT1G27270.1		Paired amphipathic helix (PAH2) superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Paired amphipathic helix (InterPro:IPR003822); BEST Arabidopsis thaliana protein match is: Paired amphipathic helix (PAH2) superfamily protein (TAIR:AT1G23810.1); Has 680 Blast hits to 519 proteins in 139 species: Archae - 0; Bacteria - 0; Metazoa - 210; Fungi - 129; Plants - 307; Viruses - 0; Other Eukaryotes - 34 (source: NCBI BLink).		protein_coding

		XLOC_008277		XLOC_008277		AT1G80180		1:30156825-30157584		WT inflorescence		ebs inflorescence		OK		4.60505		8.66978		0.912778		1.82647		0.0005		0.00577165		yes				AT4G36610		AT4G36610.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT2G18360.1); Has 7159 Blast hits to 7154 proteins in 1280 species: Archae - 79; Bacteria - 4806; Metazoa - 419; Fungi - 48; Plants - 467; Viruses - 0; Other Eukaryotes - 1340 (source: NCBI BLink).		protein_coding

		XLOC_003819		XLOC_003819		AT1G72910		1:27435613-27437144		WT inflorescence		ebs inflorescence		OK		1.41657		2.66606		0.912309		1.10684		0.00635		0.0444478		yes				AT1G47480		AT1G47480.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: stem, hypocotyl, root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Lipase, GDXG, active site (InterPro:IPR002168), Alpha/beta hydrolase fold-3 (InterPro:IPR013094); BEST Arabidopsis thaliana protein match is: carboxyesterase 13 (TAIR:AT3G48700.1); Has 8596 Blast hits to 8578 proteins in 1414 species: Archae - 104; Bacteria - 4918; Metazoa - 486; Fungi - 808; Plants - 1365; Viruses - 3; Other Eukaryotes - 912 (source: NCBI BLink).		protein_coding

		XLOC_007945		XLOC_007945		AT1G74330		1:27943461-27947109		WT inflorescence		ebs inflorescence		OK		7.54282		14.1474		0.90736		1.75814		0.0056		0.0404473		yes				AT3G22800		AT3G22800.1		Leucine-rich repeat (LRR) family protein; FUNCTIONS IN: structural constituent of cell wall; LOCATED IN: endomembrane system; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat (LRR) family protein (TAIR:AT3G24480.1); Has 229273 Blast hits to 72952 proteins in 2610 species: Archae - 422; Bacteria - 37303; Metazoa - 68145; Fungi - 17365; Plants - 71911; Viruses - 5341; Other Eukaryotes - 28786 (source: NCBI BLink).		protein_coding

		XLOC_004250		XLOC_004250		AT1G01030		1:11648-13714		WT inflorescence		ebs inflorescence		OK		4.44997		8.34476		0.907076		2.85136		5.00E-05		0.000788747		yes				AT1G76250		AT1G76250.1		unknown protein; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; Has 74 Blast hits to 74 proteins in 16 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 69; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_032536		XLOC_032536		AT5G61420		5:24689150-24691095		WT inflorescence		ebs inflorescence		OK		19.7443		37.0253		0.907072		3.8148		5.00E-05		0.000788747		yes				AT3G24580		AT3G24580.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G19470.2); Has 1402 Blast hits to 1342 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1400; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_032873		XLOC_032873		AT5G67420		5:26904288-26906026		WT inflorescence		ebs inflorescence		OK		13.7273		25.7156		0.9056		3.81486		5.00E-05		0.000788747		yes				AT5G21130		AT5G21130.1		Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein family; CONTAINS InterPro DOMAIN/s: Late embryogenesis abundant protein, group 2 (InterPro:IPR004864); BEST Arabidopsis thaliana protein match is: Late embryogenesis abundant (LEA) hydroxyproline-rich glycoprotein family (TAIR:AT2G27080.2); Has 878 Blast hits to 877 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 878; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_015735		XLOC_015735		AT3G41768		3:14197676-14199484		WT inflorescence		ebs inflorescence		OK		139.801		261.748		0.9048		2.76818		5.00E-05		0.000788747		yes				AT3G13662		AT3G13662.1		Disease resistance-responsive (dirigent-like protein) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: lignan biosynthetic process, defense response; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Plant disease resistance response protein (InterPro:IPR004265); BEST Arabidopsis thaliana protein match is: Disease resistance-responsive (dirigent-like protein) family protein (TAIR:AT5G49040.1); Has 871 Blast hits to 870 proteins in 45 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 871; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010720		XLOC_010720		AT2G42040		2:17543033-17545230		WT inflorescence		ebs inflorescence		OK		10.9861		20.5537		0.903712		3.22031		5.00E-05		0.000788747		yes				AT4G22960		AT4G22960.1		Protein of unknown function (DUF544)     ; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF544 (InterPro:IPR007518); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF544)      (TAIR:AT4G11860.1); Has 737 Blast hits to 425 proteins in 174 species: Archae - 0; Bacteria - 23; Metazoa - 282; Fungi - 261; Plants - 75; Viruses - 0; Other Eukaryotes - 96 (source: NCBI BLink).		protein_coding

		XLOC_015073		XLOC_015073		AT3G23480		3:8418800-8422916		WT inflorescence		ebs inflorescence		OK		1.20852		2.25471		0.899702		1.63282		0.0019		0.0170574		yes				AT4G05310		AT4G05310.1		Ubiquitin-like superfamily protein; CONTAINS InterPro DOMAIN/s: Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: Ubiquitin-like superfamily protein (TAIR:AT4G05270.1); Has 183 Blast hits to 148 proteins in 39 species: Archae - 0; Bacteria - 6; Metazoa - 12; Fungi - 9; Plants - 130; Viruses - 2; Other Eukaryotes - 24 (source: NCBI BLink).		protein_coding

		XLOC_005323		XLOC_005323		AT1G20160		1:6990783-6993972		WT inflorescence		ebs inflorescence		OK		3.1895		5.94941		0.899415		1.41507		0.0008		0.00850318		yes				AT4G24140		AT4G24140.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; LOCATED IN: endomembrane system; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Alpha/beta hydrolase fold-1 (InterPro:IPR000073); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT1G64670.1); Has 5648 Blast hits to 5647 proteins in 1115 species: Archae - 17; Bacteria - 3672; Metazoa - 316; Fungi - 186; Plants - 193; Viruses - 6; Other Eukaryotes - 1258 (source: NCBI BLink).		protein_coding

		XLOC_021682		XLOC_021682		AT4G18220		4:10078767-10080109		WT inflorescence		ebs inflorescence		OK		1.35873		2.5316		0.897791		1.43753		0.00475		0.0356722		yes				AT4G02660		AT4G02660.1		Beige/BEACH domain ;WD domain, G-beta repeat protein; FUNCTIONS IN: binding; INVOLVED IN: signal transduction; LOCATED IN: chloroplast; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: WD40 repeat 2 (InterPro:IPR019782), Beige/BEACH (InterPro:IPR000409), WD40 repeat, conserved site (InterPro:IPR019775), WD40 repeat (InterPro:IPR001680), WD40 repeat-like-containing domain (InterPro:IPR011046), WD40-repeat-containing domain (InterPro:IPR017986), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), Armadillo-type fold (InterPro:IPR016024), WD40 repeat, subgroup (InterPro:IPR019781); BEST Arabidopsis thaliana protein match is: Beige/BEACH domain ;WD domain, G-beta repeat protein (TAIR:AT1G03060.1); Has 7684 Blast hits to 5756 proteins in 390 species: Archae - 8; Bacteria - 1306; Metazoa - 3489; Fungi - 1068; Plants - 719; Viruses - 0; Other Eukaryotes - 1094 (source: NCBI BLink).		protein_coding

		XLOC_033024		XLOC_033024		ATMG01360		Mt:349829-351413		WT inflorescence		ebs inflorescence		OK		1.96276		3.6552		0.897064		1.93094		0.00025		0.00319302		yes				AT5G37460		AT5G37460.1		Family of unknown function (DUF577); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF577 (InterPro:IPR007598); BEST Arabidopsis thaliana protein match is: Family of unknown function (DUF577) (TAIR:AT5G37470.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_032766		XLOC_032766		AT5G65660		5:26245248-26246379		WT inflorescence		ebs inflorescence		OK		74.5743		138.788		0.896135		4.17173		5.00E-05		0.000788747		yes				AT5G62730		AT5G62730.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport; LOCATED IN: membrane; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: nitrate transporter 1:2 (TAIR:AT1G69850.1); Has 6918 Blast hits to 6790 proteins in 1275 species: Archae - 0; Bacteria - 3368; Metazoa - 483; Fungi - 402; Plants - 2165; Viruses - 0; Other Eukaryotes - 500 (source: NCBI BLink).		protein_coding

		XLOC_005454		XLOC_005454		AT1G22360		1:7894857-7897591		WT inflorescence		ebs inflorescence		OK		9.87092		18.3684		0.895967		2.99491		5.00E-05		0.000788747		yes				AT5G12960		AT5G12960.1		FUNCTIONS IN: catalytic activity; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1680 (InterPro:IPR012878), Six-hairpin glycosidase-like (InterPro:IPR008928); BEST Arabidopsis thaliana protein match is: Putative glycosyl hydrolase of unknown function (DUF1680) (TAIR:AT5G12950.1); Has 1236 Blast hits to 1216 proteins in 340 species: Archae - 6; Bacteria - 1067; Metazoa - 2; Fungi - 28; Plants - 90; Viruses - 0; Other Eukaryotes - 43 (source: NCBI BLink).		protein_coding

		XLOC_000707		XLOC_000707		AT1G13670		1:4688155-4688966		WT inflorescence		ebs inflorescence		OK		4.0746		7.58185		0.89589		1.45732		0.00115		0.0114144		yes				AT1G62480		AT1G62480.1		Vacuolar calcium-binding protein-related; INVOLVED IN: response to cadmium ion, response to salt stress; LOCATED IN: cellular_component unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; Has 21787 Blast hits to 9668 proteins in 1087 species: Archae - 111; Bacteria - 3941; Metazoa - 6730; Fungi - 2179; Plants - 741; Viruses - 179; Other Eukaryotes - 7906 (source: NCBI BLink).		protein_coding

		XLOC_006875		XLOC_006875		AT1G54010		1:20158663-20160815		WT inflorescence		ebs inflorescence		OK		7.80053		14.5066		0.895067		2.40737		5.00E-05		0.000788747		yes				AT1G15010		AT1G15010.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G01300.1); Has 71 Blast hits to 71 proteins in 13 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 69; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012363		XLOC_012363		AT2G23600		2:10042198-10043673		WT inflorescence		ebs inflorescence		OK		8.62232		15.9924		0.891238		2.58239		5.00E-05		0.000788747		yes				AT3G19070		AT3G19070.1		Homeodomain-like superfamily protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; CONTAINS InterPro DOMAIN/s: Homeodomain-like (InterPro:IPR009057), Homeodomain-related (InterPro:IPR012287), Myb-like DNA-binding domain, SHAQKYF class (InterPro:IPR006447); BEST Arabidopsis thaliana protein match is: myb-like HTH transcriptional regulator family protein (TAIR:AT5G06800.2); Has 18617 Blast hits to 9609 proteins in 654 species: Archae - 8; Bacteria - 972; Metazoa - 4790; Fungi - 3902; Plants - 2478; Viruses - 331; Other Eukaryotes - 6136 (source: NCBI BLink).		protein_coding

		XLOC_029071		XLOC_029071		AT5G65210		5:26057622-26061104		WT inflorescence		ebs inflorescence		OK		1.45466		2.69479		0.889496		1.48804		0.0002		0.00265586		yes				AT4G14530		AT4G14530.1		BEST Arabidopsis thaliana protein match is: AGAMOUS-like 97 (TAIR:AT1G46408.1); Has 21 Blast hits to 21 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 21; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012337		XLOC_012337		AT2G23170		2:9863854-9866562		WT inflorescence		ebs inflorescence		OK		26.5111		48.9669		0.885211		4.1946		5.00E-05		0.000788747		yes				AT1G04645		AT1G04645.1		Plant self-incompatibility protein S1 family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Plant self-incompatibility S1 (InterPro:IPR010264); BEST Arabidopsis thaliana protein match is: Plant self-incompatibility protein S1 family (TAIR:AT4G24974.1); Has 360 Blast hits to 349 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 360; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029806		XLOC_029806		AT5G12330		5:3987374-3989833		WT inflorescence		ebs inflorescence		OK		11.8751		21.8977		0.882847		2.9068		5.00E-05		0.000788747		yes				AT4G40020		AT4G40020.1		Myosin heavy chain-related protein; BEST Arabidopsis thaliana protein match is: Plant protein of unknown function (DUF827) (TAIR:AT5G16730.1); Has 160438 Blast hits to 85353 proteins in 3205 species: Archae - 2021; Bacteria - 26641; Metazoa - 65466; Fungi - 13044; Plants - 8368; Viruses - 589; Other Eukaryotes - 44309 (source: NCBI BLink).		protein_coding

		XLOC_007397		XLOC_007397		AT1G64170		1:23815238-23818293		WT inflorescence		ebs inflorescence		OK		0.740766		1.36581		0.882663		1.62298		0.0019		0.0170573		yes				AT1G16310		AT1G16310.1		Cation efflux family protein; FUNCTIONS IN: cation transmembrane transporter activity; INVOLVED IN: cation transport, transmembrane transport; LOCATED IN: membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Cation efflux protein (InterPro:IPR002524); BEST Arabidopsis thaliana protein match is: Cation efflux family protein (TAIR:AT1G79520.1); Has 5067 Blast hits to 5063 proteins in 1838 species: Archae - 163; Bacteria - 4116; Metazoa - 44; Fungi - 281; Plants - 207; Viruses - 0; Other Eukaryotes - 256 (source: NCBI BLink).		protein_coding

		XLOC_025326		XLOC_025326		AT4G37540		4:17639532-17640665		WT inflorescence		ebs inflorescence		OK		21.3321		39.2946		0.881305		2.21271		0.0001		0.0014466		yes				AT5G11130		AT5G11130.1		Exostosin family protein; FUNCTIONS IN: catalytic activity; LOCATED IN: endomembrane system, membrane; CONTAINS InterPro DOMAIN/s: Exostosin-like (InterPro:IPR004263); BEST Arabidopsis thaliana protein match is: Exostosin family protein (TAIR:AT5G20260.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_005466		XLOC_005466		AT1G22530		1:7955492-7958442		WT inflorescence		ebs inflorescence		OK		9.35994		17.2338		0.880673		3.18261		5.00E-05		0.000788747		yes				AT4G26950		AT4G26950.1		Protein of unknown function, DUF584; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF584 (InterPro:IPR007608); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF584 (TAIR:AT4G04630.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_031545		XLOC_031545		AT5G43750		5:17579965-17581222		WT inflorescence		ebs inflorescence		OK		24.1384		44.4259		0.880069		3.0452		5.00E-05		0.000788747		yes				AT4G32510		AT4G32510.1		HCO3- transporter family; FUNCTIONS IN: anion exchanger activity; INVOLVED IN: anion transport; LOCATED IN: integral to membrane, membrane; CONTAINS InterPro DOMAIN/s: Bicarbonate transporter, C-terminal (InterPro:IPR011531), Bicarbonate transporter, eukaryotic (InterPro:IPR003020); BEST Arabidopsis thaliana protein match is: HCO3- transporter family (TAIR:AT5G25430.1); Has 2374 Blast hits to 1394 proteins in 189 species: Archae - 0; Bacteria - 4; Metazoa - 1794; Fungi - 254; Plants - 226; Viruses - 1; Other Eukaryotes - 95 (source: NCBI BLink).		protein_coding

		XLOC_007928		XLOC_007928		AT1G74020		1:27835130-27837317		WT inflorescence		ebs inflorescence		OK		7.74176		14.2335		0.878555		2.69813		5.00E-05		0.000788747		yes				AT3G54160		AT3G54160.1		RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: Protein with RNI-like/FBD-like domains (TAIR:AT3G62430.1); Has 904 Blast hits to 882 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 904; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005821		XLOC_005821		AT1G29920		1:10474783-10475959		WT inflorescence		ebs inflorescence		OK		587.327		1079.35		0.87792		2.8661		5.00E-05		0.000788747		yes				AT3G10430		AT3G10430.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT4G04690.1); Has 1931 Blast hits to 1909 proteins in 49 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1929; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_021273		XLOC_021273		AT4G11460		4:6964467-6967093		WT inflorescence		ebs inflorescence		OK		0.70543		1.29497		0.876345		1.44575		0.00665		0.0461832		yes				AT2G03020		AT2G03020.1		Heat shock protein HSP20/alpha crystallin family; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Heat shock protein Hsp20 (InterPro:IPR002068), Small heat shock protein, predicted, plant (InterPro:IPR016952), Peptidase A1 (InterPro:IPR001461), HSP20-like chaperone (InterPro:IPR008978); BEST Arabidopsis thaliana protein match is: Heat shock protein HSP20/alpha crystallin family (TAIR:AT4G16540.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_007533		XLOC_007533		AT1G66650		1:24860112-24861821		WT inflorescence		ebs inflorescence		OK		2.39877		4.40307		0.876218		1.68728		0.0013		0.0125967		yes				AT2G35080		AT2G35080.2		nucleotide binding;ATP binding;aminoacyl-tRNA ligases; FUNCTIONS IN: aminoacyl-tRNA ligase activity, nucleotide binding, ATP binding; INVOLVED IN: translation, tRNA aminoacylation for protein translation; LOCATED IN: cytoplasm; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Aminoacyl-tRNA synthetase, class II (D/K/N)-like (InterPro:IPR018150); BEST Arabidopsis thaliana protein match is: aminoacyl-tRNA ligases;ATP binding;nucleotide binding (TAIR:AT3G42723.1); Has 7 Blast hits to 7 proteins in 1 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 7; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_007613		XLOC_007613		AT1G67865		1:25446288-25446737		WT inflorescence		ebs inflorescence		OK		113.065		207.506		0.876009		3.80504		5.00E-05		0.000788747		yes				AT3G07820		AT3G07820.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: polygalacturonase activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectin lyase fold (InterPro:IPR012334), Glycoside hydrolase, family 28 (InterPro:IPR000743), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT3G07830.1); Has 3636 Blast hits to 3621 proteins in 442 species: Archae - 6; Bacteria - 812; Metazoa - 14; Fungi - 1257; Plants - 1440; Viruses - 0; Other Eukaryotes - 107 (source: NCBI BLink).		protein_coding

		XLOC_021449		XLOC_021449		AT4G14560		4:8361057-8361986		WT inflorescence		ebs inflorescence		OK		11.8299		21.7042		0.875539		1.77642		0.0008		0.00850318		yes				AT1G28375		AT1G28375.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: petal, leaf whorl, sepal, flower; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; Has 8 Blast hits to 8 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 8; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004322		XLOC_004322		AT1G02340		1:465717-467844		WT inflorescence		ebs inflorescence		OK		7.08565		12.9854		0.873922		2.62232		5.00E-05		0.000788747		yes				AT3G46070		AT3G46070.1		C2H2-type zinc finger family protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; EXPRESSED IN: root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: C2H2-type zinc finger family protein (TAIR:AT3G46080.1); Has 1082 Blast hits to 1044 proteins in 100 species: Archae - 0; Bacteria - 0; Metazoa - 308; Fungi - 0; Plants - 765; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_032946		XLOC_032946		ATMG00020		Mt:8847-11415		WT inflorescence		ebs inflorescence		OK		69.5799		127.361		0.872177		2.94703		5.00E-05		0.000788747		yes				AT3G01311		AT3G01311.1		CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF569 (InterPro:IPR007679), Actin cross-linking (InterPro:IPR008999); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF569) (TAIR:AT3G28630.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_027438		XLOC_027438		AT5G37660		5:14959796-14961594		WT inflorescence		ebs inflorescence		OK		3.7895		6.92765		0.870359		1.71448		0.0003		0.00373571		yes				AT1G62270		AT1G62270.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G17480.1); Has 1872 Blast hits to 1811 proteins in 50 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1870; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_024203		XLOC_024203		AT4G17800		4:9895289-9896668		WT inflorescence		ebs inflorescence		OK		1.70628		3.11544		0.868577		1.55467		0.0014		0.0133751		yes				AT1G70720		AT1G70720.1		Plant invertase/pectin methylesterase inhibitor superfamily protein; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase inhibitor activity, pectinesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectinesterase inhibitor (InterPro:IPR006501); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily protein (TAIR:AT1G23205.1); Has 807 Blast hits to 800 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 807; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020382		XLOC_020382		AT3G63160		3:23333512-23334034		WT inflorescence		ebs inflorescence		OK		375.757		685.489		0.867334		3.97858		5.00E-05		0.000788747		yes				AT1G30760		AT1G30760.1		FAD-binding Berberine family protein; FUNCTIONS IN: electron carrier activity, oxidoreductase activity, FAD binding, catalytic activity; LOCATED IN: endomembrane system; EXPRESSED IN: inflorescence meristem, root, flower, pedicel; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: FAD-binding, type 2 (InterPro:IPR016166), Berberine/berberine-like (InterPro:IPR012951), FAD linked oxidase, N-terminal (InterPro:IPR006094); BEST Arabidopsis thaliana protein match is: FAD-binding Berberine family protein (TAIR:AT2G34790.1); Has 5139 Blast hits to 5066 proteins in 829 species: Archae - 62; Bacteria - 2468; Metazoa - 28; Fungi - 1653; Plants - 688; Viruses - 0; Other Eukaryotes - 240 (source: NCBI BLink).		protein_coding

		XLOC_010446		XLOC_010446		AT2G37260		2:15644839-15647065		WT inflorescence		ebs inflorescence		OK		12.1608		22.1332		0.863972		2.15624		0.00015		0.0020785		yes				AT5G39010		AT5G39010.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G39782.1); Has 12 Blast hits to 12 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 12; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026961		XLOC_026961		AT5G28646		5:10674813-10677234		WT inflorescence		ebs inflorescence		OK		1.52985		2.78433		0.863939		1.30728		0.0054		0.039295		yes				AT4G14060		AT4G14060.1		Polyketide cyclase/dehydrase and lipid transport superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: cotyledon, root; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: MLP-like protein 328 (TAIR:AT2G01520.1); Has 365 Blast hits to 337 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 365; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_014616		XLOC_014616		AT3G16410		3:5571991-5574541		WT inflorescence		ebs inflorescence		OK		9.47388		17.2328		0.863129		2.35671		5.00E-05		0.000788747		yes				AT4G35380		AT4G35380.1		SEC7-like guanine nucleotide exchange family protein; FUNCTIONS IN: binding, ARF guanyl-nucleotide exchange factor activity, guanyl-nucleotide exchange factor activity; INVOLVED IN: regulation of ARF protein signal transduction; LOCATED IN: intracellular; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: SEC7-like (InterPro:IPR000904), Armadillo-type fold (InterPro:IPR016024), Protein of unknown function DUF1981, SEC7 associated (InterPro:IPR015403); BEST Arabidopsis thaliana protein match is: SEC7-like guanine nucleotide exchange family protein (TAIR:AT4G38200.1); Has 2864 Blast hits to 2569 proteins in 246 species: Archae - 2; Bacteria - 36; Metazoa - 1544; Fungi - 584; Plants - 258; Viruses - 0; Other Eukaryotes - 440 (source: NCBI BLink).		protein_coding

		XLOC_020490		XLOC_020490		AT4G01500		4:639246-640940		WT inflorescence		ebs inflorescence		OK		5.78975		10.5269		0.862505		2.38337		5.00E-05		0.000788747		yes				AT4G20420		AT4G20420.1		Tapetum specific protein TAP35/TAP44; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Tapetum specific TAP35TAP44 (InterPro:IPR009891); BEST Arabidopsis thaliana protein match is: Tapetum specific protein TAP35/TAP44 (TAIR:AT5G44540.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_026157		XLOC_026157		AT5G14000		5:4518007-4519300		WT inflorescence		ebs inflorescence		OK		2.22085		4.0355		0.861635		1.53016		0.0021		0.0185187		yes				AT1G03390		AT1G03390.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; EXPRESSED IN: sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT5G41040.1); Has 2639 Blast hits to 2624 proteins in 137 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 51; Plants - 2580; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_004664		XLOC_004664		AT1G08115		1:2538075-2538237		WT inflorescence		ebs inflorescence		OK		186.443		338.577		0.860746		1.80377		0.00035		0.00424685		yes				AT3G55570		AT3G55570.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G41761.1); Has 128 Blast hits to 128 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 128; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_019970		XLOC_019970		AT3G56290		3:20878538-20879568		WT inflorescence		ebs inflorescence		OK		2.99923		5.44213		0.859579		1.40436		0.00235		0.0203278		yes				AT3G07250		AT3G07250.1		nuclear transport factor 2 (NTF2) family protein / RNA recognition motif (RRM)-containing protein; FUNCTIONS IN: RNA binding, nucleotide binding, nucleic acid binding; INVOLVED IN: transport, nucleocytoplasmic transport; LOCATED IN: intracellular; EXPRESSED IN: flower, leaf; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Nuclear transport factor 2 (InterPro:IPR002075), Nuclear transport factor 2, Eukaryote (InterPro:IPR018222), RNA recognition motif, RNP-1 (InterPro:IPR000504), Nucleotide-binding, alpha-beta plait (InterPro:IPR012677), Protein of unknown function DUF1675 (InterPro:IPR012463); BEST Arabidopsis thaliana protein match is: Nuclear transport factor 2 (NTF2) family protein with RNA binding (RRM-RBD-RNP motifs) domain (TAIR:AT5G48650.1); Has 5020 Blast hits to 2878 proteins in 309 species: Archae - 0; Bacteria - 77; Metazoa - 2136; Fungi - 614; Plants - 1253; Viruses - 84; Other Eukaryotes - 856 (source: NCBI BLink).		protein_coding

		XLOC_032545		XLOC_032545		AT5G61600		5:24766385-24767430		WT inflorescence		ebs inflorescence		OK		13.7008		24.8349		0.858109		2.88994		5.00E-05		0.000788747		yes				AT1G44970		AT1G44970.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to oxidative stress, oxidation reduction; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Peroxidase, active site (InterPro:IPR019794), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT2G18150.1); Has 4592 Blast hits to 4563 proteins in 305 species: Archae - 0; Bacteria - 10; Metazoa - 5; Fungi - 193; Plants - 4307; Viruses - 0; Other Eukaryotes - 77 (source: NCBI BLink).		protein_coding

		XLOC_000255		XLOC_000255		AT1G05810		1:1748313-1749460		WT inflorescence		ebs inflorescence		OK		8.17374		14.8095		0.857456		1.47939		0.0026		0.0219959		yes				AT5G62080		AT5G62080.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT5G07230.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_030045		XLOC_030045		AT5G17030		5:5603132-5604738		WT inflorescence		ebs inflorescence		OK		8.65514		15.6765		0.856972		1.21031		0.0061		0.0430376		yes				AT2G38690		AT2G38690.1		unknown protein; Has 9 Blast hits to 7 proteins in 5 species: Archae - 0; Bacteria - 0; Metazoa - 4; Fungi - 2; Plants - 3; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009360		XLOC_009360		AT2G18560		2:8059287-8061056		WT inflorescence		ebs inflorescence		OK		2.21664		4.01133		0.855705		1.80175		0.0008		0.00850318		yes				AT1G19397		AT1G19397.1		unknown protein; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_009246		XLOC_009246		AT2G16740		2:7267721-7268942		WT inflorescence		ebs inflorescence		OK		5.25573		9.50842		0.855315		1.89154		0.0002		0.00265586		yes				AT5G07430		AT5G07430.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: pectinesterase activity; INVOLVED IN: cell wall modification; LOCATED IN: endomembrane system, cell wall, plant-type cell wall; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectinesterase, catalytic (InterPro:IPR000070), Pectin lyase fold (InterPro:IPR012334); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT5G07420.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_031708		XLOC_031708		AT5G46260		5:18759101-18763358		WT inflorescence		ebs inflorescence		OK		0.89624		1.62138		0.855268		1.95826		0.00025		0.00319302		yes				AT3G49540		AT3G49540.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: N-terminal protein myristoylation; LOCATED IN: cellular_component unknown; Has 9244 Blast hits to 5308 proteins in 962 species: Archae - 18; Bacteria - 2665; Metazoa - 1953; Fungi - 964; Plants - 333; Viruses - 74; Other Eukaryotes - 3237 (source: NCBI BLink).		protein_coding

		XLOC_032322		XLOC_032322		AT5G57560		5:23307129-23308282		WT inflorescence		ebs inflorescence		OK		50.6727		90.866		0.842531		3.78194		5.00E-05		0.000788747		yes				AT4G10290		AT4G10290.1		RmlC-like cupins superfamily protein; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF861, cupin-3 (InterPro:IPR008579), Cupin, RmlC-type (InterPro:IPR011051), RmlC-like jelly roll fold (InterPro:IPR014710); BEST Arabidopsis thaliana protein match is: RmlC-like cupins superfamily protein (TAIR:AT4G10280.1); Has 344 Blast hits to 344 proteins in 77 species: Archae - 0; Bacteria - 124; Metazoa - 0; Fungi - 0; Plants - 137; Viruses - 0; Other Eukaryotes - 83 (source: NCBI BLink).		protein_coding

		XLOC_027632		XLOC_027632		AT5G40850		5:16366352-16369099		WT inflorescence		ebs inflorescence		OK		29.7355		53.2961		0.841843		3.99984		5.00E-05		0.000788747		yes				AT5G50060		AT5G50060.1		Plant invertase/pectin methylesterase inhibitor superfamily protein; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase inhibitor activity, pectinesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Pectinesterase inhibitor (InterPro:IPR006501); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily protein (TAIR:AT5G50040.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_027820		XLOC_027820		AT5G43630		5:17526750-17530516		WT inflorescence		ebs inflorescence		OK		4.12881		7.39055		0.839956		2.82085		5.00E-05		0.000788747		yes				AT5G45210		AT5G45210.1		Disease resistance protein (TIR-NBS-LRR class) family; FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, apoptosis, defense response, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Leucine-rich repeat (InterPro:IPR001611), Toll-Interleukin receptor (InterPro:IPR000157), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT3G51560.1); Has 10308 Blast hits to 9808 proteins in 326 species: Archae - 8; Bacteria - 189; Metazoa - 13; Fungi - 1; Plants - 9989; Viruses - 0; Other Eukaryotes - 108 (source: NCBI BLink).		protein_coding

		XLOC_031764		XLOC_031764		AT5G47370		5:19216311-19217909		WT inflorescence		ebs inflorescence		OK		24.52		43.8484		0.838567		3.72088		5.00E-05		0.000788747		yes				AT2G37440		AT2G37440.1		DNAse I-like superfamily protein; FUNCTIONS IN: hydrolase activity, inositol or phosphatidylinositol phosphatase activity; INVOLVED IN: biological_process unknown; EXPRESSED IN: sperm cell, root; CONTAINS InterPro DOMAIN/s: Inositol polyphosphate related phosphatase (InterPro:IPR000300), Endonuclease/exonuclease/phosphatase (InterPro:IPR005135); BEST Arabidopsis thaliana protein match is: DNAse I-like superfamily protein (TAIR:AT2G01900.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_022920		XLOC_022920		AT4G39940		4:18519716-18521568		WT inflorescence		ebs inflorescence		OK		8.07417		14.4353		0.83822		1.56873		0.00105		0.0105762		yes				AT1G27710		AT1G27710.1		Glycine-rich protein family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; Has 131655 Blast hits to 34196 proteins in 2131 species: Archae - 219; Bacteria - 45377; Metazoa - 41728; Fungi - 7680; Plants - 12236; Viruses - 1724; Other Eukaryotes - 22691 (source: NCBI BLink).		protein_coding

		XLOC_012035		XLOC_012035		AT2G17820		2:7742923-7748220		WT inflorescence		ebs inflorescence		OK		4.51772		8.07393		0.837676		3.05199		5.00E-05		0.000788747		yes				AT3G14700		AT3G14700.1		SART-1 family; CONTAINS InterPro DOMAIN/s: SART-1 protein (InterPro:IPR005011); BEST Arabidopsis thaliana protein match is: SART-1 family (TAIR:AT5G16780.1); Has 296 Blast hits to 296 proteins in 144 species: Archae - 0; Bacteria - 0; Metazoa - 92; Fungi - 96; Plants - 41; Viruses - 0; Other Eukaryotes - 67 (source: NCBI BLink).		protein_coding

		XLOC_009417		XLOC_009417		AT2G19460		2:8431481-8432105		WT inflorescence		ebs inflorescence		OK		9.7061		17.3319		0.836462		1.65277		0.0018		0.0163394		yes				AT5G63900		AT5G63900.1		Acyl-CoA N-acyltransferase with RING/FYVE/PHD-type zinc finger domain; FUNCTIONS IN: DNA binding, zinc ion binding, N-acetyltransferase activity; INVOLVED IN: regulation of transcription, DNA-dependent, metabolic process; LOCATED IN: nucleus; EXPRESSED IN: leaf lamina base, leaf whorl, flower, leaf, seed; EXPRESSED DURING: LP.04 four leaves visible, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: GCN5-related N-acetyltransferase (InterPro:IPR000182), Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, PHD-type (InterPro:IPR001965), Zinc finger, FYVE/PHD-type (InterPro:IPR011011), Acyl-CoA N-acyltransferase (InterPro:IPR016181), Zinc finger, PHD-finger (InterPro:IPR019787); BEST Arabidopsis thaliana protein match is: PHD finger transcription factor, putative (TAIR:AT5G58610.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_025990		XLOC_025990		AT5G10278,AT5G10280		5:3228240-3234210		WT inflorescence		ebs inflorescence		OK		1.97007		3.50979		0.83314		1.46902		0.0023		0.0199885		yes				AT3G57620		AT3G57620.1		glyoxal oxidase-related protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Galactose oxidase, beta-propeller (InterPro:IPR015916), Immunoglobulin-like fold (InterPro:IPR013783), Immunoglobulin E-set (InterPro:IPR014756), Glyoxal oxidase, N-terminal (InterPro:IPR009880), Domain of unknown function DUF1929 (InterPro:IPR015202); BEST Arabidopsis thaliana protein match is: glyoxal oxidase-related protein (TAIR:AT1G14430.1); Has 876 Blast hits to 857 proteins in 171 species: Archae - 0; Bacteria - 347; Metazoa - 2; Fungi - 241; Plants - 265; Viruses - 0; Other Eukaryotes - 21 (source: NCBI BLink).		protein_coding

		XLOC_018337		XLOC_018337		AT3G23570		3:8457777-8459691		WT inflorescence		ebs inflorescence		OK		9.24533		16.4346		0.829937		2.58492		5.00E-05		0.000788747		yes				AT3G20990		AT3G20990.1		transposable element gene; copia-like retrotransposon family, has a 4.9e-07 P-value blast match to GB:CAA31653 polyprotein (Ty1_Copia-element) (Arabidopsis thaliana)		transposable_element_gene

		XLOC_001301		XLOC_001301		AT1G24090		1:8520833-8523121		WT inflorescence		ebs inflorescence		OK		6.46038		11.4803		0.82947		1.42826		0.0035		0.0278105		yes				AT5G55970		AT5G55970.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; LOCATED IN: chloroplast; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, 4 leaf senescence stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, C3HC4 RING-type (InterPro:IPR018957); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT4G26580.2); Has 9514 Blast hits to 9491 proteins in 268 species: Archae - 0; Bacteria - 0; Metazoa - 2536; Fungi - 688; Plants - 4940; Viruses - 19; Other Eukaryotes - 1331 (source: NCBI BLink).		protein_coding

		XLOC_025551		XLOC_025551		AT5G02260		5:463157-465246		WT inflorescence		ebs inflorescence		OK		3.42394		6.08106		0.828666		1.39216		0.0027		0.0226727		yes				AT2G47485		AT2G47485.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G62650.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_000994		XLOC_000994		AT1G18590		1:6398579-6399942		WT inflorescence		ebs inflorescence		OK		2.49198		4.42204		0.82742		1.51004		0.00105		0.0105762		yes				AT1G66110		AT1G66110.1		Family of unknown function (DUF577); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF577 (InterPro:IPR007598); BEST Arabidopsis thaliana protein match is: Family of unknown function (DUF577) (TAIR:AT5G37410.1); Has 76 Blast hits to 50 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 76; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032035		XLOC_032035		AT5G52120		5:21176421-21180310		WT inflorescence		ebs inflorescence		OK		2.6673		4.72553		0.825096		1.48152		0.0021		0.0185187		yes				AT4G28397		AT4G28397.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT4G28395.1); Has 46 Blast hits to 46 proteins in 4 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 46; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_011208		XLOC_011208		AT2G03310		2:1006255-1007183		WT inflorescence		ebs inflorescence		OK		4.7486		8.40871		0.824381		1.67786		0.0006		0.00670586		yes				AT4G29980		AT4G29980.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; BEST Arabidopsis thaliana protein match is: Fasciclin-like arabinogalactan family protein (TAIR:AT1G30800.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_004124		XLOC_004124		AT1G78490		1:29528252-29530665		WT inflorescence		ebs inflorescence		OK		26.0603		46.1049		0.823066		3.83498		5.00E-05		0.000788747		yes				AT1G54230		AT1G54230.1		Winged helix-turn-helix transcription repressor DNA-binding; FUNCTIONS IN: DNA binding; INVOLVED IN: nucleosome assembly; LOCATED IN: nucleus, nucleosome; EXPRESSED IN: leaf whorl, sperm cell, flower, pollen tube; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Histone H1/H5 (InterPro:IPR005818); BEST Arabidopsis thaliana protein match is: winged-helix DNA-binding transcription factor family protein (TAIR:AT1G54240.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_023000		XLOC_023000		AT4G00950		4:405672-407142		WT inflorescence		ebs inflorescence		OK		12.8189		22.6699		0.822508		3.04187		5.00E-05		0.000788747		yes				AT3G48180		AT3G48180.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G19020.1); Has 84 Blast hits to 84 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 84; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004015		XLOC_004015		AT1G76590		1:28740690-28742207		WT inflorescence		ebs inflorescence		OK		2.38743		4.21665		0.820641		1.62232		0.00095		0.00978644		yes				AT2G38823		AT2G38823.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G54520.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_018620		XLOC_018620		AT3G27920		3:10361944-10363506		WT inflorescence		ebs inflorescence		OK		6.10468		10.7647		0.818322		1.83588		0.0004		0.00477681		yes				AT1G05340		AT1G05340.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 7 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G32210.1); Has 189 Blast hits to 189 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 21; Plants - 168; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031376		XLOC_031376		AT5G40890		5:16378894-16385319		WT inflorescence		ebs inflorescence		OK		14.078		24.767		0.814977		3.21312		5.00E-05		0.000788747		yes				AT3G26440		AT3G26440.1		Protein of unknown function (DUF707); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF707 (InterPro:IPR007877); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF707) (TAIR:AT1G13000.2); Has 327 Blast hits to 326 proteins in 27 species: Archae - 0; Bacteria - 15; Metazoa - 0; Fungi - 0; Plants - 307; Viruses - 0; Other Eukaryotes - 5 (source: NCBI BLink).		protein_coding

		XLOC_022816		XLOC_022816		AT4G37980		4:17852440-17854500		WT inflorescence		ebs inflorescence		OK		24.1224		42.4306		0.814734		3.61503		5.00E-05		0.000788747		yes				AT5G51950		AT5G51950.1		Glucose-methanol-choline (GMC) oxidoreductase family protein; FUNCTIONS IN: aldehyde-lyase activity, oxidoreductase activity, acting on CH-OH group of donors, FAD binding; INVOLVED IN: response to salt stress; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Glucose-methanol-choline oxidoreductase, N-terminal (InterPro:IPR000172), Glucose-methanol-choline oxidoreductase (InterPro:IPR012132), Glucose-methanol-choline oxidoreductase, C-terminal (InterPro:IPR007867); BEST Arabidopsis thaliana protein match is: Glucose-methanol-choline (GMC) oxidoreductase family protein (TAIR:AT3G56060.1); Has 10743 Blast hits to 10416 proteins in 1097 species: Archae - 4; Bacteria - 3990; Metazoa - 824; Fungi - 1486; Plants - 311; Viruses - 15; Other Eukaryotes - 4113 (source: NCBI BLink).		protein_coding

		XLOC_003952		XLOC_003952		AT1G75360		1:28274587-28275990		WT inflorescence		ebs inflorescence		OK		1.22265		2.1492		0.813785		1.28985		0.0066		0.0459141		yes				AT1G23150		AT1G23150.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G70780.1); Has 124 Blast hits to 124 proteins in 17 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 124; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013097		XLOC_013097		AT2G35930		2:15082854-15084473		WT inflorescence		ebs inflorescence		OK		2.54415		4.47119		0.813474		1.52267		0.00085		0.00894144		yes				AT1G75530		AT1G75530.1		Forkhead-associated (FHA) domain-containing protein ; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: SMAD/FHA domain (InterPro:IPR008984), Forkhead-associated (FHA) domain (InterPro:IPR000253); BEST Arabidopsis thaliana protein match is: Forkhead-associated (FHA) domain-containing protein  (TAIR:AT3G54350.3); Has 370 Blast hits to 247 proteins in 81 species: Archae - 0; Bacteria - 2; Metazoa - 217; Fungi - 16; Plants - 96; Viruses - 0; Other Eukaryotes - 39 (source: NCBI BLink).		protein_coding

		XLOC_032298		XLOC_032298		AT5G57170		5:23162070-23163280		WT inflorescence		ebs inflorescence		OK		33.7507		59.1881		0.810387		2.15045		5.00E-05		0.000788747		yes				AT5G59490		AT5G59490.1		Haloacid dehalogenase-like hydrolase (HAD) superfamily protein; FUNCTIONS IN: hydrolase activity; LOCATED IN: cellular_component unknown; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pyrimidine 5-nucleotidase (InterPro:IPR010237), HAD-superfamily hydrolase, subfamily IA, variant 3 (InterPro:IPR006402); BEST Arabidopsis thaliana protein match is: Haloacid dehalogenase-like hydrolase (HAD) superfamily protein (TAIR:AT5G02230.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_020423		XLOC_020423		AT4G00310		4:133642-135469		WT inflorescence		ebs inflorescence		OK		15.2819		26.7936		0.810069		3.1727		5.00E-05		0.000788747		yes				AT1G48150		AT1G48150.1		MADS-box transcription factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Transcription factor, MADS-box (InterPro:IPR002100); BEST Arabidopsis thaliana protein match is: 2Fe-2S ferredoxin-like superfamily protein (TAIR:AT1G50780.1); Has 448 Blast hits to 448 proteins in 59 species: Archae - 0; Bacteria - 2; Metazoa - 15; Fungi - 30; Plants - 389; Viruses - 0; Other Eukaryotes - 12 (source: NCBI BLink).		protein_coding

		XLOC_029118		XLOC_029118		AT5G66040		5:26410519-26411355		WT inflorescence		ebs inflorescence		OK		43.4902		76.1752		0.808633		3.08998		5.00E-05		0.000788747		yes				AT5G09560		AT5G09560.1		RNA-binding KH domain-containing protein; FUNCTIONS IN: RNA binding, nucleic acid binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: K Homology (InterPro:IPR004087), K Homology, type 1, subgroup (InterPro:IPR018111), K Homology, type 1 (InterPro:IPR004088); BEST Arabidopsis thaliana protein match is: RNA-binding KH domain-containing protein (TAIR:AT5G64390.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_028129		XLOC_028129		AT5G48900		5:19825136-19829092		WT inflorescence		ebs inflorescence		OK		6.65721		11.6602		0.808603		1.37072		0.00665		0.0461832		yes				AT1G72230		AT1G72230.1		Cupredoxin superfamily protein; FUNCTIONS IN: electron carrier activity, copper ion binding; LOCATED IN: anchored to membrane; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Plastocyanin-like (InterPro:IPR003245), Cupredoxin (InterPro:IPR008972), Blue (type 1) copper domain (InterPro:IPR000923); BEST Arabidopsis thaliana protein match is: Cupredoxin superfamily protein (TAIR:AT1G22480.1); Has 1425 Blast hits to 1386 proteins in 65 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 0; Plants - 1420; Viruses - 0; Other Eukaryotes - 3 (source: NCBI BLink).		protein_coding

		XLOC_031033		XLOC_031033		AT5G35735		5:13900751-13902997		WT inflorescence		ebs inflorescence		OK		4.28644		7.49733		0.806599		1.06914		0.0055		0.0398804		yes				AT1G19840		AT1G19840.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT1G75590.1); Has 1391 Blast hits to 1377 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1390; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_003711		XLOC_003711		AT1G70940		1:26743053-26746395		WT inflorescence		ebs inflorescence		OK		15.8782		27.7692		0.806438		2.21953		5.00E-05		0.000788747		yes				AT5G57720		AT5G57720.1		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT3G06160.2); Has 295 Blast hits to 283 proteins in 22 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 6; Plants - 282; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_003286		XLOC_003286		AT1G63540,AT1G63550		1:23566957-23571107		WT inflorescence		ebs inflorescence		OK		3.20478		5.60373		0.806162		2.15165		5.00E-05		0.000788747		yes				AT4G14815		AT4G14815.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: anchored to membrane; EXPRESSED IN: petal, leaf whorl, sepal, flower; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/Par allergen (InterPro:IPR000528), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G22600.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_033126		XLOC_033126		ATCG00770		Pt:80067-80472		WT inflorescence		ebs inflorescence		OK		8.3692		14.6079		0.803589		1.47299		0.00455		0.0345647		yes				AT3G01030		AT3G01030.1		C2H2 and C2HC zinc fingers superfamily protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: C2H2-type zinc finger family protein (TAIR:AT5G15480.1); Has 99 Blast hits to 95 proteins in 17 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 0; Plants - 97; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020485		XLOC_020485		AT4G01440		4:596398-598718		WT inflorescence		ebs inflorescence		OK		6.61629		11.5293		0.801215		2.38685		5.00E-05		0.000788747		yes				AT5G62065		AT5G62065.1		Encodes a Protease inhibitor/seed storage/LTP family protein. Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the lipid transfer protein (PR-14) family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding

		XLOC_007504		XLOC_007504		AT1G66140		1:24619836-24622004		WT inflorescence		ebs inflorescence		OK		6.06011		10.5593		0.801097		2.39715		5.00E-05		0.000788747		yes				AT1G05920		AT1G05920.1		FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF313 (InterPro:IPR005508), Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: Domain of unknown function (DUF313)  (TAIR:AT3G24850.1); Has 196 Blast hits to 185 proteins in 22 species: Archae - 0; Bacteria - 7; Metazoa - 15; Fungi - 10; Plants - 139; Viruses - 0; Other Eukaryotes - 25 (source: NCBI BLink).		protein_coding

		XLOC_021833		XLOC_021833		AT4G20840		4:11157915-11159535		WT inflorescence		ebs inflorescence		OK		2.6762		4.6626		0.800949		1.98049		0.00025		0.00319302		yes				AT2G20870		AT2G20870.1		cell wall protein precursor, putative; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 7 growth stages; BEST Arabidopsis thaliana protein match is: hydroxyproline-rich glycoprotein family protein (TAIR:AT4G28160.1); Has 75 Blast hits to 75 proteins in 18 species: Archae - 0; Bacteria - 27; Metazoa - 5; Fungi - 2; Plants - 41; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_011973		XLOC_011973		AT2G16670		2:7224340-7228819		WT inflorescence		ebs inflorescence		OK		0.758735		1.32133		0.80032		1.86211		0.0004		0.00477681		yes				AT1G18265		AT1G18265.1		Protein of unknown function, DUF593; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF593 (InterPro:IPR007656); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF593 (TAIR:AT5G16720.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_025039		XLOC_025039		AT4G32340		4:15612583-15614305		WT inflorescence		ebs inflorescence		OK		35.3652		61.5821		0.800183		3.41232		5.00E-05		0.000788747		yes				AT3G58280		AT3G58280.1		Arabidopsis phospholipase-like protein (PEARLI 4) with TRAF-like domain; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083), Phospholipase-like, arabidopsis (InterPro:IPR007942); BEST Arabidopsis thaliana protein match is: TRAF-like superfamily protein (TAIR:AT3G58290.1); Has 439 Blast hits to 406 proteins in 25 species: Archae - 0; Bacteria - 7; Metazoa - 0; Fungi - 0; Plants - 425; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_029284		XLOC_029284		AT5G02490		5:550034-552647		WT inflorescence		ebs inflorescence		OK		46.1316		80.2703		0.799111		3.85306		5.00E-05		0.000788747		yes				AT5G37470		AT5G37470.1		Family of unknown function (DUF577); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF577 (InterPro:IPR007598); BEST Arabidopsis thaliana protein match is: Family of unknown function (DUF577) (TAIR:AT5G37460.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_015218		XLOC_015218		AT3G25900		3:9480824-9482926		WT inflorescence		ebs inflorescence		OK		9.92337		17.2641		0.798874		1.44667		0.00345		0.0274774		yes				AT2G42180		AT2G42180.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G57950.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_001030		XLOC_001030		AT1G19150		1:6612748-6613972		WT inflorescence		ebs inflorescence		OK		28.1518		48.9048		0.796749		3.20443		5.00E-05		0.000788747		yes				AT5G06520		AT5G06520.1		SWAP (Suppressor-of-White-APricot)/surp domain-containing protein; FUNCTIONS IN: RNA binding; INVOLVED IN: RNA processing; LOCATED IN: cellular_component unknown; EXPRESSED IN: sepal; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: SWAP/Surp (InterPro:IPR000061); BEST Arabidopsis thaliana protein match is: SWAP (Suppressor-of-White-APricot)/surp domain-containing protein / ubiquitin family protein (TAIR:AT1G14650.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_028106		XLOC_028106		AT5G48500		5:19652990-19654244		WT inflorescence		ebs inflorescence		OK		50.5864		87.8077		0.795598		3.7343		5.00E-05		0.000788747		yes				AT2G16760		AT2G16760.1		Calcium-dependent phosphotriesterase superfamily protein; FUNCTIONS IN: molecular_function unknown; LOCATED IN: endoplasmic reticulum; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: SMP-30/Gluconolaconase/LRE-like region (InterPro:IPR013658), Six-bladed beta-propeller, TolB-like (InterPro:IPR011042); BEST Arabidopsis thaliana protein match is: Calcium-dependent phosphotriesterase superfamily protein (TAIR:AT2G47370.1); Has 136 Blast hits to 136 proteins in 42 species: Archae - 0; Bacteria - 57; Metazoa - 0; Fungi - 2; Plants - 73; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_010800		XLOC_010800		AT2G43510		2:18067171-18067802		WT inflorescence		ebs inflorescence		OK		26.7108		46.3589		0.795423		2.20776		5.00E-05		0.000788747		yes				AT1G52430		AT1G52430.1		Ubiquitin carboxyl-terminal hydrolase-related protein; FUNCTIONS IN: ubiquitin thiolesterase activity; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase-related protein (TAIR:AT1G52450.1); Has 246 Blast hits to 212 proteins in 30 species: Archae - 0; Bacteria - 20; Metazoa - 11; Fungi - 4; Plants - 197; Viruses - 0; Other Eukaryotes - 14 (source: NCBI BLink).		protein_coding

		XLOC_016410		XLOC_016410		AT3G51870		3:19243949-19246936		WT inflorescence		ebs inflorescence		OK		21.3217		36.9891		0.794781		3.50874		5.00E-05		0.000788747		yes				AT5G16920		AT5G16920.1		Fasciclin-like arabinogalactan family protein; FUNCTIONS IN: molecular_function unknown; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: FAS1 domain (InterPro:IPR000782); BEST Arabidopsis thaliana protein match is: Fasciclin-like arabinogalactan family protein (TAIR:AT5G26730.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_014722		XLOC_014722		AT3G18080		3:6191556-6194452		WT inflorescence		ebs inflorescence		OK		141.035		244.592		0.794316		3.45121		5.00E-05		0.000788747		yes				AT5G56368		AT5G56368.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_008036		XLOC_008036		AT1G76080		1:28547785-28549419		WT inflorescence		ebs inflorescence		OK		32.2435		55.9062		0.794001		3.63934		5.00E-05		0.000788747		yes				AT1G63630		AT1G63630.1		Tetratricopeptide repeat (TPR)-like superfamily protein; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT1G63230.1); Has 61970 Blast hits to 14178 proteins in 278 species: Archae - 7; Bacteria - 38; Metazoa - 571; Fungi - 630; Plants - 59226; Viruses - 0; Other Eukaryotes - 1498 (source: NCBI BLink).		protein_coding

		XLOC_004458		XLOC_004458		AT1G04800		1:1348451-1349286		WT inflorescence		ebs inflorescence		OK		46.8335		81.065		0.791538		3.49058		5.00E-05		0.000788747		yes				AT3G51440		AT3G51440.1		Calcium-dependent phosphotriesterase superfamily protein; FUNCTIONS IN: strictosidine synthase activity; INVOLVED IN: alkaloid biosynthetic process, biosynthetic process; LOCATED IN: endoplasmic reticulum; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Strictosidine synthase, conserved region (InterPro:IPR018119), Strictosidine synthase (InterPro:IPR004141), Six-bladed beta-propeller, TolB-like (InterPro:IPR011042); BEST Arabidopsis thaliana protein match is: Calcium-dependent phosphotriesterase superfamily protein (TAIR:AT3G51430.1); Has 1624 Blast hits to 1611 proteins in 398 species: Archae - 36; Bacteria - 672; Metazoa - 222; Fungi - 24; Plants - 455; Viruses - 0; Other Eukaryotes - 215 (source: NCBI BLink).		protein_coding

		XLOC_002864		XLOC_002864		AT1G55370		1:20674782-20676449		WT inflorescence		ebs inflorescence		OK		15.1783		26.2646		0.791104		3.17448		5.00E-05		0.000788747		yes				AT3G21910		AT3G21910.1		Domain of unknown function (DUF26); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF26 (InterPro:IPR002902); BEST Arabidopsis thaliana protein match is: Domain of unknown function (DUF26) (TAIR:AT3G21930.1); Has 1371 Blast hits to 1340 proteins in 20 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1371; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_019986		XLOC_019986		AT3G56620		3:20972502-20974611		WT inflorescence		ebs inflorescence		OK		5.45235		9.42286		0.789286		2.0386		5.00E-05		0.000788747		yes				AT1G70270		AT1G70270.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G23965.1); Has 20 Blast hits to 20 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 20; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018510		XLOC_018510		AT3G26450		3:9681297-9683434		WT inflorescence		ebs inflorescence		OK		28.9216		49.9815		0.789249		3.28525		5.00E-05		0.000788747		yes				AT2G33815		AT2G33815.1		Potential natural antisense gene, locus overlaps with AT2G33810		other_rna

		XLOC_014774		XLOC_014774		AT3G18950		3:6536714-6538658		WT inflorescence		ebs inflorescence		OK		1.51227		2.61226		0.788581		1.51228		0.00215		0.018878		yes				AT1G42705		AT1G42705.1		transposable element gene; hAT-like transposase family (hobo/Ac/Tam3), has a 2.3e-66 P-value blast match to GB:AAD24567 transposase Tag2 (hAT-element) (Arabidopsis thaliana)		transposable_element_gene

		XLOC_001410		XLOC_001410		AT1G26730		1:9241434-9244650		WT inflorescence		ebs inflorescence		OK		2.20015		3.79955		0.78823		2.05786		5.00E-05		0.000788747		yes				AT2G40130		AT2G40130.2		Double Clp-N motif-containing P-loop nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: ATP binding; INVOLVED IN: biological_process unknown; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: ATPase, AAA-2 (InterPro:IPR013093); BEST Arabidopsis thaliana protein match is: Double Clp-N motif-containing P-loop nucleoside triphosphate hydrolases superfamily protein (TAIR:AT2G29970.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_027159		XLOC_027159		AT5G33290		5:12558255-12562020		WT inflorescence		ebs inflorescence		OK		1.2889		2.22528		0.787838		1.38846		0.0034		0.0271534		yes				AT3G10116		AT3G10116.1		COBRA-like extracellular glycosyl-phosphatidyl inositol-anchored protein family; CONTAINS InterPro DOMAIN/s: Glycosyl-phosphatidyl inositol-anchored, plant (InterPro:IPR006918); Has 64 Blast hits to 64 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 64; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_033094		XLOC_033094		ATCG00170		Pt:15937-20068		WT inflorescence		ebs inflorescence		OK		1.30727		2.25447		0.786235		2.1543		5.00E-05		0.000788747		yes				AT1G54300		AT1G54300.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G05770.1); Has 107 Blast hits to 107 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 94; Viruses - 0; Other Eukaryotes - 13 (source: NCBI BLink).		protein_coding

		XLOC_031173		XLOC_031173		AT5G37500		5:14889691-14895214		WT inflorescence		ebs inflorescence		OK		3.28635		5.66194		0.784809		2.20326		5.00E-05		0.000788747		yes				AT5G51530		AT5G51530.1		Ubiquitin carboxyl-terminal hydrolase-related protein; FUNCTIONS IN: ubiquitin thiolesterase activity; INVOLVED IN: ubiquitin-dependent protein catabolic process; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase-related protein (TAIR:AT5G61950.1); Has 222 Blast hits to 192 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 3; Plants - 213; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_026655		XLOC_026655		AT5G23820		5:8031267-8033020		WT inflorescence		ebs inflorescence		OK		54.1409		93.1791		0.783287		2.87208		5.00E-05		0.000788747		yes				AT2G41312		AT2G41312.1		Unknown gene		other_rna

		XLOC_024628		XLOC_024628		AT4G25260		4:12935709-12936658		WT inflorescence		ebs inflorescence		OK		10.7296		18.4059		0.778572		2.41685		5.00E-05		0.000788747		yes				AT2G27240		AT2G27240.1		Aluminium activated malate transporter family protein; INVOLVED IN: response to aluminum ion; EXPRESSED IN: embryo, sepal, male gametophyte, flower, seed; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Malate transporter, aliminium toerance (InterPro:IPR020966); BEST Arabidopsis thaliana protein match is: Aluminium activated malate transporter family protein (TAIR:AT1G08440.1); Has 441 Blast hits to 439 proteins in 67 species: Archae - 0; Bacteria - 64; Metazoa - 0; Fungi - 6; Plants - 353; Viruses - 0; Other Eukaryotes - 18 (source: NCBI BLink).		protein_coding

		XLOC_026056		XLOC_026056		AT5G11530		5:3695861-3701548		WT inflorescence		ebs inflorescence		OK		17.3677		29.7684		0.777373		3.69749		5.00E-05		0.000788747		yes				AT3G20450		AT3G20450.1		B-cell receptor-associated protein 31-like ; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: intracellular protein transport; LOCATED IN: endomembrane system, integral to membrane, endoplasmic reticulum; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: B-cell receptor-associated 31-like (InterPro:IPR008417); BEST Arabidopsis thaliana protein match is: B-cell receptor-associated protein 31-like  (TAIR:AT1G11905.1); Has 121 Blast hits to 121 proteins in 12 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 121; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032337		XLOC_032337		AT5G57785		5:23408895-23409422		WT inflorescence		ebs inflorescence		OK		35.4555		60.6695		0.77496		2.74941		5.00E-05		0.000788747		yes				AT2G29600		AT2G29600.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT2G29800.1); Has 4356 Blast hits to 3580 proteins in 258 species: Archae - 10; Bacteria - 283; Metazoa - 2658; Fungi - 12; Plants - 1130; Viruses - 133; Other Eukaryotes - 130 (source: NCBI BLink).		protein_coding

		XLOC_010351		XLOC_010351		AT2G35640		2:14982607-14984182		WT inflorescence		ebs inflorescence		OK		3.65219		6.24718		0.774442		1.43623		0.0042		0.0323762		yes				AT1G32910		AT1G32910.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT1G78990.1); Has 2266 Blast hits to 2253 proteins in 120 species: Archae - 0; Bacteria - 2; Metazoa - 0; Fungi - 22; Plants - 2240; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_001278		XLOC_001278		AT1G23480		1:8333019-8336385		WT inflorescence		ebs inflorescence		OK		8.16661		13.9422		0.771645		2.6014		5.00E-05		0.000788747		yes				AT2G32310		AT2G32310.1		CCT motif family protein; CONTAINS InterPro DOMAIN/s: CCT domain (InterPro:IPR010402); BEST Arabidopsis thaliana protein match is: B-box type zinc finger protein with CCT domain (TAIR:AT3G21880.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_007568		XLOC_007568		AT1G67195		1:25137110-25137937		WT inflorescence		ebs inflorescence		OK		16.668		28.4545		0.771572		2.30532		5.00E-05		0.000788747		yes				AT2G27630		AT2G27630.1		Ubiquitin carboxyl-terminal hydrolase-related protein; FUNCTIONS IN: ubiquitin thiolesterase activity, zinc ion binding; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394), Zinc finger, C2H2-type (InterPro:IPR007087), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase-related protein (TAIR:AT2G27650.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_011818		XLOC_011818		AT2G14220		2:6024059-6027028		WT inflorescence		ebs inflorescence		OK		1.59737		2.72689		0.771559		2.00963		0.0001		0.0014466		yes				AT1G65160		AT1G65160.1		Ubiquitin carboxyl-terminal hydrolase family protein; FUNCTIONS IN: ubiquitin thiolesterase activity; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase family protein (TAIR:AT1G65140.1); Has 215 Blast hits to 215 proteins in 39 species: Archae - 0; Bacteria - 0; Metazoa - 70; Fungi - 0; Plants - 138; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_012778		XLOC_012778		AT2G30520		2:13002741-13005600		WT inflorescence		ebs inflorescence		OK		8.97558		15.3113		0.770517		1.24994		0.00515		0.0379359		yes				AT3G13660		AT3G13660.1		Disease resistance-responsive (dirigent-like protein) family protein; CONTAINS InterPro DOMAIN/s: Plant disease resistance response protein (InterPro:IPR004265); BEST Arabidopsis thaliana protein match is: Disease resistance-responsive (dirigent-like protein) family protein (TAIR:AT1G55210.2); Has 807 Blast hits to 806 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 807; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004844		XLOC_004844		AT1G11112		1:3712998-3713735		WT inflorescence		ebs inflorescence		OK		6.29055		10.7173		0.76868		1.7862		0.0009		0.00936597		yes				AT1G19396		AT1G19396.2		unknown protein.		protein_coding

		XLOC_004719		XLOC_004719		AT1G09170		1:2956588-2962207		WT inflorescence		ebs inflorescence		OK		0.902823		1.53766		0.768218		1.63334		0.0026		0.0219959		yes				AT5G09570		AT5G09570.1		Cox19-like CHCH family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: CHCH (InterPro:IPR010625); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G64400.1); Has 185 Blast hits to 185 proteins in 73 species: Archae - 0; Bacteria - 0; Metazoa - 47; Fungi - 43; Plants - 59; Viruses - 0; Other Eukaryotes - 36 (source: NCBI BLink).		protein_coding

		XLOC_006962		XLOC_006962		AT1G55610		1:20779873-20784017		WT inflorescence		ebs inflorescence		OK		0.875115		1.48932		0.767109		1.43918		0.0022		0.0192507		yes				AT3G13900		AT3G13900.1		ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism; INVOLVED IN: ATP biosynthetic process, phospholipid transport; LOCATED IN: integral to membrane, membrane; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, P-type, phospholipid-translocating, flippase (InterPro:IPR006539), ATPase, P-type, ATPase-associated domain (InterPro:IPR008250), ATPase, P-type, K/Mg/Cd/Cu/Zn/Na/Ca/Na/H-transporter (InterPro:IPR001757), ATPase, P-type phosphorylation site (InterPro:IPR018303); BEST Arabidopsis thaliana protein match is: ATPase E1-E2 type family protein / haloacid dehalogenase-like hydrolase family protein (TAIR:AT1G54280.1); Has 2989 Blast hits to 2738 proteins in 536 species: Archae - 31; Bacteria - 1088; Metazoa - 612; Fungi - 467; Plants - 304; Viruses - 0; Other Eukaryotes - 487 (source: NCBI BLink).		protein_coding

		XLOC_030084		XLOC_030084		AT5G17700		5:5830580-5833901		WT inflorescence		ebs inflorescence		OK		14.5256		24.7159		0.766845		3.35379		5.00E-05		0.000788747		yes				AT1G03010		AT1G03010.1		Phototropic-responsive NPH3 family protein; FUNCTIONS IN: signal transducer activity; INVOLVED IN: response to light stimulus, pollen tube growth; EXPRESSED IN: leaf apex, inflorescence meristem, cauline leaf, root, flower; EXPRESSED DURING: M germinated pollen stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: NPH3 (InterPro:IPR004249), BTB/POZ fold (InterPro:IPR011333), BTB/POZ-like (InterPro:IPR000210); BEST Arabidopsis thaliana protein match is: Phototropic-responsive NPH3 family protein (TAIR:AT2G47860.1); Has 882 Blast hits to 854 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 10; Fungi - 0; Plants - 870; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_016826		XLOC_016826		AT3G59670		3:22039475-22042713		WT inflorescence		ebs inflorescence		OK		13.0495		22.167		0.764421		3.32688		5.00E-05		0.000788747		yes				AT5G22860		AT5G22860.1		Serine carboxypeptidase S28 family protein; FUNCTIONS IN: serine-type peptidase activity, peptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase S28 (InterPro:IPR008758); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT2G24280.1); Has 1224 Blast hits to 1198 proteins in 170 species: Archae - 0; Bacteria - 11; Metazoa - 605; Fungi - 185; Plants - 238; Viruses - 0; Other Eukaryotes - 185 (source: NCBI BLink).		protein_coding

		XLOC_022782		XLOC_022782		AT4G37390		4:17579656-17582022		WT inflorescence		ebs inflorescence		OK		5.4393		9.23832		0.764208		2.23479		5.00E-05		0.000788747		yes				AT1G15850		AT1G15850.1		Transducin/WD40 repeat-like superfamily protein; FUNCTIONS IN: nucleotide binding; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: WD40 repeat 2 (InterPro:IPR019782), WD40 repeat-like-containing domain (InterPro:IPR011046), WD40-repeat-containing domain (InterPro:IPR017986), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), WD40 repeat (InterPro:IPR001680), WD40 repeat, subgroup (InterPro:IPR019781); BEST Arabidopsis thaliana protein match is: Transducin/WD40 repeat-like superfamily protein (TAIR:AT1G80670.1); Has 13036 Blast hits to 6879 proteins in 476 species: Archae - 26; Bacteria - 4384; Metazoa - 3193; Fungi - 2897; Plants - 1043; Viruses - 0; Other Eukaryotes - 1493 (source: NCBI BLink).		protein_coding

		XLOC_030630		XLOC_030630		AT5G28030		5:10030405-10032451		WT inflorescence		ebs inflorescence		OK		12.0924		20.5349		0.763984		2.0111		5.00E-05		0.000788747		yes				AT2G31215		AT2G31215.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT2G31210.1); Has 776 Blast hits to 776 proteins in 74 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 4; Plants - 772; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026036		XLOC_026036		AT5G11190		5:3564975-3566051		WT inflorescence		ebs inflorescence		OK		5.55185		9.42468		0.763475		1.47608		0.00495		0.0368486		yes				AT1G08670		AT1G08670.1		ENTH/VHS family protein; CONTAINS InterPro DOMAIN/s: Epsin, N-terminal (InterPro:IPR001026), Epsin-like, N-terminal (InterPro:IPR013809), ENTH/VHS (InterPro:IPR008942); BEST Arabidopsis thaliana protein match is: ENTH/VHS family protein (TAIR:AT3G46540.1); Has 902 Blast hits to 902 proteins in 167 species: Archae - 0; Bacteria - 0; Metazoa - 537; Fungi - 217; Plants - 109; Viruses - 0; Other Eukaryotes - 39 (source: NCBI BLink).		protein_coding

		XLOC_029800		XLOC_029800		AT5G12270		5:3970130-3971301		WT inflorescence		ebs inflorescence		OK		6.16811		10.4699		0.763349		2.13886		5.00E-05		0.000788747		yes				AT3G23770		AT3G23770.1		O-Glycosyl hydrolases family 17 protein; FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: X8 (InterPro:IPR012946), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, family 17 (InterPro:IPR000490), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: O-Glycosyl hydrolases family 17 protein (TAIR:AT4G14080.1); Has 2823 Blast hits to 2749 proteins in 147 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 32; Plants - 2780; Viruses - 0; Other Eukaryotes - 8 (source: NCBI BLink).		protein_coding

		XLOC_019238		XLOC_019238		AT3G44205		3:15913020-15915321		WT inflorescence		ebs inflorescence		OK		1.25011		2.12111		0.762764		1.6376		0.00145		0.0137497		yes				AT3G61810		AT3G61810.1		Glycosyl hydrolase family 17 protein; FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, family 17 (InterPro:IPR000490), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: O-Glycosyl hydrolases family 17 protein (TAIR:AT4G29360.1); Has 2169 Blast hits to 2156 proteins in 157 species: Archae - 0; Bacteria - 2; Metazoa - 3; Fungi - 56; Plants - 2095; Viruses - 0; Other Eukaryotes - 13 (source: NCBI BLink).		protein_coding

		XLOC_027886		XLOC_027886		AT5G44630		5:18003254-18005616		WT inflorescence		ebs inflorescence		OK		22.1341		37.5515		0.762599		2.46795		5.00E-05		0.000788747		yes				AT1G05930		AT1G05930.1		FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF313 (InterPro:IPR005508), Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: Domain of unknown function (DUF313)  (TAIR:AT3G24850.1); Has 119 Blast hits to 119 proteins in 5 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 119; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017877		XLOC_017877		AT3G14900		3:5013290-5015292		WT inflorescence		ebs inflorescence		OK		32.7831		55.4854		0.759155		2.37685		5.00E-05		0.000788747		yes				AT2G18969		AT2G18969.1		Encodes a atypical member of the bHLH (basic helix-loop-helix) family transcriptional factors.		protein_coding

		XLOC_001372		XLOC_001372		AT1G25460		1:8942810-8944244		WT inflorescence		ebs inflorescence		OK		2.78104		4.7069		0.759154		1.48833		0.0033		0.0265		yes				AT1G67105		AT1G67105.1		other RNA		other_rna

		XLOC_012029		XLOC_012029		AT2G17695		2:7684111-7685187		WT inflorescence		ebs inflorescence		OK		15.9364		26.9518		0.758055		1.33945		0.0061		0.0430376		yes				AT3G59160		AT3G59160.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT3G59170.1); Has 1977 Blast hits to 1916 proteins in 25 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1977; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030419		XLOC_030419		AT5G24150		5:8172315-8175431		WT inflorescence		ebs inflorescence		OK		1.8041		3.04958		0.757334		1.43401		0.0012		0.0118072		yes				AT2G42990		AT2G42990.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: GDSL-like Lipase/Acylhydrolase superfamily protein (TAIR:AT2G04570.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_019153		XLOC_019153		transcript:AT3G43310.1		3:15265922-15268370		WT inflorescence		ebs inflorescence		OK		5.45731		9.22405		0.75721		2.7834		5.00E-05		0.000788747		yes				AT3G12430		AT3G12430.1		Polynucleotidyl transferase, ribonuclease H-like superfamily protein; FUNCTIONS IN: 3'-5' exonuclease activity, nucleic acid binding; INVOLVED IN: nucleobase, nucleoside, nucleotide and nucleic acid metabolic process; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Polynucleotidyl transferase, ribonuclease H fold (InterPro:IPR012337), 3&apos;-5&apos; exonuclease (InterPro:IPR002562); BEST Arabidopsis thaliana protein match is: Polynucleotidyl transferase, ribonuclease H-like superfamily protein (TAIR:AT3G12460.1); Has 196 Blast hits to 186 proteins in 19 species: Archae - 0; Bacteria - 2; Metazoa - 15; Fungi - 0; Plants - 179; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029670		XLOC_029670		AT5G10030		5:3137309-3145730		WT inflorescence		ebs inflorescence		OK		4.17049		7.04589		0.756565		1.40719		0.0043		0.0329726		yes				AT3G50850		AT3G50850.1		Putative methyltransferase family protein; CONTAINS InterPro DOMAIN/s: Methyltransferase-16, putative (InterPro:IPR019410); BEST Arabidopsis thaliana protein match is: Putative methyltransferase family protein (TAIR:AT5G49560.1); Has 1235 Blast hits to 1235 proteins in 193 species: Archae - 0; Bacteria - 22; Metazoa - 380; Fungi - 406; Plants - 294; Viruses - 0; Other Eukaryotes - 133 (source: NCBI BLink).		protein_coding

		XLOC_029424		XLOC_029424		AT5G05060		5:1493718-1495085		WT inflorescence		ebs inflorescence		OK		68.9805		116.47		0.755693		3.63461		5.00E-05		0.000788747		yes				AT5G27660		AT5G27660.1		Trypsin family protein with PDZ domain; FUNCTIONS IN: serine-type peptidase activity, catalytic activity, serine-type endopeptidase activity; INVOLVED IN: proteolysis; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Serine/cysteine peptidase, trypsin-like (InterPro:IPR009003), Peptidase S1C, HrtA/DegP2/Q/S (InterPro:IPR001940), Peptidase S1/S6, chymotrypsin/Hap (InterPro:IPR001254), PDZ/DHR/GLGF (InterPro:IPR001478); BEST Arabidopsis thaliana protein match is: DegP protease 1 (TAIR:AT3G27925.1); Has 16463 Blast hits to 16423 proteins in 2614 species: Archae - 115; Bacteria - 10782; Metazoa - 377; Fungi - 151; Plants - 529; Viruses - 0; Other Eukaryotes - 4509 (source: NCBI BLink).		protein_coding

		XLOC_025348		XLOC_025348		AT4G37925		4:17830561-17831554		WT inflorescence		ebs inflorescence		OK		21.2786		35.9159		0.755216		2.77583		5.00E-05		0.000788747		yes				AT3G57460		AT3G57460.1		catalytics;metal ion binding; FUNCTIONS IN: catalytic activity, metal ion binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Metalloenzyme, LuxS/M16 peptidase-like, metal-binding (InterPro:IPR011249); BEST Arabidopsis thaliana protein match is: Insulinase (Peptidase family M16) family protein (TAIR:AT3G57470.1); Has 1493 Blast hits to 898 proteins in 288 species: Archae - 0; Bacteria - 451; Metazoa - 456; Fungi - 242; Plants - 223; Viruses - 0; Other Eukaryotes - 121 (source: NCBI BLink).		protein_coding

		XLOC_013787		XLOC_013787		AT3G01440		3:168434-172022		WT inflorescence		ebs inflorescence		OK		11.456		19.3243		0.754308		1.72967		0.00035		0.00424685		yes				AT5G21900		AT5G21900.1		RNI-like superfamily protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G06040.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_025310		XLOC_025310		AT4G37310		4:17555926-17558943		WT inflorescence		ebs inflorescence		OK		3.70217		6.23951		0.75306		2.02116		5.00E-05		0.000788747		yes				AT1G19470		AT1G19470.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT1G19460.1); Has 1608 Blast hits to 1548 proteins in 136 species: Archae - 0; Bacteria - 86; Metazoa - 423; Fungi - 8; Plants - 1021; Viruses - 35; Other Eukaryotes - 35 (source: NCBI BLink).		protein_coding

		XLOC_028319		XLOC_028319		AT5G52250		5:21216854-21218226		WT inflorescence		ebs inflorescence		OK		1.9676		3.31405		0.752154		1.29155		0.0045		0.0342487		yes				AT4G18090		AT4G18090.1		unknown protein; Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_003238		XLOC_003238		AT1G62660		1:23199717-23203765		WT inflorescence		ebs inflorescence		OK		4.55429		7.66663		0.751367		2.46544		5.00E-05		0.000788747		yes				AT3G06125		AT3G06125.1		Unknown gene		other_rna

		XLOC_008037		XLOC_008037		AT1G76090		1:28550408-28551781		WT inflorescence		ebs inflorescence		OK		13.7915		23.1767		0.748894		2.79025		5.00E-05		0.000788747		yes				AT1G27260		AT1G27260.1		Paired amphipathic helix (PAH2) superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Paired amphipathic helix (InterPro:IPR003822); BEST Arabidopsis thaliana protein match is: Paired amphipathic helix (PAH2) superfamily protein (TAIR:AT1G23810.1); Has 1078 Blast hits to 561 proteins in 156 species: Archae - 0; Bacteria - 0; Metazoa - 392; Fungi - 252; Plants - 385; Viruses - 0; Other Eukaryotes - 49 (source: NCBI BLink).		protein_coding

		XLOC_012659		XLOC_012659		AT2G28550		2:12225841-12228543		WT inflorescence		ebs inflorescence		OK		14.2625		23.9626		0.748559		2.14948		5.00E-05		0.000788747		yes				AT5G53750		AT5G53750.1		CBS domain-containing protein; CONTAINS InterPro DOMAIN/s: Cystathionine beta-synthase, core (InterPro:IPR000644); BEST Arabidopsis thaliana protein match is: Cystathionine beta-synthase (CBS) family protein (TAIR:AT4G27460.1); Has 152 Blast hits to 152 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 150; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_013963		XLOC_013963		AT3G04550		3:1225921-1229408		WT inflorescence		ebs inflorescence		OK		107.391		180.364		0.748045		3.10972		5.00E-05		0.000788747		yes				AT2G41415		AT2G41415.1		Encodes a Maternally expressed gene (MEG) family protein		protein_coding

		XLOC_013552		XLOC_013552		AT2G43920		2:18189007-18191348		WT inflorescence		ebs inflorescence		OK		3.05012		5.12062		0.747454		1.26363		0.005		0.0371395		yes				AT1G48740		AT1G48740.2		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, L-ascorbic acid binding, iron ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Prolyl 4-hydroxylase, alpha subunit (InterPro:IPR006620); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT5G43660.1).		protein_coding

		XLOC_024475		XLOC_024475		AT4G22485		4:11844505-11846476		WT inflorescence		ebs inflorescence		OK		3.52071		5.90742		0.746665		2.16594		5.00E-05		0.000788747		yes				AT5G54710		AT5G54710.1		Ankyrin repeat family protein; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Ankyrin repeat-containing domain (InterPro:IPR020683), Ankyrin repeat (InterPro:IPR002110); BEST Arabidopsis thaliana protein match is: Ankyrin repeat family protein (TAIR:AT1G34050.1); Has 20807 Blast hits to 11728 proteins in 551 species: Archae - 16; Bacteria - 1568; Metazoa - 11429; Fungi - 1235; Plants - 2476; Viruses - 139; Other Eukaryotes - 3944 (source: NCBI BLink).		protein_coding

		XLOC_032327		XLOC_032327		AT5G57630		5:23340846-23343258		WT inflorescence		ebs inflorescence		OK		12.1693		20.4184		0.746621		1.68063		0.00075		0.00806418		yes				AT1G33612		AT1G33612.1		Leucine-rich repeat (LRR) family protein; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat (LRR) family protein (TAIR:AT1G33590.1).		protein_coding

		XLOC_009736		XLOC_009736		AT2G24762		2:10559383-10560175		WT inflorescence		ebs inflorescence		OK		17.8525		29.919		0.744938		2.52038		5.00E-05		0.000788747		yes				AT4G04760		AT4G04760.1		Major facilitator superfamily protein; FUNCTIONS IN: carbohydrate transmembrane transporter activity, sugar:hydrogen symporter activity; INVOLVED IN: transport, transmembrane transport; LOCATED IN: integral to membrane, membrane; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Sugar transporter, conserved site (InterPro:IPR005829), Major facilitator superfamily (InterPro:IPR020846), Sugar/inositol transporter (InterPro:IPR003663), General substrate transporter (InterPro:IPR005828), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT4G04750.1); Has 23023 Blast hits to 22536 proteins in 1742 species: Archae - 399; Bacteria - 9001; Metazoa - 4095; Fungi - 6023; Plants - 2554; Viruses - 0; Other Eukaryotes - 951 (source: NCBI BLink).		protein_coding

		XLOC_009636		XLOC_009636		AT2G22990		2:9786315-9790179		WT inflorescence		ebs inflorescence		OK		31.5314		52.8183		0.744245		3.23782		5.00E-05		0.000788747		yes				AT1G19200		AT1G19200.1		Protein of unknown function (DUF581); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF581 (InterPro:IPR007650); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF581) (TAIR:AT1G74940.1); Has 464 Blast hits to 464 proteins in 20 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 464; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009706		XLOC_009706		AT2G24300		2:10340815-10343736		WT inflorescence		ebs inflorescence		OK		2.97003		4.97241		0.743468		1.2405		0.00215		0.018878		yes				AT1G78460		AT1G78460.1		SOUL heme-binding family protein; FUNCTIONS IN: binding; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: SOUL haem-binding protein (InterPro:IPR006917); BEST Arabidopsis thaliana protein match is: SOUL heme-binding family protein (TAIR:AT1G17100.1); Has 1017 Blast hits to 990 proteins in 102 species: Archae - 6; Bacteria - 81; Metazoa - 199; Fungi - 0; Plants - 147; Viruses - 0; Other Eukaryotes - 584 (source: NCBI BLink).		protein_coding

		XLOC_010356		XLOC_010356		AT2G35700		2:15005204-15005789		WT inflorescence		ebs inflorescence		OK		6.64425		11.1199		0.742971		1.56136		0.00275		0.0230167		yes				AT5G45880		AT5G45880.1		Pollen Ole e 1 allergen and extensin family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: extracellular space, endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pollen Ole e 1 allergen/extensin (InterPro:IPR006041), Allergen Ole e 1, conserved site (InterPro:IPR006040); BEST Arabidopsis thaliana protein match is: Pollen Ole e 1 allergen and extensin family protein (TAIR:AT4G18596.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_014146		XLOC_014146		AT3G07870		3:2510782-2512394		WT inflorescence		ebs inflorescence		OK		2.35028		3.93057		0.741905		1.49366		0.0012		0.0118072		yes				AT5G44330		AT5G44330.1		Tetratricopeptide repeat (TPR)-like superfamily protein; FUNCTIONS IN: binding; INVOLVED IN: biological_process unknown; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Tetratricopeptide TPR-1 (InterPro:IPR001440), Tetratricopeptide-like helical (InterPro:IPR011990), Tetratricopeptide repeat-containing (InterPro:IPR013026), Tetratricopeptide repeat (InterPro:IPR019734); BEST Arabidopsis thaliana protein match is: Tetratricopeptide repeat (TPR)-like superfamily protein (TAIR:AT4G20900.1); Has 201 Blast hits to 199 proteins in 33 species: Archae - 2; Bacteria - 17; Metazoa - 0; Fungi - 0; Plants - 168; Viruses - 0; Other Eukaryotes - 14 (source: NCBI BLink).		protein_coding

		XLOC_018837		XLOC_018837		AT3G30700		3:12254559-12255180		WT inflorescence		ebs inflorescence		OK		8.45508		14.1239		0.740248		1.7638		0.0003		0.00373571		yes				AT5G56400		AT5G56400.1		FBD, F-box, Skp2-like and Leucine Rich Repeat domains containing protein; FUNCTIONS IN: oxidoreductase activity, transition metal ion binding; INVOLVED IN: oxidation reduction; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD (InterPro:IPR013596), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364), Ferritin/ribonucleotide reductase-like (InterPro:IPR009078), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like/FBD-like domains-containing protein (TAIR:AT5G56420.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_009822		XLOC_009822		AT2G26150		2:11135681-11137396		WT inflorescence		ebs inflorescence		OK		3.63699		6.0737		0.739831		1.60203		0.00055		0.0062255		yes				AT2G32750		AT2G32750.1		Exostosin family protein; FUNCTIONS IN: catalytic activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system, membrane; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Exostosin-like (InterPro:IPR004263); BEST Arabidopsis thaliana protein match is: galactosyltransferase 13 (TAIR:AT2G32740.1); Has 675 Blast hits to 673 proteins in 35 species: Archae - 0; Bacteria - 0; Metazoa - 6; Fungi - 4; Plants - 651; Viruses - 0; Other Eukaryotes - 14 (source: NCBI BLink).		protein_coding

		XLOC_016465		XLOC_016465		AT3G52840		3:19581112-19586299		WT inflorescence		ebs inflorescence		OK		5.6823		9.4862		0.739354		1.88928		0.0008		0.00850318		yes				AT5G64540		AT5G64540.1		unknown protein; Has 2125 Blast hits to 1062 proteins in 182 species: Archae - 6; Bacteria - 116; Metazoa - 913; Fungi - 305; Plants - 50; Viruses - 20; Other Eukaryotes - 715 (source: NCBI BLink).		protein_coding

		XLOC_019933		XLOC_019933		AT3G55560		3:20604615-20606380		WT inflorescence		ebs inflorescence		OK		8.95552		14.9447		0.738783		2.66642		5.00E-05		0.000788747		yes				AT2G25625		AT2G25625.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage; Has 24 Blast hits to 24 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 24; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018490		XLOC_018490		AT3G26210		3:9593131-9595243		WT inflorescence		ebs inflorescence		OK		2.13545		3.56313		0.738607		1.26765		0.00295		0.0243214		yes				AT1G23700		AT1G23700.1		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 4 anthesis, LP.02 two leaves visible, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase domain (InterPro:IPR002290), Tyrosine-protein kinase, catalytic domain (InterPro:IPR020635), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT1G70430.1); Has 103117 Blast hits to 102139 proteins in 2791 species: Archae - 74; Bacteria - 10936; Metazoa - 39156; Fungi - 10487; Plants - 25171; Viruses - 401; Other Eukaryotes - 16892 (source: NCBI BLink).		protein_coding

		XLOC_016325		XLOC_016325		AT3G50350		3:18672101-18674022		WT inflorescence		ebs inflorescence		OK		6.77011		11.2839		0.737013		1.38463		0.00595		0.042257		yes				AT3G59510		AT3G59510.1		Leucine-rich repeat (LRR) family protein; INVOLVED IN: signal transduction; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat (LRR) family protein (TAIR:AT2G15320.1); Has 61362 Blast hits to 22329 proteins in 929 species: Archae - 22; Bacteria - 4305; Metazoa - 9233; Fungi - 496; Plants - 43466; Viruses - 3; Other Eukaryotes - 3837 (source: NCBI BLink).		protein_coding

		XLOC_022398		XLOC_022398		AT4G30650		4:14954319-14954968		WT inflorescence		ebs inflorescence		OK		722.063		1202.06		0.735314		3.15469		5.00E-05		0.000788747		yes				AT1G52450		AT1G52450.1		Ubiquitin carboxyl-terminal hydrolase-related protein; FUNCTIONS IN: ubiquitin thiolesterase activity; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase-related protein (TAIR:AT1G52430.1); Has 265 Blast hits to 228 proteins in 35 species: Archae - 1; Bacteria - 30; Metazoa - 12; Fungi - 4; Plants - 199; Viruses - 0; Other Eukaryotes - 19 (source: NCBI BLink).		protein_coding

		XLOC_016057		XLOC_016057		AT3G45650		3:16759252-16761266		WT inflorescence		ebs inflorescence		OK		2.19227		3.64953		0.735287		1.70191		0.0011		0.0109984		yes				AT1G04570		AT1G04570.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: transport; LOCATED IN: chloroplast, membrane; CONTAINS InterPro DOMAIN/s: Biopterin transport-related protein BT1 (InterPro:IPR004324), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT2G33280.1); Has 816 Blast hits to 814 proteins in 271 species: Archae - 6; Bacteria - 387; Metazoa - 0; Fungi - 18; Plants - 232; Viruses - 0; Other Eukaryotes - 173 (source: NCBI BLink).		protein_coding

		XLOC_014095		XLOC_014095		AT3G06980		3:2201466-2204833		WT inflorescence		ebs inflorescence		OK		33.0277		54.9786		0.735193		3.35179		5.00E-05		0.000788747		yes				AT2G42885		AT2G42885.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_005085		XLOC_005085		AT1G15310		1:5269018-5272058		WT inflorescence		ebs inflorescence		OK		5.70617		9.49588		0.734778		1.71761		0.0002		0.00265586		yes				AT2G24800		AT2G24800.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: oxidation reduction, response to oxidative stress; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sperm cell, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT4G31760.1); Has 4841 Blast hits to 4814 proteins in 324 species: Archae - 0; Bacteria - 4; Metazoa - 10; Fungi - 415; Plants - 4336; Viruses - 0; Other Eukaryotes - 76 (source: NCBI BLink).		protein_coding

		XLOC_021959		XLOC_021959		AT4G22910		4:12012676-12016011		WT inflorescence		ebs inflorescence		OK		6.73555		11.2083		0.734702		1.40199		0.0048		0.0359683		yes				AT3G12420		AT3G12420.1		Polynucleotidyl transferase, ribonuclease H-like superfamily protein; FUNCTIONS IN: nucleic acid binding; EXPRESSED IN: sperm cell; CONTAINS InterPro DOMAIN/s: Polynucleotidyl transferase, ribonuclease H fold (InterPro:IPR012337); BEST Arabidopsis thaliana protein match is: Polynucleotidyl transferase, ribonuclease H-like superfamily protein (TAIR:AT3G12410.1); Has 186 Blast hits to 178 proteins in 20 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 8; Plants - 175; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030143		XLOC_030143		AT5G18600		5:6183257-6183954		WT inflorescence		ebs inflorescence		OK		7.14983		11.8834		0.732961		1.69868		0.00065		0.00716651		yes				AT3G11640		AT3G11640.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G52480.1); Has 36 Blast hits to 36 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 36; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_019218		XLOC_019218		AT3G43960		3:15774054-15775657		WT inflorescence		ebs inflorescence		OK		9.65231		16.01		0.730025		2.14429		5.00E-05		0.000788747		yes				AT1G15190		AT1G15190.1		Fasciclin-like arabinogalactan family protein; FUNCTIONS IN: molecular_function unknown; LOCATED IN: endomembrane system; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: FAS1 domain (InterPro:IPR000782); Has 106 Blast hits to 85 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 106; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005986		XLOC_005986		AT1G32860		1:11907108-11908928		WT inflorescence		ebs inflorescence		OK		16.3568		27.1031		0.728566		2.36763		5.00E-05		0.000788747		yes				AT3G48240		AT3G48240.1		Octicosapeptide/Phox/Bem1p family protein; CONTAINS InterPro DOMAIN/s: Octicosapeptide/Phox/Bem1p (InterPro:IPR000270); BEST Arabidopsis thaliana protein match is: Octicosapeptide/Phox/Bem1p family protein (TAIR:AT5G63130.1); Has 361 Blast hits to 361 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 361; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_003958		XLOC_003958		AT1G75460		1:28327885-28329764		WT inflorescence		ebs inflorescence		OK		9.48934		15.7166		0.727913		2.8562		5.00E-05		0.000788747		yes				AT2G42470		AT2G42470.1		TRAF-like family protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT2G42460.1); Has 4717 Blast hits to 3206 proteins in 385 species: Archae - 74; Bacteria - 290; Metazoa - 1909; Fungi - 361; Plants - 1476; Viruses - 11; Other Eukaryotes - 596 (source: NCBI BLink).		protein_coding

		XLOC_017991		XLOC_017991		AT3G17170		3:5852151-5854906		WT inflorescence		ebs inflorescence		OK		95.3523		157.834		0.727073		1.69183		0.0005		0.00577165		yes				AT3G19320		AT3G19320.1		Leucine-rich repeat (LRR) family protein; LOCATED IN: endomembrane system; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat (LRR) family protein (TAIR:AT1G49750.1); Has 128497 Blast hits to 47794 proteins in 2067 species: Archae - 184; Bacteria - 14728; Metazoa - 28641; Fungi - 6922; Plants - 61680; Viruses - 2227; Other Eukaryotes - 14115 (source: NCBI BLink).		protein_coding

		XLOC_003257		XLOC_003257		AT1G62990		1:23337364-23340688		WT inflorescence		ebs inflorescence		OK		2.10183		3.4739		0.724908		1.33552		0.00355		0.0281529		yes				AT5G20370		AT5G20370.1		serine-rich protein-related; BEST Arabidopsis thaliana protein match is: serine-rich protein-related (TAIR:AT5G11090.1); Has 168 Blast hits to 168 proteins in 18 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 168; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012419		XLOC_012419		AT2G24550		2:10427855-10429222		WT inflorescence		ebs inflorescence		OK		4.25871		7.03579		0.724294		1.64572		0.00075		0.00806418		yes				AT4G00870		AT4G00870.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT4G16430.1); Has 3066 Blast hits to 2737 proteins in 159 species: Archae - 0; Bacteria - 0; Metazoa - 62; Fungi - 39; Plants - 2956; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_004088		XLOC_004088		AT1G77920		1:29298242-29300863		WT inflorescence		ebs inflorescence		OK		2.70989		4.47167		0.722579		1.79841		0.0003		0.00373571		yes				AT1G74130		AT1G74130.1		Rhomboid-related intramembrane serine protease family protein; FUNCTIONS IN: serine-type endopeptidase activity; LOCATED IN: integral to membrane; CONTAINS InterPro DOMAIN/s: Peptidase S54, rhomboid (InterPro:IPR002610); BEST Arabidopsis thaliana protein match is: Rhomboid-related intramembrane serine protease family protein (TAIR:AT1G74140.5); Has 1475 Blast hits to 1475 proteins in 563 species: Archae - 48; Bacteria - 988; Metazoa - 11; Fungi - 87; Plants - 67; Viruses - 0; Other Eukaryotes - 274 (source: NCBI BLink).		protein_coding

		XLOC_025133		XLOC_025133		AT4G33980		4:16282695-16285059		WT inflorescence		ebs inflorescence		OK		12.4115		20.4784		0.722418		1.36808		0.00605		0.0427884		yes				AT5G15620		AT5G15620.1		F-box/RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: Protein with RNI-like/FBD-like domains (TAIR:AT3G62430.1); Has 958 Blast hits to 933 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 958; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_023223		XLOC_023223		AT4G04330		4:2113403-2118597		WT inflorescence		ebs inflorescence		OK		22.5634		37.1952		0.721132		1.30955		0.00245		0.0209881		yes				AT4G26280		AT4G26280.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: sulfotransferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: embryo, sepal, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Sulfotransferase domain (InterPro:IPR000863); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT5G43690.1); Has 2654 Blast hits to 2620 proteins in 183 species: Archae - 0; Bacteria - 186; Metazoa - 1675; Fungi - 1; Plants - 535; Viruses - 0; Other Eukaryotes - 257 (source: NCBI BLink).		protein_coding

		XLOC_031987		XLOC_031987		AT5G51190		5:20800583-20801416		WT inflorescence		ebs inflorescence		OK		5.72531		9.43132		0.720107		1.53931		0.0012		0.0118072		yes				AT5G15060		AT5G15060.1		Lateral organ boundaries (LOB) domain family protein; CONTAINS InterPro DOMAIN/s: Lateral organ boundaries, LOB (InterPro:IPR004883); BEST Arabidopsis thaliana protein match is: LOB domain-containing protein 22 (TAIR:AT3G13850.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_018306		XLOC_018306		AT3G22910		3:8116334-8119388		WT inflorescence		ebs inflorescence		OK		1.1348		1.86893		0.719767		1.66093		0.00115		0.0114144		yes				AT3G61198		AT3G61198.1		Unknown gene		other_rna

		XLOC_020431		XLOC_020431		AT4G00380		4:167958-170974		WT inflorescence		ebs inflorescence		OK		14.4553		23.8026		0.719524		3.23539		5.00E-05		0.000788747		yes				AT3G57370		AT3G57370.1		Cyclin family protein; FUNCTIONS IN: RNA polymerase II transcription factor activity, transcription regulator activity, zinc ion binding, translation initiation factor activity; INVOLVED IN: translational initiation, regulation of transcription, DNA-dependent, transcription initiation; EXPRESSED IN: sperm cell, male gametophyte, flower, pollen tube; EXPRESSED DURING: M germinated pollen stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Transcription factor TFIIB related (InterPro:IPR000812), Transcription factor TFIIB, cyclin-related (InterPro:IPR013150), Cyclin-like (InterPro:IPR011028), Cyclin-related (InterPro:IPR013763), Cyclin (InterPro:IPR006670); BEST Arabidopsis thaliana protein match is: Cyclin-like family protein (TAIR:AT3G10330.1); Has 1320 Blast hits to 1319 proteins in 324 species: Archae - 441; Bacteria - 0; Metazoa - 207; Fungi - 261; Plants - 140; Viruses - 3; Other Eukaryotes - 268 (source: NCBI BLink).		protein_coding

		XLOC_014940		XLOC_014940		AT3G21700		3:7644349-7646383		WT inflorescence		ebs inflorescence		OK		10.3007		16.9268		0.716575		1.73216		0.00075		0.00806418		yes				AT1G76470		AT1G76470.1		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: coenzyme binding, binding, cinnamoyl-CoA reductase activity, catalytic activity; INVOLVED IN: lignin biosynthetic process, cellular metabolic process, metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, male gametophyte, flower, stamen; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: NAD-dependent epimerase/dehydratase (InterPro:IPR001509), NAD(P)-binding domain (InterPro:IPR016040); BEST Arabidopsis thaliana protein match is: NAD(P)-binding Rossmann-fold superfamily protein (TAIR:AT2G33590.1); Has 10841 Blast hits to 10825 proteins in 1773 species: Archae - 155; Bacteria - 4250; Metazoa - 416; Fungi - 802; Plants - 2399; Viruses - 56; Other Eukaryotes - 2763 (source: NCBI BLink).		protein_coding

		XLOC_016122		XLOC_016122		AT3G46780		3:17228672-17231201		WT inflorescence		ebs inflorescence		OK		142.525		234.119		0.716031		3.14667		5.00E-05		0.000788747		yes				AT1G11510		AT1G11510.1		DNA-binding storekeeper protein-related transcriptional regulator; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF573 (InterPro:IPR007592); BEST Arabidopsis thaliana protein match is: DNA-binding storekeeper protein-related transcriptional regulator (TAIR:AT1G61730.1); Has 6244 Blast hits to 2746 proteins in 297 species: Archae - 0; Bacteria - 3717; Metazoa - 876; Fungi - 377; Plants - 483; Viruses - 20; Other Eukaryotes - 771 (source: NCBI BLink).		protein_coding

		XLOC_010117		XLOC_010117		AT2G31790		2:13518210-13523708		WT inflorescence		ebs inflorescence		OK		22.213		36.4672		0.715198		2.06767		5.00E-05		0.000788747		yes				AT2G31220		AT2G31220.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT1G06170.2); Has 1822 Blast hits to 1822 proteins in 125 species: Archae - 0; Bacteria - 0; Metazoa - 15; Fungi - 26; Plants - 1767; Viruses - 0; Other Eukaryotes - 14 (source: NCBI BLink).		protein_coding

		XLOC_027790		XLOC_027790		AT5G43150		5:17325012-17325923		WT inflorescence		ebs inflorescence		OK		10.0363		16.4693		0.714557		1.6631		0.0007		0.00759867		yes				AT2G21100		AT2G21100.1		Disease resistance-responsive (dirigent-like protein) family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: lignan biosynthetic process, defense response; LOCATED IN: endomembrane system; EXPRESSED IN: hypocotyl, root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Plant disease resistance response protein (InterPro:IPR004265); BEST Arabidopsis thaliana protein match is: Disease resistance-responsive (dirigent-like protein) family protein (TAIR:AT1G65870.1); Has 857 Blast hits to 856 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 857; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_004485		XLOC_004485		transcript:AT1G05135.1		1:1477499-1478821		WT inflorescence		ebs inflorescence		OK		13.977		22.9097		0.712899		2.69142		5.00E-05		0.000788747		yes				AT2G13431		AT2G13431.1		Transposable element gene		transposable_element_gene

		XLOC_016493		XLOC_016493		AT3G53280		3:19755703-19757613		WT inflorescence		ebs inflorescence		OK		2.84897		4.66373		0.711042		1.46648		0.00285		0.0236788		yes				AT3G08750		AT3G08750.1		F-box and associated interaction domains-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT4G04690.1); Has 2081 Blast hits to 2050 proteins in 52 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2077; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_004059		XLOC_004059		AT1G77405		1:29087144-29088521		WT inflorescence		ebs inflorescence		OK		2.26949		3.70311		0.70637		1.52092		0.0032		0.0259628		yes				AT2G31210		AT2G31210.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT1G06170.2); Has 1830 Blast hits to 1818 proteins in 133 species: Archae - 2; Bacteria - 0; Metazoa - 18; Fungi - 11; Plants - 1605; Viruses - 5; Other Eukaryotes - 189 (source: NCBI BLink).		protein_coding

		XLOC_007355		XLOC_007355		AT1G63360		1:23499514-23502169		WT inflorescence		ebs inflorescence		OK		2.43611		3.97027		0.70466		2.03142		5.00E-05		0.000788747		yes				AT5G61260		AT5G61260.1		Plant calmodulin-binding protein-related; CONTAINS InterPro DOMAIN/s: Calmodulin-binding protein, plant (InterPro:IPR012417); BEST Arabidopsis thaliana protein match is: Plant calmodulin-binding protein-related (TAIR:AT5G07820.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_032389		XLOC_032389		AT5G58760		5:23730499-23733698		WT inflorescence		ebs inflorescence		OK		7.45208		12.1281		0.702633		2.37577		5.00E-05		0.000788747		yes				AT3G10580		AT3G10580.1		Homeodomain-like superfamily protein; CONTAINS InterPro DOMAIN/s: SANT, DNA-binding (InterPro:IPR001005), Homeodomain-like (InterPro:IPR009057), Myb, DNA-binding (InterPro:IPR014778), HTH transcriptional regulator, Myb-type, DNA-binding (InterPro:IPR017930), Myb-like DNA-binding domain, SHAQKYF class (InterPro:IPR006447); BEST Arabidopsis thaliana protein match is: Duplicated homeodomain-like superfamily protein (TAIR:AT4G09450.1); Has 1423 Blast hits to 1416 proteins in 115 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 3; Plants - 1244; Viruses - 0; Other Eukaryotes - 173 (source: NCBI BLink).		protein_coding

		XLOC_011779		XLOC_011779		AT2G13550		2:5648541-5649797		WT inflorescence		ebs inflorescence		OK		18.6225		30.2939		0.701981		2.91467		5.00E-05		0.000788747		yes				AT2G47360		AT2G47360.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G02570.1); Has 58 Blast hits to 55 proteins in 6 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 58; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005662		XLOC_005662		AT1G26800		1:9285098-9286324		WT inflorescence		ebs inflorescence		OK		4.40333		7.15832		0.701024		1.78099		0.00025		0.00319302		yes				AT5G42120		AT5G42120.1		Concanavalin A-like lectin protein kinase family protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Legume lectin, beta chain (InterPro:IPR001220), Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Concanavalin A-like lectin/glucanase, subgroup (InterPro:IPR013320), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), Protein kinase, catalytic domain (InterPro:IPR000719), Concanavalin A-like lectin/glucanase (InterPro:IPR008985), Legume lectin, beta chain,  Mn/Ca-binding site (InterPro:IPR019825); BEST Arabidopsis thaliana protein match is: Concanavalin A-like lectin protein kinase family protein (TAIR:AT5G55830.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_013968		XLOC_013968		AT3G04650		3:1261983-1264622		WT inflorescence		ebs inflorescence		OK		33.9143		55.1319		0.700994		3.32872		5.00E-05		0.000788747		yes				AT5G12940		AT5G12940.1		Leucine-rich repeat (LRR) family protein; INVOLVED IN: signal transduction; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: Leucine-rich repeat (LRR) family protein (TAIR:AT3G20820.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_018162		XLOC_018162		AT3G20440		3:7123196-7130477		WT inflorescence		ebs inflorescence		OK		22.8518		37.144		0.700825		1.62329		0.00105		0.0105762		yes				AT4G04480		AT4G04480.1		unknown protein; LOCATED IN: chloroplast; EXPRESSED IN: flower, pollen tube; EXPRESSED DURING: petal differentiation and expansion stage; BEST Arabidopsis thaliana protein match is: F-box family protein with a domain of unknown function (DUF295) (TAIR:AT4G22030.1); Has 78 Blast hits to 78 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 78; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031871		XLOC_031871		AT5G49170		5:19938575-19939571		WT inflorescence		ebs inflorescence		OK		8.17493		13.2847		0.700485		1.50122		0.00195		0.017399		yes				AT3G21000		AT3G21000.1		Gag-Pol-related retrotransposon family protein; BEST Arabidopsis thaliana protein match is: Gag-Pol-related retrotransposon family protein (TAIR:AT3G20980.1); Has 830 Blast hits to 808 proteins in 47 species: Archae - 0; Bacteria - 0; Metazoa - 29; Fungi - 57; Plants - 743; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_026723		XLOC_026723		AT5G25130		5:8668298-8670194		WT inflorescence		ebs inflorescence		OK		2.56008		4.15723		0.699436		1.4008		0.00255		0.0217171		yes				AT1G24230		AT1G24230.1		Paired amphipathic helix (PAH2) superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Paired amphipathic helix (InterPro:IPR003822); BEST Arabidopsis thaliana protein match is: Paired amphipathic helix (PAH2) superfamily protein (TAIR:AT1G23810.1); Has 1242 Blast hits to 659 proteins in 169 species: Archae - 0; Bacteria - 0; Metazoa - 390; Fungi - 362; Plants - 421; Viruses - 0; Other Eukaryotes - 69 (source: NCBI BLink).		protein_coding

		XLOC_021615		XLOC_021615		AT4G16980		4:9556977-9557812		WT inflorescence		ebs inflorescence		OK		69.6365		112.95		0.697772		3.28642		5.00E-05		0.000788747		yes				AT4G30040		AT4G30040.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT4G30030.1); Has 1813 Blast hits to 1802 proteins in 111 species: Archae - 0; Bacteria - 0; Metazoa - 8; Fungi - 90; Plants - 1687; Viruses - 0; Other Eukaryotes - 28 (source: NCBI BLink).		protein_coding

		XLOC_009315		XLOC_009315		AT2G17770		2:7723102-7724323		WT inflorescence		ebs inflorescence		OK		14.26		23.1295		0.697753		2.28159		5.00E-05		0.000788747		yes				AT3G58440		AT3G58440.1		TRAF-like superfamily protein; CONTAINS InterPro DOMAIN/s: TRAF-like (InterPro:IPR008974), MATH (InterPro:IPR002083); BEST Arabidopsis thaliana protein match is: TRAF-like family protein (TAIR:AT3G58410.1); Has 1621 Blast hits to 1160 proteins in 208 species: Archae - 7; Bacteria - 111; Metazoa - 174; Fungi - 133; Plants - 925; Viruses - 9; Other Eukaryotes - 262 (source: NCBI BLink).		protein_coding

		XLOC_010468		XLOC_010468		AT2G37690		2:15805714-15810552		WT inflorescence		ebs inflorescence		OK		14.4374		23.3826		0.695624		3.14806		5.00E-05		0.000788747		yes				AT1G02040		AT1G02040.1		C2H2-type zinc finger family protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: C2H2-like zinc finger protein (TAIR:AT2G17180.1); Has 5502 Blast hits to 3522 proteins in 286 species: Archae - 2; Bacteria - 120; Metazoa - 2284; Fungi - 460; Plants - 1034; Viruses - 242; Other Eukaryotes - 1360 (source: NCBI BLink).		protein_coding

		XLOC_001437		XLOC_001437		AT1G27020		1:9378558-9380692		WT inflorescence		ebs inflorescence		OK		3.81056		6.17111		0.695528		1.55637		0.0011		0.0109984		yes				AT4G01023		AT4G01023.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type, conserved site (InterPro:IPR017907), Zinc finger, RING-type (InterPro:IPR001841); BEST Arabidopsis thaliana protein match is: Zinc finger (CCCH-type/C3HC4-type RING finger) family protein (TAIR:AT5G06420.2); Has 1605 Blast hits to 1547 proteins in 476 species: Archae - 6; Bacteria - 22; Metazoa - 955; Fungi - 207; Plants - 131; Viruses - 8; Other Eukaryotes - 276 (source: NCBI BLink).		protein_coding

		XLOC_018246		XLOC_018246		AT3G21790		3:7676926-7678414		WT inflorescence		ebs inflorescence		OK		7.35483		11.9017		0.694398		2.33742		5.00E-05		0.000788747		yes				AT4G28140		AT4G28140.1		encodes a member of the DREB subfamily A-6 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 8 members in this subfamily including RAP2.4.		protein_coding

		XLOC_009554		XLOC_009554		AT2G21830		2:9303712-9305897		WT inflorescence		ebs inflorescence		OK		2.00554		3.2442		0.693874		1.12914		0.006		0.0425381		yes				AT5G16090		AT5G16090.1		INVOLVED IN: nucleotide-excision repair; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Ubiquitin-associated/translation elongation factor EF1B, N-terminal, eukaryote (InterPro:IPR015940), Ubiquitin-associated/translation elongation factor EF1B, N-terminal (InterPro:IPR000449), UV excision repair protein Rad23 (InterPro:IPR004806), Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955), UBA-like (InterPro:IPR009060); BEST Arabidopsis thaliana protein match is: Rad23 UV excision repair protein family (TAIR:AT3G02540.1); Has 1311 Blast hits to 954 proteins in 240 species: Archae - 0; Bacteria - 0; Metazoa - 634; Fungi - 179; Plants - 321; Viruses - 27; Other Eukaryotes - 150 (source: NCBI BLink).		protein_coding

		XLOC_013917		XLOC_013917		AT3G03780		3:957084-960980		WT inflorescence		ebs inflorescence		OK		51.4158		82.9928		0.690774		3.2325		5.00E-05		0.000788747		yes				AT5G25820		AT5G25820.1		Exostosin family protein; FUNCTIONS IN: catalytic activity; LOCATED IN: membrane; EXPRESSED IN: stem, root, stamen; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Exostosin-like (InterPro:IPR004263); BEST Arabidopsis thaliana protein match is: Exostosin family protein (TAIR:AT4G32790.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_004007		XLOC_004007		AT1G76450		1:28684550-28689121		WT inflorescence		ebs inflorescence		OK		35.7551		57.6883		0.690131		2.13818		5.00E-05		0.000788747		yes				AT4G17200		AT4G17200.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G13680.1); Has 1183 Blast hits to 1134 proteins in 36 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1181; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_009958		XLOC_009958		AT2G28720		2:12326977-12327678		WT inflorescence		ebs inflorescence		OK		167.748		270.509		0.689378		3.3538		5.00E-05		0.000788747		yes				AT1G19190		AT1G19190.1		alpha/beta-Hydrolases superfamily protein; FUNCTIONS IN: hydrolase activity; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: inflorescence meristem, root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Lipase, GDXG, active site (InterPro:IPR002168), Alpha/beta hydrolase fold-3 (InterPro:IPR013094); BEST Arabidopsis thaliana protein match is: alpha/beta-Hydrolases superfamily protein (TAIR:AT2G03550.1); Has 9471 Blast hits to 9453 proteins in 1548 species: Archae - 114; Bacteria - 5498; Metazoa - 707; Fungi - 823; Plants - 1388; Viruses - 3; Other Eukaryotes - 938 (source: NCBI BLink).		protein_coding

		XLOC_002919		XLOC_002919		AT1G56500		1:21159743-21167321		WT inflorescence		ebs inflorescence		OK		9.72392		15.6573		0.687222		2.38101		5.00E-05		0.000788747		yes				AT1G65110		AT1G65110.1		Ubiquitin carboxyl-terminal hydrolase-related protein; FUNCTIONS IN: ubiquitin thiolesterase activity, zinc ion binding; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394), Zinc finger, C2H2-type (InterPro:IPR007087), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase-related protein (TAIR:AT1G65120.2); Has 326 Blast hits to 281 proteins in 54 species: Archae - 0; Bacteria - 4; Metazoa - 46; Fungi - 7; Plants - 239; Viruses - 0; Other Eukaryotes - 30 (source: NCBI BLink).		protein_coding

		XLOC_016265		XLOC_016265		AT3G49110		3:18200663-18203142		WT inflorescence		ebs inflorescence		OK		16.3962		26.3877		0.686508		1.83441		0.001		0.0101985		yes				AT3G62180		AT3G62180.1		Plant invertase/pectin methylesterase inhibitor superfamily protein; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase inhibitor activity, pectinesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectinesterase inhibitor (InterPro:IPR006501); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily protein (TAIR:AT2G47050.1); Has 73 Blast hits to 72 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 73; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020460		XLOC_020460		AT4G00970		4:418436-421694		WT inflorescence		ebs inflorescence		OK		2.10339		3.38193		0.68513		1.66174		0.00105		0.0105762		yes				AT3G24330		AT3G24330.1		O-Glycosyl hydrolases family 17 protein; FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: anchored to membrane; CONTAINS InterPro DOMAIN/s: X8 (InterPro:IPR012946), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, family 17 (InterPro:IPR000490), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: O-Glycosyl hydrolases family 17 protein (TAIR:AT3G04010.1); Has 2751 Blast hits to 2684 proteins in 166 species: Archae - 0; Bacteria - 16; Metazoa - 4; Fungi - 44; Plants - 2678; Viruses - 0; Other Eukaryotes - 9 (source: NCBI BLink).		protein_coding

		XLOC_018442		XLOC_018442		AT3G25410		3:9214338-9216490		WT inflorescence		ebs inflorescence		OK		22.7637		36.6		0.68511		1.54522		0.00195		0.017399		yes				AT1G01400		AT1G01400.1		unknown protein; Has 21 Blast hits to 21 proteins in 8 species: Archae - 0; Bacteria - 2; Metazoa - 2; Fungi - 1; Plants - 13; Viruses - 0; Other Eukaryotes - 3 (source: NCBI BLink).		protein_coding

		XLOC_015314		XLOC_015314		AT3G27690		3:10255946-10257011		WT inflorescence		ebs inflorescence		OK		118.696		190.705		0.684076		2.92509		5.00E-05		0.000788747		yes				AT2G29810		AT2G29810.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT2G29800.1); Has 2207 Blast hits to 1981 proteins in 164 species: Archae - 8; Bacteria - 156; Metazoa - 942; Fungi - 5; Plants - 1002; Viruses - 35; Other Eukaryotes - 59 (source: NCBI BLink).		protein_coding

		XLOC_032572		XLOC_032572		AT5G62140		5:24954505-24955385		WT inflorescence		ebs inflorescence		OK		10.8478		17.4279		0.683999		1.75822		0.00035		0.00424685		yes				AT1G30080		AT1G30080.1		Glycosyl hydrolase superfamily protein; FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, family 17 (InterPro:IPR000490), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: Glycosyl hydrolase superfamily protein (TAIR:AT4G18340.1); Has 2128 Blast hits to 2112 proteins in 134 species: Archae - 0; Bacteria - 0; Metazoa - 5; Fungi - 18; Plants - 2098; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_000274		XLOC_000274		AT1G06080		1:1843567-1846302		WT inflorescence		ebs inflorescence		OK		26.4577		42.496		0.683638		1.53306		0.00205		0.0181641		yes				AT5G50030		AT5G50030.1		Plant invertase/pectin methylesterase inhibitor superfamily protein; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase inhibitor activity, pectinesterase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectinesterase inhibitor (InterPro:IPR006501); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily protein (TAIR:AT4G24640.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_002669		XLOC_002669		AT1G52230		1:19454835-19455668		WT inflorescence		ebs inflorescence		OK		492.076		790.312		0.683541		3.04408		5.00E-05		0.000788747		yes				AT2G20470		AT2G20470.1		AGC (cAMP-dependent, cGMP-dependent and protein kinase C) kinase family protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; EXPRESSED IN: male gametophyte; EXPRESSED DURING: M germinated pollen stage; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase, C-terminal (InterPro:IPR017892), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), AGC-kinase, C-terminal (InterPro:IPR000961), Protein kinase, catalytic domain (InterPro:IPR000719); BEST Arabidopsis thaliana protein match is: Protein kinase family protein (TAIR:AT1G03920.1); Has 111387 Blast hits to 110059 proteins in 3981 species: Archae - 150; Bacteria - 13980; Metazoa - 39554; Fungi - 12201; Plants - 25842; Viruses - 438; Other Eukaryotes - 19222 (source: NCBI BLink).		protein_coding

		XLOC_021777		XLOC_021777		AT4G19960		4:10813547-10817070		WT inflorescence		ebs inflorescence		OK		2.8227		4.53238		0.683195		1.4672		0.0009		0.00936597		yes				AT3G56730		AT3G56730.2		Putative endonuclease or glycosyl hydrolase; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 6 growth stages; BEST Arabidopsis thaliana protein match is: Putative endonuclease or glycosyl hydrolase (TAIR:AT3G62050.1).		protein_coding

		XLOC_032544		XLOC_032544		AT5G61590		5:24764437-24765324		WT inflorescence		ebs inflorescence		OK		44.5114		71.4486		0.682729		3.0349		5.00E-05		0.000788747		yes				AT1G10220		AT1G10220.1		BEST Arabidopsis thaliana protein match is: ZCF37 (TAIR:AT1G59590.1); Has 43 Blast hits to 43 proteins in 15 species: Archae - 0; Bacteria - 2; Metazoa - 7; Fungi - 0; Plants - 27; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_010902		XLOC_010902		AT2G45180		2:18626319-18626997		WT inflorescence		ebs inflorescence		OK		136.394		218.873		0.682308		3.28565		5.00E-05		0.000788747		yes				AT5G60080		AT5G60080.1		Protein kinase superfamily protein; FUNCTIONS IN: protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: central cell, leaf whorl, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT5G60090.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_033096		XLOC_033096		ATCG00190		Pt:23110-26329		WT inflorescence		ebs inflorescence		OK		5.61404		8.99078		0.679407		2.72398		5.00E-05		0.000788747		yes				AT4G16460		AT4G16460.1		unknown protein; Has 58 Blast hits to 58 proteins in 23 species: Archae - 0; Bacteria - 0; Metazoa - 30; Fungi - 4; Plants - 16; Viruses - 0; Other Eukaryotes - 8 (source: NCBI BLink).		protein_coding

		XLOC_007010		XLOC_007010		AT1G56300		1:21078819-21080423		WT inflorescence		ebs inflorescence		OK		78.2969		125.288		0.678226		3.20637		5.00E-05		0.000788747		yes				AT5G11080		AT5G11080.2		Ubiquitin-like superfamily protein; FUNCTIONS IN: molecular_function unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell, male gametophyte, flower; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: Ubiquitin-like superfamily protein (TAIR:AT5G25270.1).		protein_coding

		XLOC_025397		XLOC_025397		AT4G38810		4:18115282-18119077		WT inflorescence		ebs inflorescence		OK		5.5356		8.85499		0.67775		1.9299		0.0002		0.00265586		yes				AT5G48780		AT5G48780.1		disease resistance protein (TIR-NBS class); FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, defense response, apoptosis, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: stem, male gametophyte, root, flower, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance protein (InterPro:IPR000767), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS class) (TAIR:AT1G72950.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007721		XLOC_007721		AT1G69850		1:26296675-26300472		WT inflorescence		ebs inflorescence		OK		6.38013		10.2058		0.677734		2.06749		0.0001		0.0014466		yes				AT1G19040		AT1G19040.1		NAC (No Apical Meristem) domain transcriptional regulator superfamily protein; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 6 (TAIR:AT1G03490.1); Has 740 Blast hits to 735 proteins in 48 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 740; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_011710		XLOC_011710		AT2G12462		2:5050433-5051613		WT inflorescence		ebs inflorescence		OK		15.6011		24.9513		0.67746		1.35149		0.0008		0.00850318		yes				AT3G52130		AT3G52130.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G07450.1); Has 97 Blast hits to 97 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 97; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030069		XLOC_030069		AT5G17460		5:5757097-5759795		WT inflorescence		ebs inflorescence		OK		4.51758		7.22147		0.676744		1.98926		0.0002		0.00265586		yes				AT2G14900		AT2G14900.1		Gibberellin-regulated family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to gibberellin stimulus; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Gibberellin regulated protein (InterPro:IPR003854); BEST Arabidopsis thaliana protein match is: Gibberellin-regulated family protein (TAIR:AT5G59845.1); Has 474 Blast hits to 474 proteins in 44 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 474; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_032548		XLOC_032548		AT5G61660		5:24779214-24779930		WT inflorescence		ebs inflorescence		OK		28.3045		45.2074		0.675527		2.48573		5.00E-05		0.000788747		yes				AT3G16070		AT3G16070.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G15260.1); Has 26 Blast hits to 26 proteins in 7 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 26; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_022553		XLOC_022553		AT4G33180		4:16000176-16002269		WT inflorescence		ebs inflorescence		OK		14.3296		22.8407		0.672608		2.50874		5.00E-05		0.000788747		yes				AT5G59845		AT5G59845.1		Gibberellin-regulated family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to gibberellin stimulus; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Gibberellin regulated protein (InterPro:IPR003854); BEST Arabidopsis thaliana protein match is: Gibberellin-regulated family protein (TAIR:AT2G39540.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_003932		XLOC_003932		AT1G75040		1:28177702-28178940		WT inflorescence		ebs inflorescence		OK		9.77975		15.5877		0.672539		1.80672		0.0001		0.0014466		yes				AT5G38820		AT5G38820.1		Encodes a putative amino acid transporter.		protein_coding

		XLOC_019428		XLOC_019428		AT3G46940		3:17288193-17288952		WT inflorescence		ebs inflorescence		OK		135.089		215.267		0.672213		1.85229		0.00015		0.0020785		yes				AT1G16290		AT1G16290.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast, vacuole; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Lytic transglycosylase-like, catalytic (InterPro:IPR008258); Has 171 Blast hits to 155 proteins in 40 species: Archae - 0; Bacteria - 54; Metazoa - 0; Fungi - 0; Plants - 55; Viruses - 0; Other Eukaryotes - 62 (source: NCBI BLink).		protein_coding

		XLOC_028003		XLOC_028003		AT5G46690		5:18945614-18947637		WT inflorescence		ebs inflorescence		OK		14.7788		23.5429		0.671763		2.10147		5.00E-05		0.000788747		yes				AT5G63390		AT5G63390.1		O-fucosyltransferase family protein; CONTAINS InterPro DOMAIN/s: GDP-fucose protein O-fucosyltransferase (InterPro:IPR019378); BEST Arabidopsis thaliana protein match is: O-fucosyltransferase family protein (TAIR:AT2G44500.1); Has 826 Blast hits to 816 proteins in 29 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 826; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_001006		XLOC_001006		AT1G18773		1:6474801-6475904		WT inflorescence		ebs inflorescence		OK		4.49723		7.16275		0.671476		1.40992		0.00595		0.042257		yes				AT2G21430		AT2G21430.1		Papain family cysteine protease; FUNCTIONS IN: cysteine-type endopeptidase activity, cysteine-type peptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: 17 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase C1A, papain (InterPro:IPR013128), Proteinase inhibitor I29, cathepsin propeptide (InterPro:IPR013201), Peptidase C1A, papain C-terminal (InterPro:IPR000668), Peptidase, cysteine peptidase active site (InterPro:IPR000169); BEST Arabidopsis thaliana protein match is: Papain family cysteine protease (TAIR:AT4G39090.1); Has 7727 Blast hits to 7665 proteins in 722 species: Archae - 65; Bacteria - 238; Metazoa - 3256; Fungi - 4; Plants - 1824; Viruses - 140; Other Eukaryotes - 2200 (source: NCBI BLink).		protein_coding

		XLOC_024832		XLOC_024832		AT4G28750		4:14202757-14203961		WT inflorescence		ebs inflorescence		OK		424.708		676.347		0.671291		3.0221		5.00E-05		0.000788747		yes				AT1G30780		AT1G30780.1		F-box associated ubiquitination effector family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 3 (InterPro:IPR013187), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT1G30790.1); Has 3353 Blast hits to 2022 proteins in 226 species: Archae - 2; Bacteria - 315; Metazoa - 633; Fungi - 141; Plants - 1752; Viruses - 152; Other Eukaryotes - 358 (source: NCBI BLink).		protein_coding

		XLOC_017488		XLOC_017488		AT3G08740		3:2654625-2656239		WT inflorescence		ebs inflorescence		OK		279.611		444.696		0.6694		1.36122		0.00575		0.0412677		yes				AT1G23810		AT1G23810.1		Paired amphipathic helix (PAH2) superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Paired amphipathic helix (InterPro:IPR003822); BEST Arabidopsis thaliana protein match is: Paired amphipathic helix (PAH2) superfamily protein (TAIR:AT1G24250.1); Has 824 Blast hits to 569 proteins in 155 species: Archae - 0; Bacteria - 0; Metazoa - 300; Fungi - 147; Plants - 338; Viruses - 0; Other Eukaryotes - 39 (source: NCBI BLink).		protein_coding

		XLOC_026715		XLOC_026715		AT5G24990		5:8610536-8611694		WT inflorescence		ebs inflorescence		OK		6.44611		10.2491		0.669001		1.57286		0.0006		0.00670586		yes				AT4G22513		AT4G22513.1		Encodes a Protease inhibitor/seed storage/LTP family protein		protein_coding

		XLOC_018261		XLOC_018261		AT3G22120		3:7794956-7796327		WT inflorescence		ebs inflorescence		OK		419.489		665.58		0.66598		2.39528		5.00E-05		0.000788747		yes				AT1G11920		AT1G11920.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: lyase activity, pectate lyase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), AmbAllergen (InterPro:IPR018082), Pectate lyase/Amb allergen (InterPro:IPR002022), Pectin lyase fold (InterPro:IPR012334); BEST Arabidopsis thaliana protein match is: root hair specific 14 (TAIR:AT4G22080.1); Has 1675 Blast hits to 1668 proteins in 273 species: Archae - 0; Bacteria - 759; Metazoa - 0; Fungi - 209; Plants - 697; Viruses - 0; Other Eukaryotes - 10 (source: NCBI BLink).		protein_coding

		XLOC_032803		XLOC_032803		AT5G66350		5:26504466-26506569		WT inflorescence		ebs inflorescence		OK		3.69674		5.8629		0.665358		1.80694		0.00025		0.00319302		yes				AT4G23680		AT4G23680.1		Polyketide cyclase/dehydrase and lipid transport superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to biotic stimulus, defense response; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Bet v I allergen (InterPro:IPR000916); BEST Arabidopsis thaliana protein match is: Polyketide cyclase/dehydrase and lipid transport superfamily protein (TAIR:AT4G23670.1); Has 354 Blast hits to 327 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 354; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013422		XLOC_013422		AT2G41680		2:17374082-17379055		WT inflorescence		ebs inflorescence		OK		53.7126		85.156		0.664848		2.91819		5.00E-05		0.000788747		yes				AT2G29820		AT2G29820.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT2G29830.1); Has 2885 Blast hits to 2442 proteins in 138 species: Archae - 8; Bacteria - 155; Metazoa - 1559; Fungi - 15; Plants - 1052; Viruses - 18; Other Eukaryotes - 78 (source: NCBI BLink).		protein_coding

		XLOC_029437		XLOC_029437		AT5G05320		5:1575005-1576731		WT inflorescence		ebs inflorescence		OK		3.61284		5.72572		0.664324		1.22792		0.00435		0.0332684		yes				AT4G24130		AT4G24130.1		Protein of unknown function, DUF538; INVOLVED IN: biological_process unknown; LOCATED IN: nucleus; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF538 (InterPro:IPR007493); BEST Arabidopsis thaliana protein match is: Protein of unknown function, DUF538 (TAIR:AT5G46230.1); Has 362 Blast hits to 362 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 362; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_021946		XLOC_021946		AT4G22690		4:11929358-11931693		WT inflorescence		ebs inflorescence		OK		2.80191		4.44037		0.664272		1.80431		0.00045		0.00528116		yes				AT5G37860		AT5G37860.1		Heavy metal transport/detoxification superfamily protein ; FUNCTIONS IN: copper ion binding, metal ion binding; INVOLVED IN: copper ion transport, metal ion transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Heavy metal transport/detoxification protein (InterPro:IPR006121); BEST Arabidopsis thaliana protein match is: Heavy metal transport/detoxification superfamily protein  (TAIR:AT3G05220.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_000835		XLOC_000835		AT1G15980		1:5489297-5493772		WT inflorescence		ebs inflorescence		OK		28.6796		45.4029		0.662757		2.19244		5.00E-05		0.000788747		yes				AT1G71140		AT1G71140.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: plasma membrane, membrane; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: MATE family transporter related protein (InterPro:IPR015521), Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT1G15150.1); Has 10143 Blast hits to 10059 proteins in 1990 species: Archae - 227; Bacteria - 7201; Metazoa - 146; Fungi - 330; Plants - 1347; Viruses - 0; Other Eukaryotes - 892 (source: NCBI BLink).		protein_coding

		XLOC_026424		XLOC_026424		AT5G18860		5:6290675-6295811		WT inflorescence		ebs inflorescence		OK		1.69564		2.6843		0.662722		1.59238		0.0008		0.00850318		yes				AT1G68200		AT1G68200.1		Zinc finger C-x8-C-x5-C-x3-H type family protein; CONTAINS InterPro DOMAIN/s: Zinc finger, CCCH-type (InterPro:IPR000571); BEST Arabidopsis thaliana protein match is: Zinc finger C-x8-C-x5-C-x3-H type family protein (TAIR:AT1G66810.1); Has 1124 Blast hits to 1011 proteins in 226 species: Archae - 0; Bacteria - 0; Metazoa - 463; Fungi - 91; Plants - 303; Viruses - 0; Other Eukaryotes - 267 (source: NCBI BLink).		protein_coding

		XLOC_010623		XLOC_010623		AT2G40460		2:16896906-16901280		WT inflorescence		ebs inflorescence		OK		10.5479		16.6778		0.660983		1.85181		0.00185		0.0166819		yes				AT2G20142		AT2G20142.1		Toll-Interleukin-Resistance (TIR) domain family protein; FUNCTIONS IN: transmembrane receptor activity; INVOLVED IN: signal transduction, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS-LRR class) family (TAIR:AT3G44480.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_022924		XLOC_022924		AT4G39960		4:18533754-18538506		WT inflorescence		ebs inflorescence		OK		42.0766		66.4493		0.659237		2.35102		5.00E-05		0.000788747		yes				AT5G09780		AT5G09780.1		Transcriptional factor B3 family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; EXPRESSED IN: shoot apex, embryo, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: Transcriptional factor B3 family protein (TAIR:AT2G35310.1); Has 349 Blast hits to 326 proteins in 16 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 349; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_020731		XLOC_020731		AT4G04610		4:2325002-2327013		WT inflorescence		ebs inflorescence		OK		9.82024		15.501		0.658532		2.44723		5.00E-05		0.000788747		yes				AT4G16270		AT4G16270.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: oxidation reduction, response to oxidative stress; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidases heam-ligand binding site (InterPro:IPR019793), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016), Peroxidase, active site (InterPro:IPR019794); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT3G50990.1); Has 4922 Blast hits to 4898 proteins in 352 species: Archae - 0; Bacteria - 20; Metazoa - 11; Fungi - 467; Plants - 4342; Viruses - 0; Other Eukaryotes - 82 (source: NCBI BLink).		protein_coding

		XLOC_015980		XLOC_015980		AT3G44320		3:15993378-15995811		WT inflorescence		ebs inflorescence		OK		4.33647		6.84482		0.658492		1.66243		0.0006		0.00670586		yes				AT3G15760		AT3G15760.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 10 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G52565.1); Has 42 Blast hits to 42 proteins in 10 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 42; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_003190		XLOC_003190		AT1G61820		1:22835077-22838615		WT inflorescence		ebs inflorescence		OK		1.64561		2.59631		0.657842		1.21018		0.00585		0.0417649		yes				AT1G10770		AT1G10770.1		Encodes a putative pectin methylesterase/invertase inhibitor. Anti-sense reduction of this gene's transcript results in pollen tube growth retardation and then partial male sterility and reduced seed set.		protein_coding

		XLOC_021527		XLOC_021527		AT4G15630		4:8917429-8918852		WT inflorescence		ebs inflorescence		OK		27.1775		42.8317		0.656267		2.19202		0.00015		0.0020785		yes				AT3G17580		AT3G17580.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G48330.1); Has 40 Blast hits to 40 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 40; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_028893		XLOC_028893		AT5G62020		5:24916088-24917643		WT inflorescence		ebs inflorescence		OK		2.77919		4.37578		0.654875		1.4971		0.0027		0.0226727		yes				AT1G03700		AT1G03700.1		Uncharacterised protein family (UPF0497); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: hypocotyl, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Uncharacterised protein family UPF0497, trans-membrane plant (InterPro:IPR006702), Uncharacterised protein family UPF0497, trans-membrane plant subgroup (InterPro:IPR006459); BEST Arabidopsis thaliana protein match is: Uncharacterised protein family (UPF0497) (TAIR:AT4G03540.1); Has 592 Blast hits to 592 proteins in 21 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 592; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010585		XLOC_010585		AT2G39850		2:16630472-16634253		WT inflorescence		ebs inflorescence		OK		4.19406		6.60241		0.654646		1.50838		0.00175		0.0159708		yes				AT2G22590		AT2G22590.1		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-Glycosyltransferase superfamily protein (TAIR:AT5G65550.1); Has 5420 Blast hits to 5242 proteins in 247 species: Archae - 0; Bacteria - 62; Metazoa - 299; Fungi - 20; Plants - 5019; Viruses - 2; Other Eukaryotes - 18 (source: NCBI BLink).		protein_coding

		XLOC_028656		XLOC_028656		AT5G57660		5:23355463-23356989		WT inflorescence		ebs inflorescence		OK		50.6386		79.7048		0.65443		3.14041		5.00E-05		0.000788747		yes				AT2G17170		AT2G17170.1		Protein kinase superfamily protein; FUNCTIONS IN: protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Protein kinase protein with tetratricopeptide repeat domain (TAIR:AT2G17090.1); Has 20684 Blast hits to 20439 proteins in 426 species: Archae - 2; Bacteria - 159; Metazoa - 1288; Fungi - 17; Plants - 18886; Viruses - 23; Other Eukaryotes - 309 (source: NCBI BLink).		protein_coding

		XLOC_008343		XLOC_008343		AT2G01590		2:266629-267798		WT inflorescence		ebs inflorescence		OK		21.4064		33.6812		0.6539		2.60283		5.00E-05		0.000788747		yes				AT1G02470		AT1G02470.2		Polyketide cyclase/dehydrase and lipid transport superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Streptomyces cyclase/dehydrase (InterPro:IPR005031); BEST Arabidopsis thaliana protein match is: Polyketide cyclase/dehydrase and lipid transport superfamily protein (TAIR:AT1G02475.1); Has 390 Blast hits to 390 proteins in 132 species: Archae - 0; Bacteria - 247; Metazoa - 0; Fungi - 0; Plants - 54; Viruses - 0; Other Eukaryotes - 89 (source: NCBI BLink).		protein_coding

		XLOC_028189		XLOC_028189		AT5G49910		5:20303413-20307943		WT inflorescence		ebs inflorescence		OK		127.274		200.239		0.653787		2.79623		5.00E-05		0.000788747		yes				AT4G22305		AT4G22305.1		encodes a carboxylesterase that inhibits AvrBsT-triggered phenotypes in Arabidopsis		protein_coding

		XLOC_019991		XLOC_019991		AT3G56710		3:21006749-21007565		WT inflorescence		ebs inflorescence		OK		12.1638		19.13		0.653249		1.96501		0.0002		0.00265586		yes				AT3G60780		AT3G60780.1		Protein of unknown function (DUF1442); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1442 (InterPro:IPR009902); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1442) (TAIR:AT2G45360.1); Has 105 Blast hits to 105 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 105; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_011316		XLOC_011316		AT2G05070		2:1799233-1800392		WT inflorescence		ebs inflorescence		OK		246.946		388.245		0.65277		2.95482		5.00E-05		0.000788747		yes				AT5G55320		AT5G55320.1		MBOAT (membrane bound O-acyl transferase) family protein; CONTAINS InterPro DOMAIN/s: Wax synthase (InterPro:IPR017088); BEST Arabidopsis thaliana protein match is: MBOAT (membrane bound O-acyl transferase) family protein (TAIR:AT5G55350.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_030317		XLOC_030317		AT5G22390		5:7418115-7419249		WT inflorescence		ebs inflorescence		OK		2.89557		4.55203		0.65266		1.33863		0.0059		0.0419604		yes				AT1G06170		AT1G06170.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding domain (InterPro:IPR001092), Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT2G31220.1); Has 1258 Blast hits to 1258 proteins in 98 species: Archae - 0; Bacteria - 0; Metazoa - 4; Fungi - 0; Plants - 1252; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_027573		XLOC_027573		AT5G39860		5:15957416-15958455		WT inflorescence		ebs inflorescence		OK		10.2668		16.1349		0.652198		1.5621		0.00325		0.0262224		yes				AT5G37420		AT5G37420.1		Note that previous reports (Plant Cell 2003,15:1538; PNAS 2003, 100:13407) have incorrectly named AT5G37420 as AGL105. AT5G37415 has now been named as AGL105 based on Plant Cell 2003, 15:1538 where the GenBank accession number given for AGL105 is AY141227 (Supplemental Table 3), which corresponds to AT5G37415.		protein_coding				AGAMOUS-LIKE 105 (AGL105)

		XLOC_003822		XLOC_003822		AT1G72940		1:27442237-27443856		WT inflorescence		ebs inflorescence		OK		2.43944		3.82745		0.649835		1.29794		0.00405		0.031386		yes				AT1G15320		AT1G15320.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; Has 62 Blast hits to 62 proteins in 17 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 62; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005277		XLOC_005277		AT1G19300		1:6671136-6672653		WT inflorescence		ebs inflorescence		OK		7.69184		12.0666		0.649616		2.16385		5.00E-05		0.000788747		yes				AT5G52055		AT5G52055.1		transposable element gene; copia-like retrotransposon family, has a 1.7e-30 P-value blast match to GB:CAA72989 open reading frame 1 (Ty1_Copia-element) (Brassica oleracea)		transposable_element_gene

		XLOC_032888		XLOC_032888		ATMG00030		Mt:11917-12241		WT inflorescence		ebs inflorescence		OK		108.048		169.394		0.648705		2.22666		5.00E-05		0.000788747		yes				AT3G07450		AT3G07450.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: embryo, leaf whorl, sepal, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G52130.1); Has 80 Blast hits to 80 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 80; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009400		XLOC_009400		AT2G19130		2:8293681-8296275		WT inflorescence		ebs inflorescence		OK		2.69405		4.22224		0.648231		1.90845		0.0002		0.00265586		yes				AT1G60460		AT1G60460.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; Has 23 Blast hits to 23 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 23; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013336		XLOC_013336		AT2G40080		2:16734293-16734912		WT inflorescence		ebs inflorescence		OK		22.7375		35.6236		0.647759		2.11813		5.00E-05		0.000788747		yes				AT4G38410		AT4G38410.1		Dehydrin family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: response to water, response to stress; LOCATED IN: cellular_component unknown; EXPRESSED IN: stem, hypocotyl, root; CONTAINS InterPro DOMAIN/s: Dehydrin (InterPro:IPR000167); Has 3050 Blast hits to 2020 proteins in 252 species: Archae - 4; Bacteria - 32; Metazoa - 564; Fungi - 141; Plants - 1342; Viruses - 0; Other Eukaryotes - 967 (source: NCBI BLink).		protein_coding

		XLOC_027498		XLOC_027498		AT5G38520		5:15421572-15423431		WT inflorescence		ebs inflorescence		OK		37.5132		58.7394		0.646932		2.8919		5.00E-05		0.000788747		yes				AT1G74870		AT1G74870.1		RING/U-box superfamily protein; FUNCTIONS IN: zinc ion binding; EXPRESSED IN: sperm cell, sepal, flower; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT3G48070.1); Has 508 Blast hits to 508 proteins in 180 species: Archae - 0; Bacteria - 2; Metazoa - 172; Fungi - 119; Plants - 127; Viruses - 0; Other Eukaryotes - 88 (source: NCBI BLink).		protein_coding

		XLOC_010202		XLOC_010202		AT2G33180		2:14066462-14067467		WT inflorescence		ebs inflorescence		OK		34.3368		53.7339		0.646078		1.61892		0.00125		0.0121933		yes				AT2G26940		AT2G26940.1		C2H2-type zinc finger family protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity, zinc ion binding, nucleic acid binding; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular; EXPRESSED IN: leaf whorl, sepal, flower, leaf; EXPRESSED DURING: LP.04 four leaves visible, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: C2H2 type zinc finger transcription factor family (TAIR:AT5G56200.1); Has 426 Blast hits to 409 proteins in 65 species: Archae - 0; Bacteria - 0; Metazoa - 190; Fungi - 5; Plants - 225; Viruses - 0; Other Eukaryotes - 6 (source: NCBI BLink).		protein_coding

		XLOC_016536		XLOC_016536		AT3G54050		3:20016891-20020926		WT inflorescence		ebs inflorescence		OK		94.0026		146.967		0.644715		3.03573		5.00E-05		0.000788747		yes				AT2G16790		AT2G16790.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: shikimate kinase activity, kinase activity, ATP binding; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Shikimate kinase (InterPro:IPR000623), Carbohydrate kinase, thermoresistant glucokinase (InterPro:IPR006001); Has 2254 Blast hits to 2254 proteins in 918 species: Archae - 9; Bacteria - 1822; Metazoa - 57; Fungi - 155; Plants - 35; Viruses - 0; Other Eukaryotes - 176 (source: NCBI BLink).		protein_coding

		XLOC_021403		XLOC_021403		AT4G13830		4:8011423-8012780		WT inflorescence		ebs inflorescence		OK		24.6446		38.5145		0.644129		1.63336		0.00145		0.0137497		yes				AT5G05600		AT5G05600.1		2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein; FUNCTIONS IN: oxidoreductase activity, iron ion binding; INVOLVED IN: response to salt stress, response to karrikin; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: Isopenicillin N synthase (InterPro:IPR002283), Oxoglutarate/iron-dependent oxygenase (InterPro:IPR005123); BEST Arabidopsis thaliana protein match is: 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily protein (TAIR:AT3G11180.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_020136		XLOC_020136		AT3G59060		3:21827977-21830507		WT inflorescence		ebs inflorescence		OK		8.64318		13.5074		0.644115		2.28897		5.00E-05		0.000788747		yes				AT5G24580		AT5G24580.1		Heavy metal transport/detoxification superfamily protein ; FUNCTIONS IN: copper ion binding, metal ion binding; INVOLVED IN: copper ion transport, metal ion transport; LOCATED IN: cellular_component unknown; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Heavy metal transport/detoxification protein (InterPro:IPR006121); BEST Arabidopsis thaliana protein match is: Heavy metal transport/detoxification superfamily protein  (TAIR:AT5G50740.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_001413		XLOC_001413		AT1G26770		1:9259604-9261313		WT inflorescence		ebs inflorescence		OK		61.3916		95.9254		0.643873		2.59126		5.00E-05		0.000788747		yes				AT1G19030		AT1G19030.1		transposable element gene; similar to unknown protein [Arabidopsis thaliana] (TAIR:AT5G13655.1); similar to putative AP endonuclease/reverse transcriptase [Brassica napus] (GB:AAM82604.1); contains domain NON-LTR RETROELEMENT REVERSE TRANSCRIPTASE RELATED (PTHR19446:SF34); contains domain REVERSE TRANSCRIPTASES (PTHR19446)		transposable_element_gene

		XLOC_010511		XLOC_010511		AT2G38470		2:16108360-16111797		WT inflorescence		ebs inflorescence		OK		7.14216		11.1591		0.643789		1.65011		0.0014		0.0133751		yes				AT1G12080		AT1G12080.2		Vacuolar calcium-binding protein-related; BEST Arabidopsis thaliana protein match is: Vacuolar calcium-binding protein-related (TAIR:AT1G62480.1); Has 21609 Blast hits to 9169 proteins in 1089 species: Archae - 145; Bacteria - 3596; Metazoa - 6157; Fungi - 1827; Plants - 760; Viruses - 333; Other Eukaryotes - 8791 (source: NCBI BLink).		protein_coding

		XLOC_020544		XLOC_020544		AT4G02330		4:1032412-1035037		WT inflorescence		ebs inflorescence		OK		13.2178		20.6426		0.643142		1.14219		0.0039		0.0304783		yes				AT5G51270		AT5G51270.1		U-box domain-containing protein kinase family protein; FUNCTIONS IN: ubiquitin-protein ligase activity, protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation, protein ubiquitination; LOCATED IN: ubiquitin ligase complex; EXPRESSED IN: embryo, flower; EXPRESSED DURING: C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), U box domain (InterPro:IPR003613), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: U-box domain-containing protein kinase family protein (TAIR:AT4G25160.1); Has 113123 Blast hits to 111744 proteins in 4442 species: Archae - 111; Bacteria - 13379; Metazoa - 41065; Fungi - 8823; Plants - 33441; Viruses - 263; Other Eukaryotes - 16041 (source: NCBI BLink).		protein_coding

		XLOC_008170		XLOC_008170		AT1G78370		1:29484268-29485290		WT inflorescence		ebs inflorescence		OK		477.62		745.649		0.642633		1.47281		0.0033		0.0265		yes				AT4G30030		AT4G30030.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461), Peptidase aspartic, active site (InterPro:IPR001969); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT4G30040.1); Has 1979 Blast hits to 1969 proteins in 166 species: Archae - 0; Bacteria - 0; Metazoa - 138; Fungi - 121; Plants - 1683; Viruses - 0; Other Eukaryotes - 37 (source: NCBI BLink).		protein_coding

		XLOC_019648		XLOC_019648		AT3G50685		3:18834154-18834834		WT inflorescence		ebs inflorescence		OK		62.322		97.2602		0.642108		1.76284		0.0024		0.0206552		yes				AT2G33000		AT2G33000.1		ubiquitin-associated (UBA)/TS-N domain-containing protein-related; CONTAINS InterPro DOMAIN/s: UBA-like (InterPro:IPR009060); BEST Arabidopsis thaliana protein match is: Ubiquitin-associated (UBA) protein (TAIR:AT2G33010.1); Has 21 Blast hits to 10 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 1; Fungi - 0; Plants - 20; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_007248		XLOC_007248		AT1G61660		1:22753714-22756300		WT inflorescence		ebs inflorescence		OK		13.905		21.68		0.640763		2.46891		5.00E-05		0.000788747		yes				AT4G22790		AT4G22790.1		MATE efflux family protein; FUNCTIONS IN: antiporter activity, drug transmembrane transporter activity, transporter activity; INVOLVED IN: drug transmembrane transport, transmembrane transport; LOCATED IN: membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Multi antimicrobial extrusion protein MatE (InterPro:IPR002528); BEST Arabidopsis thaliana protein match is: MATE efflux family protein (TAIR:AT4G29140.1); Has 7578 Blast hits to 7441 proteins in 1706 species: Archae - 65; Bacteria - 4933; Metazoa - 143; Fungi - 328; Plants - 1275; Viruses - 0; Other Eukaryotes - 834 (source: NCBI BLink).		protein_coding

		XLOC_005104		XLOC_005104		AT1G15730		1:5406024-5409987		WT inflorescence		ebs inflorescence		OK		13.2662		20.677		0.640274		1.25202		0.0032		0.0259628		yes				AT4G26830		AT4G26830.1		O-Glycosyl hydrolases family 17 protein; FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; CONTAINS InterPro DOMAIN/s: X8 (InterPro:IPR012946), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, family 17 (InterPro:IPR000490), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: O-Glycosyl hydrolases family 17 protein (TAIR:AT5G55180.1); Has 2849 Blast hits to 2768 proteins in 134 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 8; Plants - 2823; Viruses - 0; Other Eukaryotes - 15 (source: NCBI BLink).		protein_coding

		XLOC_026112		XLOC_026112		AT5G13180		5:4196571-4197848		WT inflorescence		ebs inflorescence		OK		22.0502		34.361		0.639978		2.60708		5.00E-05		0.000788747		yes				AT3G12850		AT3G12850.1		COP9 signalosome complex-related / CSN complex-related; BEST Arabidopsis thaliana protein match is: 26S proteasome, regulatory subunit Rpn7;Proteasome component (PCI) domain (TAIR:AT3G61140.1); Has 103 Blast hits to 103 proteins in 41 species: Archae - 0; Bacteria - 0; Metazoa - 36; Fungi - 2; Plants - 53; Viruses - 0; Other Eukaryotes - 12 (source: NCBI BLink).		protein_coding

		XLOC_032375		XLOC_032375		AT5G58580		5:23676905-23677832		WT inflorescence		ebs inflorescence		OK		4.69409		7.30842		0.638714		1.49008		0.00325		0.0262224		yes				AT2G41905		AT2G41905.1		BEST Arabidopsis thaliana protein match is: arabinogalactan protein 23 (TAIR:AT3G57690.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_023006		XLOC_023006		AT4G01037		4:451250-453243		WT inflorescence		ebs inflorescence		OK		40.0931		62.2367		0.634411		2.88061		5.00E-05		0.000788747		yes				AT1G19230		AT1G19230.2		Riboflavin synthase-like superfamily protein; FUNCTIONS IN: in 6 functions; INVOLVED IN: defense response; LOCATED IN: integral to membrane, membrane; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Ferredoxin reductase-type FAD-binding domain (InterPro:IPR017927), EF-Hand 1, calcium-binding site (InterPro:IPR018247), Cytochrome b245, heavy chain (InterPro:IPR000778), Ferric reductase-like transmembrane component, N-terminal (InterPro:IPR013130), Ferric reductase, NAD binding (InterPro:IPR013121), NADPH oxidase Respiratory burst (InterPro:IPR013623), EF-HAND 2 (InterPro:IPR018249), FAD-binding 8 (InterPro:IPR013112), Riboflavin synthase-like beta-barrel (InterPro:IPR017938); BEST Arabidopsis thaliana protein match is: respiratory burst oxidase protein F (TAIR:AT1G64060.1).		protein_coding

		XLOC_028453		XLOC_028453		AT5G54270		5:22038272-22046298		WT inflorescence		ebs inflorescence		OK		882.291		1369.24		0.63405		1.70458		0.0012		0.0118072		yes				AT1G77520		AT1G77520.1		O-methyltransferase family protein; CONTAINS InterPro DOMAIN/s: Winged helix-turn-helix transcription repressor DNA-binding (InterPro:IPR011991), Plant methyltransferase dimerisation (InterPro:IPR012967), O-methyltransferase, family 2 (InterPro:IPR001077), O-methyltransferase, COMT, eukaryota (InterPro:IPR016461); BEST Arabidopsis thaliana protein match is: O-methyltransferase family protein (TAIR:AT1G77530.1); Has 3423 Blast hits to 3419 proteins in 583 species: Archae - 1; Bacteria - 980; Metazoa - 105; Fungi - 665; Plants - 1557; Viruses - 0; Other Eukaryotes - 115 (source: NCBI BLink).		protein_coding

		XLOC_000724		XLOC_000724		AT1G13930		1:4761011-4762666		WT inflorescence		ebs inflorescence		OK		1245.84		1933.21		0.633882		2.12528		5.00E-05		0.000788747		yes				AT1G43140		AT1G43140.1		Cullin family protein; FUNCTIONS IN: ubiquitin protein ligase binding; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: endomembrane system, cullin-RING ubiquitin ligase complex; EXPRESSED IN: root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Winged helix-turn-helix transcription repressor DNA-binding (InterPro:IPR011991), Cullin homology (InterPro:IPR016158), Cullin protein, neddylation domain (InterPro:IPR019559), Cullin, N-terminal (InterPro:IPR001373), Cullin repeat-like-containing domain (InterPro:IPR016159); BEST Arabidopsis thaliana protein match is: cullin 2 (TAIR:AT1G02980.1); Has 2163 Blast hits to 2131 proteins in 224 species: Archae - 0; Bacteria - 0; Metazoa - 935; Fungi - 457; Plants - 383; Viruses - 0; Other Eukaryotes - 388 (source: NCBI BLink).		protein_coding

		XLOC_007786		XLOC_007786		AT1G71030		1:26795122-26796364		WT inflorescence		ebs inflorescence		OK		15.6949		24.3492		0.63358		2.22342		0.0001		0.0014466		yes				AT4G14810		AT4G14810.1		unknown protein; Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_029972		XLOC_029972		AT5G15700		5:5115299-5121840		WT inflorescence		ebs inflorescence		OK		13.377		20.7368		0.632436		1.57463		0.00125		0.0121933		yes				AT1G72800		AT1G72800.1		RNA-binding (RRM/RBD/RNP motifs) family protein; FUNCTIONS IN: nucleotide binding, nucleic acid binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: RNA recognition motif, RNP-1 (InterPro:IPR000504), Nucleotide-binding, alpha-beta plait (InterPro:IPR012677); BEST Arabidopsis thaliana protein match is: nucleolin like 2 (TAIR:AT3G18610.1); Has 429 Blast hits to 357 proteins in 85 species: Archae - 2; Bacteria - 90; Metazoa - 16; Fungi - 64; Plants - 227; Viruses - 2; Other Eukaryotes - 28 (source: NCBI BLink).		protein_coding

		XLOC_004216		XLOC_004216		AT1G80440		1:30241606-30243071		WT inflorescence		ebs inflorescence		OK		7.74418		12.002		0.632092		1.6737		0.0026		0.0219959		yes				AT3G19310		AT3G19310.1		PLC-like phosphodiesterases superfamily protein; FUNCTIONS IN: phospholipase C activity, phosphoric diester hydrolase activity; INVOLVED IN: intracellular signaling pathway, lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Phospholipase C, phosphatidylinositol-specific , X domain (InterPro:IPR000909), PLC-like phosphodiesterase, TIM beta/alpha-barrel domain (InterPro:IPR017946); BEST Arabidopsis thaliana protein match is: PLC-like phosphodiesterases superfamily protein (TAIR:AT1G49740.1); Has 454 Blast hits to 451 proteins in 104 species: Archae - 0; Bacteria - 82; Metazoa - 4; Fungi - 158; Plants - 154; Viruses - 0; Other Eukaryotes - 56 (source: NCBI BLink).		protein_coding

		XLOC_030175		XLOC_030175		AT5G19220		5:6461390-6466831		WT inflorescence		ebs inflorescence		OK		45.7912		70.8615		0.62993		1.28836		0.00165		0.0152285		yes				AT1G19460		AT1G19460.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT1G19470.1); Has 1605 Blast hits to 1542 proteins in 141 species: Archae - 4; Bacteria - 96; Metazoa - 403; Fungi - 4; Plants - 1026; Viruses - 35; Other Eukaryotes - 37 (source: NCBI BLink).		protein_coding

		XLOC_002608		XLOC_002608		AT1G51100		1:18934307-18935193		WT inflorescence		ebs inflorescence		OK		34.1934		52.9089		0.629793		2.62605		5.00E-05		0.000788747		yes				AT1G33430		AT1G33430.2		Galactosyltransferase family protein; FUNCTIONS IN: transferase activity, transferring hexosyl groups, transferase activity, transferring glycosyl groups; INVOLVED IN: pollen exine formation; LOCATED IN: endomembrane system, membrane; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 4 anthesis, 4 leaf senescence stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Glycosyl transferase, family 31 (InterPro:IPR002659); BEST Arabidopsis thaliana protein match is: Galactosyltransferase family protein (TAIR:AT1G32930.1).		protein_coding

		XLOC_007256		XLOC_007256		AT1G61740		1:22798068-22801073		WT inflorescence		ebs inflorescence		OK		22.2873		34.48		0.629537		2.84934		5.00E-05		0.000788747		yes				AT3G25260		AT3G25260.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport; LOCATED IN: membrane; EXPRESSED IN: embryo, flower; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT3G25280.1); Has 5539 Blast hits to 5469 proteins in 994 species: Archae - 0; Bacteria - 2299; Metazoa - 478; Fungi - 300; Plants - 2122; Viruses - 0; Other Eukaryotes - 340 (source: NCBI BLink).		protein_coding

		XLOC_003706		XLOC_003706		AT1G70820		1:26705517-26708264		WT inflorescence		ebs inflorescence		OK		24.158		37.3432		0.628342		2.89899		5.00E-05		0.000788747		yes				AT1G30800		AT1G30800.1		Fasciclin-like arabinogalactan family protein; CONTAINS InterPro DOMAIN/s: FAS1 domain (InterPro:IPR000782); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G29980.1); Has 70 Blast hits to 69 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 69; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_016779		XLOC_016779		AT3G58770		3:21732257-21735327		WT inflorescence		ebs inflorescence		OK		4.57148		7.06077		0.627165		2.01745		0.0001		0.0014466		yes				AT1G60340		AT1G60340.1		NAC (No Apical Meristem) domain transcriptional regulator superfamily protein; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC (No Apical Meristem) domain transcriptional regulator superfamily protein (TAIR:AT1G60300.1); Has 658 Blast hits to 631 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 658; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_016983		XLOC_016983		AT3G62410		3:23090943-23091566		WT inflorescence		ebs inflorescence		OK		59.6994		92.2018		0.627078		2.63967		5.00E-05		0.000788747		yes				AT1G04660		AT1G04660.1		glycine-rich protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; Has 360 Blast hits to 349 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 360; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_017317		XLOC_017317		AT3G05640		3:1640392-1643253		WT inflorescence		ebs inflorescence		OK		10.0203		15.4739		0.626921		2.32937		5.00E-05		0.000788747		yes				AT2G33010		AT2G33010.1		Ubiquitin-associated (UBA) protein; CONTAINS InterPro DOMAIN/s: UBA-like (InterPro:IPR009060); BEST Arabidopsis thaliana protein match is: ubiquitin-associated (UBA)/TS-N domain-containing protein-related (TAIR:AT2G33000.1); Has 31 Blast hits to 21 proteins in 5 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 1; Plants - 28; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009991		XLOC_009991		AT2G29360		2:12603802-12605271		WT inflorescence		ebs inflorescence		OK		26.41		40.7807		0.6268		2.04565		5.00E-05		0.000788747		yes				AT3G57960		AT3G57960.1		Emsy N Terminus (ENT) domain-containing protein; CONTAINS InterPro DOMAIN/s: ENT (InterPro:IPR005491); BEST Arabidopsis thaliana protein match is: Emsy N Terminus (ENT)/ plant Tudor-like domains-containing protein (TAIR:AT3G57970.1); Has 77 Blast hits to 77 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 77; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_003311		XLOC_003311		AT1G64060		1:23769773-23776931		WT inflorescence		ebs inflorescence		OK		1.83405		2.83098		0.626266		1.83409		0.0003		0.00373571		yes				AT5G08250		AT5G08250.1		Cytochrome P450 superfamily protein; FUNCTIONS IN: electron carrier activity, monooxygenase activity, iron ion binding, oxygen binding, heme binding; INVOLVED IN: oxidation reduction; LOCATED IN: cellular_component unknown; EXPRESSED IN: male gametophyte, flower; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Cytochrome P450 (InterPro:IPR001128), Cytochrome P450, E-class, group I (InterPro:IPR002401), Cytochrome P450, conserved site (InterPro:IPR017972); BEST Arabidopsis thaliana protein match is: cytochrome P450, family 86, subfamily B, polypeptide 1 (TAIR:AT5G23190.1); Has 27212 Blast hits to 27118 proteins in 1435 species: Archae - 44; Bacteria - 2429; Metazoa - 9998; Fungi - 5788; Plants - 7920; Viruses - 3; Other Eukaryotes - 1030 (source: NCBI BLink).		protein_coding

		XLOC_013887		XLOC_013887		AT3G03060		3:692055-695648		WT inflorescence		ebs inflorescence		OK		22.1092		34.1254		0.626198		1.34717		0.0069		0.0474829		yes				AT5G60090		AT5G60090.1		Protein kinase superfamily protein; FUNCTIONS IN: protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protein kinase, catalytic domain (InterPro:IPR000719), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT5G60080.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_004548		XLOC_004548		AT1G06190		1:1892272-1894148		WT inflorescence		ebs inflorescence		OK		72.3369		111.491		0.62412		2.76975		5.00E-05		0.000788747		yes				AT4G33870		AT4G33870.1		Peroxidase superfamily protein; FUNCTIONS IN: peroxidase activity, heme binding; INVOLVED IN: response to oxidative stress, oxidation reduction; LOCATED IN: endomembrane system; EXPRESSED IN: 14 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Haem peroxidase (InterPro:IPR010255), Plant peroxidase (InterPro:IPR000823), Peroxidase, active site (InterPro:IPR019794), Haem peroxidase, plant/fungal/bacterial (InterPro:IPR002016); BEST Arabidopsis thaliana protein match is: Peroxidase superfamily protein (TAIR:AT2G41480.1); Has 3863 Blast hits to 3848 proteins in 198 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 67; Plants - 3768; Viruses - 0; Other Eukaryotes - 26 (source: NCBI BLink).		protein_coding

		XLOC_032032		XLOC_032032		transcript:AT5G52067.1		5:21160153-21160483		WT inflorescence		ebs inflorescence		OK		47.7905		73.6252		0.623476		1.78602		0.00065		0.00716651		yes				AT1G01250		AT1G01250.1		encodes a member of the DREB subfamily A-4 of ERF/AP2 transcription factor family. The protein contains one AP2 domain. There are 17 members in this subfamily including TINY.		protein_coding

		XLOC_017712		XLOC_017712		AT3G12470		3:3956056-3956827		WT inflorescence		ebs inflorescence		OK		12.8724		19.8259		0.623108		1.40237		0.00525		0.0384366		yes				AT5G25400		AT5G25400.1		Nucleotide-sugar transporter family protein; FUNCTIONS IN: organic anion transmembrane transporter activity; LOCATED IN: endomembrane system, membrane; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF6, transmembrane (InterPro:IPR000620), Protein of unknown function DUF250 (InterPro:IPR004853); BEST Arabidopsis thaliana protein match is: Nucleotide-sugar transporter family protein (TAIR:AT5G11230.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_021719		XLOC_021719		AT4G18750		4:10304849-10307570		WT inflorescence		ebs inflorescence		OK		4.83705		7.44468		0.622082		2.25185		5.00E-05		0.000788747		yes				AT2G27180		AT2G27180.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G11690.1); Has 99 Blast hits to 99 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 99; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009868		XLOC_009868		AT2G27050		2:11545752-11548293		WT inflorescence		ebs inflorescence		OK		12.6293		19.4255		0.621176		2.64693		5.00E-05		0.000788747		yes				AT3G55780		AT3G55780.1		Glycosyl hydrolase superfamily protein; FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: shoot apex, embryo, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, family 17 (InterPro:IPR000490), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: Glycosyl hydrolase family 17 protein (TAIR:AT3G61810.1); Has 2109 Blast hits to 2094 proteins in 123 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 4; Plants - 2095; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding

		XLOC_028844		XLOC_028844		AT5G61030		5:24560450-24562306		WT inflorescence		ebs inflorescence		OK		92.4124		142.014		0.61988		2.99729		5.00E-05		0.000788747		yes				AT5G09976		AT5G09976.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: precursor of peptide 1 (TAIR:AT5G64900.1); Has 19 Blast hits to 19 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 19; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_028401		XLOC_028401		AT5G53486		5:21721730-21722838		WT inflorescence		ebs inflorescence		OK		17.6061		27.0473		0.61941		1.85557		0.00025		0.00319302		yes				AT2G32360		AT2G32360.1		Ubiquitin-like superfamily protein; CONTAINS InterPro DOMAIN/s: Ubiquitin supergroup (InterPro:IPR019955); Has 17600 Blast hits to 8009 proteins in 524 species: Archae - 27; Bacteria - 605; Metazoa - 7063; Fungi - 1660; Plants - 691; Viruses - 517; Other Eukaryotes - 7037 (source: NCBI BLink).		protein_coding

		XLOC_023118		XLOC_023118		AT4G02770		4:1229110-1229945		WT inflorescence		ebs inflorescence		OK		756.977		1162.38		0.618767		2.28693		5.00E-05		0.000788747		yes				AT4G14805		AT4G14805.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G43720.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_011329		XLOC_011329		AT2G05160		2:1858542-1861895		WT inflorescence		ebs inflorescence		OK		3.85628		5.91855		0.618035		1.98067		5.00E-05		0.000788747		yes				AT5G46380		AT5G46380.1		Kinase-related protein of unknown function (DUF1296); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1296 (InterPro:IPR009719); BEST Arabidopsis thaliana protein match is: Kinase-related protein of unknown function (DUF1296) (TAIR:AT4G18150.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_025252		XLOC_025252		AT4G36390		4:17194587-17197131		WT inflorescence		ebs inflorescence		OK		31.5223		48.3618		0.617494		2.78314		5.00E-05		0.000788747		yes				AT3G15700		AT3G15700.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: ATP binding; INVOLVED IN: defense response, apoptosis; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance protein (InterPro:IPR000767); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT1G52660.1); Has 8240 Blast hits to 8184 proteins in 274 species: Archae - 5; Bacteria - 45; Metazoa - 1; Fungi - 0; Plants - 8188; Viruses - 0; Other Eukaryotes - 1 (source: NCBI BLink).		protein_coding

		XLOC_024776		XLOC_024776		AT4G27700		4:13823587-13827823		WT inflorescence		ebs inflorescence		OK		44.9052		68.8772		0.617145		2.4452		5.00E-05		0.000788747		yes				AT1G24220		AT1G24220.1		paired amphipathic helix repeat-containing protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Paired amphipathic helix (InterPro:IPR003822); BEST Arabidopsis thaliana protein match is: Paired amphipathic helix (PAH2) superfamily protein (TAIR:AT1G27240.1); Has 1794 Blast hits to 623 proteins in 172 species: Archae - 0; Bacteria - 12; Metazoa - 580; Fungi - 353; Plants - 743; Viruses - 0; Other Eukaryotes - 106 (source: NCBI BLink).		protein_coding

		XLOC_006151		XLOC_006151		AT1G35830		1:13321213-13322122		WT inflorescence		ebs inflorescence		OK		5.68661		8.71495		0.615923		1.51372		0.00235		0.0203278		yes				AT3G21170		AT3G21170.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G21130.1); Has 1537 Blast hits to 1490 proteins in 40 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1535; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_014808		XLOC_014808		AT3G19440		3:6740694-6743253		WT inflorescence		ebs inflorescence		OK		8.39738		12.8668		0.615641		1.48097		0.0004		0.00477681		yes				AT5G11620		AT5G11620.1		SWIM zinc finger family protein / mitogen-activated protein kinase kinase kinase (MAPKKK)-related; FUNCTIONS IN: zinc ion binding; CONTAINS InterPro DOMAIN/s: Zinc finger, SWIM-type (InterPro:IPR007527), Zinc finger, RING-type (InterPro:IPR001841); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_029551		XLOC_029551		AT5G07530		5:2382467-2384521		WT inflorescence		ebs inflorescence		OK		40.6331		62.2521		0.615466		2.30718		5.00E-05		0.000788747		yes				AT5G66820		AT5G66820.1		unknown protein; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_008039		XLOC_008039		AT1G76110		1:28555041-28557586		WT inflorescence		ebs inflorescence		OK		18.7551		28.7218		0.61486		2.41885		5.00E-05		0.000788747		yes				AT5G15140		AT5G15140.1		Galactose mutarotase-like superfamily protein; FUNCTIONS IN: aldose 1-epimerase activity; INVOLVED IN: galactose metabolic process, hexose metabolic process, carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase-type carbohydrate-binding (InterPro:IPR011013), Aldose 1-epimerase (InterPro:IPR008183), Aldose 1-epimerase, subgroup (InterPro:IPR015443), Glycoside hydrolase-type carbohydrate-binding, subgroup (InterPro:IPR014718); BEST Arabidopsis thaliana protein match is: Galactose mutarotase-like superfamily protein (TAIR:AT3G01260.1); Has 86054 Blast hits to 36023 proteins in 2379 species: Archae - 275; Bacteria - 25650; Metazoa - 19137; Fungi - 9557; Plants - 4507; Viruses - 809; Other Eukaryotes - 26119 (source: NCBI BLink).		protein_coding

		XLOC_017337		XLOC_017337		AT3G05900		3:1760904-1764212		WT inflorescence		ebs inflorescence		OK		16.8879		25.861		0.614789		2.64593		5.00E-05		0.000788747		yes				AT1G54240		AT1G54240.1		winged-helix DNA-binding transcription factor family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: nucleosome assembly; LOCATED IN: nucleus, nucleosome; EXPRESSED IN: sperm cell, male gametophyte, flower, pollen tube; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Histone H1/H5 (InterPro:IPR005818); BEST Arabidopsis thaliana protein match is: Winged helix-turn-helix transcription repressor DNA-binding (TAIR:AT1G54230.1); Has 110 Blast hits to 110 proteins in 18 species: Archae - 2; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 108; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012063		XLOC_012063		AT2G18290		2:7945997-7950329		WT inflorescence		ebs inflorescence		OK		15.5249		23.7574		0.613794		1.60892		0.00135		0.0129764		yes				AT5G22430		AT5G22430.1		Pollen Ole e 1 allergen and extensin family protein; CONTAINS InterPro DOMAIN/s: Pollen Ole e 1 allergen/extensin (InterPro:IPR006041); BEST Arabidopsis thaliana protein match is: Pollen Ole e 1 allergen and extensin family protein (TAIR:AT2G27385.3); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_022042		XLOC_022042		AT4G24350		4:12609527-12612131		WT inflorescence		ebs inflorescence		OK		11.01		16.8445		0.613465		1.35933		0.0036		0.0285051		yes				AT1G07795		AT1G07795.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G28725.1); Has 38 Blast hits to 38 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 38; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_033027		XLOC_033027		ATMG01390		Mt:361349-363284		WT inflorescence		ebs inflorescence		OK		96.3321		147.302		0.612685		2.27706		0.0001		0.0014466		yes				AT2G34655		AT2G34655.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: stem, root, inflorescence, cultured cell, leaf; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_022285		XLOC_022285		AT4G28660		4:14149879-14151104		WT inflorescence		ebs inflorescence		OK		111.967		171.193		0.612547		2.95635		5.00E-05		0.000788747		yes				AT1G65240		AT1G65240.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: anchored to plasma membrane, plasma membrane, anchored to membrane; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT5G36260.1); Has 3473 Blast hits to 3458 proteins in 317 species: Archae - 0; Bacteria - 0; Metazoa - 737; Fungi - 714; Plants - 1798; Viruses - 0; Other Eukaryotes - 224 (source: NCBI BLink).		protein_coding

		XLOC_012942		XLOC_012942		AT2G33330		2:14122889-14125137		WT inflorescence		ebs inflorescence		OK		32.8281		50.1433		0.611128		1.76671		0.00065		0.00716651		yes				AT4G33467		AT4G33467.1		unknown protein; Has 25 Blast hits to 25 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 25; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002867		XLOC_002867		AT1G55480		1:20713683-20715547		WT inflorescence		ebs inflorescence		OK		42.9183		65.5466		0.610927		2.25702		5.00E-05		0.000788747		yes				AT2G31460		AT2G31460.1		Domain of unknown function (DUF313) ; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF313 (InterPro:IPR005508); BEST Arabidopsis thaliana protein match is: Domain of unknown function (DUF313)  (TAIR:AT2G27410.1); Has 122 Blast hits to 122 proteins in 5 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 122; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_001777		XLOC_001777		AT1G32540		1:11767503-11769898		WT inflorescence		ebs inflorescence		OK		10.4911		16.0207		0.610776		1.77473		0.0003		0.00373571		yes				AT4G25070		AT4G25070.2		unknown protein; EXPRESSED IN: cultured cell; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G48860.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_001328		XLOC_001328		AT1G24530		1:8693226-8694705		WT inflorescence		ebs inflorescence		OK		9.65275		14.7315		0.609888		1.46334		0.00045		0.00528116		yes				AT1G47980		AT1G47980.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, F mature embryo stage, petal differentiation and expansion stage, E expanded cotyledon stage; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G62730.1); Has 169 Blast hits to 169 proteins in 41 species: Archae - 0; Bacteria - 68; Metazoa - 0; Fungi - 0; Plants - 101; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_030560		XLOC_030560		AT5G26622		5:9355979-9357436		WT inflorescence		ebs inflorescence		OK		22.3457		34.1027		0.609888		1.85373		0.00015		0.0020785		yes				AT1G20925		AT1G20925.1		Auxin efflux carrier family protein; FUNCTIONS IN: auxin:hydrogen symporter activity; INVOLVED IN: auxin polar transport, transmembrane transport; LOCATED IN: integral to membrane; CONTAINS InterPro DOMAIN/s: Auxin efflux carrier (InterPro:IPR004776); BEST Arabidopsis thaliana protein match is: Auxin efflux carrier family protein (TAIR:AT1G76520.2); Has 641 Blast hits to 607 proteins in 137 species: Archae - 6; Bacteria - 69; Metazoa - 0; Fungi - 180; Plants - 327; Viruses - 0; Other Eukaryotes - 59 (source: NCBI BLink).		protein_coding

		XLOC_022110		XLOC_022110		AT4G25630		4:13074132-13076429		WT inflorescence		ebs inflorescence		OK		133.882		204.269		0.609508		1.57883		0.0009		0.00936597		yes				AT1G19394		AT1G19394.1		unknown protein; Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_003915		XLOC_003915		AT1G74670		1:28053285-28054149		WT inflorescence		ebs inflorescence		OK		28.4034		43.336		0.609501		2.19025		5.00E-05		0.000788747		yes				AT5G60140		AT5G60140.1		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT5G60130.2); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_033095		XLOC_033095		ATCG00180		Pt:20250-23084		WT inflorescence		ebs inflorescence		OK		3.3702		5.13504		0.607542		1.75632		0.0007		0.00759867		yes				AT1G73890		AT1G73890.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT1G55260.2); Has 645 Blast hits to 641 proteins in 27 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 645; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010173		XLOC_010173		AT2G32650		2:13851061-13853343		WT inflorescence		ebs inflorescence		OK		36.0997		54.996		0.607339		2.30327		5.00E-05		0.000788747		yes				AT5G23970		AT5G23970.1		HXXXD-type acyl-transferase family protein; FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, transferase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT5G47980.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_011061		XLOC_011061		AT2G47890		2:19607995-19609645		WT inflorescence		ebs inflorescence		OK		15.2946		23.2925		0.606847		2.25139		5.00E-05		0.000788747		yes				AT5G18320		AT5G18320.1		ARM repeat superfamily protein; FUNCTIONS IN: ubiquitin-protein ligase activity, binding; INVOLVED IN: protein ubiquitination; LOCATED IN: ubiquitin ligase complex; CONTAINS InterPro DOMAIN/s: U box domain (InterPro:IPR003613), Armadillo-like helical (InterPro:IPR011989), Armadillo-type fold (InterPro:IPR016024); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT5G18340.1); Has 2654 Blast hits to 2388 proteins in 199 species: Archae - 0; Bacteria - 18; Metazoa - 94; Fungi - 232; Plants - 2125; Viruses - 3; Other Eukaryotes - 182 (source: NCBI BLink).		protein_coding

		XLOC_026140		XLOC_026140		AT5G13650		5:4397745-4402692		WT inflorescence		ebs inflorescence		OK		84.831		129.173		0.606637		2.79444		5.00E-05		0.000788747		yes				AT3G01270		AT3G01270.1		Pectate lyase family protein; FUNCTIONS IN: lyase activity, pectate lyase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 14 growth stages; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectate lyase, N-terminal (InterPro:IPR007524), AmbAllergen (InterPro:IPR018082), Pectate lyase/Amb allergen (InterPro:IPR002022), Pectin lyase fold (InterPro:IPR012334); BEST Arabidopsis thaliana protein match is: Pectate lyase family protein (TAIR:AT5G15110.1); Has 1587 Blast hits to 1580 proteins in 266 species: Archae - 0; Bacteria - 700; Metazoa - 0; Fungi - 174; Plants - 701; Viruses - 0; Other Eukaryotes - 12 (source: NCBI BLink).		protein_coding

		XLOC_029347		XLOC_029347		AT5G03760		5:985674-990549		WT inflorescence		ebs inflorescence		OK		18.3591		27.9495		0.606331		2.77145		5.00E-05		0.000788747		yes				AT1G48750		AT1G48750.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G18280.1); Has 285 Blast hits to 284 proteins in 31 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 285; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_010670		XLOC_010670		AT2G41180		2:17164794-17166025		WT inflorescence		ebs inflorescence		OK		18.4937		28.1539		0.606302		2.1357		5.00E-05		0.000788747		yes				AT2G21680		AT2G21680.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT2G29810.1); Has 2125 Blast hits to 1978 proteins in 129 species: Archae - 2; Bacteria - 88; Metazoa - 967; Fungi - 0; Plants - 1004; Viruses - 10; Other Eukaryotes - 54 (source: NCBI BLink).		protein_coding

		XLOC_010307		XLOC_010307		AT2G34860		2:14708359-14710197		WT inflorescence		ebs inflorescence		OK		77.1964		117.45		0.605447		2.88601		5.00E-05		0.000788747		yes				AT5G07230		AT5G07230.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT5G62080.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_009229		XLOC_009229		AT2G16365		2:7074361-7079519		WT inflorescence		ebs inflorescence		OK		25.0189		38.0649		0.605445		2.54542		5.00E-05		0.000788747		yes				AT5G59230		AT5G59230.1		transcription factor-related; FUNCTIONS IN: RNA polymerase II transcription factor activity; INVOLVED IN: transcription initiation from RNA polymerase II promoter; LOCATED IN: transcription factor TFIIA complex; CONTAINS InterPro DOMAIN/s: Transcription factor IIA, alpha/beta subunit (InterPro:IPR004855), Transcription factor IIA, beta-barrel (InterPro:IPR009088), Transcription factor IIA, alpha subunit, N-terminal (InterPro:IPR013028), Transcription factor IIA, helical (InterPro:IPR009083); BEST Arabidopsis thaliana protein match is: Transcription factor IIA, alpha/beta subunit (TAIR:AT1G07470.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_031226		XLOC_031226		AT5G38420		5:15380944-15382035		WT inflorescence		ebs inflorescence		OK		228.237		346.765		0.603427		2.81947		5.00E-05		0.000788747		yes				AT5G54010		AT5G54010.1		UDP-Glycosyltransferase superfamily protein; FUNCTIONS IN: transferase activity, transferring glycosyl groups; INVOLVED IN: metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: UDP-glucuronosyl/UDP-glucosyltransferase (InterPro:IPR002213); BEST Arabidopsis thaliana protein match is: UDP-Glycosyltransferase superfamily protein (TAIR:AT5G53990.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_007844		XLOC_007844		AT1G72430		1:27264910-27265630		WT inflorescence		ebs inflorescence		OK		9.481		14.401		0.603058		1.56587		0.00095		0.00978644		yes				AT2G29800		AT2G29800.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT2G29600.1); Has 2332 Blast hits to 2086 proteins in 141 species: Archae - 6; Bacteria - 114; Metazoa - 1282; Fungi - 0; Plants - 799; Viruses - 70; Other Eukaryotes - 61 (source: NCBI BLink).		protein_coding

		XLOC_029743		XLOC_029743		AT5G11260		5:3593379-3594992		WT inflorescence		ebs inflorescence		OK		9.24568		14.0367		0.602354		1.72273		0.0007		0.00759867		yes				AT2G39590		AT2G39590.1		Ribosomal protein S8 family protein; CONTAINS InterPro DOMAIN/s: Ribosomal protein S8 (InterPro:IPR000630); BEST Arabidopsis thaliana protein match is: Ribosomal protein S8 family protein (TAIR:AT5G59850.1); Has 4287 Blast hits to 4287 proteins in 1592 species: Archae - 277; Bacteria - 2368; Metazoa - 435; Fungi - 223; Plants - 268; Viruses - 0; Other Eukaryotes - 716 (source: NCBI BLink).		protein_coding

		XLOC_014141		XLOC_014141		AT3G07770		3:2479547-2484194		WT inflorescence		ebs inflorescence		OK		61.2776		93.0285		0.602313		1.67382		0.0026		0.0219959		yes				AT2G34210		AT2G34210.1		Transcription elongation factor Spt5; FUNCTIONS IN: transcription elongation regulator activity, structural constituent of ribosome, transcription initiation factor activity; INVOLVED IN: regulation of transcription from RNA polymerase II promoter, translation, positive regulation of RNA elongation from RNA polymerase II promoter; LOCATED IN: ribosome, intracellular; EXPRESSED IN: sperm cell; CONTAINS InterPro DOMAIN/s: Translation protein SH3-like (InterPro:IPR008991), Transcription antitermination protein, NusG, N-terminal (InterPro:IPR006645), Transcription elongation factor Spt5 (InterPro:IPR017071), KOW (InterPro:IPR005824), Ribosomal protein L24/L26, conserved site (InterPro:IPR005825), Transcription elongation factor Spt5, NGN domain (InterPro:IPR005100); BEST Arabidopsis thaliana protein match is: global transcription factor group A2 (TAIR:AT4G08350.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_012350		XLOC_012350		AT2G23430		2:9976745-9978021		WT inflorescence		ebs inflorescence		OK		6.91459		10.4972		0.602283		1.56534		0.00155		0.0144759		yes				AT5G17200		AT5G17200.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: polygalacturonase activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sperm cell, sepal, flower, pedicel; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectin lyase fold (InterPro:IPR012334), Glycoside hydrolase, family 28 (InterPro:IPR000743), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT3G15720.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_004933		XLOC_004933		AT1G12800		1:4361550-4365331		WT inflorescence		ebs inflorescence		OK		57.6491		87.4292		0.600817		2.84407		5.00E-05		0.000788747		yes				AT4G08670		AT4G08670.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: anchored to membrane; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: L mature pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/Par allergen (InterPro:IPR000528), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT1G36150.1); Has 1817 Blast hits to 901 proteins in 128 species: Archae - 0; Bacteria - 85; Metazoa - 107; Fungi - 89; Plants - 622; Viruses - 16; Other Eukaryotes - 898 (source: NCBI BLink).		protein_coding

		XLOC_009325		XLOC_009325		AT2G17972		2:7821584-7824005		WT inflorescence		ebs inflorescence		OK		39.1367		59.349		0.600701		2.12225		5.00E-05		0.000788747		yes				AT2G19850		AT2G19850.2		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G54730.4); Has 0 Blast hits to 0 proteins in 0 species (source: NCBI BLink).		protein_coding

		XLOC_001076		XLOC_001076		AT1G20020		1:6942716-6945018		WT inflorescence		ebs inflorescence		OK		200.691		304		0.599097		2.65791		5.00E-05		0.000788747		yes				AT5G52160		AT5G52160.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT5G62080.1); Has 187 Blast hits to 187 proteins in 34 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 187; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_005608		XLOC_005608		AT1G25440		1:8933715-8935460		WT inflorescence		ebs inflorescence		OK		49.6307		75.1128		0.597827		2.86753		5.00E-05		0.000788747		yes				AT1G74460		AT1G74460.1		GDSL-like Lipase/Acylhydrolase superfamily protein; FUNCTIONS IN: hydrolase activity, acting on ester bonds, carboxylesterase activity; INVOLVED IN: lipid metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: shoot, hypocotyl, root, flower, carpel; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Lipase, GDSL (InterPro:IPR001087); BEST Arabidopsis thaliana protein match is: SGNH hydrolase-type esterase superfamily protein (TAIR:AT5G37690.1); Has 3571 Blast hits to 3529 proteins in 266 species: Archae - 0; Bacteria - 429; Metazoa - 0; Fungi - 48; Plants - 3074; Viruses - 0; Other Eukaryotes - 20 (source: NCBI BLink).		protein_coding

		XLOC_003962		XLOC_003962		AT1G75540		1:28366026-28367652		WT inflorescence		ebs inflorescence		OK		15.9993		24.1743		0.595468		2.24735		5.00E-05		0.000788747		yes				AT1G49330		AT1G49330.1		hydroxyproline-rich glycoprotein family protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G16190.1); Has 882 Blast hits to 731 proteins in 140 species: Archae - 0; Bacteria - 49; Metazoa - 218; Fungi - 71; Plants - 381; Viruses - 66; Other Eukaryotes - 97 (source: NCBI BLink).		protein_coding

		XLOC_018686		XLOC_018686		AT3G28930		3:10959685-10960808		WT inflorescence		ebs inflorescence		OK		11.3774		17.1657		0.593353		1.65129		0.0005		0.00577165		yes				AT4G21650		AT4G21650.1		Subtilase family protein; FUNCTIONS IN: identical protein binding, serine-type endopeptidase activity; INVOLVED IN: proteolysis, negative regulation of catalytic activity; LOCATED IN: plant-type cell wall; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protease-associated PA (InterPro:IPR003137), Proteinase inhibitor, propeptide (InterPro:IPR009020), Peptidase S8/S53, subtilisin/kexin/sedolisin (InterPro:IPR000209), Peptidase S8, subtilisin-related (InterPro:IPR015500), Peptidase S8/S53, subtilisin, active site (InterPro:IPR022398), Proteinase inhibitor I9, subtilisin propeptide (InterPro:IPR010259); BEST Arabidopsis thaliana protein match is: Subtilase family protein (TAIR:AT4G21630.1); Has 7770 Blast hits to 6733 proteins in 1165 species: Archae - 228; Bacteria - 4634; Metazoa - 31; Fungi - 250; Plants - 1972; Viruses - 0; Other Eukaryotes - 655 (source: NCBI BLink).		protein_coding

		XLOC_001959		XLOC_001959		AT1G35420		1:13026237-13027684		WT inflorescence		ebs inflorescence		OK		26.1958		39.5076		0.592793		2.33465		5.00E-05		0.000788747		yes				AT1G21320		AT1G21320.1		nucleotide binding;nucleic acid binding; FUNCTIONS IN: nucleotide binding, nucleic acid binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: flower, cultured cell; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: RNA recognition motif, RNP-1 (InterPro:IPR000504), Nucleotide-binding, alpha-beta plait (InterPro:IPR012677), VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT1G21326.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_009986		XLOC_009986		AT2G29310		2:12590057-12591363		WT inflorescence		ebs inflorescence		OK		11.6428		17.5563		0.592553		1.56824		0.00105		0.0105762		yes				AT5G53680		AT5G53680.1		RNA-binding (RRM/RBD/RNP motifs) family protein; FUNCTIONS IN: RNA binding, nucleotide binding, nucleic acid binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: flower, petiole, leaf; EXPRESSED DURING: LP.04 four leaves visible, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: RNA recognition motif, RNP-1 (InterPro:IPR000504), Nucleotide-binding, alpha-beta plait (InterPro:IPR012677); BEST Arabidopsis thaliana protein match is: RNA-binding (RRM/RBD/RNP motifs) family protein (TAIR:AT5G11412.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding

		XLOC_013017		XLOC_013017		AT2G34640		2:14581885-14584699		WT inflorescence		ebs inflorescence		OK		68.6354		103.461		0.59206		2.17835		0.0001		0.0014466		yes				AT4G03170		AT4G03170.1		AP2/B3-like transcriptional factor family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: Transcriptional factor B3 (InterPro:IPR003340); BEST Arabidopsis thaliana protein match is: AP2/B3-like transcriptional factor family protein (TAIR:AT1G20600.1); Has 166 Blast hits to 166 proteins in 36 species: Archae - 0; Bacteria - 2; Metazoa - 34; Fungi - 6; Plants - 72; Viruses - 0; Other Eukaryotes - 52 (source: NCBI BLink).		protein_coding

		XLOC_028163		XLOC_028163		AT5G49450		5:20051828-20052735		WT inflorescence		ebs inflorescence		OK		7.07142		10.6557		0.591549		1.54075		0.00155		0.0144759		yes				AT2G32350		AT2G32350.1		Ubiquitin-like superfamily protein; CONTAINS InterPro DOMAIN/s: Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: Ubiquitin-like superfamily protein (TAIR:AT4G05230.1); Has 234 Blast hits to 197 proteins in 60 species: Archae - 0; Bacteria - 0; Metazoa - 37; Fungi - 4; Plants - 98; Viruses - 14; Other Eukaryotes - 81 (source: NCBI BLink).		protein_coding

		XLOC_012500		XLOC_012500		AT2G25830		2:11018715-11021699		WT inflorescence		ebs inflorescence		OK		23.0447		34.6813		0.589724		2.60855		5.00E-05		0.000788747		yes				AT4G36590		AT4G36590.1		MADS-box transcription factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: embryo, flower, pollen tube, endosperm; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Transcription factor, MADS-box (InterPro:IPR002100); BEST Arabidopsis thaliana protein match is: AGAMOUS-like 62 (TAIR:AT5G60440.1); Has 5575 Blast hits to 5575 proteins in 664 species: Archae - 0; Bacteria - 0; Metazoa - 627; Fungi - 304; Plants - 4578; Viruses - 0; Other Eukaryotes - 66 (source: NCBI BLink).		protein_coding

		XLOC_013477		XLOC_013477		AT2G42530		2:17709035-17709945		WT inflorescence		ebs inflorescence		OK		352.586		529.992		0.587996		2.5945		5.00E-05		0.000788747		yes				AT4G04690		AT4G04690.1		F-box and associated interaction domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT3G08750.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_010966		XLOC_010966		AT2G46310		2:19011502-19012857		WT inflorescence		ebs inflorescence		OK		8.67592		13.0202		0.58566		1.60554		0.0016		0.0148612		yes				AT1G06620		AT1G06620.1		encodes a protein whose sequence is similar to a 2-oxoglutarate-dependent dioxygenase		protein_coding

		XLOC_005074		XLOC_005074		AT1G15140		1:5210205-5212349		WT inflorescence		ebs inflorescence		OK		40.2082		60.3395		0.585613		2.74506		5.00E-05		0.000788747		yes				AT4G22600		AT4G22600.1		unknown protein; Has 26 Blast hits to 26 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 26; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_029943		XLOC_029943		AT5G15150		5:4913698-4915892		WT inflorescence		ebs inflorescence		OK		5.90105		8.85328		0.58524		1.77225		0.0001		0.0014466		yes				AT5G24820		AT5G24820.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT2G35615.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_003476		XLOC_003476		AT1G66820		1:24930039-24930551		WT inflorescence		ebs inflorescence		OK		34.5893		51.7843		0.582188		1.73677		0.0004		0.00477681		yes				AT1G49700		AT1G49700.1		Plant protein 1589 of unknown function; CONTAINS InterPro DOMAIN/s: Conserved hypothetical protein CHP01589, plant (InterPro:IPR006476); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G07675.1); Has 177 Blast hits to 177 proteins in 22 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 173; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding

		XLOC_005508		XLOC_005508		AT1G23390		1:8309111-8310649		WT inflorescence		ebs inflorescence		OK		15.5902		23.3352		0.58187		2.30332		5.00E-05		0.000788747		yes				AT3G20557		AT3G20557.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G50930.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_030321		XLOC_030321		AT5G22460		5:7443507-7445546		WT inflorescence		ebs inflorescence		OK		8.41985		12.5658		0.577639		1.65375		0.00035		0.00424685		yes				AT1G43910		AT1G43910.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: nucleoside-triphosphatase activity, ATPase activity, nucleotide binding, ATP binding; LOCATED IN: endomembrane system; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, AAA-type, core (InterPro:IPR003959), ATPase, AAA+ type, core (InterPro:IPR003593); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT4G05380.1); Has 21538 Blast hits to 20075 proteins in 2875 species: Archae - 1244; Bacteria - 8173; Metazoa - 2975; Fungi - 2572; Plants - 2413; Viruses - 32; Other Eukaryotes - 4129 (source: NCBI BLink).		protein_coding

		XLOC_029954		XLOC_029954		AT5G15340		5:4982272-4984144		WT inflorescence		ebs inflorescence		OK		2.52138		3.7624		0.577439		1.44696		0.0058		0.0414951		yes				AT1G60240		AT1G60240.1		NAC (No Apical Meristem) domain transcriptional regulator superfamily protein; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC (No Apical Meristem) domain transcriptional regulator superfamily protein (TAIR:AT1G60340.1); Has 109 Blast hits to 82 proteins in 17 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 109; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_031722		XLOC_031722		AT5G46580		5:18897444-18899645		WT inflorescence		ebs inflorescence		OK		55.8162		83.2856		0.577383		2.79252		5.00E-05		0.000788747		yes				AT3G57950		AT3G57950.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G42180.1); Has 81 Blast hits to 81 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 81; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_013372		XLOC_013372		AT2G40750		2:17000453-17002468		WT inflorescence		ebs inflorescence		OK		4.3502		6.4895		0.577025		1.19927		0.00715		0.0486778		yes				AT3G05610		AT3G05610.1		Plant invertase/pectin methylesterase inhibitor superfamily; FUNCTIONS IN: enzyme inhibitor activity, pectinesterase activity; INVOLVED IN: cell wall modification; LOCATED IN: cell wall, plant-type cell wall; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Pectinesterase, catalytic (InterPro:IPR000070), Pectinesterase inhibitor (InterPro:IPR006501), Pectin lyase fold (InterPro:IPR012334); BEST Arabidopsis thaliana protein match is: Plant invertase/pectin methylesterase inhibitor superfamily (TAIR:AT5G27870.1); Has 12764 Blast hits to 3759 proteins in 499 species: Archae - 10; Bacteria - 1644; Metazoa - 570; Fungi - 815; Plants - 2126; Viruses - 67; Other Eukaryotes - 7532 (source: NCBI BLink).		protein_coding

		XLOC_021249		XLOC_021249		AT4G11175		4:6818086-6819042		WT inflorescence		ebs inflorescence		OK		60.806		90.596		0.575234		2.6139		5.00E-05		0.000788747		yes				AT1G72890		AT1G72890.2		Disease resistance protein (TIR-NBS class); FUNCTIONS IN: transmembrane receptor activity, ATP binding; INVOLVED IN: signal transduction, apoptosis, defense response, innate immune response; LOCATED IN: intrinsic to membrane; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: NB-ARC (InterPro:IPR002182), Disease resistance protein (InterPro:IPR000767), Toll-Interleukin receptor (InterPro:IPR000157); BEST Arabidopsis thaliana protein match is: Disease resistance protein (TIR-NBS class) (TAIR:AT1G72950.1).		protein_coding

		XLOC_022255		XLOC_022255		AT4G28190		4:13985177-13987442		WT inflorescence		ebs inflorescence		OK		25.1515		37.4513		0.57437		2.49227		5.00E-05		0.000788747		yes				AT1G30660		AT1G30660.1		nucleic acid binding;nucleic acid binding; FUNCTIONS IN: nucleic acid binding; INVOLVED IN: DNA modification, DNA metabolic process; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Toprim domain, subgroup (InterPro:IPR006154), Toprim domain (InterPro:IPR006171); BEST Arabidopsis thaliana protein match is: toprim domain-containing protein (TAIR:AT1G30680.1); Has 599 Blast hits to 599 proteins in 131 species: Archae - 0; Bacteria - 184; Metazoa - 0; Fungi - 0; Plants - 56; Viruses - 44; Other Eukaryotes - 315 (source: NCBI BLink).		protein_coding

		XLOC_001225		XLOC_001225		AT1G22630		1:8003314-8004304		WT inflorescence		ebs inflorescence		OK		14.4336		21.4804		0.573589		1.62943		0.0008		0.00850318		yes				AT4G05260		AT4G05260.1		Ubiquitin-like superfamily protein; CONTAINS InterPro DOMAIN/s: Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: Ubiquitin-like superfamily protein (TAIR:AT4G05230.1); Has 73 Blast hits to 68 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 71; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_024426		XLOC_024426		AT4G21850		4:11591115-11592238		WT inflorescence		ebs inflorescence		OK		15.5368		23.1095		0.572798		1.78795		0.0003		0.00373571		yes				AT4G03360		AT4G03360.1		Ubiquitin family protein; CONTAINS InterPro DOMAIN/s: Ubiquitin (InterPro:IPR000626), Ubiquitin supergroup (InterPro:IPR019955); BEST Arabidopsis thaliana protein match is: Ubiquitin family protein (TAIR:AT4G02950.1); Has 305 Blast hits to 295 proteins in 81 species: Archae - 0; Bacteria - 3; Metazoa - 39; Fungi - 37; Plants - 169; Viruses - 17; Other Eukaryotes - 40 (source: NCBI BLink).		protein_coding

		XLOC_009447		XLOC_009447		AT2G20020		2:8644385-8647191		WT inflorescence		ebs inflorescence		OK		26.9096		40.0177		0.572517		1.81672		5.00E-05		0.000788747		yes				AT4G32200		AT4G32200.1		meiotic asynaptic mutant 2, homologue of ASY1		protein_coding		 (ASY2)		 (ASY2)

		XLOC_025664		XLOC_025664		AT5G04140		5:1129851-1138442		WT inflorescence		ebs inflorescence		OK		50.7154		75.4012		0.572164		1.49949		0.0003		0.00373571		yes				AT3G11480		AT3G11480.1		The gene encodes a SABATH methyltransferase that methylates both salicylic acid and benzoic acid.  It is highly expressed in flowers, induced by biotic and abiotic stress and thought to be involved in direct defense mechanism.		protein_coding		 (BSMT1)		 (ATBSMT1); (BSMT1)

		XLOC_003235		XLOC_003235		AT1G62630		1:23185911-23188593		WT inflorescence		ebs inflorescence		OK		1.49313		2.21933		0.571779		1.36491		0.00625		0.0439136		yes				AT1G22015		AT1G22015.1		DD46; FUNCTIONS IN: transferase activity, transferring hexosyl groups, galactosyltransferase activity; INVOLVED IN: protein amino acid glycosylation; LOCATED IN: endomembrane system, membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Glycosyl transferase, family 31 (InterPro:IPR002659); BEST Arabidopsis thaliana protein match is: Galactosyltransferase family protein (TAIR:AT1G77810.2); Has 1691 Blast hits to 1677 proteins in 112 species: Archae - 0; Bacteria - 2; Metazoa - 1078; Fungi - 8; Plants - 564; Viruses - 0; Other Eukaryotes - 39 (source: NCBI BLink).		protein_coding		 (DD46)		 (DD46)

		XLOC_029412		XLOC_029412		transcript:AT5G04880.1		5:1420726-1422582		WT inflorescence		ebs inflorescence		OK		2.63826		3.92066		0.57151		1.44497		0.0038		0.0298225		yes				AT1G31580		AT1G31580.1		Encodes cell wall protein.  ECS1 is not a Xcc750 resistance gene, but the genetic data indicate that ECS1 is linked to a locus influencing resistance to Xcc750.		protein_coding		 (ECS1)		 (ECS1); (CXC750)

		XLOC_031900		XLOC_031900		AT5G49660		5:20161205-20164729		WT inflorescence		ebs inflorescence		OK		3.90315		5.79961		0.571317		1.7455		0.00015		0.0020785		yes				AT1G28480		AT1G28480.1		Encodes GRX480, a member of the glutaredoxin family that regulates protein redox state.  GRX480 interacts with TGA factors and suppresses JA-responsive PDF1.2 transcription.  GRX480 transcription is SA-inducible and requires NPR1.  Maybe involved in SA/JA cross-talk.		protein_coding		 (GRX480)		 (roxy19); (GRX480)

		XLOC_006436		XLOC_006436		AT1G44446		1:16848358-16851224		WT inflorescence		ebs inflorescence		OK		40.4715		60.132		0.571226		1.91598		0.0002		0.00265586		yes				AT1G23760		AT1G23760.1		Encodes aromatic rich glycoprotein JP630.		protein_coding		 (JP630)		POLYGALACTURONASE 3 (PG3); (JP630)

		XLOC_000056		XLOC_000056		AT1G01970		1:338290-340077		WT inflorescence		ebs inflorescence		OK		16.5134		24.5309		0.570962		2.43543		5.00E-05		0.000788747		yes				AT5G56110		AT5G56110.1		Encodes a member of the R2R3 MYB transcription factor gene family that is required for anther development by regulation tapetum development, callose dissolution and exine formation.  It acts upstream of MS2.		protein_coding		 (MYB80)		MYB DOMAIN PROTEIN 103 (AtMYB103);ARABIDOPSIS THALIANA MYB DOMAIN PROTEIN 80 (ATMYB80); (ATMYB103);MYB DOMAIN PROTEIN 103 (MYB103);MALE STERILE 188 (MS188); (MYB80)

		XLOC_010625		XLOC_010625		AT2G40490		2:16912844-16915177		WT inflorescence		ebs inflorescence		OK		125.817		186.85		0.570553		1.5119		0.00555		0.0401715		yes				AT1G58430		AT1G58430.1		Encodes an anther-specific proline-rich protein.		protein_coding		 (RXF26)		 (RXF26)

		XLOC_010860		XLOC_010860		AT2G44490		2:18364755-18367725		WT inflorescence		ebs inflorescence		OK		13.608		20.2017		0.570023		2.31571		5.00E-05		0.000788747		yes				AT5G50790		AT5G50790.1		Encodes a member of the SWEET sucrose efflux transporter family proteins.		protein_coding		 (SWEET10)		 (SWEET10); (AtSWEET10)

		XLOC_024378		XLOC_024378		AT4G20880		4:11179114-11180799		WT inflorescence		ebs inflorescence		OK		6.98205		10.3647		0.569963		1.70938		0.00105		0.0105762		yes				AT5G23660		AT5G23660.1		Encodes a member of the SWEET sucrose efflux transporter family proteins.		protein_coding		 (SWEET12)		 (AtSWEET12); (SWEET12);HOMOLOG OF MEDICAGO TRUNCATULA MTN3 (MTN3)

		XLOC_004561		XLOC_004561		AT1G06460		1:1965839-1969561		WT inflorescence		ebs inflorescence		OK		36.8112		54.6349		0.56968		2.35346		5.00E-05		0.000788747		yes				AT5G53190		AT5G53190.1		Nodulin MtN3 family protein; INVOLVED IN: biological_process unknown; LOCATED IN: integral to membrane, membrane; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: MtN3/saliva-related transmembrane protein, conserved region (InterPro:IPR018169), RAG1-activating protein 1 homologue (InterPro:IPR018179), RAG1-activating protein-1-related (InterPro:IPR004316); BEST Arabidopsis thaliana protein match is: Nodulin MtN3 family protein (TAIR:AT1G21460.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding		 (SWEET3)		 (AtSWEET3); (SWEET3)

		XLOC_026468		XLOC_026468		AT5G19540		5:6595701-6597889		WT inflorescence		ebs inflorescence		OK		35.9221		53.314		0.569642		2.22088		5.00E-05		0.000788747		yes				AT3G28007		AT3G28007.1		Nodulin MtN3 family protein; LOCATED IN: endomembrane system, integral to membrane, membrane; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: MtN3/saliva-related transmembrane protein, conserved region (InterPro:IPR018169), RAG1-activating protein 1 homologue (InterPro:IPR018179), RAG1-activating protein-1-related (InterPro:IPR004316); BEST Arabidopsis thaliana protein match is: Nodulin MtN3 family protein (TAIR:AT5G62850.1); Has 966 Blast hits to 937 proteins in 119 species: Archae - 0; Bacteria - 6; Metazoa - 194; Fungi - 0; Plants - 641; Viruses - 0; Other Eukaryotes - 125 (source: NCBI BLink).		protein_coding		 (SWEET4)		 (AtSWEET4); (SWEET4)

		XLOC_009124		XLOC_009124		AT2G14750		2:6314031-6315766		WT inflorescence		ebs inflorescence		OK		16.984		25.2013		0.569323		2.21677		5.00E-05		0.000788747		yes				AT4G10850		AT4G10850.1		Nodulin MtN3 family protein; LOCATED IN: endomembrane system, integral to membrane, membrane; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 4 anthesis, C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: MtN3/saliva-related transmembrane protein, conserved region (InterPro:IPR018169), RAG1-activating protein 1 homologue (InterPro:IPR018179), RAG1-activating protein-1-related (InterPro:IPR004316); BEST Arabidopsis thaliana protein match is: Nodulin MtN3 family protein (TAIR:AT1G66770.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		 (SWEET7)		 (AtSWEET7); (SWEET7)

		XLOC_000736		XLOC_000736		AT1G14150		1:4839852-4841848		WT inflorescence		ebs inflorescence		OK		29.7268		44.1073		0.56925		1.17112		0.0046		0.0348537		yes				AT4G33020		AT4G33020.1		member of Fe(II) transporter isolog family		protein_coding		 (ZIP9)		 (ATZIP9); (ZIP9)

		XLOC_005260		XLOC_005260		AT1G18890		1:6520747-6525962		WT inflorescence		ebs inflorescence		OK		9.25063		13.7197		0.568622		2.32472		5.00E-05		0.000788747		yes				AT1G69500		AT1G69500.1		Encodes a cytochrome P450, designated CYP704B1. Expressed in the developing anthers.  Essential for pollen exine development. Mutations in CYP704B1 result in impaired pollen walls that lack a normal exine layer and exhibit a characteristic striped surface, termed zebra phenotype. Heterologous expression of CYP704B1 in yeast cells demonstrated that it catalyzes omega-hydroxylation of long-chain fatty acids, implicating these molecules in sporopollenin synthesis.		protein_coding		CYTOCHROME P450, FAMILY 704, SUBFAMILY B, POLYPEPTIDE 1 (CYP704B1)		CYTOCHROME P450, FAMILY 704, SUBFAMILY B, POLYPEPTIDE 1 (CYP704B1)

		XLOC_014416		XLOC_014416		AT3G13380		3:4346556-4350923		WT inflorescence		ebs inflorescence		OK		1.43345		2.12519		0.568099		1.37028		0.0026		0.0219959		yes				AT4G19230		AT4G19230.2		Encodes a protein with ABA 8'-hydroxylase activity, involved in ABA catabolism. Member of the CYP707A gene family. CYP707A1 appears to play an important role in determining the ABA levels in dry seeds. Gene involved in postgermination growth. Overexpression of CYP707A1 leads to a decrease in ABA levels and a reduction in after-ripening period to break dormancy.		protein_coding		CYTOCHROME P450, FAMILY 707, SUBFAMILY A, POLYPEPTIDE 1 (CYP707A1)		CYTOCHROME P450, FAMILY 707, SUBFAMILY A, POLYPEPTIDE 1 (CYP707A1)

		XLOC_011322		XLOC_011322		AT2G05100		2:1823239-1824425		WT inflorescence		ebs inflorescence		OK		183.538		272.018		0.567626		2.66303		5.00E-05		0.000788747		yes				AT5G09970		AT5G09970.1		member of CYP78A		protein_coding		CYTOCHROME P450, FAMILY 78, SUBFAMILY A, POLYPEPTIDE 7 (CYP78A7)		CYTOCHROME P450, FAMILY 78, SUBFAMILY A, POLYPEPTIDE 7 (CYP78A7)

		XLOC_022320		XLOC_022320		AT4G29060		4:14317255-14321567		WT inflorescence		ebs inflorescence		OK		160.236		237.45		0.567423		2.07297		0.0001		0.0014466		yes				AT5G23190		AT5G23190.1		cytochrome P450 CYP86B1, nuclear gene for chloroplast product.  CYP86B1 is a very long chain fatty acid hydroxylase specifically involved in polyester monomer biosynthesis during the course of plant development.		protein_coding		CYTOCHROME P450, FAMILY 86, SUBFAMILY B, POLYPEPTIDE 1 (CYP86B1)		CYTOCHROME P450, FAMILY 86, SUBFAMILY B, POLYPEPTIDE 1 (CYP86B1)

		XLOC_016278		XLOC_016278		AT3G49410		3:18324745-18329191		WT inflorescence		ebs inflorescence		OK		5.90404		8.74142		0.566167		1.9089		0.00035		0.00424685		yes				AT5G61320		AT5G61320.1		member of CYP89A		protein_coding		CYTOCHROME P450, FAMILY 89, SUBFAMILY A, POLYPEPTIDE 3 (CYP89A3)		CYTOCHROME P450, FAMILY 89, SUBFAMILY A, POLYPEPTIDE 3 (CYP89A3)

		XLOC_011262		XLOC_011262		AT2G04160		2:1400043-1407745		WT inflorescence		ebs inflorescence		OK		2.98722		4.42138		0.565696		1.25585		0.0048		0.0359683		yes				AT1G57750		AT1G57750.1		Encodes a CYP96A15, midchain alkane hydroxylase, involved in cuticular wax biosynthesis.		protein_coding		CYTOCHROME P450, FAMILY 96, SUBFAMILY A, POLYPEPTIDE 15 (CYP96A15)		CYTOCHROME P450, FAMILY 96, SUBFAMILY A, POLYPEPTIDE 15 (CYP96A15);MID-CHAIN ALKANE HYDROXYLASE 1 (MAH1)

		XLOC_028758		XLOC_028758		AT5G59570		5:24003887-24005512		WT inflorescence		ebs inflorescence		OK		7.25073		10.7204		0.564161		1.7567		0.0007		0.00759867		yes				AT1G04220		AT1G04220.1		Encodes KCS2, a member of the 3-ketoacyl-CoA synthase family involved in the biosynthesis of VLCFA (very long chain fatty acids).		protein_coding		3-KETOACYL-COA SYNTHASE 2 (KCS2)		3-KETOACYL-COA SYNTHASE 2 (KCS2)

		XLOC_012194		XLOC_012194		AT2G20670		2:8911859-8913534		WT inflorescence		ebs inflorescence		OK		14.7838		21.8374		0.562788		1.85602		0.0007		0.00759867		yes				AT2G26400		AT2G26400.1		Encodes a protein predicted to belong to the acireductone dioxygenase (ARD/ARD?)family.		protein_coding		ACIREDUCTONE DIOXYGENASE 3 (ARD3)		ACIREDUCTONE DIOXYGENASE 3 (ARD3);ACIREDUCTONE DIOXYGENASE 3 (ATARD3);ACIREDUCTONE DIOXYGENASE (ARD)

		XLOC_017357		XLOC_017357		AT3G06070		3:1831056-1831923		WT inflorescence		ebs inflorescence		OK		9.18142		13.5573		0.562278		1.44964		0.00225		0.0196041		yes				AT5G27200		AT5G27200.1		encodes an acyl carrier protein		protein_coding		ACYL CARRIER PROTEIN 5 (ACP5)		ACYL CARRIER PROTEIN 5 (ACP5)

		XLOC_005928		XLOC_005928		AT1G31760		1:11372424-11373483		WT inflorescence		ebs inflorescence		OK		51.2628		75.68		0.562001		1.3658		0.0067		0.0464198		yes				AT1G62940		AT1G62940.1		encodes an acyl-CoA synthetase, has in vitro activity towards medium- to long-chain fatty acids and their hydroxylated derivatives. Expressed in the tapetum. Involved in pollen wall exine formation. Null mutants were devoid of pollen grains at anther maturity and were completely male sterile.		protein_coding		ACYL-COA SYNTHETASE 5 (ACOS5)		ACYL-COA SYNTHETASE 5 (ACOS5)

		XLOC_005761		XLOC_005761		AT1G28600		1:10051000-10053117		WT inflorescence		ebs inflorescence		OK		12.752		18.8064		0.560501		1.4467		0.00165		0.0152285		yes				AT5G60440		AT5G60440.1		AGL62 encodes a Type I MADS domain protein that likely functions as a transcription factor. It is expressed AGL62 is expressed exclusively in the endosperm. AGL62 supresses suppresses cellularization during the syncytial phase of endosperm development.		protein_coding		AGAMOUS-LIKE 62 (AGL62)		AGAMOUS-LIKE 62 (AGL62)

		XLOC_006560		XLOC_006560		AT1G48570		1:17952858-17957719		WT inflorescence		ebs inflorescence		OK		36.4963		53.8232		0.560478		2.32204		5.00E-05		0.000788747		yes				AT5G38740		AT5G38740.1		AGAMOUS-like 77 (AGL77); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: central cell, antipodal cell; CONTAINS InterPro DOMAIN/s: Transcription factor, MADS-box (InterPro:IPR002100); BEST Arabidopsis thaliana protein match is: AGAMOUS-like 81 (TAIR:AT5G39750.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		AGAMOUS-LIKE 77 (AGL77)		AGAMOUS-LIKE 77 (AGL77)

		XLOC_019708		XLOC_019708		AT3G51660		3:19164062-19165247		WT inflorescence		ebs inflorescence		OK		9.99368		14.7372		0.560377		1.4252		0.00395		0.0308218		yes				AT4G20070		AT4G20070.1		The gene encoding Arabidopsis thaliana Allantoate Amidohydrolase (AtAAH)which catalyzes the allantoate deiminase reaction (EC 3.5.3.9)is expressed in all parts of the plant being consistent with a function in  purine turnover in Arabidopsis.		protein_coding		ALLANTOATE AMIDOHYDROLASE (AAH)		ALLANTOATE AMIDOHYDROLASE (AAH);ALLANTOATE AMIDOHYDROLASE (ATAAH)

		XLOC_000185		XLOC_000185		AT1G04350		1:1165164-1166768		WT inflorescence		ebs inflorescence		OK		6.69332		9.87023		0.560362		1.66661		0.0012		0.0118072		yes				AT4G04955		AT4G04955.1		Encodes an allantoinase which is involved in allantoin degradation and assimilation. Gene expression was induced when allantoin was added to the medium. The insertion mutant, ataln m2-1, did not grow well on the MS medium where allantoin, instead of ammonium nitrate, was supplied.		protein_coding		ALLANTOINASE (ALN)		ALLANTOINASE (ALN);ALLANTOINASE (ATALN)

		XLOC_003360		XLOC_003360		AT1G64710		1:24044544-24046552		WT inflorescence		ebs inflorescence		OK		21.9346		32.3239		0.559388		2.30485		5.00E-05		0.000788747		yes				AT1G08065		AT1G08065.1		alpha carbonic anhydrase 5 (ACA5); FUNCTIONS IN: carbonate dehydratase activity, zinc ion binding; INVOLVED IN: one-carbon metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: petal, leaf whorl, sepal, flower; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Carbonic anhydrase, alpha-class, catalytic domain (InterPro:IPR001148), Carbonic anhydrase, CAH1-like (InterPro:IPR018340); BEST Arabidopsis thaliana protein match is: alpha carbonic anhydrase 7 (TAIR:AT1G08080.1); Has 3351 Blast hits to 3338 proteins in 543 species: Archae - 0; Bacteria - 710; Metazoa - 2051; Fungi - 82; Plants - 328; Viruses - 7; Other Eukaryotes - 173 (source: NCBI BLink).		protein_coding		ALPHA CARBONIC ANHYDRASE 5 (ACA5)		ALPHA CARBONIC ANHYDRASE 5 (ACA5);ALPHA CARBONIC ANHYDRASE 5 (ATACA5)

		XLOC_029944		XLOC_029944		AT5G15160		5:4921265-4922648		WT inflorescence		ebs inflorescence		OK		11.9011		17.5358		0.559212		1.41673		0.0039		0.0304783		yes				AT2G17470		AT2G17470.1		Encodess ALMT6, a member of the aluminum-activated malate transporter family.		protein_coding		ALUMINIUM ACTIVATED MALATE TRANSPORTER 6 (ALMT6)		 (AtALMT6);ALUMINIUM ACTIVATED MALATE TRANSPORTER 6 (ALMT6)

		XLOC_028288		XLOC_028288		AT5G51720		5:21009591-21010345		WT inflorescence		ebs inflorescence		OK		82.0264		120.859		0.559167		2.24305		5.00E-05		0.000788747		yes				AT2G37330		AT2G37330.1		Encodes an ABC transporter-like protein, without an ATPase domain, required for aluminum (Al) resistance/tolerance and may function to redistribute accumulated Al away from sensitive tissues in order to protect the growing root from the toxic effects of Al.		protein_coding		ALUMINUM SENSITIVE 3 (ALS3)		ALUMINUM SENSITIVE 3 (ALS3)

		XLOC_018350		XLOC_018350		AT3G23810		3:8587663-8589713		WT inflorescence		ebs inflorescence		OK		229.26		337.788		0.559133		1.59386		0.00585		0.0417649		yes				AT4G21120		AT4G21120.1		Encodes a member of the cationic amino acid transporter (CAT) subfamily of amino acid polyamine choline transporters. Mediates efficient uptake of Lys, Arg and Glu in a yeast system.		protein_coding		AMINO ACID TRANSPORTER 1 (AAT1)		AMINO ACID TRANSPORTER 1 (AAT1);CATIONIC AMINO ACID TRANSPORTER 1 (CAT1)

		XLOC_003472		XLOC_003472		AT1G66760		1:24901977-24904443		WT inflorescence		ebs inflorescence		OK		8.15574		12.0114		0.558511		1.78515		0.0007		0.00759867		yes				AT1G64780		AT1G64780.1		encodes an ammonium transporter protein believed to act as a high affinity transporter. It is expressed in the root, primarily in endodermal and cortical cells, and contributes to ammonium uptake in the root.		protein_coding		AMMONIUM TRANSPORTER 1;2 (AMT1;2)		AMMONIUM TRANSPORTER 1;2 (AMT1;2);AMMONIUM TRANSPORTER 1;2 (ATAMT1;2)

		XLOC_020584		XLOC_020584		AT4G02990		4:1321858-1324004		WT inflorescence		ebs inflorescence		OK		38.91		57.2947		0.558261		2.20602		5.00E-05		0.000788747		yes				AT4G28395		AT4G28395.1		related to lipid transfer proteins		protein_coding		ANTHER 7 (A7)		ARABIDOPSIS THALIANA ANTHER 7 (ATA7);ANTHER 7 (A7)

		XLOC_025889		XLOC_025889		AT5G08050		5:2578344-2579163		WT inflorescence		ebs inflorescence		OK		78.8174		115.999		0.557521		2.61573		5.00E-05		0.000788747		yes				AT3G01700		AT3G01700.1		Encodes an arabinogalactan protein that is expressed in pollen, pollen sac and pollen tube. Loss of AGP11 function results in decreased fertility due to defects in pollen tube growth.		protein_coding		ARABINOGALACTAN PROTEIN 11 (AGP11)		ARABINOGALACTAN PROTEIN 11 (AGP11);ARABINOGALACTAN PROTEIN 11 (AtAGP11)

		XLOC_028516		XLOC_028516		AT5G55220		5:22397615-22400842		WT inflorescence		ebs inflorescence		OK		72.4467		106.542		0.556436		2.63411		5.00E-05		0.000788747		yes				AT3G57690		AT3G57690.1		Encodes a putative arabinogalactan-protein (AGP23).		protein_coding		ARABINOGALACTAN PROTEIN 23 (AGP23)		ARABINOGALACTAN PROTEIN 23 (AGP23);ARABINOGALACTAN-PROTEIN 23 (ATAGP23)

		XLOC_026554		XLOC_026554		AT5G21430		5:7222225-7223621		WT inflorescence		ebs inflorescence		OK		17.6343		25.8993		0.554525		1.95934		0.0001		0.0014466		yes				AT5G08730		AT5G08730.1		ARIADNE 16 (ARI16); FUNCTIONS IN: zinc ion binding, nucleic acid binding; INVOLVED IN: biological_process unknown; LOCATED IN: intracellular; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, C6HC-type (InterPro:IPR002867), Zinc finger, CCHC-type (InterPro:IPR001878), Zinc finger, RanBP2-type (InterPro:IPR001876); BEST Arabidopsis thaliana protein match is: IBR domain-containing protein (TAIR:AT5G63730.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		ARIADNE 16 (ARI16)		ARIADNE 16 (ARI16);ARABIDOPSIS ARIADNE 16 (ATARI16)

		XLOC_004861		XLOC_004861		AT1G11420		1:3844580-3846872		WT inflorescence		ebs inflorescence		OK		6.94701		10.2015		0.554312		1.94838		0.0001		0.0014466		yes				AT2G31770		AT2G31770.1		ARIADNE 9 (ARI9); FUNCTIONS IN: zinc ion binding; EXPRESSED IN: sepal, root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type, conserved site (InterPro:IPR017907), Zinc finger, RING-type (InterPro:IPR001841), Zinc finger, C6HC-type (InterPro:IPR002867); BEST Arabidopsis thaliana protein match is: RING/U-box superfamily protein (TAIR:AT2G31760.1); Has 3142 Blast hits to 3098 proteins in 231 species: Archae - 0; Bacteria - 0; Metazoa - 1294; Fungi - 651; Plants - 677; Viruses - 13; Other Eukaryotes - 507 (source: NCBI BLink).		protein_coding		ARIADNE 9 (ARI9)		ARABIDOPSIS ARIADNE 9 (ATARI9);ARIADNE 9 (ARI9)

		XLOC_016174		XLOC_016174		AT3G47650		3:17569504-17570567		WT inflorescence		ebs inflorescence		OK		184.958		271.553		0.554034		2.6861		5.00E-05		0.000788747		yes				AT5G66870		AT5G66870.1		Encodes LOB domain protein whose overexpression results in KNOX gene repression. Overexpression also results in plants with hyponastic leaves, downward pointing flowers and reduced apical dominance.  May be involved in the transcriptional regulation of the homeobox gene BP (brevipedicellus) during lateral organ differentiation.  Acts together with AS2 in proximal-distal symmetry determination.		protein_coding		ASYMMETRIC LEAVES 2-LIKE 1 (ASL1)		ASYMMETRIC LEAVES 2-LIKE 1 (ASL1);LATERAL ORGAN BOUNDARIES DOMAIN GENE 36 (LBD36)

		XLOC_030360		XLOC_030360		AT5G23060		5:7736589-7738535		WT inflorescence		ebs inflorescence		OK		56.9794		83.619		0.553391		2.6715		5.00E-05		0.000788747		yes				ATCG00470		ATCG00470.1		ATPase epsilon subunit		protein_coding		ATP SYNTHASE EPSILON CHAIN (ATPE)		ATP SYNTHASE EPSILON CHAIN (ATPE)

		XLOC_027670		XLOC_027670		AT5G41410		5:16580043-16584008		WT inflorescence		ebs inflorescence		OK		4.77181		6.99629		0.552055		1.86518		0.0001		0.0014466		yes				ATCG00480		ATCG00480.1		chloroplast-encoded gene for beta subunit of ATP synthase		protein_coding		ATP SYNTHASE SUBUNIT BETA (PB)		ATP SYNTHASE SUBUNIT BETA (PB);ATP SYNTHASE SUBUNIT BETA (ATPB)

		XLOC_019967		XLOC_019967		AT3G56240		3:20863256-20864544		WT inflorescence		ebs inflorescence		OK		19.1513		28.069		0.551536		1.82384		0.0002		0.00265586		yes				AT1G53270		AT1G53270.1		ABC-2 type transporter family protein; FUNCTIONS IN: ATPase activity, coupled to transmembrane movement of substances; LOCATED IN: membrane; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ABC transporter-like (InterPro:IPR003439), ABC-2 type transporter (InterPro:IPR013525), ABC transporter, conserved site (InterPro:IPR017871); BEST Arabidopsis thaliana protein match is: ABC-2 type transporter family protein (TAIR:AT2G13610.1); Has 412109 Blast hits to 371848 proteins in 4161 species: Archae - 7411; Bacteria - 324065; Metazoa - 9151; Fungi - 7073; Plants - 5804; Viruses - 6; Other Eukaryotes - 58599 (source: NCBI BLink).		protein_coding		ATP-BINDING CASSETTE G10 (ABCG10)		ATP-BINDING CASSETTE G10 (ABCG10)

		XLOC_032616		XLOC_032616		AT5G63090		5:25308571-25310973		WT inflorescence		ebs inflorescence		OK		7.66028		11.2114		0.549502		1.57409		0.00165		0.0152285		yes				AT3G13220		AT3G13220.1		Encodes a ATP-binding cassette transporter G26 (ABCG26) involved in tapetal cell and pollen development. Required for male fertility and pollen exine formation.		protein_coding		ATP-BINDING CASSETTE G26 (ABCG26)		 (WBC27); (MSR02); (AtABCG26);ATP-BINDING CASSETTE G26 (ABCG26)

		XLOC_026629		XLOC_026629		AT5G23310		5:7850522-7852532		WT inflorescence		ebs inflorescence		OK		87.6823		128.284		0.548989		1.6579		0.00095		0.00978644		yes				AT4G18980		AT4G18980.1		Encodes a nuclear-targeted protein AtS40-3 that modulates senescence associated gene expression.		protein_coding		ATS40-3 (AtS40-3)		ATS40-3 (AtS40-3)

		XLOC_018312		XLOC_018312		AT3G23020		3:8177214-8179743		WT inflorescence		ebs inflorescence		OK		4.27433		6.2527		0.548781		1.85538		0.00015		0.0020785		yes				AT4G35010		AT4G35010.1		putative beta-galactosidase (BGAL11 gene)		protein_coding		BETA-GALACTOSIDASE 11 (BGAL11)		BETA-GALACTOSIDASE 11 (BGAL11)

		XLOC_009809		XLOC_009809		AT2G25900		2:11041330-11043209		WT inflorescence		ebs inflorescence		OK		64.405		94.1839		0.548308		2.60862		5.00E-05		0.000788747		yes				AT5G56870		AT5G56870.1		beta-galactosidase 4 (BGAL4); FUNCTIONS IN: beta-galactosidase activity; INVOLVED IN: lactose catabolic process, using glucoside 3-dehydrogenase, carbohydrate metabolic process, lactose catabolic process via UDP-galactose, lactose catabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 25 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, family 35, conserved site (InterPro:IPR019801), Glycoside hydrolase, family 35 (InterPro:IPR001944), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781), Galactose-binding domain-like (InterPro:IPR008979); BEST Arabidopsis thaliana protein match is: beta-galactosidase 12 (TAIR:AT4G26140.1); Has 2215 Blast hits to 2058 proteins in 473 species: Archae - 15; Bacteria - 949; Metazoa - 388; Fungi - 211; Plants - 584; Viruses - 0; Other Eukaryotes - 68 (source: NCBI BLink).		protein_coding		BETA-GALACTOSIDASE 4 (BGAL4)		BETA-GALACTOSIDASE 4 (BGAL4)

		XLOC_007281		XLOC_007281		AT1G62180		1:22973839-22977625		WT inflorescence		ebs inflorescence		OK		25.3502		37.0574		0.547761		1.88995		5.00E-05		0.000788747		yes				AT1G02640		AT1G02640.1		encodes a protein similar to a beta-xylosidase located in the extracellular matrix. This is a member of glycosyl hydrolase family 3 and has six other closely related members.		protein_coding		BETA-XYLOSIDASE 2 (BXL2)		BETA-XYLOSIDASE 2 (ATBXL2);BETA-XYLOSIDASE 2 (BXL2)

		XLOC_003611		XLOC_003611		AT1G69200		1:26015876-26026171		WT inflorescence		ebs inflorescence		OK		58.0877		84.8512		0.546702		1.14226		0.0038		0.0298225		yes				AT5G09730		AT5G09730.1		Encodes a protein similar to a beta-xylosidase located in the extracellular matrix. It is able to degrade terminal arabinosyl residues and likely participates in the in-vivo hydrolysis of arabinan. This is a member of glycosyl hydrolase family 3 and has six other closely related members.		protein_coding		BETA-XYLOSIDASE 3 (BXL3)		BETA-XYLOSIDASE 3 (BXL3);BETA-XYLOSIDASE 3 (ATBXL3); (BX3); (ATBX3); (XYL3)

		XLOC_018290		XLOC_018290		AT3G22660		3:8016050-8017508		WT inflorescence		ebs inflorescence		OK		75.63		110.449		0.54635		2.6413		5.00E-05		0.000788747		yes				AT1G08860		AT1G08860.1		Encodes a copine-like protein, which is a member of a newly identified class of calcium-dependent, phospholipid binding proteins that are present in a wide range of organisms. Overexpression of this gene suppresses bon1-1 phenotypes. Double mutant analyses with bon1-1 suggest that BON1 and BON3 have overlapping functions in maintaining cellular homeostasis and inhibiting cell death.		protein_coding		BONZAI 3 (BON3)		BONZAI 3 (BON3)

		XLOC_016274		XLOC_016274		AT3G49260		3:18262398-18266021		WT inflorescence		ebs inflorescence		OK		31.0437		45.2996		0.545198		2.53551		5.00E-05		0.000788747		yes				AT5G65090		AT5G65090.1		Encodes a protein involved in root hair morphogenesis and tip growth.  Required for restricting both the size of the root-hair initiation site and the width of the root hairs during the transition to tip growth, but, apparently, is not required for normal subsequent tip growth.		protein_coding		BRISTLED 1 (BST1)		 (MRH3);BRISTLED 1 (BST1);DEFORMED ROOT HAIRS 4 (DER4)

		XLOC_007320		XLOC_007320		AT1G62810		1:23257725-23261966		WT inflorescence		ebs inflorescence		OK		5.11895		7.46548		0.544386		1.99931		5.00E-05		0.000788747		yes				AT1G05690		AT1G05690.1		BTB and TAZ domain protein. Acts redunantly with BT1 and BT2 during female gametophyte development. Acts with BT2 during male gametophyte development.		protein_coding		BTB AND TAZ DOMAIN PROTEIN 3 (bt3)		BTB AND TAZ DOMAIN PROTEIN 3 (bt3)

		XLOC_012066		XLOC_012066		AT2G18350		2:7969319-7972081		WT inflorescence		ebs inflorescence		OK		11.1931		16.3231		0.544298		1.63585		0.0006		0.00670586		yes				AT4G01360		AT4G01360.1		Encodes a protein related to BYPASS1 (BPS1).  Regulates production of mobile compound: bps signal.		protein_coding		BYPASS 3 (BPS3)		BYPASS 3 (BPS3)

		XLOC_000805		XLOC_000805		AT1G15510		1:5329110-5331711		WT inflorescence		ebs inflorescence		OK		8.95746		13.0543		0.543366		2.28989		5.00E-05		0.000788747		yes				AT2G13680		AT2G13680.1		Responsible for the synthesis of callose deposited at the primary cell wall of meiocytes, tetrads and microspores. Required for exine formation during microgametogenesis and for pollen viability. Highest expression in meiocytes, tetrads, microspores and mature pollen.		protein_coding		CALLOSE SYNTHASE 5 (CALS5)		CALLOSE SYNTHASE 5 (CALS5);ARABIDOPSIS THALIANA GLUCAN SYNTHASE-LIKE 2 (ATGSL02);GLUCAN SYNTHASE-LIKE 2 (GLS2)

		XLOC_014992		XLOC_014992		AT3G22310		3:7887285-7890019		WT inflorescence		ebs inflorescence		OK		67.1598		97.8504		0.542979		2.16108		5.00E-05		0.000788747		yes				AT1G66400		AT1G66400.1		Encodes a calmodulin-like protein.  Regulates nitric oxide levels and transition to flowering.		protein_coding		CALMODULIN LIKE 23 (CML23)		CALMODULIN LIKE 23 (CML23)

		XLOC_015268		XLOC_015268		AT3G26760		3:9843590-9845176		WT inflorescence		ebs inflorescence		OK		5.39346		7.85757		0.54287		1.32814		0.0053		0.0387331		yes				AT4G23700		AT4G23700.1		member of Putative Na+/H+ antiporter family		protein_coding		CATION/H+ EXCHANGER 17 (CHX17)		CATION/H+ EXCHANGER 17 (ATCHX17);CATION/H+ EXCHANGER 17 (CHX17)

		XLOC_004367		XLOC_004367		AT1G03130		1:753306-754198		WT inflorescence		ebs inflorescence		OK		293.517		427.321		0.541877		2.46102		5.00E-05		0.000788747		yes				AT5G45810		AT5G45810.1		Encodes a member of the SNF1-related kinase (SnRK) gene family (SnRK3.5), which has also been reported as a member of the CBL-interacting protein kinases (CIPK19).		protein_coding		CBL-INTERACTING PROTEIN KINASE 19 (CIPK19)		CBL-INTERACTING PROTEIN KINASE 19 (CIPK19);SNF1-RELATED PROTEIN KINASE 3.5 (SnRK3.5)

		XLOC_020310		XLOC_020310		AT3G62070		3:22983137-22984513		WT inflorescence		ebs inflorescence		OK		5.003		7.28239		0.541618		1.46636		0.00305		0.0249142		yes				AT4G24000		AT4G24000.1		encodes a protein similar to cellulose synthase		protein_coding		CELLULOSE SYNTHASE LIKE G2 (CSLG2)		ARABIDOPSIS THALIANA CELLULOSE SYNTHASE LIKE G2 (ATCSLG2);CELLULOSE SYNTHASE LIKE G2 (CSLG2)

		XLOC_003547		XLOC_003547		AT1G68130		1:25532243-25534586		WT inflorescence		ebs inflorescence		OK		9.76009		14.2034		0.541274		2.03852		5.00E-05		0.000788747		yes				AT4G16590		AT4G16590.1		encodes a gene similar to cellulose synthase		protein_coding		CELLULOSE SYNTHASE-LIKE A01 (CSLA01)		CELLULOSE SYNTHASE-LIKE A01 (ATCSLA01);CELLULOSE SYNTHASE-LIKE A01 (CSLA01);CELLULOSE SYNTHASE-LIKE A1 (ATCSLA1); (CSLA01)

		XLOC_007614		XLOC_007614		AT1G67870		1:25449366-25451012		WT inflorescence		ebs inflorescence		OK		24.4371		35.5548		0.540974		2.22213		5.00E-05		0.000788747		yes				AT2G37770		AT2G37770.2		Encodes an NADPH-dependent aldo-keto reductase that can act on a wide variety of substrates in vitro including saturated and unsaturated aldehydes, steroids, and sugars. GFP-tagged AKR4C9 localizes to the chloroplast where it may play a role in detoxifying reactive carbonyl compounds that threaten to impair the photosynthetic process. Transcript levels for this gene are up-regulated in response to cold, salt, and drought stress.		protein_coding		CHLOROPLASTIC ALDO-KETO REDUCTASE (ChlAKR)		CHLOROPLASTIC ALDO-KETO REDUCTASE (ChlAKR);ALDO-KETO REDUCTASE FAMILY 4 MEMBER C9 (AKR4C9)

		XLOC_000513		XLOC_000513		AT1G10522		1:3469579-3472672		WT inflorescence		ebs inflorescence		OK		60.4217		87.9107		0.540972		2.51799		5.00E-05		0.000788747		yes				AT1G02980		AT1G02980.1		encodes an Arabidopsis cullin		protein_coding		CULLIN 2 (CUL2)		 (ATCUL2);CULLIN 2 (CUL2)

		XLOC_030680		XLOC_030680		AT5G28490		5:10454392-10455196		WT inflorescence		ebs inflorescence		OK		12.6311		18.3738		0.54067		1.50777		0.00155		0.0144759		yes				AT4G23160		AT4G23160.1		Encodes a cysteine-rich receptor-like protein kinase.		protein_coding		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 8 (CRK8)		CYSTEINE-RICH RLK (RECEPTOR-LIKE PROTEIN KINASE) 8 (CRK8)

		XLOC_014933		XLOC_014933		AT3G21420		3:7541476-7543518		WT inflorescence		ebs inflorescence		OK		4.71457		6.85229		0.53946		1.42667		0.0027		0.0226727		yes				AT5G42590		AT5G42590.1		putative cytochrome P450		protein_coding		CYTOCHROME P450, FAMILY 71, SUBFAMILY A, POLYPEPTIDE 16 (CYP71A16)		MARNERAL OXIDASE (MRO);CYTOCHROME P450, FAMILY 71, SUBFAMILY A, POLYPEPTIDE 16 (CYP71A16)

		XLOC_015930		XLOC_015930		AT3G43670		3:15567098-15569901		WT inflorescence		ebs inflorescence		OK		9.17264		13.3284		0.539099		1.49971		0.0003		0.00373571		yes				AT3G04620		AT3G04620.1		Target promoter of the male germline-specific transcription factor DUO1.		protein_coding		D NUCLDUO1-ACTIVATEEIC ACID BINDING PROTEIN 1 (DAN1)		D NUCLDUO1-ACTIVATEEIC ACID BINDING PROTEIN 1 (DAN1)

		XLOC_024612		XLOC_024612		AT4G24930		4:12821222-12826200		WT inflorescence		ebs inflorescence		OK		23.5845		34.2654		0.53891		1.66378		0.0011		0.0109984		yes				AT4G18550		AT4G18550.1		DSEL is cytosolic acylhydrolase that shows prefential lipase activity against the sn-1 position of several classes of lipids, including 1,3-diacylglycerols and 1-monoacylglycerols. Overexpression of DSEL leads to increased peroxisome and oil body levels in  cotyledons and reduced beta-oxidation activity in seedlings.		protein_coding		DAD1-LIKE SEEDING ESTABLISHMENT-RELATED LIPASE (DSEL)		ARABIDOPSIS THALIANA DAD1-LIKE SEEDING ESTABLISHMENT-RELATED LIPASE (AtDSEL);DAD1-LIKE SEEDING ESTABLISHMENT-RELATED LIPASE (DSEL)

		XLOC_024915		XLOC_024915		AT4G30270		4:14819191-14820592		WT inflorescence		ebs inflorescence		OK		11.5508		16.7768		0.538467		1.86066		0.00015		0.0020785		yes				AT3G28470		AT3G28470.1		Member of the R2R3 factor gene family.		protein_coding		DEFECTIVE IN MERISTEM DEVELOPMENT AND FUNCTION 1 (TDF1)		MYB DOMAIN PROTEIN 35 (AtMYB35); (MYB35);DEFECTIVE IN MERISTEM DEVELOPMENT AND FUNCTION 1 (TDF1)

		XLOC_014426		XLOC_014426		AT3G13470		3:4389255-4392801		WT inflorescence		ebs inflorescence		OK		121.046		175.756		0.538017		2.41715		5.00E-05		0.000788747		yes				AT3G16540		AT3G16540.1		Encodes a putative DegP protease.		protein_coding		DEGP PROTEASE 11 (DegP11)		DEGP PROTEASE 11 (DegP11)

		XLOC_026940		XLOC_026940		AT5G28500		5:10477770-10479384		WT inflorescence		ebs inflorescence		OK		149.39		216.895		0.537914		2.45342		5.00E-05		0.000788747		yes				AT4G28130		AT4G28130.1		diacylglycerol kinase 6 (DGK6); FUNCTIONS IN: diacylglycerol kinase activity; INVOLVED IN: activation of protein kinase C activity by G-protein coupled receptor protein signaling pathway; LOCATED IN: chloroplast; EXPRESSED IN: 13 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Diacylglycerol kinase, catalytic domain (InterPro:IPR001206), Diacylglycerol kinase, accessory domain (InterPro:IPR000756); BEST Arabidopsis thaliana protein match is: diacylglycerol kinase 5 (TAIR:AT2G20900.2); Has 1411 Blast hits to 1223 proteins in 132 species: Archae - 0; Bacteria - 5; Metazoa - 1001; Fungi - 0; Plants - 258; Viruses - 0; Other Eukaryotes - 147 (source: NCBI BLink).		protein_coding		DIACYLGLYCEROL KINASE 6 (DGK6)		 (ATDGK6);DIACYLGLYCEROL KINASE 6 (DGK6)

		XLOC_009441		XLOC_009441		AT2G19870		2:8575877-8577947		WT inflorescence		ebs inflorescence		OK		30.4071		44.1291		0.537322		2.53631		5.00E-05		0.000788747		yes				AT4G35420		AT4G35420.1		Encodes DRL1 (Dihydroflavonol 4-reductase-like1), a closely related homolog of the rice anther-specific gene OsDFR2.  DRL1 may be involved in a metabolic pathway essential for pollen wall development and male fertility.  Mutant plants have impaired pollen formation and seed production.		protein_coding		DIHYDROFLAVONOL 4-REDUCTASE-LIKE1 (DRL1)		TETRAKETIDE ALPHA-PYRONE REDUCTASE 1 (TKPR1);DIHYDROFLAVONOL 4-REDUCTASE-LIKE1 (DRL1)

		XLOC_004232		XLOC_004232		AT1G80770		1:30355114-30357964		WT inflorescence		ebs inflorescence		OK		24.4912		35.5409		0.53722		2.34102		5.00E-05		0.000788747		yes				AT2G44590		AT2G44590.3		DYNAMIN-like 1D (DL1D); FUNCTIONS IN: GTP binding, GTPase activity; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell, male gametophyte, flower; EXPRESSED DURING: M germinated pollen stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Dynamin GTPase effector (InterPro:IPR003130), Dynamin, GTPase region, conserved site (InterPro:IPR019762), Dynamin, GTPase domain (InterPro:IPR001401), GTPase effector domain, GED (InterPro:IPR020850), Dynamin central region (InterPro:IPR000375); BEST Arabidopsis thaliana protein match is: DYNAMIN-like 1E (TAIR:AT3G60190.1); Has 2860 Blast hits to 2735 proteins in 316 species: Archae - 2; Bacteria - 41; Metazoa - 1056; Fungi - 842; Plants - 574; Viruses - 0; Other Eukaryotes - 345 (source: NCBI BLink).		protein_coding		DYNAMIN-LIKE 1D (DL1D)		DYNAMIN-LIKE 1D (DL1D);DYNAMIN-LIKE 1D (ADL1D)

		XLOC_018197		XLOC_018197		AT3G21055		3:7376634-7377186		WT inflorescence		ebs inflorescence		OK		767.946		1114.02		0.5367		2.32947		5.00E-05		0.000788747		yes				AT4G21330		AT4G21330.1		Encodes a bHLH transcription factor strongly expressed in the tapetum from late anther stage 5 to early stage 6, and at a lower level in meiocytes. dyt1 mutant exhibits abnormal anther morphology beginning at anther stage 4. DYT1 acts downstream of SPL/NZZ and EMS1/EXS , and is required for normal expression of AMS, MS1 and other tapetum preferential genes.		protein_coding		DYSFUNCTIONAL TAPETUM 1 (DYT1)		DYSFUNCTIONAL TAPETUM 1 (DYT1)

		XLOC_010730		XLOC_010730		AT2G42220		2:17592037-17596629		WT inflorescence		ebs inflorescence		OK		164.11		237.93		0.535877		2.11445		5.00E-05		0.000788747		yes				AT2G27035		AT2G27035.1		Has been classified as a stellacyanin.  Has also been classified as an early nodulin-like protein (ENODL), because it does not have a His residue involved in Cu binding.  ENODLs are proteins having one plastocyanin-like (PCNL) domain lacking the amino acid residues necessary for Cu binding.		protein_coding		EARLY NODULIN-LIKE PROTEIN 20 (ENODL20)		EARLY NODULIN-LIKE PROTEIN 20 (ENODL20); (AtENODL20)

		XLOC_007712		XLOC_007712		AT1G69760		1:26239259-26240708		WT inflorescence		ebs inflorescence		OK		14.5676		21.1201		0.535848		2.14918		5.00E-05		0.000788747		yes				AT1G79800		AT1G79800.1		early nodulin-like protein 7 (ENODL7); FUNCTIONS IN: electron carrier activity, copper ion binding; LOCATED IN: anchored to membrane; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Plastocyanin-like (InterPro:IPR003245), Cupredoxin (InterPro:IPR008972); BEST Arabidopsis thaliana protein match is: early nodulin-like protein 5 (TAIR:AT3G18590.1); Has 1368 Blast hits to 1323 proteins in 58 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1368; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		EARLY NODULIN-LIKE PROTEIN 7 (ENODL7)		EARLY NODULIN-LIKE PROTEIN 7 (ENODL7); (AtENODL7)

		XLOC_032813		XLOC_032813		AT5G66470		5:26541694-26544359		WT inflorescence		ebs inflorescence		OK		45.4582		65.9042		0.535829		2.59301		5.00E-05		0.000788747		yes				AT3G30775		AT3G30775.1		Encodes a proline oxidase that is predicted to localize to the inner mitochondrial membrane, its mRNA expression induced by high levels of Al and by osmotic stress.  The promoter contains an L-proline-inducible element.		protein_coding		EARLY RESPONSIVE TO DEHYDRATION 5 (ERD5)		EARLY RESPONSIVE TO DEHYDRATION 5 (ERD5);PROLINE DEHYDROGENASE (PRODH); (AT-POX);PROLINE DEHYDROGENASE 1 (PDH1); (ATPDH); (PRO1);ARABIDOPSIS THALIANA PROLINE OXIDASE (ATPOX)

		XLOC_031473		XLOC_031473		AT5G42650		5:17097594-17099395		WT inflorescence		ebs inflorescence		OK		13.1089		18.9996		0.535425		1.80615		5.00E-05		0.000788747		yes				AT1G56410		AT1G56410.1		encodes a heat shock protein whose gene expression is induced by heat and dehydration.		protein_coding		EARLY-RESPONSIVE TO DEHYDRATION 2 (ERD2)		HEAT SHOCK PROTEIN 70T-1 (HSP70T-1);EARLY-RESPONSIVE TO DEHYDRATION 2 (ERD2)

		XLOC_006966		XLOC_006966		AT1G55670		1:20802669-20803449		WT inflorescence		ebs inflorescence		OK		821.075		1188.46		0.533513		1.97837		5.00E-05		0.000788747		yes				AT4G33790		AT4G33790.1		Encodes an alcohol-forming fatty acyl-CoA reductase, involved in cuticular wax biosynthesis. Lines carrying recessive mutations are deficient in primary alcohol and have glossy stem surfaces.		protein_coding		ECERIFERUM 4 (CER4)		ECERIFERUM 4 (CER4);FATTY ACID REDUCTASE 3 (FAR3); (G7)

		XLOC_003139		XLOC_003139		AT1G60950		1:22444389-22445222		WT inflorescence		ebs inflorescence		OK		778.806		1126.51		0.532519		1.95326		0.0001		0.0014466		yes				AT5G56930		AT5G56930.1		embryo defective 1789 (emb1789); FUNCTIONS IN: zinc ion binding, nucleic acid binding; INVOLVED IN: embryo development ending in seed dormancy; CONTAINS InterPro DOMAIN/s: Zinc finger, CCCH-type (InterPro:IPR000571); Has 4013 Blast hits to 1845 proteins in 273 species: Archae - 0; Bacteria - 114; Metazoa - 1017; Fungi - 647; Plants - 283; Viruses - 3; Other Eukaryotes - 1949 (source: NCBI BLink).		protein_coding		EMBRYO DEFECTIVE 1789 (emb1789)		EMBRYO DEFECTIVE 1789 (emb1789)

		XLOC_026576		XLOC_026576		AT5G22340		5:7394443-7396875		WT inflorescence		ebs inflorescence		OK		60.2113		87.0849		0.532388		1.52232		0.00225		0.0196041		yes				AT3G03650		AT3G03650.1		embryo sac development arrest 5 (EDA5); FUNCTIONS IN: catalytic activity; INVOLVED IN: megagametogenesis, pollen tube development; LOCATED IN: membrane; CONTAINS InterPro DOMAIN/s: Exostosin-like (InterPro:IPR004263); BEST Arabidopsis thaliana protein match is: exostosin family protein (TAIR:AT3G45400.1); Has 1124 Blast hits to 1120 proteins in 61 species: Archae - 0; Bacteria - 6; Metazoa - 39; Fungi - 0; Plants - 1020; Viruses - 0; Other Eukaryotes - 59 (source: NCBI BLink).		protein_coding		EMBRYO SAC DEVELOPMENT ARREST 5 (EDA5)		EMBRYO SAC DEVELOPMENT ARREST 5 (EDA5)

		XLOC_022473		XLOC_022473		AT4G31910		4:15441081-15443900		WT inflorescence		ebs inflorescence		OK		15.4529		22.3494		0.532357		1.9313		0.0001		0.0014466		yes				AT2G20880		AT2G20880.1		Encodes ERF53, a drought-induced transcription factor. Belongs to the AP2/ERF superfamily, and has a highly conserved AP2 domain. Regulates drought-responsive gene expressions by binding to the GCC box and/or dehydration-responsive element (DRE) in the promoter of downstream genes. Overexpression of AtERF53 driven by the CaMV35S promoter resulted in an unstable drought-tolerant phenotype in T2 transgenic plants.		protein_coding		ERF DOMAIN 53 (ERF53)		 (ATERF53);ERF DOMAIN 53 (ERF53)

		XLOC_012724		XLOC_012724		AT2G29650		2:12673382-12676049		WT inflorescence		ebs inflorescence		OK		43.0667		62.2855		0.532324		1.64083		0.0024		0.0206552		yes				AT5G52340		AT5G52340.1		A member of EXO70 gene family, putative exocyst subunits, conserved in land plants. Arabidopsis thaliana contains 23 putative EXO70 genes, which can be classified into eight clusters on the phylogenetic tree.		protein_coding		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A2 (EXO70A2)		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A2 (EXO70A2);EXOCYST SUBUNIT EXO70 FAMILY PROTEIN A2 (ATEXO70A2)

		XLOC_032604		XLOC_032604		AT5G62840		5:25228224-25229683		WT inflorescence		ebs inflorescence		OK		14.9546		21.6221		0.53192		1.18597		0.0066		0.0459141		yes				AT3G55150		AT3G55150.1		A member of EXO70 gene family, putative exocyst subunits, conserved in land plants. Arabidopsis thaliana contains 23 putative EXO70 genes, which can be classified into eight clusters on the phylogenetic tree.		protein_coding		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H1 (EXO70H1)		EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H1 (EXO70H1);EXOCYST SUBUNIT EXO70 FAMILY PROTEIN H1 (ATEXO70H1)

		XLOC_009244		XLOC_009244		AT2G16700		2:7244607-7245741		WT inflorescence		ebs inflorescence		OK		37.4213		54.1036		0.531868		2.21007		0.0001		0.0014466		yes				AT2G35150		AT2G35150.1		Encodes EXORDIUM LIKE 7.		protein_coding		EXORDIUM LIKE 7 (EXL7)		EXORDIUM LIKE 7 (EXL7);EXORDIUM LIKE 1 (EXL1)

		XLOC_016652		XLOC_016652		AT3G56170		3:20842144-20844476		WT inflorescence		ebs inflorescence		OK		4.5323		6.54901		0.531033		1.38489		0.00375		0.0294754		yes				AT1G03170		AT1G03170.1		A member of the FAF family proteins encoded by the FANTASTIC FOUR (FAF) genes:   AT4G02810 (FAF1), AT1G03170 (FAF2), AT5G19260 (FAF3) and AT3G06020 (FAF4).  FAFs have the potential to regulate shoot meristem size in Arabidopsis thaliana. FAFs can repress WUS, which ultimately leads to an arrest of meristem activity in FAF overexpressing lines.		protein_coding		FANTASTIC FOUR 2 (FAF2)		FANTASTIC FOUR 2 (FAF2);FLORAL TRANSITION AT THE MERISTEM5 (FTM5)

		XLOC_025163		XLOC_025163		AT4G34610		4:16530345-16533034		WT inflorescence		ebs inflorescence		OK		9.18127		13.2621		0.53054		1.92035		0.00015		0.0020785		yes				AT3G06020		AT3G06020.1		A member of the FAF family proteins encoded by the FANTASTIC FOUR (FAF) genes:   AT4G02810 (FAF1), AT1G03170 (FAF2), AT5G19260 (FAF3) and AT3G06020 (FAF4).  FAFs have the potential to regulate shoot meristem size in Arabidopsis thaliana. FAFs can repress WUS, which ultimately leads to an arrest of meristem activity in FAF overexpressing lines.		protein_coding		FANTASTIC FOUR 4 (FAF4)		FANTASTIC FOUR 4 (FAF4)

		XLOC_005574		XLOC_005574		AT1G24400		1:8651406-8653828		WT inflorescence		ebs inflorescence		OK		4.87847		7.04392		0.529951		1.51231		0.00205		0.0181641		yes				AT1G01590		AT1G01590.1		Encodes a ferric-chelate reductase that is expressed at extremely low levels in Fe deficiency-induced seedlings.		protein_coding		FERRIC REDUCTION OXIDASE 1 (FRO1)		FERRIC REDUCTION OXIDASE 1 (ATFRO1);FERRIC REDUCTION OXIDASE 1 (FRO1)

		XLOC_000541		XLOC_000541		AT1G11050		1:3681887-3684169		WT inflorescence		ebs inflorescence		OK		4.21532		6.0864		0.529948		1.54062		0.00185		0.0166819		yes				AT3G12145		AT3G12145.1		A novel leucine-rich repeat protein. Interacts directly with MADS domain transcription factor.		protein_coding		FLOR1 (FLR1)		 (FLOR1);FLOR1 (FLR1);FLORAL TRANSITION AT THE MERISTEM4 (FTM4)

		XLOC_026834		XLOC_026834		AT5G27120		5:9540924-9543871		WT inflorescence		ebs inflorescence		OK		68.7251		99.2115		0.529672		2.54937		5.00E-05		0.000788747		yes				AT1G43800		AT1G43800.1		Plant stearoyl-acyl-carrier-protein desaturase family protein; FUNCTIONS IN: acyl-[acyl-carrier-protein] desaturase activity, oxidoreductase activity, transition metal ion binding; INVOLVED IN: oxidation reduction, fatty acid metabolic process, fatty acid biosynthetic process; LOCATED IN: membrane; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Ribonucleotide reductase-related (InterPro:IPR012348), Ferritin/ribonucleotide reductase-like (InterPro:IPR009078), Fatty acid desaturase, type 2 (InterPro:IPR005067), Stearoyl-ACP desaturase, conserved site (InterPro:IPR005803); BEST Arabidopsis thaliana protein match is: Plant stearoyl-acyl-carrier-protein desaturase family protein (TAIR:AT2G43710.1); Has 962 Blast hits to 955 proteins in 224 species: Archae - 0; Bacteria - 456; Metazoa - 2; Fungi - 0; Plants - 446; Viruses - 0; Other Eukaryotes - 58 (source: NCBI BLink).		protein_coding		FLORAL TRANSITION AT THE MERISTEM1 (FTM1)		FLORAL TRANSITION AT THE MERISTEM1 (FTM1)

		XLOC_023102		XLOC_023102		AT4G02530		4:1112140-1114029		WT inflorescence		ebs inflorescence		OK		140.599		202.935		0.529428		2.55522		5.00E-05		0.000788747		yes				AT5G25250		AT5G25250.1		SPFH/Band 7/PHB domain-containing membrane-associated protein family; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: plasma membrane, vacuole; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Band 7 protein (InterPro:IPR001107); BEST Arabidopsis thaliana protein match is: SPFH/Band 7/PHB domain-containing membrane-associated protein family (TAIR:AT5G25260.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		FLOTILLIN 1 (FLOT1)		FLOTILLIN 1 (FLOT1)

		XLOC_029758		XLOC_029758		AT5G11480		5:3669192-3671574		WT inflorescence		ebs inflorescence		OK		86.7444		125.136		0.528654		2.10142		0.00015		0.0020785		yes				AT2G03210		AT2G03210.1		member of Glycosyltransferase Family- 37		protein_coding		FUCOSYLTRANSFERASE 2 (FUT2)		FUCOSYLTRANSFERASE 2 (FUT2); (ATFUT2)

		XLOC_017192		XLOC_017192		AT3G03630		3:877927-880446		WT inflorescence		ebs inflorescence		OK		23.1053		33.3261		0.528428		2.3824		5.00E-05		0.000788747		yes				AT2G46480		AT2G46480.1		Encodes a protein with  putative galacturonosyltransferase activity.		protein_coding		GALACTURONOSYLTRANSFERASE 2 (GAUT2)		GALACTURONOSYLTRANSFERASE 2 (LGT2);GALACTURONOSYLTRANSFERASE 2 (GAUT2)

		XLOC_028104		XLOC_028104		AT5G48470		5:19641743-19644362		WT inflorescence		ebs inflorescence		OK		23.9758		34.5539		0.527269		2.31751		5.00E-05		0.000788747		yes				AT3G06260		AT3G06260.1		Encodes a protein with  putative galacturonosyltransferase activity.		protein_coding		GALACTURONOSYLTRANSFERASE-LIKE 4 (GATL4)		GALACTINOL SYNTHASE 9 (GolS9);GALACTURONOSYLTRANSFERASE-LIKE 4 (GATL4)

		XLOC_023999		XLOC_023999		AT4G14622		4:8389039-8390833		WT inflorescence		ebs inflorescence		OK		8.85146		12.756		0.527183		1.88718		0.00025		0.00319302		yes				AT2G34555		AT2G34555.1		Encodes a gibberellin 2-oxidase that acts on C19 gibberellins to deactivate them.		protein_coding		GIBBERELLIN 2-OXIDASE 3 (ATGA2OX3)		GIBBERELLIN 2-OXIDASE 3 (ATGA2OX3);GIBBERELLIN 2-OXIDASE 3 (GA2OX3)

		XLOC_000966		XLOC_000966		AT1G18090		1:6224500-6230188		WT inflorescence		ebs inflorescence		OK		11.4067		16.4335		0.526766		1.54214		0.00075		0.00806418		yes				AT1G02400		AT1G02400.1		Encodes a gibberellin 2-oxidase that acts on C19 gibberellins but not C20 gibberellins.		protein_coding		GIBBERELLIN 2-OXIDASE 6 (GA2OX6)		ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 4 (ATGA2OX4);ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 6 (ATGA2OX6);GIBBERELLIN 2-OXIDASE 6 (GA2OX6);DOWNSTREAM TARGET OF AGL15 1 (DTA1)

		XLOC_016933		XLOC_016933		AT3G61470		3:22745652-22747282		WT inflorescence		ebs inflorescence		OK		466.21		671.649		0.526725		2.0236		5.00E-05		0.000788747		yes				AT4G21200		AT4G21200.1		Encodes a protein with gibberellin 2-oxidase activity which acts specifically on C-20 gibberellins.		protein_coding		GIBBERELLIN 2-OXIDASE 8 (GA2OX8)		ARABIDOPSIS THALIANA GIBBERELLIN 2-OXIDASE 8 (ATGA2OX8);GIBBERELLIN 2-OXIDASE 8 (GA2OX8)

		XLOC_021873		XLOC_021873		AT4G21445		4:11424709-11425767		WT inflorescence		ebs inflorescence		OK		23.1739		33.3854		0.526718		1.78172		0.0003		0.00373571		yes				AT5G61250		AT5G61250.2		Belongs to the plant glycoside hydrolase family 79. Encodes a protein with several posttranslational modification sites including O-&#946;-GlcNAc attachment sites and serine-, threonine- and  tyrosine-phosphorylation sites, suggesting that this protein is extensively modified posttranslationally. The protein is predicted  (WoLF PSORT program) to be secreted.		protein_coding		GLUCURONIDASE 1 (GUS1)		GLUCURONIDASE 1 (GUS1);GLUCURONIDASE 1 (AtGUS1)

		XLOC_016440		XLOC_016440		AT3G52380		3:19421396-19425214		WT inflorescence		ebs inflorescence		OK		148.548		213.862		0.525748		2.37428		5.00E-05		0.000788747		yes				AT2G29460		AT2G29460.1		Encodes glutathione transferase belonging to the tau class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE TAU 4 (GSTU4)		GLUTATHIONE S-TRANSFERASE TAU 4 (ATGSTU4);GLUTATHIONE S-TRANSFERASE 22 (GST22);GLUTATHIONE S-TRANSFERASE TAU 4 (GSTU4)

		XLOC_014022		XLOC_014022		AT3G05625		3:1632283-1634139		WT inflorescence		ebs inflorescence		OK		13.7245		19.7573		0.52563		1.85861		0.00025		0.00319302		yes				AT2G29440		AT2G29440.1		Encodes glutathione transferase belonging to the tau class of GSTs. Naming convention according to Wagner et al. (2002).		protein_coding		GLUTATHIONE S-TRANSFERASE TAU 6 (GSTU6)		GLUTATHIONE S-TRANSFERASE TAU 6 (ATGSTU6);GLUTATHIONE S-TRANSFERASE TAU 6 (GSTU6);GLUTATHIONE S-TRANSFERASE 24 (GST24)

		XLOC_013407		XLOC_013407		AT2G41370		2:17237744-17240440		WT inflorescence		ebs inflorescence		OK		15.1415		21.7968		0.525603		2.30488		5.00E-05		0.000788747		yes				AT1G06520		AT1G06520.1		Encodes a membrane associated mitochondrial localized protein with  glycerol-3-phosphate acyltransferase activity.Expressed in flower buds and siliques. Homozygous mutant plants are male sterile and have abnormal glycerolipid levels.		protein_coding		GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1 (GPAT1)		GLYCEROL-3-PHOSPHATE ACYLTRANSFERASE 1 (GPAT1); (ATGPAT1)

		XLOC_015037		XLOC_015037		AT3G23050		3:8194678-8197153		WT inflorescence		ebs inflorescence		OK		17.2133		24.7692		0.525028		1.95246		5.00E-05		0.000788747		yes				AT1G80160		AT1G80160.1		Lactoylglutathione lyase / glyoxalase I family protein; CONTAINS InterPro DOMAIN/s: Glyoxalase/bleomycin resistance protein/dioxygenase (InterPro:IPR004360); BEST Arabidopsis thaliana protein match is: Lactoylglutathione lyase / glyoxalase I family protein (TAIR:AT1G15380.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		GLYOXYLASE I 7 (GLYI7)		GLYOXYLASE I 7 (GLYI7)

		XLOC_001610		XLOC_001610		AT1G29670		1:10375762-10378961		WT inflorescence		ebs inflorescence		OK		58.0161		83.4706		0.524814		2.40736		5.00E-05		0.000788747		yes				AT1G31140		AT1G31140.2		Encodes a B-sister MADS-box protein, GORDITA which is specific to the Brassicaceae. GOA is the most closely related paralog of ABS. GOA represses fruit growth and contributes to integument development.  Over-expression of GOA results in disorganized floral structure and addition of carpel-like  features to sepals.		protein_coding		GORDITA (GOA)		GORDITA (GOA)

		XLOC_024480		XLOC_024480		AT4G22540		4:11860443-11866364		WT inflorescence		ebs inflorescence		OK		17.9771		25.8643		0.524802		2.26501		5.00E-05		0.000788747		yes				AT5G35600		AT5G35600.1		histone deacetylase7 (HDA7); FUNCTIONS IN: histone deacetylase activity; INVOLVED IN: histone deacetylation; LOCATED IN: nucleus; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Histone deacetylase (InterPro:IPR003084), Histone deacetylase superfamily (InterPro:IPR000286); BEST Arabidopsis thaliana protein match is: histone deacetylase 6 (TAIR:AT5G63110.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		HISTONE DEACETYLASE7 (HDA7)		HISTONE DEACETYLASE7 (HDA7)

		XLOC_003914		XLOC_003914		AT1G74650		1:28041190-28042995		WT inflorescence		ebs inflorescence		OK		5.12151		7.36767		0.524638		1.4936		0.003		0.0246142		yes				AT1G53490		AT1G53490.1		RING/U-box superfamily protein; Has 175 Blast hits to 173 proteins in 83 species: Archae - 2; Bacteria - 14; Metazoa - 69; Fungi - 24; Plants - 38; Viruses - 0; Other Eukaryotes - 28 (source: NCBI BLink).		protein_coding		HOMOLOG OF HUMAN HEI10 ( ENHANCER OF CELL INVASION NO.10) (HEI10)		HOMOLOG OF HUMAN HEI10 ( ENHANCER OF CELL INVASION NO.10) (HEI10)

		XLOC_006654		XLOC_006654		AT1G50320		1:18638383-18639536		WT inflorescence		ebs inflorescence		OK		49.7546		71.5518		0.52416		2.36015		5.00E-05		0.000788747		yes				AT1G51800		AT1G51800.1		The gene encodes a putative member of  the LRR-RLK protein family. Expressin and mutant analysis revealed that it contributes to the interaction between Arabidopsis and Hyaloperonospora arabidopsidis.  and		protein_coding		IMPAIRED OOMYCETE SUSCEPTIBILITY 1 (IOS1)		IMPAIRED OOMYCETE SUSCEPTIBILITY 1 (IOS1)

		XLOC_010677		XLOC_010677		AT2G41310		2:17221932-17224427		WT inflorescence		ebs inflorescence		OK		7.16556		10.3028		0.523883		1.84179		0.00025		0.00319302		yes				AT5G52000		AT5G52000.1		Putative importin alpha isoform. When overexpressed can rescue the impa-4 decreased transformation susceptibility phenotype. Target promoter of the male germline-specific transcription factor DUO1.		protein_coding		IMPORTIN ALPHA ISOFORM 8 (IMPA-8)		IMPORTIN ALPHA ISOFORM 8 (IMPA-8)

		XLOC_000404		XLOC_000404		AT1G08550		1:2706923-2709531		WT inflorescence		ebs inflorescence		OK		28.0758		40.3609		0.52363		2.27366		5.00E-05		0.000788747		yes				AT5G03570		AT5G03570.1		Encodes FPN2, a tonoplast localized nickel transport protein. FPN2 is one of the Arabidopsis orthologs (AT2G38460/IREG1/FPN1 and AT5G03570/IREG2/FPN2) the iron efflux transporter ferroportin (FPN) identified in animals.		protein_coding		IRON REGULATED 2 (IREG2)		ARABIDOPSIS THALIANA IRON-REGULATED PROTEIN 2 (ATIREG2);IRON REGULATED 2 (IREG2);FERROPORTIN 2 (FPN2)

		XLOC_010066		XLOC_010066		AT2G30930		2:13162368-13163398		WT inflorescence		ebs inflorescence		OK		17.4111		25.0191		0.523024		1.74313		0.00045		0.00528116		yes				AT1G68460		AT1G68460.1		Encodes a putative adenylate isopentenyltransferase. It catalyzes the formation of isopentenyladenosine 5'-monophosphate (iPMP) from AMP and dimethylallylpyrophosphate (DMAPP), but it has a lower Km for ADP and likely works using ADP or ATP in plants. It is involved in cytokinin biosynthesis.		protein_coding		ISOPENTENYLTRANSFERASE 1 (IPT1)		ISOPENTENYLTRANSFERASE 1 (IPT1);ARABIDOPSIS THALIANA ISOPENTENYLTRANSFERASE 1 (ATIPT1)

		XLOC_029391		XLOC_029391		AT5G04470		5:1266624-1267416		WT inflorescence		ebs inflorescence		OK		16.4656		23.6512		0.522457		1.70261		0.00055		0.0062255		yes				AT1G19640		AT1G19640.1		Encodes a S-adenosyl-L-methionine:jasmonic acid carboxyl methyltransferase that catalyzes the formation of methyljasmonate from jasmonic acid.  Its expression is induced in response to wounding or methyljasmonate treatment.		protein_coding		JASMONIC ACID CARBOXYL METHYLTRANSFERASE (JMT)		JASMONIC ACID CARBOXYL METHYLTRANSFERASE (JMT)

		XLOC_016004		XLOC_016004		AT3G44750		3:16297978-16299847		WT inflorescence		ebs inflorescence		OK		136.125		195.479		0.522086		2.52661		5.00E-05		0.000788747		yes				AT1G73260		AT1G73260.1		Encodes a trypsin inhibitor involved in modulating programmed cell death in plant-pathogen interactions.		protein_coding		KUNITZ TRYPSIN INHIBITOR 1 (KTI1)		KUNITZ TRYPSIN INHIBITOR 1 (KTI1);ARABIDOPSIS THALIANA KUNITZ TRYPSIN INHIBITOR 1 (ATKTI1)

		XLOC_014177		XLOC_014177		AT3G08940		3:2717674-2722624		WT inflorescence		ebs inflorescence		OK		222.955		319.873		0.520743		1.9444		5.00E-05		0.000788747		yes				AT1G18140		AT1G18140.1		putative laccase, a member of laccase family of genes (with 17 members in Arabidopsis).		protein_coding		LACCASE 1 (LAC1)		 (ATLAC1);LACCASE 1 (LAC1)

		XLOC_032673		XLOC_032673		AT5G64060		5:25633535-25635781		WT inflorescence		ebs inflorescence		OK		4.5151		6.47621		0.520391		1.50512		0.00235		0.0203278		yes				AT4G34850		AT4G34850.1		LESS ADHESIVE POLLEN 5 (LAP5); FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, catalytic activity, acyltransferase activity; INVOLVED IN: phenylpropanoid biosynthetic process, pollen exine formation; LOCATED IN: cellular_component unknown; EXPRESSED IN: leaf whorl, sepal, anther, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Chalcone/stilbene synthase, N-terminal (InterPro:IPR001099), Thiolase-like (InterPro:IPR016039), Polyketide synthase, type III (InterPro:IPR011141), Thiolase-like, subgroup (InterPro:IPR016038), Chalcone/stilbene synthase, C-terminal (InterPro:IPR012328); BEST Arabidopsis thaliana protein match is: Chalcone and stilbene synthase family protein (TAIR:AT1G02050.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		LESS ADHESIVE POLLEN 5 (LAP5)		POLYKETIDE SYNTHASE B (PSKB);LESS ADHESIVE POLLEN 5 (LAP5)

		XLOC_013198		XLOC_013198		AT2G37640		2:15787704-15789853		WT inflorescence		ebs inflorescence		OK		46.5717		66.7844		0.520058		2.44415		5.00E-05		0.000788747		yes				AT1G02050		AT1G02050.1		LESS ADHESIVE POLLEN 6 (LAP6); FUNCTIONS IN: transferase activity, transferring acyl groups other than amino-acyl groups, catalytic activity, acyltransferase activity; INVOLVED IN: phenylpropanoid biosynthetic process, pollen exine formation; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Chalcone/stilbene synthase, N-terminal (InterPro:IPR001099), Thiolase-like (InterPro:IPR016039), Polyketide synthase, type III (InterPro:IPR011141), Thiolase-like, subgroup (InterPro:IPR016038), Chalcone/stilbene synthase, C-terminal (InterPro:IPR012328); BEST Arabidopsis thaliana protein match is: Chalcone and stilbene synthase family protein (TAIR:AT4G00040.1); Has 6482 Blast hits to 6477 proteins in 1606 species: Archae - 0; Bacteria - 2500; Metazoa - 0; Fungi - 67; Plants - 3666; Viruses - 0; Other Eukaryotes - 249 (source: NCBI BLink).		protein_coding		LESS ADHESIVE POLLEN 6 (LAP6)		POLYKETIDE SYNTHASE A (PSKA);LESS ADHESIVE POLLEN 6 (LAP6)

		XLOC_028643		XLOC_028643		AT5G57340		5:23226085-23229282		WT inflorescence		ebs inflorescence		OK		4.39502		6.30132		0.519787		1.33396		0.0065		0.0453422		yes				AT5G59320		AT5G59320.1		Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the lipid transfer protein (PR-14) family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 3 (LTP3)		LIPID TRANSFER PROTEIN 3 (LTP3)

		XLOC_030085		XLOC_030085		AT5G17710		5:5839342-5841728		WT inflorescence		ebs inflorescence		OK		95.5323		136.864		0.518686		2.49979		5.00E-05		0.000788747		yes				AT5G59310		AT5G59310.1		Encodes a member of the lipid transfer protein family. Proteins of this family are generally small (~9 kD), basic, expressed abundantly and contain eight Cys residues. The proteins can bind fatty acids and acylCoA esters and can transfer several different phospholipids. They are localized to the cell wall. The mRNA is present in flowers and siliques, and is strongly up-regulated by abscisic acid. Predicted to be a member of PR-14 pathogenesis-related protein family with the following members:   At2g38540/LTP1, At2g38530/LTP2, At5g59320/LTP3, At5g59310/LTP4, At3g51600/LTP5, At3g08770/LTP6, At2g15050/LTP7, At2g18370/LTP8, At2g15325/LTP9, At5g01870/LTP10, At4g33355/LTP11, At3g51590/LTP12, At5g44265/LTP13, At5g62065/LTP14, At4g08530/LTP15.		protein_coding		LIPID TRANSFER PROTEIN 4 (LTP4)		LIPID TRANSFER PROTEIN 4 (LTP4)

		XLOC_010428		XLOC_010428		AT2G36950		2:15515132-15516931		WT inflorescence		ebs inflorescence		OK		6.84164		9.80078		0.518554		1.24824		0.0055		0.0398804		yes				AT3G52770		AT3G52770.1		ZPR3 is a small-leucine zipper containing protein that is involved in the establishment of leaf polarity.		protein_coding		LITTLE ZIPPER 3 (ZPR3)		LITTLE ZIPPER 3 (ZPR3)

		XLOC_009477		XLOC_009477		AT2G20570		2:8855357-8857756		WT inflorescence		ebs inflorescence		OK		34.2245		48.998		0.517694		1.97335		0.0005		0.00577165		yes				AT2G36307		AT2G36307.1		Unknown gene		other_rna		LITTLE ZIPPER 4 (ZPR4)		LITTLE ZIPPER 4 (ZPR4)

		XLOC_019959		XLOC_019959		AT3G56090		3:20814046-20816035		WT inflorescence		ebs inflorescence		OK		151.473		216.785		0.51721		2.45957		5.00E-05		0.000788747		yes				AT1G06280		AT1G06280.1		LOB domain-containing protein 2 (LBD2); INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: Lateral organ boundaries, LOB (InterPro:IPR004883); BEST Arabidopsis thaliana protein match is: Lateral organ boundaries (LOB) domain family protein (TAIR:AT1G65620.4); Has 899 Blast hits to 894 proteins in 25 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 888; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding		LOB DOMAIN-CONTAINING PROTEIN 2 (LBD2)		LOB DOMAIN-CONTAINING PROTEIN 2 (LBD2)

		XLOC_022458		XLOC_022458		AT4G31610		4:15317498-15320020		WT inflorescence		ebs inflorescence		OK		15.9296		22.7975		0.517163		2.27597		5.00E-05		0.000788747		yes				AT3G03760		AT3G03760.1		LOB domain-containing protein 20 (LBD20); CONTAINS InterPro DOMAIN/s: Lateral organ boundaries, LOB (InterPro:IPR004883), Uncharacterised conserved protein UCP038127, LOB (InterPro:IPR017394); BEST Arabidopsis thaliana protein match is: lateral organ boundaries-domain 16 (TAIR:AT2G42430.1); Has 888 Blast hits to 883 proteins in 26 species: Archae - 0; Bacteria - 0; Metazoa - 16; Fungi - 0; Plants - 872; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		LOB DOMAIN-CONTAINING PROTEIN 20 (LBD20)		LOB DOMAIN-CONTAINING PROTEIN 20 (LBD20)

		XLOC_026050		XLOC_026050		AT5G11420		5:3644546-3647295		WT inflorescence		ebs inflorescence		OK		17.9139		25.6008		0.515104		2.18418		5.00E-05		0.000788747		yes				AT1G61070		AT1G61070.1		Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the plant defensin (PDF) family with the following members: At1g75830/PDF1.1, At5g44420/PDF1.2a, At2g26020/PDF1.2b, At5g44430/PDF1.2c, At2g26010/PDF1.3, At1g19610/PDF1.4, At1g55010/PDF1.5, At2g02120/PDF2.1, At2g02100/PDF2.2, At2g02130/PDF2.3, At1g61070/PDF2.4, At5g63660/PDF2.5, At2g02140/PDF2.6, At5g38330/PDF3.1 and At4g30070/PDF3.2.		protein_coding		LOW-MOLECULAR-WEIGHT CYSTEINE-RICH 66 (LCR66)		PLANT DEFENSIN 2.4 (PDF2.4);LOW-MOLECULAR-WEIGHT CYSTEINE-RICH 66 (LCR66)

		XLOC_014391		XLOC_014391		AT3G12930		3:4128406-4129956		WT inflorescence		ebs inflorescence		OK		67.6996		96.7212		0.514684		2.1918		5.00E-05		0.000788747		yes				AT4G28580		AT4G28580.1		Transmembrane magnesium transporter. One of nine family members. Functions in pollen development.		protein_coding		MAGNESIUM TRANSPORT 5 (MGT5)		ARABIDOPSIS THALIANA MAGNESIUM TRANSPORT 5 (ATMGT5); (MRS2-6);MAGNESIUM TRANSPORT 5 (MGT5)

		XLOC_017464		XLOC_017464		AT3G07800		3:2489386-2491087		WT inflorescence		ebs inflorescence		OK		13.3927		19.1265		0.514122		2.0102		5.00E-05		0.000788747		yes				AT1G66170		AT1G66170.1		encodes a PHD-domain containing protein required for male meiosis. Gene is expressed in developing male meiocytes and protein is localized to the nucleus.		protein_coding		MALE MEIOCYTE DEATH 1 (MMD1)		MALE MEIOCYTE DEATH 1 (MMD1)

		XLOC_029608		XLOC_029608		AT5G08650		5:2806322-2813264		WT inflorescence		ebs inflorescence		OK		31.3119		44.7064		0.513768		2.37378		5.00E-05		0.000788747		yes				AT3G11980		AT3G11980.1		Similar to fatty acid reductases.		protein_coding		MALE STERILITY 2 (MS2)		FATTY ACID REDUCTASE 2 (FAR2);MALE STERILITY 2 (MS2)

		XLOC_028362		XLOC_028362		AT5G52960		5:21477145-21478437		WT inflorescence		ebs inflorescence		OK		44.2896		63.2315		0.513675		2.2166		5.00E-05		0.000788747		yes				AT4G20900		AT4G20900.1		ms5 mutants are male sterile, pollen tetrads undergo an extra round of division after meiosis II without chromosome replication, resulting in chromosome abnormalities.  Gene product has some similarity to SCP1, a rat synaptonemal complex protein.		protein_coding		MALE-STERILE 5 (MS5)		MALE-STERILE 5 (MS5); (TDM1)

		XLOC_004418		XLOC_004418		AT1G04110		1:1061456-1063784		WT inflorescence		ebs inflorescence		OK		4.89494		6.98766		0.513517		1.75441		0.00065		0.00716651		yes				AT2G34220		AT2G34220.1		maternal effect embryo arrest 20 (MEE20); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: embryo development ending in seed dormancy, pollen development; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Protein with domains of unknown function (DUF627 and DUF629) (TAIR:AT2G34230.1); Has 91 Blast hits to 91 proteins in 9 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 91; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		MATERNAL EFFECT EMBRYO ARREST 20 (MEE20)		MATERNAL EFFECT EMBRYO ARREST 20 (MEE20)

		XLOC_007740		XLOC_007740		AT1G70200		1:26432296-26434400		WT inflorescence		ebs inflorescence		OK		43.5924		62.2183		0.513263		2.44596		5.00E-05		0.000788747		yes				AT4G14080		AT4G14080.1		maternal effect embryo arrest 48 (MEE48); FUNCTIONS IN: cation binding, hydrolase activity, hydrolyzing O-glycosyl compounds, catalytic activity; INVOLVED IN: pollen exine formation, embryo development ending in seed dormancy; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower, seed; EXPRESSED DURING: petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: X8 (InterPro:IPR012946), Glycoside hydrolase, catalytic core (InterPro:IPR017853), Glycoside hydrolase, family 17 (InterPro:IPR000490), Glycoside hydrolase, subgroup, catalytic core (InterPro:IPR013781); BEST Arabidopsis thaliana protein match is: O-Glycosyl hydrolases family 17 protein (TAIR:AT3G23770.1); Has 2783 Blast hits to 2708 proteins in 127 species: Archae - 0; Bacteria - 0; Metazoa - 3; Fungi - 0; Plants - 2773; Viruses - 0; Other Eukaryotes - 7 (source: NCBI BLink).		protein_coding		MATERNAL EFFECT EMBRYO ARREST 48 (MEE48)		MATERNAL EFFECT EMBRYO ARREST 48 (MEE48)

		XLOC_007314		XLOC_007314		AT1G62750		1:23230955-23236447		WT inflorescence		ebs inflorescence		OK		76.1335		108.656		0.513168		1.91994		0.0001		0.0014466		yes				AT5G58310		AT5G58310.1		Encodes a protein shown to have methyl IAA esterase activity in vitro. This protein does not act on methyl JA, MeSA, MeGA4, or MEGA9 in vitro.		protein_coding		METHYL ESTERASE 18 (MES18)		METHYL ESTERASE 18 (MES18);ARABIDOPSIS THALIANA METHYL ESTERASE 18 (ATMES18)

		XLOC_012188		XLOC_012188		AT2G20610		2:8877959-8880388		WT inflorescence		ebs inflorescence		OK		25.5149		36.4035		0.51274		2.26881		5.00E-05		0.000788747		yes				AT1G67481		AT1G67481.1		Encodes a microRNA of unknown function. MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage. Mature sequence: UACCAACCUUUCAUCGUUCCC		miRNA		MICRORNA839A (MIR839A)		MICRORNA839A (MIR839A)

		XLOC_015265		XLOC_015265		AT3G26740		3:9827800-9828680		WT inflorescence		ebs inflorescence		OK		343.178		489.419		0.512114		2.28566		5.00E-05		0.000788747		yes				AT1G05100		AT1G05100.1		member of MEKK subfamily		protein_coding		MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 18 (MAPKKK18)		MITOGEN-ACTIVATED PROTEIN KINASE KINASE KINASE 18 (MAPKKK18)

		XLOC_007318		XLOC_007318		AT1G62780		1:23249144-23251105		WT inflorescence		ebs inflorescence		OK		67.601		96.406		0.512078		2.41346		5.00E-05		0.000788747		yes				AT2G01520		AT2G01520.1		Encodes a cis-cinnamic acid responsive gene that is a member of the major latex protein-like gene family and plays a role in promoting vegetative growth and delaying &#64258;owering.		protein_coding		MLP-LIKE PROTEIN 328 (MLP328)		(ZUSAMMEN-CA)-ENHANCED 1 (ZCE1);MLP-LIKE PROTEIN 328 (MLP328)

		XLOC_007903		XLOC_007903		AT1G73530		1:27643632-27645394		WT inflorescence		ebs inflorescence		OK		32.3273		46.0934		0.511806		1.56127		0.00115		0.0114144		yes				AT1G53480		AT1G53480.1		Encodes MRD1 (mto 1 responding down).  Down-regulated in mto1-1 mutant that over-accumulates soluble methionine.		protein_coding		MTO 1 RESPONDING DOWN 1 (MRD1)		MTO 1 RESPONDING DOWN 1 (MRD1);ARABIDOPSIS MTO 1 RESPONDING DOWN 1 (ATMRD1)

		XLOC_007651		XLOC_007651		AT1G68590		1:25756599-25758232		WT inflorescence		ebs inflorescence		OK		350.133		499.153		0.511577		2.33431		5.00E-05		0.000788747		yes				AT3G12820		AT3G12820.1		Member of the R2R3 factor gene family.		protein_coding		MYB DOMAIN PROTEIN 10 (MYB10)		MYB DOMAIN PROTEIN 10 (MYB10);MYB DOMAIN PROTEIN 10 (AtMYB10)

		XLOC_019662		XLOC_019662		AT3G50820		3:18890875-18892426		WT inflorescence		ebs inflorescence		OK		282.258		402.216		0.510956		2.18175		5.00E-05		0.000788747		yes				AT2G47460		AT2G47460.1		MYB12 belongs to subgroup 7 of the R2R3-MYB family. It strongly activates the promoters of chalcone synthase (CHS), flavanone 3-hydroxylase (F3H), flavonol synthase (FLS) and - to a lesser extent - chalcone flavanone isomerase (CHI), but cannot activate the promoters of flavonoid-3'hydroxylase (F3'H) and dihydroflavonol 4-reductase (DF). The activation requires a functional MYB recognition element (MRE). Results from the myb12-1f allele indicate that an activation domain might be present in the C-terminus. Overexpression or knock-out plants do not show any obvious phenotype under greenhouse conditions. Young myb12-ko seedlings contain reduced amounts of flavonoids (quercetin and kaempferol), while seedlings as well as leaves of MYB12-OX plants displayed an increased flavonoid content. They did not show any significant difference in anthocyanin content. Expression of CHS and FLS shows a clear correlation to MYB12 expression levels. CHI and F3H show increased transcript levels in the MYB12-OX lines, but no differences in the knock-out. Even in the absence of functional MYB12, flavonol biosynthesis is not completely absent, suggesting functional redundancy.  The redundant factors are MYB11 and MYB111 although MYB12 is primarily required for flavonol biosynthesis in roots. Mutations in MYB12 block both auxin and ethylene stimulation of flavonoid synthesis.		protein_coding		MYB DOMAIN PROTEIN 12 (MYB12)		MYB DOMAIN PROTEIN 12 (ATMYB12);MYB DOMAIN PROTEIN 12 (MYB12);PRODUCTION OF FLAVONOL GLYCOSIDES 1 (PFG1)

		XLOC_000204		XLOC_000204		AT1G04640		1:1292079-1293357		WT inflorescence		ebs inflorescence		OK		19.8776		28.3107		0.510201		1.90133		0.00015		0.0020785		yes				AT1G57560		AT1G57560.1		Member of the R2R3 factor gene family.		protein_coding		MYB DOMAIN PROTEIN 50 (MYB50)		MYB DOMAIN PROTEIN 50 (MYB50);MYB DOMAIN PROTEIN 50 (AtMYB50)

		XLOC_016648		XLOC_016648		AT3G56010		3:20788669-20789924		WT inflorescence		ebs inflorescence		OK		34.699		49.4165		0.510099		2.0478		5.00E-05		0.000788747		yes				AT5G62320		AT5G62320.1		Encodes a putative transcription factor (MYB99).		protein_coding		MYB DOMAIN PROTEIN 99 (MYB99)		MYB DOMAIN PROTEIN 99 (MYB99);MYB DOMAIN PROTEIN 99 (ATMYB99); (ATMYBCU15)

		XLOC_004693		XLOC_004693		AT1G08610		1:2733656-2735819		WT inflorescence		ebs inflorescence		OK		10.2991		14.6643		0.50979		1.80039		0.00055		0.0062255		yes				AT2G19800		AT2G19800.1		Encodes a myo-inositol oxygenase family gene.		protein_coding		MYO-INOSITOL OXYGENASE 2 (MIOX2)		MYO-INOSITOL OXYGENASE 2 (MIOX2)

		XLOC_002210		XLOC_002210		AT1G42550		1:15977013-15979952		WT inflorescence		ebs inflorescence		OK		16.613		23.652		0.509648		2.32476		5.00E-05		0.000788747		yes				AT3G15500		AT3G15500.1		Encodes an ATAF-like NAC-domain transcription factor that doesn't contain C-terminal sequences shared by CUC1, CUC2 and NAM. Note: this protein (AtNAC3) is not to be confused with the protein encoded by locus AT3G29035, which, on occasion, has also been referred to as AtNAC3.		protein_coding		NAC DOMAIN CONTAINING PROTEIN 3 (NAC3)		NAC DOMAIN CONTAINING PROTEIN 3 (ATNAC3);NAC DOMAIN CONTAINING PROTEIN 3 (NAC3);NAC DOMAIN CONTAINING PROTEIN 55 (NAC055);NAC DOMAIN CONTAINING PROTEIN 55 (ANAC055)

		XLOC_006617		XLOC_006617		AT1G49650		1:18377251-18378634		WT inflorescence		ebs inflorescence		OK		16.1654		23.0038		0.508959		1.87264		5.00E-05		0.000788747		yes				AT3G56530		AT3G56530.1		NAC domain containing protein 64 (NAC064); CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 93 (TAIR:AT5G39690.1); Has 2590 Blast hits to 2582 proteins in 70 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 2590; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding		NAC DOMAIN CONTAINING PROTEIN 64 (NAC064)		NAC DOMAIN CONTAINING PROTEIN 64 (NAC064);NAC DOMAIN CONTAINING PROTEIN 64 (anac064)

		XLOC_027888		XLOC_027888		AT5G44650		5:18013148-18015403		WT inflorescence		ebs inflorescence		OK		68.3396		97.2477		0.508943		2.47288		5.00E-05		0.000788747		yes				AT5G41090		AT5G41090.1		NAC domain containing protein 95 (NAC095); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; EXPRESSED IN: 8 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC (No Apical Meristem) domain transcriptional regulator superfamily protein (TAIR:AT3G56520.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		NAC DOMAIN CONTAINING PROTEIN 95 (NAC095)		NAC DOMAIN CONTAINING PROTEIN 95 (NAC095);NAC DOMAIN CONTAINING PROTEIN 95 (anac095)

		XLOC_000916		XLOC_000916		AT1G17220		1:5885082-5890470		WT inflorescence		ebs inflorescence		OK		60.789		86.421		0.507572		2.31554		5.00E-05		0.000788747		yes				AT5G46590		AT5G46590.1		NAC domain containing protein 96 (NAC096); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC domain containing protein 71 (TAIR:AT4G17980.1); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		NAC DOMAIN CONTAINING PROTEIN 96 (NAC096)		NAC DOMAIN CONTAINING PROTEIN 96 (NAC096);NAC DOMAIN CONTAINING PROTEIN 96 (anac096)

		XLOC_008490		XLOC_008490		AT2G03980		2:1259198-1262552		WT inflorescence		ebs inflorescence		OK		5.3378		7.58832		0.507536		1.47393		0.004		0.031093		yes				AT5G46830		AT5G46830.1		Calcium-binding transcription factor involved in salt stress signaling.		protein_coding		NACL-INDUCIBLE GENE 1 (NIG1)		NACL-INDUCIBLE GENE 1 (ATNIG1);NACL-INDUCIBLE GENE 1 (NIG1)

		XLOC_011916		XLOC_011916		AT2G15820		2:6888539-6891360		WT inflorescence		ebs inflorescence		OK		8.82866		12.5483		0.507228		1.93396		0.00015		0.0020785		yes				AT1G27080		AT1G27080.1		Encodes a protein with low-affinity nitrate transporter activity that is expressed in the vascular tissue of the funiculus and the silique. This plasma membrane-localized enzyme is predicted to have 12 transmembrane domains. Plants lacking NRT1.6 have reduced levels of nitrate in their seeds and have increased levels of early embryonic developmental defects and seed abortion.		protein_coding		NITRATE TRANSPORTER 1.6 (NRT1.6)		NITRATE TRANSPORTER 1.6 (NRT1.6)

		XLOC_020581		XLOC_020581		AT4G02940		4:1306502-1310946		WT inflorescence		ebs inflorescence		OK		8.96335		12.7364		0.506844		1.92162		5.00E-05		0.000788747		yes				AT3G44300		AT3G44300.1		Encodes an enzyme that catalyzes the hydrolysis of indole-3-acetonitrile (IAN) to indole-3-acetic acid (IAA) (nitrile aminohydrolase, EC 3.5.5.1) and IAN to indole-3-acetamide (IAM) at lower levels. Mutants have reduced sensitivity to IAN and are sensitive to IAA. This enzyme likely participates in other non-auxin-related metabolic pathways.		protein_coding		NITRILASE 2 (NIT2)		NITRILASE 2 (AtNIT2);NITRILASE 2 (NIT2)

		XLOC_020572		XLOC_020572		AT4G02790		4:1247385-1249588		WT inflorescence		ebs inflorescence		OK		47.4367		67.3892		0.506514		2.40286		5.00E-05		0.000788747		yes				AT3G06100		AT3G06100.1		Encodes NIP7;1, an anther-specific boric acid transporter of the aquaporin superfamily regulated by an unusual tyrosine in helix 2 of the transport pore.		protein_coding		NOD26-LIKE INTRINSIC PROTEIN 7;1 (NIP7;1)		NOD26-LIKE MIP 6 (NLM6);NOD26-LIKE INTRINSIC PROTEIN 7;1 (NIP7;1);NOD26-LIKE MIP 8 (NLM8)

		XLOC_017846		XLOC_017846		AT3G14310		3:4771901-4775119		WT inflorescence		ebs inflorescence		OK		91.322		129.711		0.506264		2.31196		5.00E-05		0.000788747		yes				AT1G09930		AT1G09930.1		oligopeptide transporter		protein_coding		OLIGOPEPTIDE TRANSPORTER 2 (OPT2)		OLIGOPEPTIDE TRANSPORTER 2 (OPT2);OLIGOPEPTIDE TRANSPORTER 2 (ATOPT2)

		XLOC_000692		XLOC_000692		AT1G13330		1:4567934-4571118		WT inflorescence		ebs inflorescence		OK		12.4981		17.7381		0.50514		1.55554		0.0018		0.0163394		yes				AT1G79410		AT1G79410.1		organic cation/carnitine transporter5 (5-Oct); FUNCTIONS IN: carbohydrate transmembrane transporter activity, sugar:hydrogen symporter activity; INVOLVED IN: transport, transmembrane transport; LOCATED IN: integral to membrane, membrane; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Major facilitator superfamily (InterPro:IPR020846), General substrate transporter (InterPro:IPR005828), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: organic cation/carnitine transporter 6 (TAIR:AT1G16370.1); Has 11548 Blast hits to 11506 proteins in 1434 species: Archae - 261; Bacteria - 5062; Metazoa - 3508; Fungi - 1334; Plants - 912; Viruses - 0; Other Eukaryotes - 471 (source: NCBI BLink).		protein_coding		ORGANIC CATION/CARNITINE TRANSPORTER5 (OCT5)		ORGANIC CATION/CARNITINE TRANSPORTER5 (AtOCT5);ORGANIC CATION/CARNITINE TRANSPORTER5 (OCT5)

		XLOC_003552		XLOC_003552		AT1G68190		1:25559245-25561212		WT inflorescence		ebs inflorescence		OK		9.76055		13.8497		0.504818		1.39847		0.00565		0.0407219		yes				AT4G11650		AT4G11650.1		osmotin-like protein		protein_coding		OSMOTIN 34 (OSM34)		OSMOTIN 34 (OSM34);OSMOTIN 34 (ATOSM34)

		XLOC_025542		XLOC_025542		AT5G02160		5:426225-427297		WT inflorescence		ebs inflorescence		OK		176.838		250.845		0.504369		2.40935		5.00E-05		0.000788747		yes				AT2G40180		AT2G40180.1		Encodes PP2C5, a member of the PP2C family phosphatases.  PP2C5 acts as a MAPK phosphatase that positively regulates seed germination, stomatal closure and ABA-inducible gene expression.		protein_coding		PHOSPHATASE 2C5 (PP2C5)		PHOSPHATASE 2C5 (PP2C5);PHOSPHATASE 2C5 (ATHPP2C5)

		XLOC_020019		XLOC_020019		AT3G57180		3:21163544-21166138		WT inflorescence		ebs inflorescence		OK		15.762		22.3558		0.504195		1.94783		0.0001		0.0014466		yes				AT1G17710		AT1G17710.1		Encodes a phosphoethanolamine/phosphocholine phosphatase. It is likely to be involved in the liberation of inorganic phosphate from intracellular sources. Expression is upregulated in the shoot of cax1/cax3 mutant.		protein_coding		PHOSPHOETHANOLAMINE/PHOSPHOCHOLINE PHOSPHATASE 1 (PEPC1)		 (ATPEPC1);PHOSPHOETHANOLAMINE/PHOSPHOCHOLINE PHOSPHATASE 1 (PEPC1);ARABIDOPSIS THALIANA PHOSPHOETHANOLAMINE/PHOSPHOCHOLINE PHOSPHATASE 1 (ATPEPC1)

		XLOC_004210		XLOC_004210		AT1G80310		1:30194617-30196554		WT inflorescence		ebs inflorescence		OK		8.26225		11.7067		0.50273		1.87343		0.0002		0.00265586		yes				AT4G00240		AT4G00240.1		member of C2-PLD subfamily		protein_coding		PHOSPHOLIPASE D BETA 2 (PLDBETA2)		PHOSPHOLIPASE D BETA 2 (PLDBETA2)

		XLOC_003534		XLOC_003534		AT1G67900		1:25464725-25470017		WT inflorescence		ebs inflorescence		OK		14.9969		21.2463		0.502543		2.2589		5.00E-05		0.000788747		yes				AT4G14150		AT4G14150.1		Microtubule motor kinesin PAKRP1/Kinesin-12A. Together with PAKRP1L/Kinesin-12B, serve as linkers of the plus ends of antiparallel microtubules in the phragmoplast.		protein_coding		PHRAGMOPLAST-ASSOCIATED KINESIN-RELATED PROTEIN 1 (PAKRP1)		PHRAGMOPLAST-ASSOCIATED KINESIN-RELATED PROTEIN 1 (PAKRP1); (PAKRP1); (KINESIN-12A)

		XLOC_014744		XLOC_014744		AT3G18390		3:6313484-6317971		WT inflorescence		ebs inflorescence		OK		76.8864		108.916		0.50242		1.72216		0.0021		0.0185187		yes				AT3G52430		AT3G52430.1		Encodes a lipase-like gene that is important for salicylic acid signaling and function in resistance (R) gene-mediated and basal plant disease resistance. PAD4 can interact directly with EDS1, another disease resistance signaling protein. Expressed at elevated level  in response to green peach aphid (GPA) feeding, and modulates the GPA feeding-induced leaf senescence through a mechanism that doesn't require camalexin synthesis and salicylic acid (SA) signaling. Required for the ssi2-dependent heightened  resistance to GPA.		protein_coding		PHYTOALEXIN DEFICIENT 4 (PAD4)		PHYTOALEXIN DEFICIENT 4 (PAD4);ARABIDOPSIS PHYTOALEXIN DEFICIENT 4 (ATPAD4)

		XLOC_017042		XLOC_017042		AT3G01060		3:16642-18840		WT inflorescence		ebs inflorescence		OK		19.3531		27.3998		0.501597		1.2607		0.0049		0.0365564		yes				AT1G54940		AT1G54940.1		plant glycogenin-like starch initiation protein 4 (PGSIP4); FUNCTIONS IN: transferase activity, transferring glycosyl groups; INVOLVED IN: biosynthetic process; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Glycosyl transferase, family 8 (InterPro:IPR002495); BEST Arabidopsis thaliana protein match is: plant glycogenin-like starch initiation protein 5 (TAIR:AT1G08990.1); Has 1335 Blast hits to 1329 proteins in 289 species: Archae - 0; Bacteria - 103; Metazoa - 257; Fungi - 309; Plants - 506; Viruses - 75; Other Eukaryotes - 85 (source: NCBI BLink).		protein_coding		PLANT GLYCOGENIN-LIKE STARCH INITIATION PROTEIN 4 (PGSIP4)		GLUCURONIC ACID SUBSTITUTION OF XYLAN 4 (GUX4);PLANT GLYCOGENIN-LIKE STARCH INITIATION PROTEIN 4 (PGSIP4)

		XLOC_020134		XLOC_020134		AT3G59040		3:21819070-21824348		WT inflorescence		ebs inflorescence		OK		40.7879		57.6308		0.498697		2.34802		5.00E-05		0.000788747		yes				AT1G60190		AT1G60190.1		Encodes PUB19, a plant U-box armadillo repeat protein. Involved in salt inhibition of germination together with PUB18.		protein_coding		PLANT U-BOX 19 (PUB19)		 (AtPUB19);PLANT U-BOX 19 (PUB19)

		XLOC_021158		XLOC_021158		AT4G09650		4:6100742-6101708		WT inflorescence		ebs inflorescence		OK		301.903		426.57		0.498695		2.2272		5.00E-05		0.000788747		yes				AT3G16380		AT3G16380.1		polyadenylate-binding protein, putative / PABP, putative, similar to polyadenylate-binding protein (poly(A)-binding protein) from {Arabidopsis thaliana} SP:P42731, (Cucumis sativus) GI:7528270, {Homo sapiens} SP:Q13310, {Arabidopsis thaliana} SP:Q05196; contains InterPro entry IPR000504: RNA-binding region RNP-1 (RNA recognition motif) (RRM). Member of the class III family of PABP proteins.		protein_coding		POLY(A) BINDING PROTEIN 6 (PAB6)		POLY(A) BINDING PROTEIN 6 (PAB6)

		XLOC_022470		XLOC_022470		AT4G31850		4:15403019-15409000		WT inflorescence		ebs inflorescence		OK		12.2272		17.2737		0.498488		1.88611		0.0001		0.0014466		yes				AT3G06560		AT3G06560.1		Encodes a poly(A) polymerase. Located in the cytoplasm.		protein_coding		POLY(A) POLYMERASE 3 (PAPS3)		POLY(A) POLYMERASE 3 (PAPS3)

		XLOC_020171		XLOC_020171		AT3G59820		3:22098027-22102164		WT inflorescence		ebs inflorescence		OK		45.4672		64.232		0.498464		2.4036		5.00E-05		0.000788747		yes				AT1G02790		AT1G02790.1		encodes a exopolygalacturonase.		protein_coding		POLYGALACTURONASE 4 (PGA4)		POLYGALACTURONASE 4 (PGA4)

		XLOC_011763		XLOC_011763		AT2G13360		2:5539239-5541358		WT inflorescence		ebs inflorescence		OK		157.041		221.831		0.498318		2.2346		5.00E-05		0.000788747		yes				AT5G09520		AT5G09520.1		hydroxyproline-rich glycoprotein family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; BEST Arabidopsis thaliana protein match is: hydroxyproline-rich glycoprotein family protein (TAIR:AT5G09530.1); Has 4837 Blast hits to 2182 proteins in 495 species: Archae - 22; Bacteria - 2025; Metazoa - 1314; Fungi - 166; Plants - 730; Viruses - 63; Other Eukaryotes - 517 (source: NCBI BLink).		protein_coding		PRO-GLU-LEU|ILE|VAL-PRO-LYS 2 (PELPK2)		PRO-GLU-LEU|ILE|VAL-PRO-LYS 2 (PELPK2)

		XLOC_025170		XLOC_025170		AT4G34730		4:16569395-16573680		WT inflorescence		ebs inflorescence		OK		24.5236		34.6357		0.498086		2.26739		5.00E-05		0.000788747		yes				AT5G43090		AT5G43090.1		Encodes a member of the Arabidopsis Pumilio (APUM) proteins containing PUF domain (eight repeats of approximately 36 amino acids each). PUF proteins regulate both mRNA stability and translation through sequence-specific binding to the 3' UTR of target mRNA transcripts.		protein_coding		PUMILIO 13 (PUM13)		PUMILIO 13 (PUM13);PUMILIO 13 (APUM13)

		XLOC_009907		XLOC_009907		AT2G27840		2:11861993-11863886		WT inflorescence		ebs inflorescence		OK		62.9361		88.8434		0.497377		2.24772		5.00E-05		0.000788747		yes				AT5G09610		AT5G09610.1		Encodes a member of the Arabidopsis Pumilio (APUM) proteins containing PUF domain (eight repeats of approximately 36 amino acids each). PUF proteins regulate both mRNA stability and translation through sequence-specific binding to the 3' UTR of target mRNA transcripts.		protein_coding		PUMILIO 21 (PUM21)		PUMILIO 21 (PUM21);PUMILIO 21 (APUM21)

		XLOC_009635		XLOC_009635		AT2G22980		2:9778876-9783251		WT inflorescence		ebs inflorescence		OK		47.3612		66.851		0.497243		2.35992		5.00E-05		0.000788747		yes				AT4G18190		AT4G18190.1		Member of a family of proteins related to PUP1, a purine transporter. May be involved in the transport of purine and purine derivatives such as cytokinins, across the plasma membrane.		protein_coding		PURINE PERMEASE 6 (PUP6)		PURINE PERMEASE 6 (PUP6);PURINE PERMEASE 6 (ATPUP6)

		XLOC_033129		XLOC_033129		ATCG00800,ATCG00810		Pt:82825-83949		WT inflorescence		ebs inflorescence		OK		17.3355		24.4483		0.496008		1.36305		0.00735		0.0497901		yes				AT3G07130		AT3G07130.1		Encodes PAP15, a purple acid phosphatase with phytase activity.  Expression of PAP15 is developmentally and temporally regulated, with strong expression at the early stages of seedling growth and pollen germination. The expression is also organ/tissue-specific, with strongest expression in the vasculature, pollen grains, and roots. Recombinant PAP protein exhibits broad substrate specificity with moderate phytase activity. PAP15 likely mobilizes phosphorus reserves in plants, particularly during seed and pollen germination.		protein_coding		PURPLE ACID PHOSPHATASE 15 (PAP15)		PURPLE ACID PHOSPHATASE 15 (ATPAP15);PURPLE ACID PHOSPHATASE 15 (PAP15)

		XLOC_032359		XLOC_032359		AT5G58260		5:23560875-23561944		WT inflorescence		ebs inflorescence		OK		30.0072		42.3133		0.495805		1.64897		0.00125		0.0121933		yes				AT3G52820		AT3G52820.1		purple acid phosphatase 22 (PAP22); FUNCTIONS IN: protein serine/threonine phosphatase activity, acid phosphatase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 12 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Metallophosphoesterase (InterPro:IPR004843), Purple acid phosphatase-like, N-terminal (InterPro:IPR008963); BEST Arabidopsis thaliana protein match is: purple acid phosphatase 21 (TAIR:AT3G52810.1); Has 2151 Blast hits to 2132 proteins in 447 species: Archae - 3; Bacteria - 778; Metazoa - 239; Fungi - 77; Plants - 761; Viruses - 0; Other Eukaryotes - 293 (source: NCBI BLink).		protein_coding		PURPLE ACID PHOSPHATASE 22 (PAP22)		PURPLE ACID PHOSPHATASE 22 (PAP22);PURPLE ACID PHOSPHATASE 22 (ATPAP22)

		XLOC_002925		XLOC_002925		AT1G56570		1:21195803-21197721		WT inflorescence		ebs inflorescence		OK		5.99051		8.44655		0.495683		1.65566		0.00095		0.00978644		yes				AT5G40940		AT5G40940.1		putative fasciclin-like arabinogalactan protein 20 (FLA20); CONTAINS InterPro DOMAIN/s: FAS1 domain (InterPro:IPR000782); Has 1807 Blast hits to 1807 proteins in 277 species: Archae - 0; Bacteria - 0; Metazoa - 736; Fungi - 347; Plants - 385; Viruses - 0; Other Eukaryotes - 339 (source: NCBI BLink).		protein_coding		PUTATIVE FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 20 (FLA20)		PUTATIVE FASCICLIN-LIKE ARABINOGALACTAN PROTEIN 20 (FLA20)

		XLOC_000762		XLOC_000762		AT1G14640		1:5023655-5025955		WT inflorescence		ebs inflorescence		OK		4.33256		6.10724		0.4953		1.58924		0.002		0.0177984		yes				AT4G20050		AT4G20050.1		Encodes a polygalacturonase that plays a direct role in degrading the pollen mother cell wall during microspore development.		protein_coding		QUARTET 3 (QRT3)		QUARTET 3 (QRT3)

		XLOC_000187		XLOC_000187		AT1G04420		1:1191607-1193884		WT inflorescence		ebs inflorescence		OK		45.454		64.0275		0.494285		2.35159		5.00E-05		0.000788747		yes				AT1G05260		AT1G05260.1		Encodes a cold-inducible cationic peroxidase that is involved in the stress response. In response to low temperature, RCI3 transcripts accumulate in the aerial part and in roots of etiolated seedlings but only in roots of light-grown seedlings.		protein_coding		RARE COLD INDUCIBLE GENE 3 (RCI3)		 (RCI3A);RARE COLD INDUCIBLE GENE 3 (RCI3)

		XLOC_014831		XLOC_014831		AT3G19930		3:6934772-6937120		WT inflorescence		ebs inflorescence		OK		7.83906		11.0379		0.493718		1.84159		0.0004		0.00477681		yes				AT3G23120		AT3G23120.1		receptor like protein 38 (RLP38); FUNCTIONS IN: kinase activity; INVOLVED IN: signal transduction, defense response; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: Leucine-rich repeat-containing N-terminal domain, type 2 (InterPro:IPR013210), Leucine-rich repeat (InterPro:IPR001611); BEST Arabidopsis thaliana protein match is: receptor like protein 37 (TAIR:AT3G23110.1); Has 120242 Blast hits to 33265 proteins in 1172 species: Archae - 42; Bacteria - 8485; Metazoa - 29672; Fungi - 1389; Plants - 71311; Viruses - 22; Other Eukaryotes - 9321 (source: NCBI BLink).		protein_coding		RECEPTOR LIKE PROTEIN 38 (RLP38)		RECEPTOR LIKE PROTEIN 38 (RLP38);RECEPTOR LIKE PROTEIN 38 (AtRLP38)

		XLOC_000189		XLOC_000189		AT1G04430		1:1198117-1201527		WT inflorescence		ebs inflorescence		OK		43.7659		61.6154		0.493484		2.35952		5.00E-05		0.000788747		yes				AT3G62670		AT3G62670.1		member of Response Regulator: B- Type		protein_coding		RESPONSE REGULATOR 20 (RR20)		RESPONSE REGULATOR 20 (ARR20);RESPONSE REGULATOR 20 (RR20);MATERNAL EFFECT EMBRYO ARREST 41 (MEE41)

		XLOC_009603		XLOC_009603		AT2G22540		2:9579873-9583893		WT inflorescence		ebs inflorescence		OK		19.9821		28.1299		0.493398		2.14391		5.00E-05		0.000788747		yes				AT4G27410		AT4G27410.3		Encodes a NAC transcription factor induced in response to dessication. It is localized to the nucleus and acts as a transcriptional activator in ABA-mediated dehydration response.		protein_coding		RESPONSIVE TO DESICCATION 26 (RD26)		RESPONSIVE TO DESICCATION 26 (RD26)

		XLOC_024422		XLOC_024422		AT4G21770		4:11561228-11566357		WT inflorescence		ebs inflorescence		OK		29.4152		41.3914		0.492772		2.27234		5.00E-05		0.000788747		yes				AT3G08900		AT3G08900.1		RGP3 is a UDP-arabinose mutase that catalyzes the interconversion between the pyranose and furanose forms of UDP-L-arabinose. It is a reversibly autoglycosylated protein. Fluorescently-tagged RGP3 is found in the cytosol and associated with Golgi-like particles when expressed in tobacco leaves. An RGP3-YFP fusion protein under the control a native promoter can be found in the endosperm of Arabidopsis embryos during the linear and bent cotyledon stages of development.		protein_coding		REVERSIBLY GLYCOSYLATED POLYPEPTIDE 3 (RGP3)		 (RGP);REVERSIBLY GLYCOSYLATED POLYPEPTIDE 3 (RGP3)

		XLOC_005722		XLOC_005722		AT1G27940		1:9733596-9738129		WT inflorescence		ebs inflorescence		OK		3.28158		4.61764		0.492764		1.72086		0.0007		0.00759867		yes				AT4G22080		AT4G22080.1		root hair specific 14 (RHS14); FUNCTIONS IN: lyase activity, pectate lyase activity; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: root hair; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), AmbAllergen (InterPro:IPR018082), Pectate lyase/Amb allergen (InterPro:IPR002022), Pectin lyase fold (InterPro:IPR012334), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT4G22090.1); Has 1685 Blast hits to 1680 proteins in 281 species: Archae - 2; Bacteria - 749; Metazoa - 0; Fungi - 223; Plants - 700; Viruses - 0; Other Eukaryotes - 11 (source: NCBI BLink).		protein_coding		ROOT HAIR SPECIFIC 14 (RHS14)		ROOT HAIR SPECIFIC 14 (RHS14)

		XLOC_008021		XLOC_008021		AT1G75750		1:28441525-28442429		WT inflorescence		ebs inflorescence		OK		46.2961		65.137		0.492587		1.45564		0.00415		0.0320635		yes				AT1G07490		AT1G07490.1		ROTUNDIFOLIA like 3 (RTFL3); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: shoot development; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: DVL (InterPro:IPR012552); BEST Arabidopsis thaliana protein match is: ROTUNDIFOLIA like 5 (TAIR:AT5G59510.1); Has 4671 Blast hits to 722 proteins in 119 species: Archae - 0; Bacteria - 250; Metazoa - 1223; Fungi - 536; Plants - 223; Viruses - 0; Other Eukaryotes - 2439 (source: NCBI BLink).		protein_coding		ROTUNDIFOLIA LIKE 3 (RTFL3)		DEVIL 9 (DVL9);ROTUNDIFOLIA LIKE 3 (RTFL3)

		XLOC_031851		XLOC_031851		AT5G48790		5:19779859-19782050		WT inflorescence		ebs inflorescence		OK		23.2602		32.7115		0.491932		1.82531		5.00E-05		0.000788747		yes				AT3G42658		AT3G42658.1		Member of Sadhu non-coding retrotransposon family.In some natural accessions the allele is  methylated and silenced.		transposable_element_gene		SADHU NON-CODING RETROTRANSPOSON 3-2 (SADHU3-2)		SADHU NON-CODING RETROTRANSPOSON 3-2 (SADHU3-2)

		XLOC_004020		XLOC_004020		AT1G76680		1:28776845-28778467		WT inflorescence		ebs inflorescence		OK		8.03567		11.2957		0.49129		1.40495		0.00185		0.0166819		yes				AT5G13170		AT5G13170.1		Encodes a member of the SWEET sucrose efflux transporter family proteins.		protein_coding		SENESCENCE-ASSOCIATED GENE 29 (SAG29)		SENESCENCE-ASSOCIATED GENE 29 (SAG29); (AtSWEET15); (SWEET15)

		XLOC_002466		XLOC_002466		AT1G48598,AT1G48600		1:17965863-17969354		WT inflorescence		ebs inflorescence		OK		22.8356		32.0876		0.49073		1.62732		0.0006		0.00670586		yes				AT4G15100		AT4G15100.1		serine carboxypeptidase-like 30 (scpl30); FUNCTIONS IN: serine-type carboxypeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: root, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase S10, serine carboxypeptidase (InterPro:IPR001563), Peptidase S10, serine carboxypeptidase, active site (InterPro:IPR018202); BEST Arabidopsis thaliana protein match is: serine carboxypeptidase-like 31 (TAIR:AT1G11080.2); Has 3290 Blast hits to 3237 proteins in 263 species: Archae - 0; Bacteria - 12; Metazoa - 622; Fungi - 829; Plants - 1512; Viruses - 0; Other Eukaryotes - 315 (source: NCBI BLink).		protein_coding		SERINE CARBOXYPEPTIDASE-LIKE 30 (scpl30)		SERINE CARBOXYPEPTIDASE-LIKE 30 (scpl30)

		XLOC_025174		XLOC_025174		AT4G34830		4:16599604-16606027		WT inflorescence		ebs inflorescence		OK		18.8358		26.4668		0.490711		1.95505		0.0001		0.0014466		yes				AT1G64030		AT1G64030.1		serpin 3 (SRP3); FUNCTIONS IN: serine-type endopeptidase inhibitor activity; INVOLVED IN: DNA repair, response to DNA damage stimulus; LOCATED IN: cytosol; EXPRESSED IN: leaf whorl, sepal, fruit, flower, inflorescence; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Protease inhibitor I4, serpin (InterPro:IPR000215); BEST Arabidopsis thaliana protein match is: Serine protease inhibitor (SERPIN) family protein (TAIR:AT1G62170.1); Has 6508 Blast hits to 6454 proteins in 476 species: Archae - 66; Bacteria - 384; Metazoa - 5026; Fungi - 12; Plants - 344; Viruses - 461; Other Eukaryotes - 215 (source: NCBI BLink).		protein_coding		SERPIN 3 (SRP3)		SERPIN 3 (SRP3); (ATSRP3)

		XLOC_001840		XLOC_001840		AT1G33600		1:12180775-12182363		WT inflorescence		ebs inflorescence		OK		9.07759		12.7449		0.48954		1.74481		0.0009		0.00936597		yes				AT2G47130		AT2G47130.1		Encodes a short-chain dehydrogenase/reductase that is not involved in ABA biosynthesis but plays an important role in plant defense response to bacteria.		protein_coding		SHORT-CHAIN DEHYDROGENASE/REDUCTASE 2 (SDR3)		 (ATSDR3);SHORT-CHAIN DEHYDROGENASE/REDUCTASE 2 (SDR3)

		XLOC_001630		XLOC_001630		AT1G30040		1:10537647-10539831		WT inflorescence		ebs inflorescence		OK		11.9379		16.7468		0.488335		1.70191		0.00055		0.0062255		yes				AT1G70440		AT1G70440.1		Encodes a protein with similarity to RCD1 but without the WWE domain. The protein does have a PARP signature upstream of the C-terminal protein interaction domain. The PARP signature may bind NAD+ and attach the ADP-ribose-moiety from NAD+ to the target molecule. Its presence suggests a role for the protein in ADP ribosylation.		protein_coding		SIMILAR TO RCD ONE 3 (SRO3)		SIMILAR TO RCD ONE 3 (SRO3)

		XLOC_027640		XLOC_027640		transcript:AT5G40942.1		5:16408165-16409165		WT inflorescence		ebs inflorescence		OK		7.27798		10.2077		0.488054		1.36395		0.00665		0.0461832		yes				AT4G34210		AT4G34210.1		one of 20 SKP1 homologs in Arabidopsis. Protein is most similar to ASK12 and RNAi lines show defects in stamen development.		protein_coding		SKP1-LIKE 11 (SK11)		SKP1-LIKE 11 (SK11);SKP1-LIKE 11 (ASK11)

		XLOC_012674		XLOC_012674		AT2G28800		2:12356363-12359252		WT inflorescence		ebs inflorescence		OK		130.925		183.602		0.48784		2.02488		5.00E-05		0.000788747		yes				AT3G60010		AT3G60010.1		SKP1-like 13 (SK13); FUNCTIONS IN: ubiquitin-protein ligase activity, protein binding; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: M germinated pollen stage, 4 anthesis, seedling growth, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: E3 ubiquitin ligase, SCF complex, Skp subunit (InterPro:IPR016897), SKP1 component, dimerisation (InterPro:IPR016072), SKP1 component (InterPro:IPR001232), BTB/POZ fold (InterPro:IPR011333), SKP1 component, POZ (InterPro:IPR016073); BEST Arabidopsis thaliana protein match is: SKP1-like 11 (TAIR:AT4G34210.1); Has 1418 Blast hits to 1414 proteins in 268 species: Archae - 0; Bacteria - 0; Metazoa - 525; Fungi - 176; Plants - 537; Viruses - 11; Other Eukaryotes - 169 (source: NCBI BLink).		protein_coding		SKP1-LIKE 13 (SK13)		SKP1-LIKE 13 (SK13);SKP1-LIKE 13 (ASK13)

		XLOC_005299		XLOC_005299		AT1G19670		1:6803610-6805044		WT inflorescence		ebs inflorescence		OK		49.5163		69.3987		0.487007		2.32146		5.00E-05		0.000788747		yes				AT2G03170		AT2G03170.1		SKP1-like 14 (SK14); CONTAINS InterPro DOMAIN/s: E3 ubiquitin ligase, SCF complex, Skp subunit (InterPro:IPR016897), SKP1 component, dimerisation (InterPro:IPR016072), SKP1 component (InterPro:IPR001232), BTB/POZ fold (InterPro:IPR011333), SKP1 component, POZ (InterPro:IPR016073); BEST Arabidopsis thaliana protein match is: SKP1-like 16 (TAIR:AT2G03190.1); Has 1405 Blast hits to 1401 proteins in 267 species: Archae - 0; Bacteria - 0; Metazoa - 530; Fungi - 176; Plants - 531; Viruses - 11; Other Eukaryotes - 157 (source: NCBI BLink).		protein_coding		SKP1-LIKE 14 (SK14)		SKP1-LIKE 14 (SK14);SKP1-LIKE 14 (ASK14)

		XLOC_022169		XLOC_022169		AT4G26600		4:13419566-13423790		WT inflorescence		ebs inflorescence		OK		19.0964		26.7366		0.485516		2.11484		0.0001		0.0014466		yes				AT2G03160		AT2G03160.1		SKP1-like 19 (SK19); CONTAINS InterPro DOMAIN/s: E3 ubiquitin ligase, SCF complex, Skp subunit (InterPro:IPR016897), SKP1 component, dimerisation (InterPro:IPR016072), SKP1 component (InterPro:IPR001232), BTB/POZ fold (InterPro:IPR011333), SKP1 component, POZ (InterPro:IPR016073); BEST Arabidopsis thaliana protein match is: SKP1-like 15 (TAIR:AT3G25650.1); Has 1397 Blast hits to 1395 proteins in 267 species: Archae - 0; Bacteria - 0; Metazoa - 513; Fungi - 177; Plants - 528; Viruses - 11; Other Eukaryotes - 168 (source: NCBI BLink).		protein_coding		SKP1-LIKE 19 (SK19)		SKP1-LIKE 19 (ASK19);SKP1-LIKE 19 (SK19)

		XLOC_026304		XLOC_026304		AT5G16620		5:5450695-5454535		WT inflorescence		ebs inflorescence		OK		57.5771		80.6086		0.485437		1.59092		0.00135		0.0129764		yes				AT3G60020		AT3G60020.1		SKP1-like 5 (SK5); FUNCTIONS IN: ubiquitin-protein ligase activity; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: nucleus; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: E3 ubiquitin ligase, SCF complex, Skp subunit (InterPro:IPR016897), SKP1 component, dimerisation (InterPro:IPR016072), SKP1 component (InterPro:IPR001232), BTB/POZ fold (InterPro:IPR011333), SKP1 component, POZ (InterPro:IPR016073); BEST Arabidopsis thaliana protein match is: SKP1-like 4 (TAIR:AT1G20140.1); Has 1410 Blast hits to 1406 proteins in 267 species: Archae - 0; Bacteria - 0; Metazoa - 537; Fungi - 177; Plants - 527; Viruses - 11; Other Eukaryotes - 158 (source: NCBI BLink).		protein_coding		SKP1-LIKE 5 (SK5)		SKP1-LIKE 5 (SK5);SKP1-LIKE 5 (ASK5)

		XLOC_013128		XLOC_013128		AT2G36490		2:15308020-15314807		WT inflorescence		ebs inflorescence		OK		25.8555		36.1665		0.484182		2.20408		5.00E-05		0.000788747		yes				AT3G13400		AT3G13400.1		SKU5  similar 13 (sks13); FUNCTIONS IN: oxidoreductase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: endomembrane system; EXPRESSED IN: 11 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, type 2 (InterPro:IPR011706), Multicopper oxidase, type 1 (InterPro:IPR001117); BEST Arabidopsis thaliana protein match is: SKU5  similar 14 (TAIR:AT1G55560.1); Has 5231 Blast hits to 5185 proteins in 974 species: Archae - 4; Bacteria - 1633; Metazoa - 272; Fungi - 1906; Plants - 1265; Viruses - 0; Other Eukaryotes - 151 (source: NCBI BLink).		protein_coding		SKU5  SIMILAR 13 (sks13)		SKU5  SIMILAR 13 (sks13)

		XLOC_010563		XLOC_010563		AT2G39470		2:16476215-16485039		WT inflorescence		ebs inflorescence		OK		48.2489		67.4643		0.483626		1.36884		0.0056		0.0404473		yes				AT1G55560		AT1G55560.1		SKU5  similar 14 (sks14); FUNCTIONS IN: oxidoreductase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, type 2 (InterPro:IPR011706), Multicopper oxidase, type 1 (InterPro:IPR001117); BEST Arabidopsis thaliana protein match is: SKU5  similar 13 (TAIR:AT3G13400.1); Has 5179 Blast hits to 5121 proteins in 953 species: Archae - 12; Bacteria - 1596; Metazoa - 272; Fungi - 1874; Plants - 1269; Viruses - 0; Other Eukaryotes - 156 (source: NCBI BLink).		protein_coding		SKU5  SIMILAR 14 (sks14)		SKU5  SIMILAR 14 (sks14)

		XLOC_001671		XLOC_001671		AT1G30680		1:10881596-10886425		WT inflorescence		ebs inflorescence		OK		24.4418		34.1739		0.483546		1.66181		0.00325		0.0262224		yes				AT1G75790		AT1G75790.1		SKU5  similar 18 (sks18); FUNCTIONS IN: pectinesterase activity, copper ion binding; INVOLVED IN: oxidation reduction; LOCATED IN: endomembrane system; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Multicopper oxidase, type 3 (InterPro:IPR011707), Cupredoxin (InterPro:IPR008972), Multicopper oxidase, type 2 (InterPro:IPR011706), Multicopper oxidase, type 1 (InterPro:IPR001117); BEST Arabidopsis thaliana protein match is: SKU5  similar 4 (TAIR:AT4G22010.1); Has 5415 Blast hits to 5364 proteins in 985 species: Archae - 6; Bacteria - 1763; Metazoa - 267; Fungi - 1922; Plants - 1275; Viruses - 0; Other Eukaryotes - 182 (source: NCBI BLink).		protein_coding		SKU5  SIMILAR 18 (sks18)		SKU5  SIMILAR 18 (sks18)

		XLOC_005763		XLOC_005763		transcript:AT1G28620.1		1:10056192-10057819		WT inflorescence		ebs inflorescence		OK		4.64979		6.4995		0.483162		1.40192		0.0044		0.0336004		yes				AT2G23510		AT2G23510.1		spermidine disinapoyl acyltransferase (SDT); CONTAINS InterPro DOMAIN/s: Transferase (InterPro:IPR003480); BEST Arabidopsis thaliana protein match is: HXXXD-type acyl-transferase family protein (TAIR:AT2G25150.1); Has 2265 Blast hits to 2257 proteins in 134 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 42; Plants - 2219; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding		SPERMIDINE DISINAPOYL ACYLTRANSFERASE (SDT)		SPERMIDINE DISINAPOYL ACYLTRANSFERASE (SDT)

		XLOC_021354		XLOC_021354		AT4G13010		4:7600550-7602729		WT inflorescence		ebs inflorescence		OK		21.1565		29.5433		0.48173		1.96576		0.0001		0.0014466		yes				AT4G27330		AT4G27330.1		Encodes a putative transcription factor that is required for the initiation of both micro- and megagametogenesis and is expressed in the sporogenous tissue of the anther and the ovule.  SPL is a chalaza identity gene that share overlapping functions in establishing the prospective chalaza of the ovule.  It also plays a central role in patterning both the proximal-distal and the adaxial-abaxial axes in the ovule and generally interacts with YABBY proteins in vitro. Mutant is defective in the differentiation of primary sporogenous cells into microsporocytes, and does not properly form the anther wall. Regulator of anther cell differenctiation		protein_coding		SPOROCYTELESS (SPL)		NOZZLE (NZZ);SPOROCYTELESS (SPL)

		XLOC_011623		XLOC_011623		AT2G10940		2:4310411-4312103		WT inflorescence		ebs inflorescence		OK		502.241		701.282		0.481614		1.70136		0.00055		0.0062255		yes				AT1G27370		AT1G27370.1		In conjunction with SPL11 and SPL2, SPL10 redundantly controls proper development of lateral organs in association with shoot maturation in the reproductive phase.  SPL10 also controls lamina shape during vegetative development.		protein_coding		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 10 (SPL10)		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 10 (SPL10)

		XLOC_000140		XLOC_000140		AT1G03440		1:852365-854032		WT inflorescence		ebs inflorescence		OK		9.4416		13.1828		0.481549		1.76369		0.00035		0.00424685		yes				AT3G57920		AT3G57920.1		Encodes a putative transcriptional regulator that is involved in the vegetative to reproductive phase transition. Expression is regulated by MIR156b.		protein_coding		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 15 (SPL15)		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 15 (SPL15)

		XLOC_030987		XLOC_030987		AT5G35220		5:13484430-13487584		WT inflorescence		ebs inflorescence		OK		29.083		40.6023		0.481385		1.97577		0.0001		0.0014466		yes				AT5G43270		AT5G43270.2		member of the SPL (squamosa-promoter binding protein-like) gene family, a novel gene family encoding DNA binding proteins and putative transcription factors.    In conjunction with SPL10 and SPL11, SPL2 redundantly controls proper development of lateral organs in association with shoot maturation in the reproductive phase.		protein_coding		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 2 (SPL2)		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 2 (SPL2)

		XLOC_000657		XLOC_000657		AT1G12770		1:4351063-4353685		WT inflorescence		ebs inflorescence		OK		35.2747		49.2364		0.481092		2.3276		5.00E-05		0.000788747		yes				AT2G33810		AT2G33810.1		Encodes a member of the SPL (squamosa-promoter binding protein-like)gene family, a novel gene family encoding DNA binding proteins and putative transcription factors.  Contains the SBP-box, which encodes the SBP-domain, required and sufficient for interaction with DNA. It binds DNA, may directly regulate AP1, and is involved in regulation of flowering and vegetative phase change.  Its temporal expression is regulated by the microRNA miR156.  The target site for the microRNA is in the 3'UTR.		protein_coding		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 3 (SPL3)		SQUAMOSA PROMOTER BINDING PROTEIN-LIKE 3 (SPL3)

		XLOC_015396		XLOC_015396		AT3G28910		3:10911156-10913190		WT inflorescence		ebs inflorescence		OK		12.5138		17.4666		0.48108		1.89553		5.00E-05		0.000788747		yes				AT2G41300		AT2G41300.1		Although this enzyme is predicted to encode a strictosidine synthase (SS), it lacks a conserved catalytic glutamate residue found in active SS enzymes and it is not expected to have SS activity.		protein_coding		STRICTOSIDINE SYNTHASE-LIKE 1 (SSL1)		STRICTOSIDINE SYNTHASE-LIKE 1 (SSL1)

		XLOC_019913		XLOC_019913		AT3G55130		3:20433877-20436390		WT inflorescence		ebs inflorescence		OK		16.1048		22.472		0.480633		2.09667		0.0001		0.0014466		yes				AT5G07010		AT5G07010.1		Encodes a sulfotransferase that acts specifically on 11- and 12-hydroxyjasmonic acid. Transcript levels for this enzyme are increased by treatments with jasmonic acid (JA), 12-hydroxyJA, JA-isoleucine, and 12-oxyphytodienoic acid (a JA precursor).		protein_coding		SULFOTRANSFERASE 2A (ST2A)		ARABIDOPSIS THALIANA SULFOTRANSFERASE 2A (ATST2A);SULFOTRANSFERASE 2A (ST2A)

		XLOC_018697		XLOC_018697		AT3G29030		3:11011307-11013358		WT inflorescence		ebs inflorescence		OK		33.8209		47.1764		0.480148		2.13949		5.00E-05		0.000788747		yes				AT5G51330		AT5G51330.1		Encodes novel protein involved in sister chromatid cohesion and meiotic chromosome organization during both male and female meiosis.  Gene has two alternate transcripts which produce two similar proteins, one 57 aa shorter than the other.		protein_coding		SWITCH1 (SWI1)		 (DYAD);SWITCH1 (SWI1)

		XLOC_012433		XLOC_012433		AT2G24700		2:10513015-10515411		WT inflorescence		ebs inflorescence		OK		29.1643		40.6622		0.479485		1.14023		0.0047		0.0353749		yes				AT2G18260		AT2G18260.1		member of SYP11 Gene Family		protein_coding		SYNTAXIN OF PLANTS 112 (SYP112)		 (ATSYP112);SYNTAXIN OF PLANTS 112 (SYP112)

		XLOC_012879		XLOC_012879		AT2G32180		2:13671840-13673376		WT inflorescence		ebs inflorescence		OK		51.2587		71.4237		0.478606		1.91353		0.0001		0.0014466		yes				AT3G42960		AT3G42960.1		Arabidopsis homolog of TASSELSEED2. Expressed  specifically in tapetal cells.		protein_coding		TAPETUM 1 (ATA1)		TAPETUM 1 (ATA1);TAPETUM1 (TA1); (ASD)

		XLOC_015137		XLOC_015137		AT3G24590		3:8970671-8972168		WT inflorescence		ebs inflorescence		OK		39.5163		55.0592		0.478535		1.62006		0.00045		0.00528116		yes				AT2G24210		AT2G24210.1		terpene synthase 10 (TPS10); CONTAINS InterPro DOMAIN/s: Terpene synthase, metal-binding domain (InterPro:IPR005630), Terpenoid synthase (InterPro:IPR008949), Terpenoid cylases/protein prenyltransferase alpha-alpha toroid (InterPro:IPR008930), Terpene synthase-like (InterPro:IPR001906); BEST Arabidopsis thaliana protein match is: terpene synthase-like sequence-1,8-cineole (TAIR:AT3G25820.1); Has 1742 Blast hits to 1707 proteins in 176 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 1738; Viruses - 0; Other Eukaryotes - 4 (source: NCBI BLink).		protein_coding		TERPENE SYNTHASE 10 (TPS10)		TERPENE SYNTHASE 10 (TPS10)

		XLOC_010554		XLOC_010554		AT2G39230		2:16381646-16384250		WT inflorescence		ebs inflorescence		OK		3.59791		5.01229		0.478313		1.52857		0.00255		0.0217171		yes				AT1G68540		AT1G68540.1		NAD(P)-binding Rossmann-fold superfamily protein; FUNCTIONS IN: coenzyme binding, oxidoreductase activity, binding, catalytic activity; INVOLVED IN: cellular metabolic process, metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: NAD-dependent epimerase/dehydratase (InterPro:IPR001509), NAD(P)-binding domain (InterPro:IPR016040); BEST Arabidopsis thaliana protein match is: NAD(P)-binding Rossmann-fold superfamily protein (TAIR:AT1G25460.1); Has 11845 Blast hits to 11829 proteins in 1981 species: Archae - 255; Bacteria - 5165; Metazoa - 379; Fungi - 967; Plants - 2499; Viruses - 61; Other Eukaryotes - 2519 (source: NCBI BLink).		protein_coding		TETRAKETIDE ALPHA-PYRONE REDUCTASE 2 (TKPR2)		CINNAMOYL COA REDUCTASE-LIKE 6 (CCRL6);TETRAKETIDE ALPHA-PYRONE REDUCTASE 2 (TKPR2)

		XLOC_013973		XLOC_013973		AT3G04790		3:1313315-1315243		WT inflorescence		ebs inflorescence		OK		69.6646		97.0433		0.478203		2.30966		5.00E-05		0.000788747		yes				AT5G06839		AT5G06839.3		bZIP transcription factor family protein; FUNCTIONS IN: DNA binding, sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription, DNA-dependent; EXPRESSED IN: leaf whorl, root, flower, seed; EXPRESSED DURING: 4 anthesis, petal differentiation and expansion stage, E expanded cotyledon stage; CONTAINS InterPro DOMAIN/s: Basic-leucine zipper (bZIP) transcription factor (InterPro:IPR004827), bZIP transcription factor, bZIP-1 (InterPro:IPR011616); BEST Arabidopsis thaliana protein match is: bZIP transcription factor family protein (TAIR:AT1G08320.3).		protein_coding		TGACG (TGA) MOTIF-BINDING PROTEIN 10 (TGA10)		TGACG (TGA) MOTIF-BINDING PROTEIN 10 (TGA10); (bZIP65)

		XLOC_029736		XLOC_029736		AT5G11070		5:3516216-3516995		WT inflorescence		ebs inflorescence		OK		23.5331		32.7483		0.476728		1.73477		0.00065		0.00716651		yes				AT1G75030		AT1G75030.1		encodes a PR5-like protein		protein_coding		THAUMATIN-LIKE PROTEIN 3 (TLP-3)		THAUMATIN-LIKE PROTEIN 3 (TLP-3);THAUMATIN-LIKE PROTEIN 3 (ATLP-3)

		XLOC_006953		XLOC_006953		AT1G55490		1:20715562-20719196		WT inflorescence		ebs inflorescence		OK		295.954		411.666		0.476103		1.68858		0.001		0.0101985		yes				AT1G72260		AT1G72260.1		Encodes a thionin which is a cysteine rich protein having antimicrobial properties. Thi2.1 is expressed in response to a variety of pathogens and induced by ethylene and jasmonic acid. Belongs to the plant thionin (PR-13) family with the following members: At1g66100, At5g36910, At1g72260, At2g15010, At1g12663, At1g12660.		protein_coding		THIONIN 2.1 (THI2.1)		 (THI2.1.1);THIONIN 2.1 (THI2.1)

		XLOC_000600		XLOC_000600		AT1G11860		1:4001112-4003442		WT inflorescence		ebs inflorescence		OK		266.578		370.753		0.4759		1.93179		0.00015		0.0020785		yes				AT1G08630		AT1G08630.1		Encodes a threonine aldolase, involved in threonine degradation to glycine. Primarily expressed in seeds and seedlings.		protein_coding		THREONINE ALDOLASE 1 (THA1)		THREONINE ALDOLASE 1 (THA1)

		XLOC_004158		XLOC_004158		AT1G79270		1:29815505-29819104		WT inflorescence		ebs inflorescence		OK		3.92024		5.45149		0.475706		1.52684		0.00195		0.017399		yes				AT2G39435		AT2G39435.1		Phosphatidylinositol N-acetyglucosaminlytransferase subunit P-related; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 9 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G53540.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding		TON1 RECRUITING MOTIF 18 (TRM18)		TON1 RECRUITING MOTIF 18 (TRM18)

		XLOC_016231		XLOC_016231		AT3G48500		3:17962162-17965613		WT inflorescence		ebs inflorescence		OK		73.8464		102.682		0.475579		2.18171		5.00E-05		0.000788747		yes				AT5G23260		AT5G23260.2		Encodes a MADS box protein. Regulates proanthocyanidin biosynthesis in the inner-most cell layer of the seed coat. Also controls cell shape of the inner-most cell layer of the seed coat.  Also shown to be necessary for determining the identity of the endothelial layer within the ovule.  Paralogous to GOA. Plays a maternal role in fertilization and seed development.		protein_coding		TRANSPARENT TESTA16 (TT16)		TRANSPARENT TESTA16 (TT16);AGAMOUS-LIKE 32 (AGL32);ARABIDOPSIS BSISTER (ABS)

		XLOC_003740		XLOC_003740		AT1G71500		1:26935981-26937607		WT inflorescence		ebs inflorescence		OK		82.3946		114.539		0.475214		2.31096		5.00E-05		0.000788747		yes				AT5G49340		AT5G49340.1		Encodes a member of the TBL (TRICHOME BIREFRINGENCE-LIKE) gene family containing a plant-specific DUF231 (domain of unknown function) domain. TBL gene family has 46 members, two of which (TBR/AT5G06700 and TBL3/AT5G01360) have been shown to be involved in the synthesis and deposition of secondary wall cellulose, presumably by influencing the esterification state of pectic polymers. A nomenclature for this gene family has been proposed (Volker Bischoff & Wolf Scheible, 2010, personal communication).		protein_coding		TRICHOME BIREFRINGENCE-LIKE 4 (TBL4)		TRICHOME BIREFRINGENCE-LIKE 4 (TBL4)

		XLOC_029962		XLOC_029962		AT5G15470		5:5021009-5024742		WT inflorescence		ebs inflorescence		OK		11.0045		15.294		0.474876		1.92408		0.0002		0.00265586		yes				AT1G55060		AT1G55060.1		Ubiquitin-like gene, believed to be a pseudogene because of amino acid substitutions in 3 of the 5 ubiquitin repeats found in the UBQ12 gene product		protein_coding		UBIQUITIN 12 (UBQ12)		UBIQUITIN 12 (UBQ12)

		XLOC_014181		XLOC_014181		AT3G08980		3:2740807-2742685		WT inflorescence		ebs inflorescence		OK		10.4322		14.4951		0.474518		1.34895		0.0069		0.0474829		yes				AT2G44790		AT2G44790.1		Encodes a uclacyanin, a protein precursor that is closely related to precursors of stellacyanins and a blue copper protein from pea pods.		protein_coding		UCLACYANIN 2 (UCC2)		UCLACYANIN 2 (UCC2)

		XLOC_016674		XLOC_016674		AT3G56570		3:20958659-20961137		WT inflorescence		ebs inflorescence		OK		7.16134		9.94885		0.4743		1.59471		0.0014		0.0133751		yes				AT3G60280		AT3G60280.1		Encodes blue copper-binding protein III.		protein_coding		UCLACYANIN 3 (UCC3)		UCLACYANIN 3 (UCC3)

		XLOC_008591		XLOC_008591		AT2G05520		2:2026161-2027117		WT inflorescence		ebs inflorescence		OK		629.842		874.802		0.473966		1.96012		0.00025		0.00319302		yes				AT4G12920		AT4G12920.1		Eukaryotic aspartyl protease family protein; FUNCTIONS IN: aspartic-type endopeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: leaf whorl, sepal, flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Peptidase aspartic (InterPro:IPR021109), Peptidase aspartic, catalytic (InterPro:IPR009007), Peptidase A1 (InterPro:IPR001461); BEST Arabidopsis thaliana protein match is: Eukaryotic aspartyl protease family protein (TAIR:AT4G30040.1); Has 1610 Blast hits to 1605 proteins in 76 species: Archae - 0; Bacteria - 0; Metazoa - 6; Fungi - 43; Plants - 1530; Viruses - 0; Other Eukaryotes - 31 (source: NCBI BLink).		protein_coding		UNDEAD (UND)		UNDEAD (UND)

		XLOC_017520		XLOC_017520		AT3G09210		3:2825278-2826880		WT inflorescence		ebs inflorescence		OK		43.8934		60.9511		0.473646		1.99065		5.00E-05		0.000788747		yes				AT4G25950		AT4G25950.1		V-ATPase G-subunit like protein		protein_coding		VACUOLAR ATP SYNTHASE G3 (VATG3)		VACUOLAR ATP SYNTHASE G3 (VATG3)

		XLOC_026323		XLOC_026323		AT5G16930		5:5568392-5572405		WT inflorescence		ebs inflorescence		OK		15.3497		21.3097		0.473294		2.05422		5.00E-05		0.000788747		yes				AT2G47040		AT2G47040.1		Share high homologies with a group of pectin methylesterases (PME), pollen specific, and is required for enhancing the growth of pollen tube in style and transmitting tract tissues.		protein_coding		VANGUARD1 (VGD1)		VANGUARD1 (VGD1)

		XLOC_026819		XLOC_026819		AT5G26860		5:9451047-9457000		WT inflorescence		ebs inflorescence		OK		24.8346		34.4519		0.47223		2.29556		5.00E-05		0.000788747		yes				AT2G46130		AT2G46130.1		member of WRKY Transcription Factor; Group II-c		protein_coding		WRKY DNA-BINDING PROTEIN 43 (WRKY43)		WRKY DNA-BINDING PROTEIN 43 (WRKY43);WRKY DNA-BINDING PROTEIN 43 (ATWRKY43)

		XLOC_029920		XLOC_029920		AT5G14660		5:4726640-4728746		WT inflorescence		ebs inflorescence		OK		38.908		53.9573		0.471751		1.95477		5.00E-05		0.000788747		yes				AT5G04340		AT5G04340.1		putative c2h2 zinc finger transcription factor mRNA,		protein_coding		ZINC FINGER OF ARABIDOPSIS THALIANA 6 (ZAT6)		 (C2H2);ZINC FINGER OF ARABIDOPSIS THALIANA 6 (ZAT6);COLD INDUCED ZINC FINGER PROTEIN 2 (CZF2)

		XLOC_012858		XLOC_012858		AT2G31840		2:13537911-13539758		WT inflorescence		ebs inflorescence		OK		50.1456		69.4771		0.470414		2.02965		5.00E-05		0.000788747		yes

		XLOC_002393		XLOC_002393		AT1G47490		1:17424668-17427475		WT inflorescence		ebs inflorescence		OK		46.3839		64.2605		0.470308		1.47705		0.00215		0.018878		yes				expressed in only one condition

		XLOC_031232		XLOC_031232		AT5G38510		5:15417732-15420606		WT inflorescence		ebs inflorescence		OK		15.5647		21.5611		0.47015		1.86219		0.0001		0.0014466		yes																		expression WT		expression ebs

		XLOC_025207		XLOC_025207		AT4G35510		4:16860451-16862372		WT inflorescence		ebs inflorescence		OK		6.63203		9.18681		0.470113		1.44062		0.00325		0.0262224		yes				XLOC_032486		XLOC_032486		AT5G60615		5:24365952-24366319		WT inflorescence		ebs inflorescence		OK		4.83882		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_024246		XLOC_024246		AT4G18480		4:10201671-10203469		WT inflorescence		ebs inflorescence		OK		219.37		303.823		0.469862		2.00556		0.0001		0.0014466		yes				XLOC_002838		XLOC_002838		AT1G55010		1:20517077-20517403		WT inflorescence		ebs inflorescence		OK		4.64662		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_012369		XLOC_012369		AT2G23670		2:10063154-10064004		WT inflorescence		ebs inflorescence		OK		105.581		146.203		0.469626		2.19369		5.00E-05		0.000788747		yes				XLOC_006574		XLOC_006574		AT1G48742		1:18026837-18027009		WT inflorescence		ebs inflorescence		OK		4.24161		0		ERROR:#NAME?		ERROR:#NAME?		0.00025		0.00319302		yes

		XLOC_025862		XLOC_025862		AT5G07610		5:2406067-2407330		WT inflorescence		ebs inflorescence		OK		9.8838		13.6724		0.468132		1.59582		0.0018		0.0163394		yes				XLOC_018859		XLOC_018859		AT3G30778		3:12459184-12459304		WT inflorescence		ebs inflorescence		OK		24.8719		0		ERROR:#NAME?		ERROR:#NAME?		0.00115		0.0114144		yes

		XLOC_032659		XLOC_032659		AT5G63760		5:25515877-25517833		WT inflorescence		ebs inflorescence		OK		9.40015		13.0017		0.467948		1.68136		0.00045		0.00528116		yes				XLOC_021707		XLOC_021707		AT4G18596		4:10239016-10239851		WT inflorescence		ebs inflorescence		OK		2.2003		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_018396		XLOC_018396		AT3G24430		3:8868582-8872201		WT inflorescence		ebs inflorescence		OK		40.1041		55.4373		0.467106		1.94804		5.00E-05		0.000788747		yes				XLOC_009683		XLOC_009683		AT2G23900		2:10174514-10176626		WT inflorescence		ebs inflorescence		OK		2.09011		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_028945		XLOC_028945		AT5G62900		5:25248796-25249942		WT inflorescence		ebs inflorescence		OK		13.2522		18.3121		0.466564		1.35138		0.0063		0.0441281		yes				XLOC_001806		XLOC_001806		AT1G32992		1:11957459-11957730		WT inflorescence		ebs inflorescence		OK		1.97001		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_024820		XLOC_024820		AT4G28450		4:14061458-14064708		WT inflorescence		ebs inflorescence		OK		26.4049		36.4862		0.466546		2.13673		5.00E-05		0.000788747		yes				XLOC_018436		XLOC_018436		AT3G25170		3:9165743-9166253		WT inflorescence		ebs inflorescence		OK		1.4349		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_013413		XLOC_013413		AT2G41475		2:17295073-17296420		WT inflorescence		ebs inflorescence		OK		27.3451		37.7788		0.466296		1.77279		0.00045		0.00528116		yes				XLOC_024430		XLOC_024430		AT4G21895		4:11613313-11614941		WT inflorescence		ebs inflorescence		OK		1.18061		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_000944		XLOC_000944		AT1G17620		1:6062215-6063291		WT inflorescence		ebs inflorescence		OK		39.758		54.8635		0.464603		2.0786		5.00E-05		0.000788747		yes				XLOC_020348		XLOC_020348		AT3G62640		3:23166288-23166900		WT inflorescence		ebs inflorescence		OK		1.09587		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_007246		XLOC_007246		AT1G61640		1:22746371-22749184		WT inflorescence		ebs inflorescence		OK		9.11546		12.5744		0.464099		1.56132		0.00105		0.0105762		yes				XLOC_024791		XLOC_024791		AT4G28005		4:13929654-13930191		WT inflorescence		ebs inflorescence		OK		1.06291		0		ERROR:#NAME?		ERROR:#NAME?		0.00025		0.00319302		yes

		XLOC_021542		XLOC_021542		AT4G15800		4:8984857-8985405		WT inflorescence		ebs inflorescence		OK		24.7547		34.1455		0.463993		1.31818		0.00575		0.0412677		yes				XLOC_006489		XLOC_006489		AT1G47280		1:17332055-17334406		WT inflorescence		ebs inflorescence		OK		1.02955		0		ERROR:#NAME?		ERROR:#NAME?		0.00175		0.0159708		yes

		XLOC_000450		XLOC_000450		AT1G09340		1:3015327-3018234		WT inflorescence		ebs inflorescence		OK		92.3382		127.333		0.463604		2.23861		5.00E-05		0.000788747		yes				XLOC_026796		XLOC_026796		AT5G26692		5:9282478-9283007		WT inflorescence		ebs inflorescence		OK		1.01745		0		ERROR:#NAME?		ERROR:#NAME?		0.0033		0.0265		yes

		XLOC_001440		XLOC_001440		AT1G27050		1:9393689-9394592		WT inflorescence		ebs inflorescence		OK		21.8018		30.0608		0.463437		1.36866		0.0029		0.024016		yes				XLOC_003403		XLOC_003403		AT1G65480		1:24331427-24333934		WT inflorescence		ebs inflorescence		OK		1.01154		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_010672		XLOC_010672		AT2G41210		2:17173412-17176807		WT inflorescence		ebs inflorescence		OK		5.60907		7.73345		0.463351		1.59571		0.00115		0.0114144		yes				XLOC_010241		XLOC_010241		AT2G33775		2:14288424-14289225		WT inflorescence		ebs inflorescence		OK		0.909804		0		ERROR:#NAME?		ERROR:#NAME?		0.00245		0.0209881		yes

		XLOC_022296		XLOC_022296		AT4G28780		4:14215544-14217579		WT inflorescence		ebs inflorescence		OK		68.5683		94.5026		0.462811		2.08748		5.00E-05		0.000788747		yes				XLOC_012737		XLOC_012737		AT2G29860		2:12737665-12738388		WT inflorescence		ebs inflorescence		OK		0.876729		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_021982		XLOC_021982		AT4G23430		4:12229025-12231658		WT inflorescence		ebs inflorescence		OK		13.6322		18.7859		0.462632		1.62165		0.00135		0.0129764		yes				XLOC_019729		XLOC_019729		transcript:AT3G52055.1		3:19310058-19310362		WT inflorescence		ebs inflorescence		OK		0.874086		0		ERROR:#NAME?		ERROR:#NAME?		0.0026		0.0219959		yes

		XLOC_000760		XLOC_000760		AT1G14580		1:4989561-4992732		WT inflorescence		ebs inflorescence		OK		26.8995		37.062		0.462361		2.09625		5.00E-05		0.000788747		yes				XLOC_026464		XLOC_026464		AT5G19473		5:6569193-6570873		WT inflorescence		ebs inflorescence		OK		0.865981		0		ERROR:#NAME?		ERROR:#NAME?		0.00575		0.0412677		yes

		XLOC_024525		XLOC_024525		AT4G23240,AT4G23250		4:12160501-12167026		WT inflorescence		ebs inflorescence		OK		5.33214		7.34576		0.462198		1.34176		0.0071		0.048402		yes				XLOC_026967		XLOC_026967		AT5G28690		5:10722737-10724091		WT inflorescence		ebs inflorescence		OK		0.769486		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_024908		XLOC_024908		AT4G30140		4:14738386-14740676		WT inflorescence		ebs inflorescence		OK		33.5415		46.1782		0.461264		1.94242		5.00E-05		0.000788747		yes				XLOC_015234		XLOC_015234		AT3G26110		3:9541482-9542114		WT inflorescence		ebs inflorescence		OK		0.757696		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_005305		XLOC_005305		AT1G19790		1:6838119-6840293		WT inflorescence		ebs inflorescence		OK		8.70062		11.9711		0.460362		1.66772		0.001		0.0101985		yes				XLOC_003466		XLOC_003466		AT1G66640		1:24857437-24859011		WT inflorescence		ebs inflorescence		OK		0		0.806464		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_010217		XLOC_010217		AT2G33430		2:14162666-14165042		WT inflorescence		ebs inflorescence		OK		149.523		205.682		0.460049		2.22326		5.00E-05		0.000788747		yes				XLOC_003865		XLOC_003865		AT1G73780		1:27743871-27744168		WT inflorescence		ebs inflorescence		OK		0		0.731376		inf		ERROR:#NAME?		0.00255		0.0217171		yes

		XLOC_020350		XLOC_020350		AT3G62690		3:23185347-23186701		WT inflorescence		ebs inflorescence		OK		6.11674		8.41308		0.459871		1.35324		0.00725		0.0492435		yes				XLOC_007345		XLOC_007345		AT1G63245		1:23460528-23460771		WT inflorescence		ebs inflorescence		OK		0		3.72534		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_005971		XLOC_005971		AT1G32550		1:11771765-11774187		WT inflorescence		ebs inflorescence		OK		38.8297		53.3876		0.459343		1.80791		0.0005		0.00577165		yes				XLOC_009444		XLOC_009444		AT2G19893		2:8589952-8590324		WT inflorescence		ebs inflorescence		OK		0		1.69483		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_027499		XLOC_027499		AT5G38530		5:15424037-15426470		WT inflorescence		ebs inflorescence		OK		19.7935		27.2125		0.459241		1.71284		0.0003		0.00373571		yes				XLOC_009609		XLOC_009609		AT2G22630		2:9618371-9621957		WT inflorescence		ebs inflorescence		OK		0		2.78101		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_027731		XLOC_027731		AT5G42270		5:16902485-16908007		WT inflorescence		ebs inflorescence		OK		100.928		138.733		0.458987		2.03543		5.00E-05		0.000788747		yes				XLOC_011567		XLOC_011567		AT2G10070		2:3816493-3819701		WT inflorescence		ebs inflorescence		OK		0		1.12666		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_023248		XLOC_023248		AT4G04640		4:2350497-2352018		WT inflorescence		ebs inflorescence		OK		210.98		289.926		0.458579		1.98784		5.00E-05		0.000788747		yes				XLOC_011946		XLOC_011946		transcript:AT2G16310.1		2:7065215-7066190		WT inflorescence		ebs inflorescence		OK		0		1.20026		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_019717		XLOC_019717		AT3G51820		3:19216002-19219057		WT inflorescence		ebs inflorescence		OK		75.669		103.964		0.458307		1.65826		0.00115		0.0114144		yes				XLOC_012267		XLOC_012267		AT2G21820		2:9302884-9303247		WT inflorescence		ebs inflorescence		OK		0		0.82167		inf		ERROR:#NAME?		0.00245		0.0209881		yes

		XLOC_005416		XLOC_005416		AT1G21600		1:7570885-7573846		WT inflorescence		ebs inflorescence		OK		142.961		196.287		0.457342		1.47551		0.00275		0.0230167		yes				XLOC_014392		XLOC_014392		AT3G12960		3:4136487-4136828		WT inflorescence		ebs inflorescence		OK		0		0.734031		inf		ERROR:#NAME?		0.00075		0.00806418		yes

		XLOC_029360		XLOC_029360		AT5G03910		5:1052579-1057172		WT inflorescence		ebs inflorescence		OK		16.232		22.2744		0.456548		1.7656		0.0002		0.00265586		yes				XLOC_015362		XLOC_015362		AT3G28310		3:10576960-10577375		WT inflorescence		ebs inflorescence		OK		0		3.66491		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_021683		XLOC_021683		AT4G18240		4:10082107-10087203		WT inflorescence		ebs inflorescence		OK		24.1991		33.1951		0.456016		2.10342		5.00E-05		0.000788747		yes				XLOC_023303		XLOC_023303		AT4G05475		4:2765961-2767957		WT inflorescence		ebs inflorescence		OK		0		5.36735		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_025347		XLOC_025347		AT4G37920		4:17828432-17830465		WT inflorescence		ebs inflorescence		OK		34.0449		46.6659		0.454929		2.0664		5.00E-05		0.000788747		yes				XLOC_024045		XLOC_024045		AT4G15330		4:8751386-8753157		WT inflorescence		ebs inflorescence		OK		0		1.31243		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_027825		XLOC_027825		AT5G43700		5:17550232-17551581		WT inflorescence		ebs inflorescence		OK		45.3585		62.1393		0.454132		2.13592		0.00015		0.0020785		yes				XLOC_032943		XLOC_032943		ATMG01350		Mt:346756-347194		WT inflorescence		ebs inflorescence		OK		0		0.937641		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_024661		XLOC_024661		AT4G25730		4:13102678-13106780		WT inflorescence		ebs inflorescence		OK		68.5417		93.8668		0.453634		2.11459		5.00E-05		0.000788747		yes				XLOC_033051		XLOC_033051		ATCG00590		Pt:65711-65807		WT inflorescence		ebs inflorescence		OK		0		42.8355		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_032672		XLOC_032672		AT5G64050		5:25629854-25633209		WT inflorescence		ebs inflorescence		OK		35.4777		48.583		0.453542		2.20307		5.00E-05		0.000788747		yes

		XLOC_029645		XLOC_029645		AT5G09660		5:2993443-2995675		WT inflorescence		ebs inflorescence		OK		116.863		159.931		0.452626		1.69488		0.00085		0.00894144		yes

		XLOC_000150		XLOC_000150		AT1G03630		1:907641-909376		WT inflorescence		ebs inflorescence		OK		99.4518		136.102		0.452621		2.01601		5.00E-05		0.000788747		yes				expressed in WT but not ebs

		XLOC_015894		XLOC_015894		AT3G43350		3:15286072-15290808		WT inflorescence		ebs inflorescence		OK		3.43496		4.70055		0.452536		1.40008		0.0043		0.0329726		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_006472		XLOC_006472		AT1G45230		1:17169536-17171472		WT inflorescence		ebs inflorescence		OK		39.4987		54.0186		0.451652		2.02493		5.00E-05		0.000788747		yes				AT3G62640		AT3G62640.1		Protein of unknown function (DUF3511); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF3511 (InterPro:IPR021899); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF3511) (TAIR:AT2G47480.1); Has 218 Blast hits to 218 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 218; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_024633		XLOC_024633		AT4G25340		4:12959441-12962699		WT inflorescence		ebs inflorescence		OK		67.9197		92.8723		0.451418		2.16342		5.00E-05		0.000788747		yes				AT3G26110		AT3G26110.1		Anther-specific protein agp1-like; BEST Arabidopsis thaliana protein match is: homolog of Brassica campestris pollen protein 1 (TAIR:AT1G24520.1); Has 32 Blast hits to 32 proteins in 8 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 32; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_002232		XLOC_002232		AT1G42970		1:16127380-16129843		WT inflorescence		ebs inflorescence		OK		192.11		262.549		0.450657		1.92032		0.00025		0.00319302		yes				AT5G19473		AT5G19473.1		RPM1-interacting protein 4 (RIN4) family protein; CONTAINS InterPro DOMAIN/s: RPM1-interacting protein 4, defence response (InterPro:IPR008700); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G09960.1); Has 77 Blast hits to 77 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 77; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_026133		XLOC_026133		AT5G13510		5:4341261-4344671		WT inflorescence		ebs inflorescence		OK		250.368		341.977		0.449848		1.66267		0.00105		0.0105762		yes				AT2G23900		AT2G23900.1		Pectin lyase-like superfamily protein; FUNCTIONS IN: polygalacturonase activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Pectin lyase fold/virulence factor (InterPro:IPR011050), Glycoside hydrolase, family 28 (InterPro:IPR000743), Pectin lyase fold (InterPro:IPR012334), Parallel beta-helix repeat (InterPro:IPR006626); BEST Arabidopsis thaliana protein match is: Pectin lyase-like superfamily protein (TAIR:AT3G48950.1); Has 35333 Blast hits to 34131 proteins in 2444 species: Archae - 798; Bacteria - 22429; Metazoa - 974; Fungi - 991; Plants - 531; Viruses - 0; Other Eukaryotes - 9610 (source: NCBI BLink).		protein_coding

		XLOC_003872		XLOC_003872		AT1G73885		1:27786863-27787708		WT inflorescence		ebs inflorescence		OK		165.321		225.718		0.449254		2.17798		0.0001		0.0014466		yes				AT5G26692		AT5G26692.1		Encodes a Plant thionin family protein		protein_coding

		XLOC_005573		XLOC_005573		AT1G24388		1:8648098-8648995		WT inflorescence		ebs inflorescence		OK		273.693		373.643		0.449103		1.98959		5.00E-05		0.000788747		yes				AT4G18596		AT4G18596.1		Pollen Ole e 1 allergen and extensin family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: extracellular space, endomembrane system; CONTAINS InterPro DOMAIN/s: Pollen Ole e 1 allergen/extensin (InterPro:IPR006041), Allergen Ole e 1, conserved site (InterPro:IPR006040); BEST Arabidopsis thaliana protein match is: Pollen Ole e 1 allergen and extensin family protein (TAIR:AT5G45880.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_028059		XLOC_028059		AT5G47640		5:19309226-19312438		WT inflorescence		ebs inflorescence		OK		27.8063		37.954		0.448842		1.63572		0.00125		0.0121933		yes				AT1G47280		AT1G47280.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 9 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, C globular stage, petal differentiation and expansion stage; Has 6 Blast hits to 6 proteins in 2 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 6; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_009590		XLOC_009590		AT2G22360		2:9497594-9500615		WT inflorescence		ebs inflorescence		OK		16.8167		22.9496		0.448576		1.91118		0.00015		0.0020785		yes				AT4G21895		AT4G21895.1		DNA binding; FUNCTIONS IN: DNA binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif-containing protein (TAIR:AT5G52890.2); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria - 1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: NCBI BLink).		protein_coding

		XLOC_010665		XLOC_010665		AT2G41100		2:17137828-17139612		WT inflorescence		ebs inflorescence		OK		25.3241		34.5577		0.448499		1.63531		0.0002		0.00265586		yes				AT4G28005		AT4G28005.1		BEST Arabidopsis thaliana protein match is: NADH-ubiquinone oxidoreductase-related (TAIR:AT5G52840.1); Has 37 Blast hits to 37 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 2; Fungi - 0; Plants - 33; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_016126		XLOC_016126		AT3G46870		3:17262982-17264475		WT inflorescence		ebs inflorescence		OK		11.4184		15.5764		0.448005		1.49106		0.00295		0.0243214		yes				AT5G28690		AT5G28690.1		Protein of unknown function (DUF1685); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF1685 (InterPro:IPR012881); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF1685) (TAIR:AT3G04700.1); Has 207 Blast hits to 207 proteins in 15 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 205; Viruses - 0; Other Eukaryotes - 2 (source: NCBI BLink).		protein_coding

		XLOC_013913		XLOC_013913		AT3G03710		3:919541-925338		WT inflorescence		ebs inflorescence		OK		34.9127		47.6252		0.447973		1.43506		0.00495		0.0368486		yes				AT3G30778		AT3G30778.1		This gene encodes a small protein and has either evidence of transcription or purifying selection.		protein_coding

		XLOC_010221		XLOC_010221		AT2G33480		2:14181185-14182402		WT inflorescence		ebs inflorescence		OK		12.8013		17.456		0.447433		1.30337		0.0051		0.0376901		yes				AT5G60615		AT5G60615.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_023636		XLOC_023636		AT4G09040		4:5794528-5797375		WT inflorescence		ebs inflorescence		OK		72.7858		99.2419		0.447292		2.18571		5.00E-05		0.000788747		yes				AT2G29860		AT2G29860.1		Galactose oxidase/kelch repeat superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), Galactose oxidase/kelch, beta-propeller (InterPro:IPR011043), Kelch repeat type 1 (InterPro:IPR006652), Kelch related (InterPro:IPR013089), Kelch-type beta propeller (InterPro:IPR015915); BEST Arabidopsis thaliana protein match is: Galactose oxidase/kelch repeat superfamily protein (TAIR:AT2G29830.1); Has 1919 Blast hits to 1720 proteins in 129 species: Archae - 12; Bacteria - 144; Metazoa - 847; Fungi - 2; Plants - 853; Viruses - 6; Other Eukaryotes - 55 (source: NCBI BLink).		protein_coding

		XLOC_020487		XLOC_020487		AT4G01460		4:620758-622945		WT inflorescence		ebs inflorescence		OK		17.6112		24.0105		0.447171		1.80691		0.00025		0.00319302		yes				AT1G65480		AT1G65480.1		FT, together with LFY, promotes flowering and is antagonistic with its homologous gene, TERMINAL FLOWER1 (TFL1). FT is expressed in leaves and is induced by long day treatment. Either the FT mRNA or protein is translocated to the shoot apex where it induces its own expression. Recent data suggests that FT protein acts as a long-range signal. FT is a target of CO and acts upstream of SOC1.		protein_coding		FLOWERING LOCUS T (FT)		FLOWERING LOCUS T (FT)

		XLOC_020580		XLOC_020580		AT4G02920		4:1292522-1294861		WT inflorescence		ebs inflorescence		OK		32.1747		43.8518		0.446712		2.0942		5.00E-05		0.000788747		yes				AT1G48742		AT1G48742.1		Encodes a microRNA that targets several SPL family members, including SPL3,4, and 5. By regulating the expression of SPL3 (and probably also SPL4 and SPL5), this microRNA regulates vegetative phase change. MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage.Mature sequence: UGACAGAAGAUAGAGAGCAC		miRNA		MICRORNA157D (MIR157D)		MICRORNA157D (MIR157D)

		XLOC_004917		XLOC_004917		AT1G12500		1:4263149-4265044		WT inflorescence		ebs inflorescence		OK		22.7161		30.9559		0.446499		1.97436		5.00E-05		0.000788747		yes				AT1G32992		AT1G32992.1		Encodes a microRNA that targets CHX18 and potentially ZAT1. MicroRNAs are regulatory RNAs with a mature length of ~21-nucleotides that are processed from hairpin precursors by Dicer-like enzymes. MicroRNAs can negatively regulate gene expression by attenuating translation or by directing mRNA cleavage. Mature sequence: UAAUCCUACCAAUAACUUCAGC		miRNA		MICRORNA856A (MIR856A)		MICRORNA856A (MIR856A)

		XLOC_007081		XLOC_007081		AT1G58290		1:21623725-21626200		WT inflorescence		ebs inflorescence		OK		85.5961		116.623		0.44624		2.11274		5.00E-05		0.000788747		yes				AT1G55010		AT1G55010.1		Predicted to encode a PR (pathogenesis-related) protein.  Belongs to the plant defensin (PDF) family with the following members: At1g75830/PDF1.1, At5g44420/PDF1.2a, At2g26020/PDF1.2b, At5g44430/PDF1.2c, At2g26010/PDF1.3, At1g19610/PDF1.4, At1g55010/PDF1.5, At2g02120/PDF2.1, At2g02100/PDF2.2, At2g02130/PDF2.3, At1g61070/PDF2.4, At5g63660/PDF2.5, At2g02140/PDF2.6, At5g38330/PDF3.1 and At4g30070/PDF3.2.		protein_coding		PLANT DEFENSIN 1.5 (PDF1.5)		PLANT DEFENSIN 1.5 (PDF1.5)

		XLOC_008009		XLOC_008009		AT1G75520		1:28351561-28353495		WT inflorescence		ebs inflorescence		OK		7.90918		10.7688		0.445262		1.50726		0.0021		0.0185187		yes				AT2G33775		AT2G33775.1		Member of a diversely expressed predicted peptide family showing sequence similarity to tobacco Rapid Alkalinization Factor (RALF), and is believed to play an essential role in the physiology of Arabidopsis.  Consists of a single exon and is characterized by a conserved C-terminal motif and N-terminal signal peptide.		protein_coding		RALF-LIKE 19 (RALFL19)		RALF-LIKE 19 (RALFL19)

		XLOC_013259		XLOC_013259		AT2G38750		2:16196264-16198491		WT inflorescence		ebs inflorescence		OK		12.5475		17.0729		0.444305		1.61682		0.00065		0.00716651		yes				AT3G25170		AT3G25170.1		Member of a diversely expressed predicted peptide family showing sequence similarity to tobacco Rapid Alkalinization Factor (RALF), and is believed to play an essential role in the physiology of Arabidopsis.  Consists of a single exon and is characterized by a conserved C-terminal motif and N-terminal signal peptide.		protein_coding		RALF-LIKE 26 (RALFL26)		RALF-LIKE 26 (RALFL26)

		XLOC_012726		XLOC_012726		AT2G29670		2:12681957-12685087		WT inflorescence		ebs inflorescence		OK		11.1634		15.1764		0.443053		1.8288		0.0002		0.00265586		yes				The query for the following terms resulted in no hits: TRANSCRIPT:AT3G52055.1  

		XLOC_017535		XLOC_017535		AT3G09440		3:2903197-2905729		WT inflorescence		ebs inflorescence		OK		280.046		380.638		0.442757		1.55424		0.00205		0.0181641		yes

		XLOC_025101		XLOC_025101		AT4G33470		4:16102594-16105493		WT inflorescence		ebs inflorescence		OK		15.3053		20.7979		0.442405		1.47967		0.0014		0.0133751		yes

		XLOC_032671		XLOC_032671		AT5G64040		5:25628587-25629615		WT inflorescence		ebs inflorescence		OK		588.831		800.062		0.442259		1.84347		0.0002		0.00265586		yes				expressed in ebs but not WT

		XLOC_007128		XLOC_007128		AT1G59990		1:22090237-22093060		WT inflorescence		ebs inflorescence		OK		37.3865		50.7834		0.441841		2.12072		5.00E-05		0.000788747		yes				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		XLOC_015349		XLOC_015349		AT3G28180		3:10505828-10509239		WT inflorescence		ebs inflorescence		OK		8.82087		11.978		0.441396		1.75005		0.00045		0.00528116		yes				AT3G12960		AT3G12960.1		unknown protein; Has 44 Blast hits to 44 proteins in 14 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 44; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_025245		XLOC_025245		AT4G36260		4:17155555-17157245		WT inflorescence		ebs inflorescence		OK		11.8907		16.1453		0.441288		1.59722		0.00125		0.0121933		yes				AT2G21820		AT2G21820.1		unknown protein; Has 45 Blast hits to 45 proteins in 13 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 45; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_018010		XLOC_018010		AT3G17390		3:5950199-5954084		WT inflorescence		ebs inflorescence		OK		379.361		515.07		0.441195		1.54336		0.00225		0.0196041		yes				AT3G28310		AT3G28310.1		Protein of unknown function (DUF677); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF677 (InterPro:IPR007749); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF677) (TAIR:AT3G28290.1); Has 57 Blast hits to 57 proteins in 3 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 57; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_012131		XLOC_012131		AT2G19670		2:8499085-8501181		WT inflorescence		ebs inflorescence		OK		40.107		54.4507		0.441098		2.03461		5.00E-05		0.000788747		yes				AT2G19893		AT2G19893.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		XLOC_017956		XLOC_017956		AT3G16520		3:5618439-5620873		WT inflorescence		ebs inflorescence		OK		29.0767		39.4624		0.440613		1.96028		0.00015		0.0020785		yes				AT2G10070		AT2G10070.2		transposable element gene; similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G40125.1)		transposable_element_gene

		XLOC_000127		XLOC_000127		AT1G03230		1:790090-791592		WT inflorescence		ebs inflorescence		OK		15.1397		20.544		0.440387		1.37358		0.00145		0.0137497		yes				AT4G05475		AT4G05475.1		RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810); BEST Arabidopsis thaliana protein match is: RNI-like superfamily protein (TAIR:AT4G05470.1).		protein_coding

		XLOC_010234		XLOC_010234		AT2G33680		2:14249607-14251791		WT inflorescence		ebs inflorescence		OK		5.53612		7.51098		0.440125		1.52477		0.0028		0.023349		yes				AT1G73780		AT1G73780.1		Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; FUNCTIONS IN: lipid binding; INVOLVED IN: lipid transport; LOCATED IN: endomembrane system; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: Bifunctional inhibitor/plant lipid transfer protein/seed storage (InterPro:IPR016140), Plant lipid transfer protein/seed storage/trypsin-alpha amylase inhibitor (InterPro:IPR003612), Plant lipid transfer protein/hydrophobic protein, helical domain (InterPro:IPR013770); BEST Arabidopsis thaliana protein match is: Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein (TAIR:AT3G18280.1); Has 273 Blast hits to 272 proteins in 30 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 273; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_024797		XLOC_024797		AT4G28080		4:13945891-13957840		WT inflorescence		ebs inflorescence		OK		51.0215		69.2078		0.43983		1.86854		0.00055		0.0062255		yes				AT1G66640		AT1G66640.1		RNI-like superfamily protein; CONTAINS InterPro DOMAIN/s: FBD (InterPro:IPR013596), FBD-like (InterPro:IPR006566), Leucine-rich repeat 2 (InterPro:IPR013101); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT1G66320.1); Has 817 Blast hits to 803 proteins in 11 species: Archae - 0; Bacteria - 0; Metazoa - 0; Fungi - 0; Plants - 817; Viruses - 0; Other Eukaryotes - 0 (source: NCBI BLink).		protein_coding

		XLOC_025406		XLOC_025406		AT4G38970		4:18163495-18165762		WT inflorescence		ebs inflorescence		OK		432.559		586.53		0.439308		1.58473		0.0009		0.00936597		yes				ATMG01350		ATMG01350.1		hypothetical protein		protein_coding		 (ORF145C)		 (ORF145C)

		XLOC_025642		XLOC_025642		AT5G03680		5:957743-961032		WT inflorescence		ebs inflorescence		OK		6.9751		9.45779		0.439289		1.52045		0.00135		0.0129764		yes				ATCG00590		ATCG00590.1		hypothetical protein		protein_coding		 (ORF31)		 (ORF31)

		XLOC_012817		XLOC_012817		AT2G31170		2:13282354-13285666		WT inflorescence		ebs inflorescence		OK		20.2806		27.4971		0.439178		1.7208		0.00015		0.0020785		yes				AT4G15330		AT4G15330.1		a member of the cytochrome P450 family		protein_coding		CYTOCHROME P450, FAMILY 705, SUBFAMILY A, POLYPEPTIDE 1 (CYP705A1)		CYTOCHROME P450, FAMILY 705, SUBFAMILY A, POLYPEPTIDE 1 (CYP705A1)

		XLOC_010881		XLOC_010881		AT2G44870		2:18503137-18504681		WT inflorescence		ebs inflorescence		OK		45.4257		61.5748		0.438831		2.04913		5.00E-05		0.000788747		yes				AT2G22630		AT2G22630.1		Encodes a MADs domain containing protein involved in promoting flowering. Loss of function mutations show delayed flowering in long days and reduced levels of LFY and AP1 expression.		protein_coding		AGAMOUS-LIKE 17 (AGL17)		AGAMOUS-LIKE 17 (AGL17)

		XLOC_032578		XLOC_032578		AT5G62220		5:24988455-24990009		WT inflorescence		ebs inflorescence		OK		16.9841		23.0166		0.438491		1.85688		0.0002		0.00265586		yes				AT1G63245		AT1G63245.1		Member of a large family of putative ligands homologous to the Clavata3 gene.  Consists of a single exon. Can not replace CLV3 function in vivo.		protein_coding		CLAVATA3/ESR-RELATED 14 (CLE14)		CLAVATA3/ESR-RELATED 14 (CLE14)

		XLOC_019457		XLOC_019457		AT3G47450		3:17482024-17486347		WT inflorescence		ebs inflorescence		OK		29.6304		40.1427		0.438062		1.86933		0.00025		0.00319302		yes				The query for the following terms resulted in no hits: TRANSCRIPT:AT2G16310.1  

		XLOC_018346		XLOC_018346		AT3G23700		3:8531428-8533788		WT inflorescence		ebs inflorescence		OK		44.5177		60.2993		0.437761		1.83683		0.00105		0.0105762		yes

		XLOC_017702		XLOC_017702		AT3G12345		3:3930179-3930992		WT inflorescence		ebs inflorescence		OK		61.4985		83.2772		0.437371		1.99537		5.00E-05		0.000788747		yes

		XLOC_004574		XLOC_004574		AT1G06720		1:2060443-2067323		WT inflorescence		ebs inflorescence		OK		28.8463		39.0559		0.437151		1.81403		0.00015		0.0020785		yes

		XLOC_003579		XLOC_003579		AT1G68670		1:25782028-25784076		WT inflorescence		ebs inflorescence		OK		20.3625		27.5627		0.436799		1.92843		5.00E-05		0.000788747		yes

		XLOC_029361		XLOC_029361		AT5G03940		5:1059503-1063319		WT inflorescence		ebs inflorescence		OK		70.5324		95.453		0.436506		1.86504		5.00E-05		0.000788747		yes

		XLOC_003358		XLOC_003358		AT1G64680		1:24036020-24037401		WT inflorescence		ebs inflorescence		OK		20.2314		27.3756		0.436295		1.75915		0.0001		0.0014466		yes

		XLOC_025035		XLOC_025035		AT4G32260		4:15573635-15574737		WT inflorescence		ebs inflorescence		OK		301.443		407.794		0.435954		1.93575		0.0001		0.0014466		yes

		XLOC_010013		XLOC_010013		AT2G29760		2:12712883-12716875		WT inflorescence		ebs inflorescence		OK		7.11389		9.61688		0.43493		1.55413		0.0024		0.0206552		yes

		XLOC_016728		XLOC_016728		AT3G57660		3:21353745-21362814		WT inflorescence		ebs inflorescence		OK		22.5947		30.528		0.43415		2.10232		5.00E-05		0.000788747		yes

		XLOC_032819		XLOC_032819		AT5G66540		5:26556332-26559427		WT inflorescence		ebs inflorescence		OK		34.2244		46.2323		0.433873		1.92197		0.0001		0.0014466		yes

		XLOC_018571		XLOC_018571		AT3G27180		3:10024016-10030069		WT inflorescence		ebs inflorescence		OK		19.6196		26.4929		0.43331		1.87155		0.0001		0.0014466		yes

		XLOC_010220		XLOC_010220		AT2G33450		2:14173578-14174533		WT inflorescence		ebs inflorescence		OK		316.861		427.741		0.432885		2.07849		5.00E-05		0.000788747		yes

		XLOC_009694		XLOC_009694		AT2G24060		2:10229384-10231563		WT inflorescence		ebs inflorescence		OK		65.9383		88.9981		0.432658		2.06492		5.00E-05		0.000788747		yes

		XLOC_027945		XLOC_027945		AT5G45680		5:18530879-18532337		WT inflorescence		ebs inflorescence		OK		37.1077		50.0793		0.432495		1.73829		0.00025		0.00319302		yes

		XLOC_005405		XLOC_005405		AT1G21500		1:7529881-7531025		WT inflorescence		ebs inflorescence		OK		155.945		210.442		0.43238		2.09197		0.0001		0.0014466		yes

		XLOC_013478		XLOC_013478		AT2G42540		2:17711031-17712330		WT inflorescence		ebs inflorescence		OK		895.989		1208.3		0.431421		1.47768		0.00425		0.0326629		yes

		XLOC_004213		XLOC_004213		AT1G80380		1:30217115-30220004		WT inflorescence		ebs inflorescence		OK		38.4445		51.8413		0.431326		1.93579		5.00E-05		0.000788747		yes

		XLOC_025489		XLOC_025489		AT5G01210		5:84306-86275		WT inflorescence		ebs inflorescence		OK		19.7817		26.673		0.431216		1.4866		0.0029		0.024016		yes

		XLOC_022190		XLOC_022190		AT4G27010		4:13557973-13568296		WT inflorescence		ebs inflorescence		OK		9.14489		12.3249		0.43054		2.06848		5.00E-05		0.000788747		yes

		XLOC_024692		XLOC_024692		AT4G26370		4:13333723-13336230		WT inflorescence		ebs inflorescence		OK		75.2549		101.4		0.4302		1.94591		0.0003		0.00373571		yes

		XLOC_018554		XLOC_018554		AT3G26960		3:9944667-9945579		WT inflorescence		ebs inflorescence		OK		12.7479		17.1736		0.429934		1.28905		0.0073		0.0495336		yes

		XLOC_005527		XLOC_005527		AT1G23740		1:8395556-8399749		WT inflorescence		ebs inflorescence		OK		32.6039		43.9106		0.429521		1.70838		0.0004		0.00477681		yes

		XLOC_024897		XLOC_024897		AT4G29990		4:14665690-14670030		WT inflorescence		ebs inflorescence		OK		2.88274		3.88162		0.42922		1.33152		0.00615		0.0432856		yes

		XLOC_011209		XLOC_011209		AT2G03340		2:1014349-1017148		WT inflorescence		ebs inflorescence		OK		23.9693		32.2594		0.428528		2.02595		5.00E-05		0.000788747		yes

		XLOC_012979		XLOC_012979		AT2G33880		2:14341429-14343778		WT inflorescence		ebs inflorescence		OK		10.5952		14.2587		0.428435		1.55156		0.00135		0.0129764		yes

		XLOC_029394		XLOC_029394		AT5G04530		5:1291821-1293688		WT inflorescence		ebs inflorescence		OK		22.7375		30.5972		0.428329		1.97218		5.00E-05		0.000788747		yes

		XLOC_014517		XLOC_014517		AT3G14930		3:5020569-5022959		WT inflorescence		ebs inflorescence		OK		90.4673		121.736		0.428288		1.97496		0.0001		0.0014466		yes

		XLOC_008038		XLOC_008038		AT1G76100		1:28553986-28554768		WT inflorescence		ebs inflorescence		OK		135.007		181.638		0.428034		2.07792		5.00E-05		0.000788747		yes

		XLOC_007655		XLOC_007655		AT1G68730		1:25810320-25811128		WT inflorescence		ebs inflorescence		OK		28.1353		37.8444		0.427697		1.36769		0.00615		0.0432856		yes

		XLOC_005762		XLOC_005762		AT1G28610		1:10053616-10055731		WT inflorescence		ebs inflorescence		OK		68.0001		91.443		0.427336		1.89719		0.0001		0.0014466		yes

		XLOC_006378		XLOC_006378		AT1G43560		1:16398098-16399878		WT inflorescence		ebs inflorescence		OK		56.8855		76.4922		0.427251		1.94407		0.0001		0.0014466		yes

		XLOC_003520		XLOC_003520		AT1G67700		1:25374221-25376034		WT inflorescence		ebs inflorescence		OK		105.587		141.956		0.427011		2.0093		5.00E-05		0.000788747		yes

		XLOC_030057		XLOC_030057		AT5G17230		5:5659573-5662865		WT inflorescence		ebs inflorescence		OK		59.0372		79.3203		0.426066		2.04897		5.00E-05		0.000788747		yes

		XLOC_017335		XLOC_017335		AT3G05880		3:1753466-1756540		WT inflorescence		ebs inflorescence		OK		250.184		336.109		0.425938		1.9023		0.0001		0.0014466		yes

		XLOC_000777		XLOC_000777		AT1G15000		1:5168595-5170435		WT inflorescence		ebs inflorescence		OK		15.756		21.1482		0.424633		1.32043		0.003		0.0246142		yes

		XLOC_032816		XLOC_032816		AT5G66500,AT5G66510		5:26547994-26551630		WT inflorescence		ebs inflorescence		OK		77.1047		103.458		0.424148		1.82491		0.00095		0.00978644		yes

		XLOC_010061		XLOC_010061		AT2G30860		2:13138996-13140245		WT inflorescence		ebs inflorescence		OK		628.531		843.26		0.423994		1.5987		0.00155		0.0144759		yes

		XLOC_000749		XLOC_000749		AT1G14345		1:4899144-4899979		WT inflorescence		ebs inflorescence		OK		44.3807		59.53		0.423685		1.82691		0.0001		0.0014466		yes

		XLOC_024243		XLOC_024243		AT4G18440		4:10186130-10188909		WT inflorescence		ebs inflorescence		OK		28.1427		37.7447		0.423513		1.98945		5.00E-05		0.000788747		yes

		XLOC_005050		XLOC_005050		AT1G14810		1:5099571-5104695		WT inflorescence		ebs inflorescence		OK		54.4543		73.0197		0.423239		2.04622		0.0001		0.0014466		yes

		XLOC_023268		XLOC_023268		AT4G04940		4:2509132-2517193		WT inflorescence		ebs inflorescence		OK		12.3409		16.547		0.423119		1.79679		0.0001		0.0014466		yes

		XLOC_018404		XLOC_018404		AT3G24506		3:8928168-8929329		WT inflorescence		ebs inflorescence		OK		29.4891		39.5305		0.422786		1.52746		0.00235		0.0203278		yes

		XLOC_014332		XLOC_014332		AT3G11600		3:3667228-3667979		WT inflorescence		ebs inflorescence		OK		33.2737		44.5951		0.4225		1.66882		0.001		0.0101985		yes

		XLOC_026546		XLOC_026546		AT5G21105		5:7172686-7177841		WT inflorescence		ebs inflorescence		OK		37.247		49.9148		0.422344		1.88738		0.00015		0.0020785		yes

		XLOC_032582		XLOC_032582		AT5G62370		5:25041900-25044849		WT inflorescence		ebs inflorescence		OK		4.99635		6.69516		0.422244		1.5634		0.00155		0.0144759		yes

		XLOC_002709		XLOC_002709		AT1G52930		1:19711236-19713230		WT inflorescence		ebs inflorescence		OK		62.1783		83.3162		0.422186		1.48133		0.0007		0.00759867		yes

		XLOC_014757		XLOC_014757		AT3G18680		3:6427402-6430514		WT inflorescence		ebs inflorescence		OK		75.2444		100.79		0.421694		1.98868		5.00E-05		0.000788747		yes

		XLOC_009914		XLOC_009914		AT2G28000		2:11926448-11929389		WT inflorescence		ebs inflorescence		OK		342.629		458.516		0.420323		1.41971		0.005		0.0371395		yes

		XLOC_004351		XLOC_004351		AT1G02910		1:655576-658148		WT inflorescence		ebs inflorescence		OK		32.5437		43.5447		0.420117		1.61347		0.0005		0.00577165		yes

		XLOC_011921		XLOC_011921		AT2G15880,AT2G15890		2:6918038-6922025		WT inflorescence		ebs inflorescence		OK		73.6748		98.5641		0.419891		1.96504		0.00015		0.0020785		yes

		XLOC_003368		XLOC_003368		AT1G64860		1:24097912-24100952		WT inflorescence		ebs inflorescence		OK		19.7716		26.4281		0.418643		1.88869		0.0002		0.00265586		yes

		XLOC_010341		XLOC_010341		AT2G35500		2:14914002-14916135		WT inflorescence		ebs inflorescence		OK		38.4628		51.4065		0.418485		1.931		0.0001		0.0014466		yes

		XLOC_004802		XLOC_004802		AT1G10470		1:3442326-3443957		WT inflorescence		ebs inflorescence		OK		26.4085		35.2815		0.417913		1.83938		0.00015		0.0020785		yes

		XLOC_013264		XLOC_013264		AT2G38870		2:16236380-16237280		WT inflorescence		ebs inflorescence		OK		42.7285		57.0693		0.417516		1.64606		0.0009		0.00936597		yes

		XLOC_022166		XLOC_022166		AT4G26530		4:13391292-13393107		WT inflorescence		ebs inflorescence		OK		20.627		27.5081		0.415323		1.58492		0.001		0.0101985		yes

		XLOC_000338		XLOC_000338		AT1G07280		1:2238086-2241217		WT inflorescence		ebs inflorescence		OK		20.6451		27.5294		0.415176		1.81012		0.0002		0.00265586		yes

		XLOC_001242		XLOC_001242		AT1G22880		1:8095501-8097709		WT inflorescence		ebs inflorescence		OK		8.04103		10.7219		0.415115		1.33999		0.0051		0.0376901		yes

		XLOC_017539		XLOC_017539		AT3G09540		3:2928810-2931228		WT inflorescence		ebs inflorescence		OK		7.53942		10.0501		0.414692		1.28518		0.00705		0.0482061		yes

		XLOC_026684		XLOC_026684		AT5G24314		5:8277699-8279964		WT inflorescence		ebs inflorescence		OK		140.46		187.196		0.41439		1.69485		0.00015		0.0020785		yes

		XLOC_002547		XLOC_002547		AT1G49975		1:18504801-18505597		WT inflorescence		ebs inflorescence		OK		51.6065		68.7529		0.413868		1.63509		0.0008		0.00850318		yes

		XLOC_019780		XLOC_019780		AT3G52870		3:19593172-19595822		WT inflorescence		ebs inflorescence		OK		27.0352		35.9857		0.412586		1.85176		0.0003		0.00373571		yes

		XLOC_005334		XLOC_005334		AT1G20340		1:7042428-7043363		WT inflorescence		ebs inflorescence		OK		930.546		1238.55		0.412505		1.35648		0.00695		0.0477304		yes

		XLOC_002394		XLOC_002394		AT1G47500		1:17432517-17435064		WT inflorescence		ebs inflorescence		OK		27.8093		37.009		0.412307		1.39083		0.0049		0.0365564		yes

		XLOC_028215		XLOC_028215		AT5G50280		5:20459237-20461504		WT inflorescence		ebs inflorescence		OK		15.5315		20.6655		0.41203		1.84943		0.00045		0.00528116		yes

		XLOC_021539		XLOC_021539		AT4G15770		4:8978005-8978876		WT inflorescence		ebs inflorescence		OK		95.6017		127.198		0.411963		1.99041		0.0001		0.0014466		yes

		XLOC_006822		XLOC_006822		AT1G53200		1:19840375-19843403		WT inflorescence		ebs inflorescence		OK		9.54817		12.7027		0.411835		1.3837		0.0066		0.0459141		yes

		XLOC_022203		XLOC_022203		AT4G27260		4:13653608-13656204		WT inflorescence		ebs inflorescence		OK		20.8826		27.7801		0.411751		1.91219		5.00E-05		0.000788747		yes

		XLOC_003686		XLOC_003686		AT1G70550		1:26597151-26600219		WT inflorescence		ebs inflorescence		OK		13.499		17.9491		0.411059		1.47676		0.0042		0.0323762		yes

		XLOC_021642		XLOC_021642		AT4G17560		4:9780278-9782183		WT inflorescence		ebs inflorescence		OK		157.406		209.212		0.410477		1.95675		5.00E-05		0.000788747		yes

		XLOC_016638		XLOC_016638		AT3G55800		3:20709385-20711640		WT inflorescence		ebs inflorescence		OK		149.993		199.266		0.409802		1.8626		0.00015		0.0020785		yes

		XLOC_010801		XLOC_010801		AT2G43520		2:18068424-18069168		WT inflorescence		ebs inflorescence		OK		79.9172		106.162		0.40969		1.83298		0.0002		0.00265586		yes

		XLOC_021643		XLOC_021643		AT4G17600		4:9803704-9804872		WT inflorescence		ebs inflorescence		OK		146.255		194.034		0.407828		1.95925		0.00025		0.00319302		yes

		XLOC_026380		XLOC_026380		AT5G18130		5:5995478-5997498		WT inflorescence		ebs inflorescence		OK		10.1897		13.5096		0.406872		1.39115		0.0049		0.0365564		yes

		XLOC_010999		XLOC_010999		AT2G46820		2:19243495-19245141		WT inflorescence		ebs inflorescence		OK		222.448		294.879		0.406653		1.90146		5.00E-05		0.000788747		yes

		XLOC_027556		XLOC_027556		AT5G39590		5:15851391-15855192		WT inflorescence		ebs inflorescence		OK		26.1131		34.5993		0.40597		1.54047		0.0021		0.0185187		yes

		XLOC_007745		XLOC_007745		AT1G70290		1:26471077-26474786		WT inflorescence		ebs inflorescence		OK		16.449		21.7912		0.405741		1.89624		0.0001		0.0014466		yes

		XLOC_013333		XLOC_013333		AT2G40010		2:16708055-16710448		WT inflorescence		ebs inflorescence		OK		24.5043		32.4485		0.405118		1.36251		0.00415		0.0320635		yes

		XLOC_024589		XLOC_024589		AT4G24540		4:12670964-12674072		WT inflorescence		ebs inflorescence		OK		37.0719		49.083		0.404896		1.37731		0.0048		0.0359683		yes

		XLOC_022081		XLOC_022081		AT4G25050		4:12870005-12871316		WT inflorescence		ebs inflorescence		OK		333.833		441.893		0.404571		1.9041		0.0003		0.00373571		yes

		XLOC_022036		XLOC_022036		AT4G24240		4:12571765-12573725		WT inflorescence		ebs inflorescence		OK		12.4099		16.4025		0.402429		1.38689		0.0069		0.0474829		yes

		XLOC_016831		XLOC_016831		AT3G59780		3:22086477-22090444		WT inflorescence		ebs inflorescence		OK		53.4075		70.5711		0.402035		1.77255		0.0002		0.00265586		yes

		XLOC_023279		XLOC_023279		AT4G05070		4:2593594-2594119		WT inflorescence		ebs inflorescence		OK		71.7462		94.7872		0.40179		1.67636		0.0007		0.00759867		yes

		XLOC_013350		XLOC_013350		AT2G40300		2:16831292-16833280		WT inflorescence		ebs inflorescence		OK		81.291		107.383		0.401605		1.94244		0.0001		0.0014466		yes

		XLOC_017125		XLOC_017125		AT3G02450		3:502706-505230		WT inflorescence		ebs inflorescence		OK		36.1742		47.7847		0.401589		1.94533		5.00E-05		0.000788747		yes

		XLOC_007604		XLOC_007604		AT1G67740		1:25394067-25395154		WT inflorescence		ebs inflorescence		OK		336.53		444.491		0.401418		1.73717		0.0004		0.00477681		yes

		XLOC_025794		XLOC_025794		AT5G06340		5:1936365-1938114		WT inflorescence		ebs inflorescence		OK		37.0143		48.8856		0.401325		1.76313		0.00045		0.00528116		yes

		XLOC_021573		XLOC_021573		AT4G16190		4:9171466-9173105		WT inflorescence		ebs inflorescence		OK		104.871		138.498		0.401247		1.91113		0.0001		0.0014466		yes

		XLOC_032194		XLOC_032194		AT5G55280		5:22420651-22422649		WT inflorescence		ebs inflorescence		OK		100.196		132.313		0.401132		1.34621		0.00135		0.0129764		yes

		XLOC_032237		XLOC_032237		AT5G55920		5:22645482-22649447		WT inflorescence		ebs inflorescence		OK		54.2669		71.6065		0.400019		1.4937		0.00235		0.0203278		yes

		XLOC_007367		XLOC_007367		AT1G63660		1:23603934-23607275		WT inflorescence		ebs inflorescence		OK		51.1278		67.4638		0.400006		1.88421		0.0002		0.00265586		yes

		XLOC_014895		XLOC_014895		AT3G20930		3:7331720-7334029		WT inflorescence		ebs inflorescence		OK		17.7436		23.3902		0.398606		1.59441		0.00085		0.00894144		yes

		XLOC_008018		XLOC_008018		AT1G75690		1:28422109-28423285		WT inflorescence		ebs inflorescence		OK		66.6126		87.7684		0.397907		1.81577		0.00035		0.00424685		yes

		XLOC_006745		XLOC_006745		AT1G52000		1:19333158-19336115		WT inflorescence		ebs inflorescence		OK		28.5932		37.6732		0.397864		1.84508		0.00015		0.0020785		yes

		XLOC_001250		XLOC_001250		AT1G23000		1:8143403-8145070		WT inflorescence		ebs inflorescence		OK		52.6401		69.3441		0.39761		1.91541		5.00E-05		0.000788747		yes

		XLOC_024257		XLOC_024257		AT4G18760		4:10308162-10309458		WT inflorescence		ebs inflorescence		OK		29.8836		39.3257		0.396121		1.7883		0.0005		0.00577165		yes

		XLOC_020152		XLOC_020152		AT3G59400		3:21948716-21949710		WT inflorescence		ebs inflorescence		OK		82.9589		109.063		0.394697		1.84801		5.00E-05		0.000788747		yes

		XLOC_025361		XLOC_025361		AT4G38150		4:17900608-17902160		WT inflorescence		ebs inflorescence		OK		38.3761		50.4501		0.394651		1.3859		0.00705		0.0482061		yes

		XLOC_004600		XLOC_004600		AT1G07135		1:2189927-2190659		WT inflorescence		ebs inflorescence		OK		26.3394		34.6255		0.394612		1.35745		0.0054		0.039295		yes

		XLOC_031700		XLOC_031700		AT5G46160		5:18711159-18712532		WT inflorescence		ebs inflorescence		OK		76.8405		100.982		0.394159		1.78805		0.0004		0.00477681		yes

		XLOC_014271		XLOC_014271		AT3G10530		3:3285891-3288880		WT inflorescence		ebs inflorescence		OK		28.4297		37.3571		0.393983		1.55399		0.00245		0.0209881		yes

		XLOC_017602		XLOC_017602		AT3G10670		3:3335048-3337387		WT inflorescence		ebs inflorescence		OK		45.1126		59.2199		0.39255		1.63899		0.0019		0.0170573		yes

		XLOC_025719		XLOC_025719		AT5G05180		5:1536225-1538492		WT inflorescence		ebs inflorescence		OK		43.8265		57.4982		0.391712		1.86347		0.0002		0.00265586		yes

		XLOC_030442		XLOC_030442		AT5G24470		5:8355950-8358873		WT inflorescence		ebs inflorescence		OK		26.2473		34.43		0.3915		1.74876		0.0002		0.00265586		yes

		XLOC_005572		XLOC_005572		AT1G24370		1:8643760-8645626		WT inflorescence		ebs inflorescence		OK		91.888		120.494		0.391017		1.90708		0.00015		0.0020785		yes

		XLOC_009346		XLOC_009346		AT2G18280		2:7945997-7950329		WT inflorescence		ebs inflorescence		OK		13.7963		18.0913		0.39101		1.36358		0.00665		0.0461832		yes

		XLOC_013098		XLOC_013098		AT2G35940		2:15088831-15092415		WT inflorescence		ebs inflorescence		OK		20.1729		26.4342		0.389992		1.70462		0.00055		0.0062255		yes

		XLOC_031188		XLOC_031188		AT5G37770		5:14998853-14999619		WT inflorescence		ebs inflorescence		OK		76.8756		100.725		0.389819		1.80533		0.0001		0.0014466		yes

		XLOC_018347		XLOC_018347		AT3G23740		3:8551771-8554745		WT inflorescence		ebs inflorescence		OK		11.9821		15.6965		0.389562		1.51094		0.00165		0.0152285		yes

		XLOC_012612		XLOC_012612		AT2G27680		2:11803810-11806013		WT inflorescence		ebs inflorescence		OK		67.5253		88.4486		0.389411		1.84083		0.00025		0.00319302		yes

		XLOC_025171		XLOC_025171		AT4G34740		4:16574576-16576671		WT inflorescence		ebs inflorescence		OK		26.835		35.1351		0.388797		1.82391		0.00025		0.00319302		yes

		XLOC_024120		XLOC_024120		AT4G16630		4:9361983-9366748		WT inflorescence		ebs inflorescence		OK		35.5338		46.4876		0.387655		1.88346		0.0001		0.0014466		yes

		XLOC_030591		XLOC_030591		AT5G27330		5:9632702-9634980		WT inflorescence		ebs inflorescence		OK		56.153		73.4487		0.387373		1.87047		0.0003		0.00373571		yes

		XLOC_017330		XLOC_017330		AT3G05790		3:1720153-1725182		WT inflorescence		ebs inflorescence		OK		7.27261		9.51252		0.387356		1.57046		0.0014		0.0133751		yes

		XLOC_005358		XLOC_005358		AT1G20720		1:7185657-7192794		WT inflorescence		ebs inflorescence		OK		8.66065		11.3256		0.387043		1.70344		0.0004		0.00477681		yes

		XLOC_028330		XLOC_028330		AT5G52440		5:21286759-21291862		WT inflorescence		ebs inflorescence		OK		70.2008		91.7806		0.386701		1.53674		0.00175		0.0159708		yes

		XLOC_016773		XLOC_016773		AT3G58660		3:21701533-21703114		WT inflorescence		ebs inflorescence		OK		85.8491		112.183		0.385984		1.84896		5.00E-05		0.000788747		yes

		XLOC_022025		XLOC_022025		AT4G24090		4:12512735-12514592		WT inflorescence		ebs inflorescence		OK		34.4617		45.0306		0.385913		1.60577		0.00075		0.00806418		yes

		XLOC_003543		XLOC_003543		AT1G68050		1:25508675-25510889		WT inflorescence		ebs inflorescence		OK		28.4698		37.1919		0.385558		1.72352		0.0004		0.00477681		yes

		XLOC_018030		XLOC_018030		AT3G17930		3:6142128-6143310		WT inflorescence		ebs inflorescence		OK		58.5389		76.3967		0.384114		1.73214		0.00055		0.0062255		yes

		XLOC_024719		XLOC_024719		AT4G26780		4:13482073-13486771		WT inflorescence		ebs inflorescence		OK		27.8103		36.2607		0.382788		1.73353		0.0005		0.00577165		yes

		XLOC_009759		XLOC_009759		AT2G25080		2:10668048-10670019		WT inflorescence		ebs inflorescence		OK		72.8072		94.8845		0.382091		1.82793		0.00015		0.0020785		yes

		XLOC_016693		XLOC_016693		AT3G56940		3:21076504-21079856		WT inflorescence		ebs inflorescence		OK		401.129		522.311		0.380841		1.36768		0.007		0.0479929		yes

		XLOC_014479		XLOC_014479		AT3G14415		3:4818297-4821006		WT inflorescence		ebs inflorescence		OK		71.0772		92.5463		0.380789		1.83085		0.00025		0.00319302		yes

		XLOC_017045		XLOC_017045		AT3G01120		3:38758-41932		WT inflorescence		ebs inflorescence		OK		90.7048		118.057		0.380238		1.78083		0.00045		0.00528116		yes

		XLOC_008361		XLOC_008361		AT2G01940		2:432274-435077		WT inflorescence		ebs inflorescence		OK		11.3881		14.8158		0.379602		1.39688		0.00335		0.0268171		yes

		XLOC_000914		XLOC_000914		AT1G17190		1:5875349-5876545		WT inflorescence		ebs inflorescence		OK		17.6049		22.8955		0.379089		1.29163		0.00705		0.0482061		yes

		XLOC_011302		XLOC_011302		AT2G04842		2:1698465-1701271		WT inflorescence		ebs inflorescence		OK		46.7827		60.7953		0.377985		1.8459		0.0003		0.00373571		yes

		XLOC_005254		XLOC_005254		AT1G18800		1:6481112-6483596		WT inflorescence		ebs inflorescence		OK		74.0886		96.2385		0.377362		1.84167		0.0003		0.00373571		yes

		XLOC_019279		XLOC_019279		AT3G44735		3:16291179-16292464		WT inflorescence		ebs inflorescence		OK		50.0776		65.0197		0.37671		1.33572		0.0058		0.0414951		yes

		XLOC_024032		XLOC_024032		AT4G15110		4:8629772-8633055		WT inflorescence		ebs inflorescence		OK		35.3951		45.9348		0.376037		1.32101		0.0046		0.0348537		yes

		XLOC_016870		XLOC_016870		AT3G60530		3:22373214-22374387		WT inflorescence		ebs inflorescence		OK		73.1198		94.8848		0.375916		1.81288		0.00035		0.00424685		yes

		XLOC_025620		XLOC_025620		AT5G03390		5:834987-836751		WT inflorescence		ebs inflorescence		OK		15.1858		19.7061		0.375912		1.5258		0.00235		0.0203278		yes

		XLOC_022851		XLOC_022851		AT4G38580		4:18034430-18035889		WT inflorescence		ebs inflorescence		OK		66.2837		86.0099		0.375849		1.74867		0.00045		0.00528116		yes

		XLOC_017036		XLOC_017036		AT3G63440		3:23422652-23426536		WT inflorescence		ebs inflorescence		OK		18.3183		23.7676		0.375711		1.40628		0.00555		0.0401715		yes

		XLOC_008235		XLOC_008235		AT1G79470		1:29894597-29897166		WT inflorescence		ebs inflorescence		OK		16.7989		21.796		0.375698		1.65064		0.0007		0.00759867		yes

		XLOC_007659		XLOC_007659		AT1G68780		1:25831802-25833844		WT inflorescence		ebs inflorescence		OK		23.9119		31.0227		0.375597		1.7452		0.0003		0.00373571		yes

		XLOC_019981		XLOC_019981		AT3G56510		3:20943637-20946661		WT inflorescence		ebs inflorescence		OK		17.8011		23.094		0.375555		1.48211		0.00295		0.0243214		yes

		XLOC_001900		XLOC_001900		AT1G34470		1:12604299-12607033		WT inflorescence		ebs inflorescence		OK		13.1474		17.0361		0.373819		1.50398		0.00285		0.0236788		yes

		XLOC_011214		XLOC_011214		AT2G03420,AT2G03430		2:1033597-1037632		WT inflorescence		ebs inflorescence		OK		115.609		149.706		0.372879		1.28118		0.003		0.0246142		yes

		XLOC_020527		XLOC_020527		AT4G02055,AT4G02060		4:897546-905591		WT inflorescence		ebs inflorescence		OK		51.0042		66.0323		0.372556		1.63831		0.0006		0.00670586		yes

		XLOC_030369		XLOC_030369		AT5G23240		5:7825881-7828724		WT inflorescence		ebs inflorescence		OK		18.1298		23.4688		0.37238		1.46972		0.00315		0.025608		yes

		XLOC_009276		XLOC_009276		AT2G17240		2:7498129-7499206		WT inflorescence		ebs inflorescence		OK		99.8846		129.261		0.371956		1.75593		0.00015		0.0020785		yes

		XLOC_012653		XLOC_012653		AT2G28450		2:12162050-12166039		WT inflorescence		ebs inflorescence		OK		18.7133		24.2094		0.371505		1.56619		0.00075		0.00806418		yes

		XLOC_014500		XLOC_014500		AT3G14690		3:4937316-4939465		WT inflorescence		ebs inflorescence		OK		17.8039		23.0273		0.371152		1.43025		0.0016		0.0148612		yes

		XLOC_029644		XLOC_029644		AT5G09650		5:2988313-2993213		WT inflorescence		ebs inflorescence		OK		123.672		159.927		0.3709		1.79463		0.00035		0.00424685		yes

		XLOC_000803		XLOC_000803		AT1G15480		1:5318010-5320594		WT inflorescence		ebs inflorescence		OK		27.0033		34.9186		0.370859		1.37609		0.00575		0.0412677		yes

		XLOC_019436		XLOC_019436		AT3G47070		3:17337064-17337733		WT inflorescence		ebs inflorescence		OK		115.522		149.355		0.370572		1.7662		0.0006		0.00670586		yes

		XLOC_014979		XLOC_014979		AT3G22150		3:7812943-7815928		WT inflorescence		ebs inflorescence		OK		12.0259		15.5472		0.370514		1.65955		0.00085		0.00894144		yes

		XLOC_012760		XLOC_012760		AT2G30320		2:12925727-12927896		WT inflorescence		ebs inflorescence		OK		17.5721		22.7146		0.370332		1.5743		0.0016		0.0148612		yes

		XLOC_023291		XLOC_023291		AT4G05180		4:2671821-2673243		WT inflorescence		ebs inflorescence		OK		461.953		597.08		0.370176		1.49129		0.003		0.0246142		yes

		XLOC_002667		XLOC_002667		AT1G52190		1:19434508-19438971		WT inflorescence		ebs inflorescence		OK		14.5625		18.8129		0.369466		1.61484		0.0011		0.0109984		yes

		XLOC_004464		XLOC_004464		AT1G04870		1:1373233-1375762		WT inflorescence		ebs inflorescence		OK		36.1725		46.7176		0.369072		1.73844		0.00025		0.00319302		yes

		XLOC_008126		XLOC_008126		AT1G77550		1:29138298-29143011		WT inflorescence		ebs inflorescence		OK		15.6211		20.1708		0.368771		1.35551		0.00235		0.0203278		yes

		XLOC_013164		XLOC_013164		AT2G36990		2:15537257-15540139		WT inflorescence		ebs inflorescence		OK		42.6215		55.0273		0.368567		1.79094		0.00025		0.00319302		yes

		XLOC_028859		XLOC_028859		AT5G61380		5:24675063-24678550		WT inflorescence		ebs inflorescence		OK		52.1607		67.3018		0.367681		1.7715		0.0004		0.00477681		yes

		XLOC_027852		XLOC_027852		AT5G44190		5:17798368-17800824		WT inflorescence		ebs inflorescence		OK		23.1392		29.8399		0.366904		1.42315		0.00245		0.0209881		yes

		XLOC_002763		XLOC_002763		AT1G53800		1:20081698-20084500		WT inflorescence		ebs inflorescence		OK		46.4618		59.9093		0.366733		1.50543		0.0017		0.0156123		yes

		XLOC_027642		XLOC_027642		AT5G40950		5:16410781-16412063		WT inflorescence		ebs inflorescence		OK		233.881		301.55		0.366625		1.74104		0.00045		0.00528116		yes

		XLOC_013599		XLOC_013599		AT2G44860		2:18498671-18502562		WT inflorescence		ebs inflorescence		OK		144.053		185.561		0.365296		1.69554		0.00075		0.00806418		yes

		XLOC_014188		XLOC_014188		AT3G09050		3:2764650-2766144		WT inflorescence		ebs inflorescence		OK		23.9281		30.8199		0.365153		1.55834		0.00165		0.0152285		yes

		XLOC_001736		XLOC_001736		AT1G31910,transcript:AT1G31900.1		1:11457125-11461825		WT inflorescence		ebs inflorescence		OK		54.167		69.749		0.36476		1.76272		0.0004		0.00477681		yes

		XLOC_012347		XLOC_012347		AT2G23390		2:9960371-9963623		WT inflorescence		ebs inflorescence		OK		23.1972		29.87		0.364749		1.64471		0.00075		0.00806418		yes

		XLOC_019538		XLOC_019538		AT3G48990		3:18158746-18161379		WT inflorescence		ebs inflorescence		OK		21.6372		27.8606		0.364712		1.65335		0.0009		0.00936597		yes

		XLOC_001666		XLOC_001666		AT1G30610		1:10846512-10850628		WT inflorescence		ebs inflorescence		OK		15.3081		19.7095		0.364598		1.58875		0.00085		0.00894144		yes

		XLOC_018621		XLOC_018621		AT3G27925		3:10366370-10368905		WT inflorescence		ebs inflorescence		OK		24.0111		30.9146		0.364592		1.62941		0.00065		0.00716651		yes

		XLOC_007982		XLOC_007982		AT1G74970		1:28157529-28159302		WT inflorescence		ebs inflorescence		OK		159.982		205.942		0.364331		1.76572		0.0005		0.00577165		yes

		XLOC_019736		XLOC_019736		AT3G52170		3:19346751-19349533		WT inflorescence		ebs inflorescence		OK		38.369		49.3869		0.364187		1.74728		0.0004		0.00477681		yes

		XLOC_006748		XLOC_006748		AT1G52040		1:19350374-19352782		WT inflorescence		ebs inflorescence		OK		113.262		145.772		0.36405		1.61495		0.0007		0.00759867		yes

		XLOC_016394		XLOC_016394		AT3G51510		3:19109061-19110051		WT inflorescence		ebs inflorescence		OK		59.384		76.428		0.364027		1.65493		0.00065		0.00716651		yes

		XLOC_029455		XLOC_029455		AT5G05740		5:1723835-1727030		WT inflorescence		ebs inflorescence		OK		45.6819		58.7648		0.36333		1.4982		0.0011		0.0109984		yes

		XLOC_024793		XLOC_024793		AT4G28025		4:13935603-13937508		WT inflorescence		ebs inflorescence		OK		36.4787		46.8671		0.361522		1.4592		0.00275		0.0230167		yes

		XLOC_022543		XLOC_022543		AT4G32915		4:15885519-15886980		WT inflorescence		ebs inflorescence		OK		38.1459		48.9958		0.361131		1.4868		0.00265		0.0223171		yes

		XLOC_013967		XLOC_013967		AT3G04630		3:1258544-1260871		WT inflorescence		ebs inflorescence		OK		76.7335		98.5545		0.361065		1.70554		0.00065		0.00716651		yes

		XLOC_025939		XLOC_025939		AT5G09270		5:2878883-2881597		WT inflorescence		ebs inflorescence		OK		33.3455		42.8267		0.361021		1.38112		0.00545		0.0396164		yes

		XLOC_014363		XLOC_014363		AT3G12270		3:3910632-3913329		WT inflorescence		ebs inflorescence		OK		25.9006		33.2588		0.360751		1.43416		0.00175		0.0159708		yes

		XLOC_003500		XLOC_003500		AT1G67340		1:25230264-25231840		WT inflorescence		ebs inflorescence		OK		33.2699		42.7188		0.360654		1.63728		0.0007		0.00759867		yes

		XLOC_025888		XLOC_025888		AT5G08020		5:2572106-2574879		WT inflorescence		ebs inflorescence		OK		25.3382		32.5305		0.360475		1.67877		0.0011		0.0109984		yes

		XLOC_001650		XLOC_001650		AT1G30380		1:10722196-10723247		WT inflorescence		ebs inflorescence		OK		482.265		619.084		0.360309		1.57287		0.00195		0.017399		yes

		XLOC_028084		XLOC_028084		AT5G48090		5:19484164-19488657		WT inflorescence		ebs inflorescence		OK		9.08312		11.6585		0.360122		1.50972		0.00255		0.0217171		yes

		XLOC_012935		XLOC_012935		AT2G33210		2:14074869-14078744		WT inflorescence		ebs inflorescence		OK		59.7734		76.706		0.359836		1.75195		0.0003		0.00373571		yes

		XLOC_015510		XLOC_015510		AT3G30380		3:11974065-11976571		WT inflorescence		ebs inflorescence		OK		17.6545		22.6551		0.359797		1.4962		0.0024		0.0206552		yes

		XLOC_026310		XLOC_026310		AT5G16715		5:5485352-5493520		WT inflorescence		ebs inflorescence		OK		26.6908		34.232		0.359002		1.43624		0.0021		0.0185187		yes

		XLOC_015262		XLOC_015262		AT3G26710		3:9813370-9814750		WT inflorescence		ebs inflorescence		OK		48.149		61.7404		0.358709		1.67643		0.00065		0.00716651		yes

		XLOC_024603		XLOC_024603		AT4G24770		4:12766029-12768040		WT inflorescence		ebs inflorescence		OK		450.514		577.633		0.358582		1.37326		0.00475		0.0356722		yes

		XLOC_002589		XLOC_002589		AT1G50840		1:18839106-18844559		WT inflorescence		ebs inflorescence		OK		23.8088		30.513		0.357931		1.72871		0.0007		0.00759867		yes

		XLOC_026487		XLOC_026487		AT5G19940		5:6739623-6743773		WT inflorescence		ebs inflorescence		OK		77.0299		98.704		0.35769		1.56118		0.00145		0.0137497		yes

		XLOC_010331		XLOC_010331		AT2G35260		2:14849535-14851969		WT inflorescence		ebs inflorescence		OK		92.816		118.878		0.357037		1.72404		0.0002		0.00265586		yes

		XLOC_018149		XLOC_018149		AT3G20230		3:7052381-7056758		WT inflorescence		ebs inflorescence		OK		105.927		135.666		0.356995		1.73584		0.00055		0.0062255		yes

		XLOC_013354		XLOC_013354		AT2G40360		2:16852879-16856690		WT inflorescence		ebs inflorescence		OK		82.4975		105.651		0.356889		1.65679		0.001		0.0101985		yes

		XLOC_017262		XLOC_017262		AT3G04760		3:1303574-1305878		WT inflorescence		ebs inflorescence		OK		28.8061		36.8892		0.356825		1.57666		0.0017		0.0156123		yes

		XLOC_028954		XLOC_028954		AT5G63040		5:25288145-25290420		WT inflorescence		ebs inflorescence		OK		12.6347		16.1779		0.356631		1.29507		0.0072		0.0489365		yes

		XLOC_011149		XLOC_011149		AT2G02080		2:518158-521707		WT inflorescence		ebs inflorescence		OK		20.8005		26.6315		0.356514		1.58373		0.0017		0.0156123		yes

		XLOC_016538		XLOC_016538		AT3G54090		3:20028123-20029986		WT inflorescence		ebs inflorescence		OK		60.611		77.5414		0.355388		1.46822		0.00155		0.0144759		yes

		XLOC_025411		XLOC_025411		AT4G39040		4:18185666-18190556		WT inflorescence		ebs inflorescence		OK		79.9964		102.277		0.354476		1.64703		0.00085		0.00894144		yes

		XLOC_016818		XLOC_016818		AT3G59550		3:21997053-22000678		WT inflorescence		ebs inflorescence		OK		9.02379		11.535		0.354209		1.38124		0.0039		0.0304783		yes

		XLOC_027714		XLOC_027714		AT5G42050		5:16815488-16817301		WT inflorescence		ebs inflorescence		OK		56.2053		71.815		0.353579		1.71952		0.0005		0.00577165		yes

		XLOC_022767		XLOC_022767		AT4G37040		4:17455138-17459770		WT inflorescence		ebs inflorescence		OK		22.1652		28.3197		0.353513		1.48438		0.00205		0.0181641		yes

		XLOC_028323		XLOC_028323		AT5G52310		5:21240848-21243613		WT inflorescence		ebs inflorescence		OK		167.663		213.959		0.351773		1.35955		0.0057		0.0409954		yes

		XLOC_018457		XLOC_018457		AT3G25660		3:9339422-9342204		WT inflorescence		ebs inflorescence		OK		66.5438		84.9028		0.351508		1.701		0.0006		0.00670586		yes

		XLOC_018063		XLOC_018063		AT3G18600		3:6399570-6403348		WT inflorescence		ebs inflorescence		OK		48.3437		61.6634		0.351087		1.70015		0.00035		0.00424685		yes

		XLOC_008538		XLOC_008538		AT2G04700		2:1646806-1648560		WT inflorescence		ebs inflorescence		OK		88.6285		113.046		0.35107		1.40252		0.00465		0.0351672		yes

		XLOC_024622		XLOC_024622		AT4G25150		4:12900429-12903125		WT inflorescence		ebs inflorescence		OK		17.5574		22.3897		0.350756		1.38347		0.0054		0.039295		yes

		XLOC_017941		XLOC_017941		AT3G16140		3:5466245-5469481		WT inflorescence		ebs inflorescence		OK		456.242		581.709		0.350498		1.60371		0.00125		0.0121933		yes

		XLOC_021398		XLOC_021398		AT4G13670		4:7948578-7950903		WT inflorescence		ebs inflorescence		OK		52.0695		66.3796		0.350301		1.50035		0.00155		0.0144759		yes

		XLOC_032225		XLOC_032225		AT5G55740		5:22561940-22564433		WT inflorescence		ebs inflorescence		OK		11.1628		14.2299		0.35022		1.51271		0.0028		0.023349		yes

		XLOC_031544		XLOC_031544		AT5G43745		5:17569146-17574971		WT inflorescence		ebs inflorescence		OK		8.61758		10.984		0.350052		1.25271		0.006		0.0425381		yes

		XLOC_008292		XLOC_008292		AT1G80480		1:30258075-30260679		WT inflorescence		ebs inflorescence		OK		56.9626		72.6036		0.350026		1.59787		0.00085		0.00894144		yes

		XLOC_031324		XLOC_031324		AT5G39980		5:15998024-16003072		WT inflorescence		ebs inflorescence		OK		8.29386		10.5675		0.349513		1.37357		0.0058		0.0414951		yes

		XLOC_025389		XLOC_025389		AT4G38710		4:18077789-18080083		WT inflorescence		ebs inflorescence		OK		77.2584		98.4043		0.349028		1.58411		0.00105		0.0105762		yes

		XLOC_024958		XLOC_024958		AT4G30950		4:15056974-15059794		WT inflorescence		ebs inflorescence		OK		125.055		159.217		0.348436		1.61852		0.0014		0.0133751		yes

		XLOC_007914		XLOC_007914		AT1G73760		1:27739167-27741207		WT inflorescence		ebs inflorescence		OK		38.7771		49.3568		0.348047		1.57031		0.00135		0.0129764		yes

		XLOC_011861		XLOC_011861		AT2G14880		2:6393331-6394938		WT inflorescence		ebs inflorescence		OK		95.2443		121.229		0.348031		1.6866		0.00065		0.00716651		yes

		XLOC_014533		XLOC_014533		AT3G15190		3:5116140-5119060		WT inflorescence		ebs inflorescence		OK		295.054		375.467		0.347708		1.59038		0.0012		0.0118072		yes

		XLOC_021786		XLOC_021786		AT4G20130		4:10878886-10881945		WT inflorescence		ebs inflorescence		OK		49.1695		62.5512		0.347272		1.66975		0.0005		0.00577165		yes

		XLOC_021475		XLOC_021475		AT4G14890		4:8520831-8521456		WT inflorescence		ebs inflorescence		OK		106.393		135.343		0.347212		1.49941		0.00155		0.0144759		yes

		XLOC_022358		XLOC_022358		AT4G29750		4:14569727-14573177		WT inflorescence		ebs inflorescence		OK		21.6854		27.5852		0.347173		1.31061		0.00405		0.031386		yes

		XLOC_032633		XLOC_032633		AT5G63310		5:25371107-25373861		WT inflorescence		ebs inflorescence		OK		177.505		225.795		0.347154		1.64732		0.00045		0.00528116		yes

		XLOC_000368		XLOC_000368		AT1G07840		1:2424053-2426676		WT inflorescence		ebs inflorescence		OK		22.7167		28.8951		0.347074		1.48368		0.00275		0.0230167		yes

		XLOC_004347		XLOC_004347		AT1G02870		1:635143-638677		WT inflorescence		ebs inflorescence		OK		64.5053		81.9938		0.346097		1.45249		0.00375		0.0294754		yes

		XLOC_018012		XLOC_018012		AT3G17440		3:5969563-5972502		WT inflorescence		ebs inflorescence		OK		32.9976		41.9298		0.345617		1.46606		0.00345		0.0274774		yes

		XLOC_029525		XLOC_029525		AT5G07020		5:2180501-2182418		WT inflorescence		ebs inflorescence		OK		71.491		90.8234		0.345301		1.64826		0.0012		0.0118072		yes

		XLOC_031292		XLOC_031292		AT5G39530		5:15826088-15828035		WT inflorescence		ebs inflorescence		OK		26.8411		34.0927		0.345021		1.56259		0.00195		0.017399		yes

		XLOC_016292		XLOC_016292		AT3G49680		3:18422648-18425693		WT inflorescence		ebs inflorescence		OK		77.4951		98.4314		0.345013		1.67166		0.00115		0.0114144		yes

		XLOC_019819		XLOC_019819		AT3G53560		3:19859626-19861031		WT inflorescence		ebs inflorescence		OK		61.3419		77.9057		0.344856		1.67689		0.0008		0.00850318		yes

		XLOC_001747		XLOC_001747		AT1G32060		1:11532532-11534639		WT inflorescence		ebs inflorescence		OK		178.519		226.702		0.344723		1.55027		0.0024		0.0206552		yes

		XLOC_026595		XLOC_026595		AT5G22650		5:7534016-7536273		WT inflorescence		ebs inflorescence		OK		343.711		436.463		0.344662		1.4371		0.0035		0.0278105		yes

		XLOC_014547		XLOC_014547		AT3G15360		3:5188373-5189697		WT inflorescence		ebs inflorescence		OK		154.313		195.937		0.344534		1.66549		0.0008		0.00850318		yes

		XLOC_024768		XLOC_024768		AT4G27600		4:13782514-13785112		WT inflorescence		ebs inflorescence		OK		69.1832		87.8436		0.344516		1.67374		0.00095		0.00978644		yes

		XLOC_014581		XLOC_014581		AT3G15850		3:5359008-5361185		WT inflorescence		ebs inflorescence		OK		52.7818		66.994		0.343992		1.55907		0.0009		0.00936597		yes

		XLOC_025196		XLOC_025196		AT4G35250		4:16771170-16773364		WT inflorescence		ebs inflorescence		OK		27.5869		35.0108		0.343814		1.54921		0.00155		0.0144759		yes

		XLOC_032306		XLOC_032306		AT5G57345		5:23229406-23230638		WT inflorescence		ebs inflorescence		OK		46.6838		59.2467		0.343813		1.3987		0.00325		0.0262224		yes

		XLOC_014356		XLOC_014356		AT3G12080		3:3847791-3852138		WT inflorescence		ebs inflorescence		OK		48.8584		61.9825		0.343255		1.54907		0.00095		0.00978644		yes

		XLOC_028479		XLOC_028479		AT5G54600		5:22182977-22184567		WT inflorescence		ebs inflorescence		OK		342.875		434.723		0.342413		1.57314		0.0013		0.0125967		yes

		XLOC_015284		XLOC_015284		AT3G27160		3:10017475-10019090		WT inflorescence		ebs inflorescence		OK		170.241		215.811		0.342189		1.66394		0.0007		0.00759867		yes

		XLOC_005204		XLOC_005204		AT1G17880		1:6152408-6153982		WT inflorescence		ebs inflorescence		OK		310.82		393.941		0.341898		1.58285		0.00145		0.0137497		yes

		XLOC_032079		XLOC_032079		AT5G52950		5:21473886-21476939		WT inflorescence		ebs inflorescence		OK		8.92322		11.3091		0.341853		1.44668		0.004		0.031093		yes

		XLOC_029431		XLOC_029431		AT5G05200		5:1541520-1547164		WT inflorescence		ebs inflorescence		OK		34.7342		43.9968		0.341042		1.53809		0.0013		0.0125967		yes

		XLOC_013789		XLOC_013789		AT3G01480		3:188383-190851		WT inflorescence		ebs inflorescence		OK		85.429		108.208		0.341008		1.64633		0.00085		0.00894144		yes

		XLOC_008542		XLOC_008542		AT2G04780		2:1676741-1678455		WT inflorescence		ebs inflorescence		OK		67.5755		85.585		0.340858		1.63535		0.0012		0.0118072		yes

		XLOC_011028		XLOC_011028		AT2G47400		2:19446853-19447438		WT inflorescence		ebs inflorescence		OK		693.159		876.953		0.339313		1.49384		0.00175		0.0159708		yes

		XLOC_030412		XLOC_030412		AT5G24060		5:8129978-8133301		WT inflorescence		ebs inflorescence		OK		28.0375		35.4611		0.33888		1.27216		0.0062		0.0436074		yes

		XLOC_013785		XLOC_013785		AT3G01370		3:139010-143706		WT inflorescence		ebs inflorescence		OK		36.7178		46.3937		0.337452		1.57237		0.00135		0.0129764		yes

		XLOC_020016		XLOC_020016		AT3G57150		3:21153972-21156009		WT inflorescence		ebs inflorescence		OK		196.142		247.813		0.337355		1.4059		0.00475		0.0356722		yes

		XLOC_024084		XLOC_024084		AT4G16146		4:9142403-9144583		WT inflorescence		ebs inflorescence		OK		41.8287		52.8263		0.336765		1.36129		0.00515		0.0379359		yes

		XLOC_015098		XLOC_015098		AT3G23820		3:8603443-8605462		WT inflorescence		ebs inflorescence		OK		86.6399		109.409		0.336623		1.56464		0.00185		0.0166819		yes

		XLOC_019546		XLOC_019546		AT3G49160		3:18221993-18224885		WT inflorescence		ebs inflorescence		OK		11.2257		14.1752		0.336567		1.43178		0.00435		0.0332684		yes

		XLOC_031854		XLOC_031854		AT5G48830		5:19800113-19803098		WT inflorescence		ebs inflorescence		OK		18.5449		23.4135		0.33632		1.45564		0.00265		0.0223171		yes

		XLOC_025063		XLOC_025063		AT4G32920		4:15887269-15896006		WT inflorescence		ebs inflorescence		OK		12.2898		15.5152		0.336225		1.61125		0.00095		0.00978644		yes

		XLOC_026550		XLOC_026550		AT5G21150		5:7192238-7198324		WT inflorescence		ebs inflorescence		OK		22.0609		27.8497		0.336173		1.59279		0.00125		0.0121933		yes

		XLOC_028955		XLOC_028955		AT5G63050		5:25292434-25296849		WT inflorescence		ebs inflorescence		OK		37.8195		47.7336		0.335874		1.50067		0.0029		0.024016		yes

		XLOC_023886		XLOC_023886		AT4G13250		4:7684155-7686876		WT inflorescence		ebs inflorescence		OK		52.555		66.2636		0.334389		1.6204		0.0011		0.0109984		yes

		XLOC_029896		XLOC_029896		AT5G14320		5:4617649-4618912		WT inflorescence		ebs inflorescence		OK		277.569		349.762		0.33353		1.57038		0.0016		0.0148612		yes

		XLOC_009551		XLOC_009551		AT2G21790		2:9293269-9297842		WT inflorescence		ebs inflorescence		OK		74.8287		94.2857		0.333448		1.53741		0.002		0.0177984		yes

		XLOC_031606		XLOC_031606		AT5G44680		5:18024214-18025991		WT inflorescence		ebs inflorescence		OK		28.4832		35.8818		0.333141		1.49966		0.0023		0.0199885		yes

		XLOC_000126		XLOC_000126		AT1G03220		1:787121-788651		WT inflorescence		ebs inflorescence		OK		29.2097		36.7838		0.332626		1.34968		0.00465		0.0351672		yes

		XLOC_016434		XLOC_016434		AT3G52290		3:19393818-19396403		WT inflorescence		ebs inflorescence		OK		12.4088		15.6245		0.332452		1.34778		0.00535		0.0390565		yes

		XLOC_011213		XLOC_011213		AT2G03390		2:1030401-1032625		WT inflorescence		ebs inflorescence		OK		31.3478		39.4468		0.331543		1.46455		0.00305		0.0249142		yes

		XLOC_003631		XLOC_003631		AT1G69530		1:26141835-26143500		WT inflorescence		ebs inflorescence		OK		26.4017		33.2183		0.331346		1.46001		0.003		0.0246142		yes

		XLOC_017976		XLOC_017976		AT3G16870		3:5763585-5764654		WT inflorescence		ebs inflorescence		OK		54.1664		68.0865		0.329969		1.40624		0.0039		0.0304783		yes

		XLOC_016502		XLOC_016502		AT3G53402		3:19798106-19800136		WT inflorescence		ebs inflorescence		OK		22.4757		28.2509		0.329931		1.47745		0.00315		0.025608		yes

		XLOC_006445		XLOC_006445		AT1G44800		1:16914008-16916997		WT inflorescence		ebs inflorescence		OK		23.096		29.0303		0.329918		1.46206		0.00305		0.0249142		yes

		XLOC_020405		XLOC_020405		AT3G63540		3:23459181-23459804		WT inflorescence		ebs inflorescence		OK		141.095		177.337		0.329827		1.56006		0.0012		0.0118072		yes

		XLOC_021781		XLOC_021781		AT4G20010		4:10841982-10844124		WT inflorescence		ebs inflorescence		OK		25.1415		31.5989		0.329805		1.42209		0.004		0.031093		yes

		XLOC_020070		XLOC_020070		AT3G58140		3:21527639-21532572		WT inflorescence		ebs inflorescence		OK		41.6302		52.3226		0.329803		1.51744		0.00235		0.0203278		yes

		XLOC_019870		XLOC_019870		AT3G54470		3:20168094-20170303		WT inflorescence		ebs inflorescence		OK		81.1583		102.001		0.329772		1.56296		0.0012		0.0118072		yes

		XLOC_015421		XLOC_015421		AT3G29230		3:11188802-11190605		WT inflorescence		ebs inflorescence		OK		13.4459		16.8888		0.328897		1.36707		0.00565		0.0407219		yes

		XLOC_012788		XLOC_012788		AT2G30695		2:13079089-13081399		WT inflorescence		ebs inflorescence		OK		48.057		60.3484		0.328567		1.45909		0.00285		0.0236788		yes

		XLOC_026040		XLOC_026040		AT5G11240		5:3582539-3586986		WT inflorescence		ebs inflorescence		OK		26.3743		33.0804		0.326842		1.55449		0.00165		0.0152285		yes

		XLOC_007664		XLOC_007664		AT1G68830		1:25872444-25875550		WT inflorescence		ebs inflorescence		OK		16.765		21.0277		0.326833		1.34276		0.0051		0.0376901		yes

		XLOC_025349		XLOC_025349		AT4G37930		4:17831730-17834927		WT inflorescence		ebs inflorescence		OK		205.072		257.207		0.326802		1.36201		0.0052		0.0381389		yes

		XLOC_010551		XLOC_010551		AT2G39140		2:16330182-16333360		WT inflorescence		ebs inflorescence		OK		36.5579		45.8498		0.326733		1.50112		0.00215		0.018878		yes

		XLOC_016224		XLOC_016224		AT3G48420		3:17929646-17931701		WT inflorescence		ebs inflorescence		OK		37.3916		46.8947		0.326713		1.44366		0.0026		0.0219959		yes

		XLOC_010753		XLOC_010753		AT2G42710		2:17782307-17785063		WT inflorescence		ebs inflorescence		OK		35.4038		44.4012		0.326695		1.50995		0.0019		0.0170573		yes

		XLOC_010336		XLOC_010336		AT2G35370		2:14891101-14892218		WT inflorescence		ebs inflorescence		OK		288.23		361.165		0.325437		1.53071		0.00185		0.0166819		yes

		XLOC_022599		XLOC_022599		AT4G34120		4:16341008-16344818		WT inflorescence		ebs inflorescence		OK		52.4419		65.6843		0.32483		1.51157		0.00265		0.0223171		yes

		XLOC_009782		XLOC_009782		AT2G25480		2:10842862-10845698		WT inflorescence		ebs inflorescence		OK		15.7633		19.7435		0.324813		1.38271		0.0047		0.0353749		yes

		XLOC_014305		XLOC_014305		AT3G11170		3:3499800-3502452		WT inflorescence		ebs inflorescence		OK		90.3713		113.181		0.324691		1.56027		0.0013		0.0125967		yes

		XLOC_007854		XLOC_007854		AT1G72610		1:27338124-27340328		WT inflorescence		ebs inflorescence		OK		447.079		559.864		0.324549		1.35832		0.0059		0.0419604		yes

		XLOC_028689		XLOC_028689		AT5G58250		5:23559473-23560513		WT inflorescence		ebs inflorescence		OK		183.771		229.952		0.32342		1.55996		0.00125		0.0121933		yes

		XLOC_020604		XLOC_020604		AT4G03280		4:1440145-1441863		WT inflorescence		ebs inflorescence		OK		296.393		370.754		0.32295		1.45733		0.00325		0.0262224		yes

		XLOC_024621		XLOC_024621		AT4G25130		4:12898590-12900064		WT inflorescence		ebs inflorescence		OK		96.021		120.067		0.322422		1.56551		0.0012		0.0118072		yes

		XLOC_009695		XLOC_009695		AT2G24090		2:10241963-10243614		WT inflorescence		ebs inflorescence		OK		283.723		354.556		0.321526		1.5443		0.00185		0.0166819		yes

		XLOC_004128		XLOC_004128		AT1G78600		1:29567105-29568859		WT inflorescence		ebs inflorescence		OK		32.5245		40.6311		0.321057		1.44363		0.0041		0.0317132		yes

		XLOC_015228		XLOC_015228		AT3G26060		3:9524724-9526407		WT inflorescence		ebs inflorescence		OK		307.883		384.378		0.320141		1.44944		0.00365		0.0288562		yes

		XLOC_005064		XLOC_005064		AT1G14980		1:5165627-5166745		WT inflorescence		ebs inflorescence		OK		320.344		399.45		0.318394		1.51661		0.0021		0.0185187		yes

		XLOC_028463		XLOC_028463		AT5G54390		5:22085997-22088017		WT inflorescence		ebs inflorescence		OK		65.7865		81.9857		0.317582		1.54422		0.0016		0.0148612		yes

		XLOC_014638		XLOC_014638		AT3G16780		3:5708924-5710579		WT inflorescence		ebs inflorescence		OK		132.077		164.527		0.316942		1.54226		0.00215		0.018878		yes

		XLOC_018563		XLOC_018563		AT3G27060		3:9979865-9981295		WT inflorescence		ebs inflorescence		OK		154.356		192.205		0.316379		1.48909		0.0024		0.0206552		yes

		XLOC_032534		XLOC_032534		AT5G61410		5:24683605-24686105		WT inflorescence		ebs inflorescence		OK		189.581		235.983		0.315872		1.43938		0.00325		0.0262224		yes

		XLOC_016991		XLOC_016991		AT3G62530		3:23132137-23133298		WT inflorescence		ebs inflorescence		OK		255.188		317.629		0.315782		1.48322		0.0028		0.023349		yes

		XLOC_026028		XLOC_026028		AT5G11060		5:3510117-3513305		WT inflorescence		ebs inflorescence		OK		38.3462		47.7171		0.315421		1.52188		0.00195		0.017399		yes

		XLOC_027609		XLOC_027609		AT5G40490		5:16225375-16227709		WT inflorescence		ebs inflorescence		OK		44.8933		55.8445		0.314914		1.5234		0.0017		0.0156123		yes

		XLOC_026203		XLOC_026203		AT5G14920		5:4826478-4827980		WT inflorescence		ebs inflorescence		OK		206.703		257.095		0.314745		1.39358		0.0047		0.0353749		yes

		XLOC_021374		XLOC_021374		AT4G13340		4:7758609-7761057		WT inflorescence		ebs inflorescence		OK		28.8404		35.8613		0.314338		1.49829		0.00175		0.0159708		yes

		XLOC_016589		XLOC_016589		AT3G55250		3:20479288-20480634		WT inflorescence		ebs inflorescence		OK		64.1744		79.7672		0.313799		1.51024		0.0019		0.0170573		yes

		XLOC_032703		XLOC_032703		AT5G64580		5:25817091-25821530		WT inflorescence		ebs inflorescence		OK		38.7339		48.1275		0.313263		1.4458		0.0022		0.0192507		yes

		XLOC_014918		XLOC_014918		AT3G21200		3:7436025-7440826		WT inflorescence		ebs inflorescence		OK		60.8972		75.6147		0.312291		1.46604		0.00275		0.0230167		yes

		XLOC_026281		XLOC_026281		AT5G16180		5:5279883-5282898		WT inflorescence		ebs inflorescence		OK		13.9624		17.3272		0.311492		1.36319		0.00615		0.0432856		yes

		XLOC_025346		XLOC_025346		AT4G37910		4:17825079-17828180		WT inflorescence		ebs inflorescence		OK		131.698		163.4		0.311171		1.37142		0.00515		0.0379359		yes

		XLOC_014497		XLOC_014497		AT3G14660		3:4924776-4927434		WT inflorescence		ebs inflorescence		OK		25.6887		31.8524		0.310265		1.48301		0.00245		0.0209881		yes

		XLOC_009469		XLOC_009469		AT2G20450		2:8813861-8815253		WT inflorescence		ebs inflorescence		OK		190.441		236.131		0.31024		1.5113		0.0023		0.0199885		yes

		XLOC_025147		XLOC_025147		AT4G34220		4:16381505-16384194		WT inflorescence		ebs inflorescence		OK		34.1955		42.3977		0.310178		1.47655		0.00245		0.0209881		yes

		XLOC_032102		XLOC_032102		AT5G53490		5:21723306-21724642		WT inflorescence		ebs inflorescence		OK		99.3477		123.142		0.309763		1.47595		0.00225		0.0196041		yes

		XLOC_008023		XLOC_008023		AT1G75780		1:28451140-28453640		WT inflorescence		ebs inflorescence		OK		27.956		34.6514		0.309754		1.36331		0.0049		0.0365564		yes

		XLOC_017591		XLOC_017591		AT3G10520		3:3276225-3277860		WT inflorescence		ebs inflorescence		OK		47.055		58.3042		0.309251		1.37594		0.0051		0.0376901		yes

		XLOC_019924		XLOC_019924		AT3G55330		3:20513824-20515351		WT inflorescence		ebs inflorescence		OK		64.559		79.9637		0.308728		1.4565		0.00245		0.0209881		yes

		XLOC_028336		XLOC_028336		AT5G52520		5:21311062-21314180		WT inflorescence		ebs inflorescence		OK		30.9449		38.3147		0.308197		1.46563		0.00345		0.0274774		yes

		XLOC_007575		XLOC_007575		AT1G67280		1:25188273-25190694		WT inflorescence		ebs inflorescence		OK		74.4917		92.2219		0.308031		1.4872		0.00225		0.0196041		yes

		XLOC_026309		XLOC_026309		AT5G16710		5:5483287-5485081		WT inflorescence		ebs inflorescence		OK		73.5536		91.0239		0.30745		1.34675		0.0053		0.0387331		yes

		XLOC_022976		XLOC_022976		AT4G00620		4:259027-261019		WT inflorescence		ebs inflorescence		OK		42.0714		52.0593		0.307314		1.47697		0.00295		0.0243214		yes

		XLOC_026272		XLOC_026272		AT5G16000		5:5224142-5227288		WT inflorescence		ebs inflorescence		OK		24.3672		30.1334		0.306425		1.36242		0.0056		0.0404473		yes

		XLOC_020467		XLOC_020467		AT4G01050		4:455767-458510		WT inflorescence		ebs inflorescence		OK		144.651		178.793		0.305715		1.3377		0.00645		0.045055		yes

		XLOC_004207		XLOC_004207		AT1G80270		1:30180953-30183507		WT inflorescence		ebs inflorescence		OK		52.1933		64.5036		0.305515		1.42024		0.0031		0.0252519		yes

		XLOC_014838		XLOC_014838		AT3G20000		3:6967581-6970566		WT inflorescence		ebs inflorescence		OK		87.8654		108.454		0.303723		1.47503		0.00265		0.0223171		yes

		XLOC_005967		XLOC_005967		AT1G32470		1:11738117-11740361		WT inflorescence		ebs inflorescence		OK		237.224		292.436		0.301868		1.34339		0.00675		0.0466553		yes

		XLOC_021521		XLOC_021521		AT4G15545		4:8875917-8879327		WT inflorescence		ebs inflorescence		OK		80.2968		98.9814		0.301816		1.44269		0.00295		0.0243214		yes

		XLOC_016148		XLOC_016148		AT3G47290		3:17420509-17423588		WT inflorescence		ebs inflorescence		OK		19.9166		24.5066		0.2992		1.33663		0.0064		0.0447364		yes

		XLOC_023025		XLOC_023025		AT4G01310		4:543969-545547		WT inflorescence		ebs inflorescence		OK		289.261		355.847		0.298887		1.34778		0.0059		0.0419604		yes

		XLOC_021857		XLOC_021857		AT4G21210		4:11306944-11308742		WT inflorescence		ebs inflorescence		OK		52.5238		64.5659		0.297803		1.36357		0.0044		0.0336004		yes

		XLOC_027944		XLOC_027944		AT5G45670		5:18528493-18530450		WT inflorescence		ebs inflorescence		OK		140.77		172.94		0.296934		1.37525		0.0058		0.0414951		yes

		XLOC_031757		XLOC_031757		AT5G47190		5:19164245-19166107		WT inflorescence		ebs inflorescence		OK		210.055		257.865		0.295849		1.4136		0.00435		0.0332684		yes

		XLOC_003305		XLOC_003305		AT1G63940		1:23729978-23733892		WT inflorescence		ebs inflorescence		OK		46.9569		57.6323		0.29554		1.43051		0.0041		0.0317132		yes

		XLOC_000148		XLOC_000148		AT1G03600		1:898875-899655		WT inflorescence		ebs inflorescence		OK		259.411		318.313		0.295207		1.4046		0.0047		0.0353749		yes

		XLOC_007261		XLOC_007261		AT1G61870		1:22865003-22866615		WT inflorescence		ebs inflorescence		OK		44.848		55.0233		0.294998		1.42496		0.00325		0.0262224		yes

		XLOC_016020		XLOC_016020		AT3G44890		3:16386433-16388466		WT inflorescence		ebs inflorescence		OK		245.543		301.148		0.2945		1.38823		0.0051		0.0376901		yes

		XLOC_011096		XLOC_011096		AT2G01290		2:145675-150382		WT inflorescence		ebs inflorescence		OK		32.897		40.3465		0.29449		1.34627		0.0074		0.049996		yes

		XLOC_011032		XLOC_011032		AT2G47450		2:19472680-19474314		WT inflorescence		ebs inflorescence		OK		127.29		156.087		0.294226		1.38382		0.005		0.0371395		yes

		XLOC_015324		XLOC_015324		AT3G27850		3:10324838-10325713		WT inflorescence		ebs inflorescence		OK		250.066		306.607		0.294082		1.3905		0.00505		0.0374291		yes

		XLOC_025904		XLOC_025904		AT5G08330		5:2680743-2681813		WT inflorescence		ebs inflorescence		OK		45.913		56.2607		0.293227		1.35079		0.0061		0.0430376		yes

		XLOC_010491		XLOC_010491		AT2G38140		2:15980882-15981612		WT inflorescence		ebs inflorescence		OK		324.499		397.492		0.292714		1.41539		0.0041		0.0317132		yes

		XLOC_004231		XLOC_004231		AT1G80750		1:30348800-30352208		WT inflorescence		ebs inflorescence		OK		125.123		153.195		0.292022		1.37206		0.00565		0.0407219		yes

		XLOC_000538		XLOC_000538		AT1G10960		1:3664385-3665039		WT inflorescence		ebs inflorescence		OK		159.717		195.545		0.291983		1.41113		0.00425		0.0326629		yes

		XLOC_006899		XLOC_006899		AT1G54500		1:20356953-20357788		WT inflorescence		ebs inflorescence		OK		108.025		132.203		0.291384		1.40799		0.00405		0.031386		yes

		XLOC_003370		XLOC_003370		AT1G64880		1:24105641-24109146		WT inflorescence		ebs inflorescence		OK		81.5447		99.7108		0.290158		1.39369		0.00515		0.0379359		yes

		XLOC_008294		XLOC_008294		AT1G80530		1:30277951-30280324		WT inflorescence		ebs inflorescence		OK		32.9462		40.2808		0.289983		1.38756		0.0052		0.0381389		yes

		XLOC_016267		XLOC_016267		AT3G49120		3:18207650-18210132		WT inflorescence		ebs inflorescence		OK		53.2873		65.1491		0.289952		1.34253		0.0065		0.0453422		yes

		XLOC_011971		XLOC_011971		AT2G16660		2:7218705-7221625		WT inflorescence		ebs inflorescence		OK		56.5909		69.1089		0.2883		1.38103		0.00525		0.0384366		yes

		XLOC_010980		XLOC_010980		AT2G46530		2:19104664-19108331		WT inflorescence		ebs inflorescence		OK		28.569		34.8636		0.287268		1.32408		0.0066		0.0459141		yes

		XLOC_026202		XLOC_026202		AT5G14910		5:4823713-4825373		WT inflorescence		ebs inflorescence		OK		233.004		283.979		0.28543		1.36956		0.0055		0.0398804		yes

		XLOC_021887		XLOC_021887		AT4G21620		4:11491481-11492167		WT inflorescence		ebs inflorescence		OK		151.509		184.509		0.284288		1.37346		0.00605		0.0427884		yes

		XLOC_027570		XLOC_027570		AT5G39830		5:15942796-15945827		WT inflorescence		ebs inflorescence		OK		48.7368		59.3168		0.283428		1.29222		0.0069		0.0474829		yes

		XLOC_000401		XLOC_000401		AT1G08520		1:2696411-2700959		WT inflorescence		ebs inflorescence		OK		70.7614		86.089		0.282866		1.33476		0.00705		0.0482061		yes

		XLOC_014121		XLOC_014121		AT3G07430		3:2379192-2380198		WT inflorescence		ebs inflorescence		OK		115.526		140.494		0.282289		1.37513		0.00565		0.0407219		yes

		XLOC_000039		XLOC_000039		AT1G01630		1:229012-230917		WT inflorescence		ebs inflorescence		OK		49.0183		59.5762		0.281414		1.32016		0.0073		0.0495336		yes

		XLOC_024823		XLOC_024823		AT4G28510		4:14084748-14086844		WT inflorescence		ebs inflorescence		OK		60.2126		73.1688		0.281163		1.35125		0.0063		0.0441281		yes

		XLOC_029264		XLOC_029264		AT5G02050		5:402986-404323		WT inflorescence		ebs inflorescence		OK		122.102		148.301		0.280445		1.3651		0.00615		0.0432856		yes

		XLOC_004395		XLOC_004395		AT1G03680		1:916818-918064		WT inflorescence		ebs inflorescence		OK		157.821		191.441		0.278607		1.35064		0.0071		0.048402		yes

		XLOC_028633		XLOC_028633		AT5G57180		5:23167841-23170999		WT inflorescence		ebs inflorescence		OK		48.8024		59.1681		0.277866		1.36372		0.0054		0.039295		yes

		XLOC_016580		XLOC_016580		AT3G55010		3:20386618-20388806		WT inflorescence		ebs inflorescence		OK		48.7161		58.9514		0.275126		1.33181		0.0067		0.0464198		yes

		XLOC_004666		XLOC_004666		AT1G08130		1:2542701-2547946		WT inflorescence		ebs inflorescence		OK		33.6944		40.7471		0.274188		1.32024		0.00695		0.0477304		yes

		XLOC_024081		XLOC_024081		AT4G16141		4:9131649-9133156		WT inflorescence		ebs inflorescence		OK		108.034		130.642		0.274126		1.32196		0.00715		0.0486778		yes

		XLOC_014477		XLOC_014477		AT3G14390		3:4806724-4809433		WT inflorescence		ebs inflorescence		OK		40.8221		49.3634		0.274093		1.33465		0.0074		0.049996		yes

		XLOC_003330		XLOC_003330		AT1G64330		1:23870904-23874198		WT inflorescence		ebs inflorescence		OK		41.1254		49.5765		0.269627		1.30673		0.00735		0.0497901		yes

		XLOC_025153		XLOC_025153		AT4G34350		4:16428479-16431114		WT inflorescence		ebs inflorescence		OK		72.6496		87.4911		0.268181		1.29985		0.00705		0.0482061		yes

		XLOC_001806		XLOC_001806		AT1G32992		1:11957459-11957730		WT inflorescence		ebs inflorescence		OK		1.97001		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_002838		XLOC_002838		AT1G55010		1:20517077-20517403		WT inflorescence		ebs inflorescence		OK		4.64662		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_003403		XLOC_003403		AT1G65480		1:24331427-24333934		WT inflorescence		ebs inflorescence		OK		1.01154		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_003466		XLOC_003466		AT1G66640		1:24857437-24859011		WT inflorescence		ebs inflorescence		OK		0		0.806464		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_003865		XLOC_003865		AT1G73780		1:27743871-27744168		WT inflorescence		ebs inflorescence		OK		0		0.731376		inf		ERROR:#NAME?		0.00255		0.0217171		yes

		XLOC_006489		XLOC_006489		AT1G47280		1:17332055-17334406		WT inflorescence		ebs inflorescence		OK		1.02955		0		ERROR:#NAME?		ERROR:#NAME?		0.00175		0.0159708		yes

		XLOC_006574		XLOC_006574		AT1G48742		1:18026837-18027009		WT inflorescence		ebs inflorescence		OK		4.24161		0		ERROR:#NAME?		ERROR:#NAME?		0.00025		0.00319302		yes

		XLOC_007345		XLOC_007345		AT1G63245		1:23460528-23460771		WT inflorescence		ebs inflorescence		OK		0		3.72534		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_009444		XLOC_009444		AT2G19893		2:8589952-8590324		WT inflorescence		ebs inflorescence		OK		0		1.69483		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_009609		XLOC_009609		AT2G22630		2:9618371-9621957		WT inflorescence		ebs inflorescence		OK		0		2.78101		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_009683		XLOC_009683		AT2G23900		2:10174514-10176626		WT inflorescence		ebs inflorescence		OK		2.09011		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_010241		XLOC_010241		AT2G33775		2:14288424-14289225		WT inflorescence		ebs inflorescence		OK		0.909804		0		ERROR:#NAME?		ERROR:#NAME?		0.00245		0.0209881		yes

		XLOC_011567		XLOC_011567		AT2G10070		2:3816493-3819701		WT inflorescence		ebs inflorescence		OK		0		1.12666		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_011946		XLOC_011946		transcript:AT2G16310.1		2:7065215-7066190		WT inflorescence		ebs inflorescence		OK		0		1.20026		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_012267		XLOC_012267		AT2G21820		2:9302884-9303247		WT inflorescence		ebs inflorescence		OK		0		0.82167		inf		ERROR:#NAME?		0.00245		0.0209881		yes

		XLOC_012737		XLOC_012737		AT2G29860		2:12737665-12738388		WT inflorescence		ebs inflorescence		OK		0.876729		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_014392		XLOC_014392		AT3G12960		3:4136487-4136828		WT inflorescence		ebs inflorescence		OK		0		0.734031		inf		ERROR:#NAME?		0.00075		0.00806418		yes

		XLOC_015234		XLOC_015234		AT3G26110		3:9541482-9542114		WT inflorescence		ebs inflorescence		OK		0.757696		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_015362		XLOC_015362		AT3G28310		3:10576960-10577375		WT inflorescence		ebs inflorescence		OK		0		3.66491		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_018436		XLOC_018436		AT3G25170		3:9165743-9166253		WT inflorescence		ebs inflorescence		OK		1.4349		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_018859		XLOC_018859		AT3G30778		3:12459184-12459304		WT inflorescence		ebs inflorescence		OK		24.8719		0		ERROR:#NAME?		ERROR:#NAME?		0.00115		0.0114144		yes

		XLOC_019729		XLOC_019729		transcript:AT3G52055.1		3:19310058-19310362		WT inflorescence		ebs inflorescence		OK		0.874086		0		ERROR:#NAME?		ERROR:#NAME?		0.0026		0.0219959		yes

		XLOC_020348		XLOC_020348		AT3G62640		3:23166288-23166900		WT inflorescence		ebs inflorescence		OK		1.09587		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_021707		XLOC_021707		AT4G18596		4:10239016-10239851		WT inflorescence		ebs inflorescence		OK		2.2003		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_023303		XLOC_023303		AT4G05475		4:2765961-2767957		WT inflorescence		ebs inflorescence		OK		0		5.36735		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_024045		XLOC_024045		AT4G15330		4:8751386-8753157		WT inflorescence		ebs inflorescence		OK		0		1.31243		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_024430		XLOC_024430		AT4G21895		4:11613313-11614941		WT inflorescence		ebs inflorescence		OK		1.18061		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_024791		XLOC_024791		AT4G28005		4:13929654-13930191		WT inflorescence		ebs inflorescence		OK		1.06291		0		ERROR:#NAME?		ERROR:#NAME?		0.00025		0.00319302		yes

		XLOC_026464		XLOC_026464		AT5G19473		5:6569193-6570873		WT inflorescence		ebs inflorescence		OK		0.865981		0		ERROR:#NAME?		ERROR:#NAME?		0.00575		0.0412677		yes

		XLOC_026796		XLOC_026796		AT5G26692		5:9282478-9283007		WT inflorescence		ebs inflorescence		OK		1.01745		0		ERROR:#NAME?		ERROR:#NAME?		0.0033		0.0265		yes

		XLOC_026967		XLOC_026967		AT5G28690		5:10722737-10724091		WT inflorescence		ebs inflorescence		OK		0.769486		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_032486		XLOC_032486		AT5G60615		5:24365952-24366319		WT inflorescence		ebs inflorescence		OK		4.83882		0		ERROR:#NAME?		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_032943		XLOC_032943		ATMG01350		Mt:346756-347194		WT inflorescence		ebs inflorescence		OK		0		0.937641		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_033051		XLOC_033051		ATCG00590		Pt:65711-65807		WT inflorescence		ebs inflorescence		OK		0		42.8355		inf		ERROR:#NAME?		5.00E-05		0.000788747		yes

		XLOC_017453		XLOC_017453		AT3G07540		3:2404508-2407541		WT inflorescence		ebs inflorescence		OK		40.4948		33.6072		-0.268967		-1.29771		0.00685		0.0472344		yes

		XLOC_024910		XLOC_024910		AT4G30200		4:14786632-14790501		WT inflorescence		ebs inflorescence		OK		44.3249		36.7492		-0.270404		-1.31689		0.00695		0.0477304		yes

		XLOC_021852		XLOC_021852		AT4G21150		4:11278402-11283848		WT inflorescence		ebs inflorescence		OK		77.4704		64.1831		-0.271452		-1.27214		0.00735		0.0497901		yes

		XLOC_026532		XLOC_026532		AT5G20750		5:7027772-7031290		WT inflorescence		ebs inflorescence		OK		43.8544		36.322		-0.271876		-1.32769		0.00685		0.0472344		yes

		XLOC_019801		XLOC_019801		AT3G53260		3:19744050-19746780		WT inflorescence		ebs inflorescence		OK		28.6782		23.6862		-0.275906		-1.30386		0.00735		0.0497901		yes

		XLOC_005247		XLOC_005247		AT1G18720		1:6457820-6459751		WT inflorescence		ebs inflorescence		OK		121.407		100.164		-0.277485		-1.34605		0.0059		0.0419604		yes

		XLOC_029425		XLOC_029425		AT5G05080		5:1498552-1500784		WT inflorescence		ebs inflorescence		OK		118.891		98.0675		-0.277788		-1.34943		0.0067		0.0464198		yes

		XLOC_014851		XLOC_014851		AT3G20150		3:7031331-7037010		WT inflorescence		ebs inflorescence		OK		20.1252		16.5953		-0.278228		-1.33796		0.0056		0.0404473		yes

		XLOC_013022		XLOC_013022		AT2G34710		2:14639322-14644273		WT inflorescence		ebs inflorescence		OK		38.0164		31.2861		-0.2811		-1.36703		0.0056		0.0404473		yes

		XLOC_028074		XLOC_028074		AT5G47890		5:19388736-19390629		WT inflorescence		ebs inflorescence		OK		171.855		141.265		-0.282791		-1.3516		0.0071		0.048402		yes

		XLOC_030336		XLOC_030336		AT5G22740		5:7554927-7560073		WT inflorescence		ebs inflorescence		OK		93.6845		77.0062		-0.282835		-1.34425		0.0074		0.049996		yes

		XLOC_007478		XLOC_007478		AT1G65720		1:24440258-24441073		WT inflorescence		ebs inflorescence		OK		242.732		199.503		-0.282957		-1.37141		0.0058		0.0414951		yes

		XLOC_005983		XLOC_005983		AT1G32790		1:11874703-11877387		WT inflorescence		ebs inflorescence		OK		45.4597		37.3321		-0.28417		-1.3439		0.006		0.0425381		yes

		XLOC_025521		XLOC_025521		AT5G01810		5:309433-312097		WT inflorescence		ebs inflorescence		OK		28.7028		23.5694		-0.284271		-1.33417		0.00705		0.0482061		yes

		XLOC_024876		XLOC_024876		AT4G29680		4:14537780-14539594		WT inflorescence		ebs inflorescence		OK		42.7218		35.0794		-0.284346		-1.35438		0.00515		0.0379359		yes

		XLOC_014118		XLOC_014118		AT3G07390		3:2365300-2366496		WT inflorescence		ebs inflorescence		OK		197.33		161.914		-0.285383		-1.36321		0.0061		0.0430376		yes

		XLOC_029969		XLOC_029969		AT5G15580		5:5068300-5072492		WT inflorescence		ebs inflorescence		OK		49.8947		40.8859		-0.287284		-1.38453		0.00595		0.042257		yes

		XLOC_026837		XLOC_026837		AT5G27150		5:9553437-9557513		WT inflorescence		ebs inflorescence		OK		21.9951		18.0185		-0.287705		-1.32858		0.0072		0.0489365		yes

		XLOC_006759		XLOC_006759		AT1G52150		1:19409710-19414678		WT inflorescence		ebs inflorescence		OK		39.1213		32.0429		-0.28795		-1.36023		0.0061		0.0430376		yes

		XLOC_019114		XLOC_019114		AT3G42790		3:14877957-14879781		WT inflorescence		ebs inflorescence		OK		111.148		90.9947		-0.288623		-1.40727		0.00405		0.031386		yes

		XLOC_014570		XLOC_014570		AT3G15680		3:5315000-5316466		WT inflorescence		ebs inflorescence		OK		73.8217		60.4233		-0.28894		-1.3533		0.00675		0.0466553		yes

		XLOC_006942		XLOC_006942		AT1G55360		1:20666221-20668726		WT inflorescence		ebs inflorescence		OK		106.818		87.4235		-0.289059		-1.3932		0.004		0.031093		yes

		XLOC_023277		XLOC_023277		AT4G05050		4:2588003-2589386		WT inflorescence		ebs inflorescence		OK		315.218		257.875		-0.289679		-1.33402		0.00655		0.0456441		yes

		XLOC_022440		XLOC_022440		AT4G31340		4:15205479-15209601		WT inflorescence		ebs inflorescence		OK		105.628		86.3942		-0.289982		-1.39131		0.0053		0.0387331		yes

		XLOC_030945		XLOC_030945		AT5G34850		5:13108153-13111631		WT inflorescence		ebs inflorescence		OK		55.811		45.6415		-0.290203		-1.40979		0.00425		0.0326629		yes

		XLOC_005207		XLOC_005207		AT1G17920		1:6161871-6165382		WT inflorescence		ebs inflorescence		OK		19.515		15.9488		-0.291136		-1.34065		0.00655		0.0456441		yes

		XLOC_031486		XLOC_031486		AT5G42890		5:17194196-17196032		WT inflorescence		ebs inflorescence		OK		121.232		99.0682		-0.291279		-1.39304		0.0053		0.0387331		yes

		XLOC_014147		XLOC_014147		AT3G07880		3:2513970-2515823		WT inflorescence		ebs inflorescence		OK		82.8145		67.6588		-0.291605		-1.41406		0.0046		0.0348537		yes

		XLOC_003314		XLOC_003314		AT1G64090		1:23789061-23790976		WT inflorescence		ebs inflorescence		OK		127.507		104.143		-0.292013		-1.42278		0.00285		0.0236788		yes

		XLOC_030232		XLOC_030232		AT5G20320		5:6859217-6869307		WT inflorescence		ebs inflorescence		OK		9.26886		7.56661		-0.292745		-1.29632		0.0074		0.049996		yes

		XLOC_014848		XLOC_014848		AT3G20110,AT3G20120		3:7021331-7025923		WT inflorescence		ebs inflorescence		OK		30.0389		24.5164		-0.293083		-1.33298		0.0068		0.0469531		yes

		XLOC_018349		XLOC_018349		AT3G23780		3:8567724-8574209		WT inflorescence		ebs inflorescence		OK		31.5022		25.7104		-0.293102		-1.38451		0.00515		0.0379359		yes

		XLOC_012135		XLOC_012135		AT2G19760		2:8516786-8518167		WT inflorescence		ebs inflorescence		OK		85.0763		69.4169		-0.29347		-1.36356		0.0067		0.0464198		yes

		XLOC_006624		XLOC_006624		AT1G49750		1:18410928-18412801		WT inflorescence		ebs inflorescence		OK		62.456		50.958		-0.293531		-1.37085		0.0055		0.0398804		yes

		XLOC_031867		XLOC_031867		AT5G49100		5:19897369-19899114		WT inflorescence		ebs inflorescence		OK		51.7018		42.1645		-0.294187		-1.42284		0.00385		0.0301916		yes

		XLOC_029019		XLOC_029019		AT5G64400		5:25748839-25750389		WT inflorescence		ebs inflorescence		OK		229.713		187.228		-0.295036		-1.42744		0.0042		0.0323762		yes

		XLOC_004566		XLOC_004566		AT1G06550		1:2003626-2007190		WT inflorescence		ebs inflorescence		OK		59.3914		48.403		-0.295158		-1.41712		0.00425		0.0326629		yes

		XLOC_024413		XLOC_024413		AT4G21570		4:11470882-11472981		WT inflorescence		ebs inflorescence		OK		46.7509		38.0846		-0.295787		-1.39096		0.00555		0.0401715		yes

		XLOC_014783		XLOC_014783		AT3G19050		3:6577723-6590188		WT inflorescence		ebs inflorescence		OK		23.4769		19.1239		-0.295863		-1.21514		0.00565		0.0407219		yes

		XLOC_001247		XLOC_001247		AT1G22930		1:8117338-8122127		WT inflorescence		ebs inflorescence		OK		26.4021		21.505		-0.295982		-1.40531		0.00395		0.0308218		yes

		XLOC_027680		XLOC_027680		AT5G41600		5:16636129-16637693		WT inflorescence		ebs inflorescence		OK		124.905		101.716		-0.296278		-1.44567		0.0035		0.0278105		yes

		XLOC_020167		XLOC_020167		AT3G59760		3:22071947-22075416		WT inflorescence		ebs inflorescence		OK		53.2013		43.3084		-0.296815		-1.34275		0.0047		0.0353749		yes

		XLOC_010044		XLOC_010044		AT2G30410		2:12959198-12960810		WT inflorescence		ebs inflorescence		OK		69.6969		56.7099		-0.297492		-1.34713		0.00675		0.0466553		yes

		XLOC_000523		XLOC_000523		AT1G10670		1:3535382-3538439		WT inflorescence		ebs inflorescence		OK		177.835		144.629		-0.298185		-1.37444		0.0063		0.0441281		yes

		XLOC_003102		XLOC_003102		AT1G60060		1:22139183-22141790		WT inflorescence		ebs inflorescence		OK		33.2485		27.0363		-0.298394		-1.32358		0.00585		0.0417649		yes

		XLOC_021395		XLOC_021395		AT4G13615		4:7924325-7925140		WT inflorescence		ebs inflorescence		OK		309.189		251.343		-0.298832		-1.35179		0.0057		0.0409954		yes

		XLOC_017388		XLOC_017388		AT3G06580		3:2048904-2052025		WT inflorescence		ebs inflorescence		OK		42.4885		34.5266		-0.299363		-1.43509		0.0039		0.0304783		yes

		XLOC_013242		XLOC_013242		AT2G38410		2:16086629-16090208		WT inflorescence		ebs inflorescence		OK		16.4805		13.3839		-0.300257		-1.31485		0.0067		0.0464198		yes

		XLOC_004049		XLOC_004049		AT1G77220		1:29012716-29015803		WT inflorescence		ebs inflorescence		OK		23.6524		19.2043		-0.300557		-1.36576		0.00505		0.0374291		yes

		XLOC_024750		XLOC_024750		AT4G27320		4:13678463-13680924		WT inflorescence		ebs inflorescence		OK		50.5515		41.0446		-0.30056		-1.41004		0.00325		0.0262224		yes

		XLOC_030255		XLOC_030255		AT5G20740		5:7025685-7026532		WT inflorescence		ebs inflorescence		OK		326.153		264.803		-0.300626		-1.41218		0.00455		0.0345647		yes

		XLOC_003809		XLOC_003809		AT1G72770		1:27390021-27393281		WT inflorescence		ebs inflorescence		OK		25.7341		20.872		-0.302113		-1.43207		0.00345		0.0274774		yes

		XLOC_003429		XLOC_003429		AT1G65960		1:24552002-24558322		WT inflorescence		ebs inflorescence		OK		189.395		153.544		-0.302744		-1.34311		0.00635		0.0444478		yes

		XLOC_010696		XLOC_010696		AT2G41540		2:17326092-17328902		WT inflorescence		ebs inflorescence		OK		59.7153		48.4094		-0.302813		-1.44238		0.0033		0.0265		yes

		XLOC_032695		XLOC_032695		AT5G64430		5:25762269-25764154		WT inflorescence		ebs inflorescence		OK		29.6847		24.05		-0.303679		-1.38834		0.0043		0.0329726		yes

		XLOC_025808		XLOC_025808		AT5G06660		5:2046809-2047794		WT inflorescence		ebs inflorescence		OK		53.3572		43.2291		-0.303681		-1.37372		0.005		0.0371395		yes

		XLOC_022811		XLOC_022811		AT4G37820		4:17785254-17787471		WT inflorescence		ebs inflorescence		OK		43.9117		35.5721		-0.303859		-1.45586		0.00285		0.0236788		yes

		XLOC_004066		XLOC_004066		AT1G77510		1:29126649-29129612		WT inflorescence		ebs inflorescence		OK		43.7407		35.4216		-0.304346		-1.42042		0.00365		0.0288562		yes

		XLOC_001526		XLOC_001526		AT1G28440		1:9996823-10000447		WT inflorescence		ebs inflorescence		OK		56.5961		45.8267		-0.304515		-1.4624		0.00305		0.0249142		yes

		XLOC_018576		XLOC_018576		AT3G27240		3:10055788-10058716		WT inflorescence		ebs inflorescence		OK		74.0944		59.9457		-0.305709		-1.48939		0.00175		0.0159708		yes

		XLOC_001753		XLOC_001753		AT1G32220		1:11607853-11609733		WT inflorescence		ebs inflorescence		OK		40.0372		32.3717		-0.306607		-1.35162		0.00605		0.0427884		yes

		XLOC_004364		XLOC_004364		AT1G03080		1:731610-738056		WT inflorescence		ebs inflorescence		OK		40.7355		32.9268		-0.307026		-1.32565		0.0047		0.0353749		yes

		XLOC_026469		XLOC_026469		AT5G19550		5:6598016-6601819		WT inflorescence		ebs inflorescence		OK		29.4142		23.7681		-0.307486		-1.37312		0.00525		0.0384366		yes

		XLOC_012473		XLOC_012473		AT2G25310		2:10777100-10779226		WT inflorescence		ebs inflorescence		OK		44.2228		35.7318		-0.307583		-1.37155		0.0058		0.0414951		yes

		XLOC_000399		XLOC_000399		AT1G08480		1:2684233-2685621		WT inflorescence		ebs inflorescence		OK		117.494		94.8796		-0.308414		-1.43365		0.0036		0.0285051		yes

		XLOC_001667		XLOC_001667		AT1G30620		1:10854548-10858244		WT inflorescence		ebs inflorescence		OK		27.4638		22.1744		-0.308632		-1.40977		0.00405		0.031386		yes

		XLOC_010335		XLOC_010335		AT2G35340		2:14872319-14879739		WT inflorescence		ebs inflorescence		OK		16.1747		13.0594		-0.308654		-1.37224		0.0047		0.0353749		yes

		XLOC_017826		XLOC_017826		AT3G14067		3:4658197-4660784		WT inflorescence		ebs inflorescence		OK		63.1177		50.9573		-0.308755		-1.46304		0.0028		0.023349		yes

		XLOC_006148		XLOC_006148		AT1G35780		1:13277273-13280289		WT inflorescence		ebs inflorescence		OK		80.5447		65.0261		-0.30877		-1.50782		0.0021		0.0185187		yes

		XLOC_001970		XLOC_001970		AT1G35516		1:13077925-13080265		WT inflorescence		ebs inflorescence		OK		58.6459		47.3321		-0.309211		-1.35088		0.00725		0.0492435		yes

		XLOC_000908		XLOC_000908		AT1G17120		1:5851952-5853955		WT inflorescence		ebs inflorescence		OK		19.3907		15.6396		-0.310157		-1.29377		0.00655		0.0456441		yes

		XLOC_008368		XLOC_008368		AT2G02050		2:489965-491995		WT inflorescence		ebs inflorescence		OK		183.678		148.093		-0.310668		-1.49534		0.00265		0.0223171		yes

		XLOC_028861		XLOC_028861		AT5G61440		5:24707499-24708893		WT inflorescence		ebs inflorescence		OK		45.1774		36.3941		-0.311897		-1.35162		0.0063		0.0441281		yes

		XLOC_028164		XLOC_028164		AT5G49460		5:20054522-20058464		WT inflorescence		ebs inflorescence		OK		69.8313		56.2485		-0.312059		-1.51261		0.00175		0.0159708		yes

		XLOC_016362		XLOC_016362		AT3G50950		3:18935673-18940428		WT inflorescence		ebs inflorescence		OK		28.5098		22.9598		-0.312348		-1.23467		0.00705		0.0482061		yes

		XLOC_015070		XLOC_015070		AT3G23450		3:8410432-8412193		WT inflorescence		ebs inflorescence		OK		125.389		100.834		-0.314428		-1.45175		0.00315		0.025608		yes

		XLOC_021568		XLOC_021568		AT4G16130		4:9120866-9127938		WT inflorescence		ebs inflorescence		OK		18.1081		14.5602		-0.314604		-1.34234		0.0046		0.0348537		yes

		XLOC_008022		XLOC_008022		AT1G75760		1:28446631-28448646		WT inflorescence		ebs inflorescence		OK		26.6214		21.4022		-0.314826		-1.34476		0.0068		0.0469531		yes

		XLOC_003522		XLOC_003522		AT1G67730		1:25391459-25393610		WT inflorescence		ebs inflorescence		OK		109.326		87.8573		-0.315397		-1.52543		0.00195		0.017399		yes

		XLOC_020347		XLOC_020347		AT3G62630		3:23163746-23165195		WT inflorescence		ebs inflorescence		OK		61.4709		49.3968		-0.315487		-1.51786		0.0018		0.0163394		yes

		XLOC_022821		XLOC_022821		AT4G38070		4:17876534-17882569		WT inflorescence		ebs inflorescence		OK		10.8752		8.7364		-0.315934		-1.458		0.00375		0.0294754		yes

		XLOC_032506		XLOC_032506		AT5G60930		5:24515397-24522511		WT inflorescence		ebs inflorescence		OK		30.6167		24.5862		-0.316471		-1.54741		0.002		0.0177984		yes

		XLOC_007338		XLOC_007338		AT1G63100		1:23399390-23401367		WT inflorescence		ebs inflorescence		OK		59.2604		47.5807		-0.316692		-1.54413		0.0019		0.0170573		yes

		XLOC_029988		XLOC_029988		AT5G16050		5:5243744-5245820		WT inflorescence		ebs inflorescence		OK		236.599		189.938		-0.316914		-1.49319		0.002		0.0177984		yes

		XLOC_017792		XLOC_017792		AT3G13560		3:4425226-4428179		WT inflorescence		ebs inflorescence		OK		55.3837		44.4609		-0.316922		-1.5442		0.00175		0.0159708		yes

		XLOC_003555		XLOC_003555		AT1G68220		1:25570230-25571712		WT inflorescence		ebs inflorescence		OK		72.7965		58.4311		-0.317135		-1.43416		0.00255		0.0217171		yes

		XLOC_021992		XLOC_021992		AT4G23630		4:12317058-12319937		WT inflorescence		ebs inflorescence		OK		230.314		184.821		-0.317474		-1.3923		0.0059		0.0419604		yes

		XLOC_004277		XLOC_004277		AT1G01490		1:180058-182358		WT inflorescence		ebs inflorescence		OK		39.2461		31.4898		-0.317662		-1.35324		0.00675		0.0466553		yes

		XLOC_004039		XLOC_004039		AT1G76990		1:28932161-28935550		WT inflorescence		ebs inflorescence		OK		46.8993		37.6174		-0.318165		-1.54497		0.0023		0.0199885		yes

		XLOC_029103		XLOC_029103		AT5G65750		5:26303692-26308189		WT inflorescence		ebs inflorescence		OK		38.1398		30.5556		-0.319861		-1.54913		0.00125		0.0121933		yes

		XLOC_030091		XLOC_030091		AT5G17770		5:5864250-5866709		WT inflorescence		ebs inflorescence		OK		145.171		116.215		-0.320954		-1.55105		0.0014		0.0133751		yes

		XLOC_030207		XLOC_030207		AT5G19860		5:6714263-6715875		WT inflorescence		ebs inflorescence		OK		44.8688		35.9095		-0.321348		-1.34602		0.0058		0.0414951		yes

		XLOC_018023		XLOC_018023		AT3G17680		3:6042946-6044504		WT inflorescence		ebs inflorescence		OK		68.1542		54.5383		-0.321533		-1.41493		0.0049		0.0365564		yes

		XLOC_016356		XLOC_016356		AT3G50890		3:18916165-18917328		WT inflorescence		ebs inflorescence		OK		36.3705		29.1034		-0.321582		-1.32271		0.0063		0.0441281		yes

		XLOC_005475		XLOC_005475		AT1G22710		1:8030640-8033117		WT inflorescence		ebs inflorescence		OK		27.0299		21.6287		-0.32161		-1.45993		0.00275		0.0230167		yes

		XLOC_031776		XLOC_031776		AT5G47570		5:19292607-19294737		WT inflorescence		ebs inflorescence		OK		136.538		109.198		-0.322349		-1.54121		0.00145		0.0137497		yes

		XLOC_010969		XLOC_010969		AT2G46370		2:19033740-19036659		WT inflorescence		ebs inflorescence		OK		32.6186		26.0823		-0.322624		-1.50526		0.0024		0.0206552		yes

		XLOC_012775		XLOC_012775		AT2G30490		2:12993662-12995770		WT inflorescence		ebs inflorescence		OK		97.8796		78.2532		-0.322858		-1.55904		0.00215		0.018878		yes

		XLOC_014847		XLOC_014847		AT3G20100		3:7018994-7020901		WT inflorescence		ebs inflorescence		OK		23.9581		19.1324		-0.324493		-1.3432		0.00485		0.0362763		yes

		XLOC_009595		XLOC_009595		AT2G22425		2:9514935-9515535		WT inflorescence		ebs inflorescence		OK		257.875		205.846		-0.325109		-1.54854		0.0018		0.0163394		yes

		XLOC_032743		XLOC_032743		AT5G65310		5:26101938-26104614		WT inflorescence		ebs inflorescence		OK		63.5628		50.7303		-0.325335		-1.54739		0.0009		0.00936597		yes

		XLOC_022002		XLOC_022002		AT4G23800		4:12390166-12393982		WT inflorescence		ebs inflorescence		OK		293.311		233.963		-0.326153		-1.38385		0.0054		0.039295		yes

		XLOC_003966		XLOC_003966		AT1G75630		1:28400543-28402355		WT inflorescence		ebs inflorescence		OK		109.132		87.0276		-0.326526		-1.54282		0.00185		0.0166819		yes

		XLOC_005989		XLOC_005989		AT1G32900		1:11920389-11923766		WT inflorescence		ebs inflorescence		OK		35.1547		28.0272		-0.326888		-1.52782		0.0018		0.0163394		yes

		XLOC_028550		XLOC_028550		AT5G55860		5:22609531-22612393		WT inflorescence		ebs inflorescence		OK		11.1208		8.86555		-0.326982		-1.33261		0.0062		0.0436074		yes

		XLOC_022580		XLOC_022580		AT4G33740		4:16186829-16189007		WT inflorescence		ebs inflorescence		OK		36.2982		28.9285		-0.327407		-1.454		0.0034		0.0271534		yes

		XLOC_014443		XLOC_014443		AT3G13690		3:4485734-4490231		WT inflorescence		ebs inflorescence		OK		37.6664		30.0131		-0.327686		-1.60435		0.0011		0.0109984		yes

		XLOC_032140		XLOC_032140		AT5G54170		5:21984568-21987208		WT inflorescence		ebs inflorescence		OK		25.3336		20.1679		-0.328992		-1.42254		0.00345		0.0274774		yes

		XLOC_021744		XLOC_021744		AT4G19200		4:10498875-10500722		WT inflorescence		ebs inflorescence		OK		85.3981		67.9797		-0.3291		-1.55535		0.00165		0.0152285		yes

		XLOC_023760		XLOC_023760		AT4G11220		4:6837910-6839795		WT inflorescence		ebs inflorescence		OK		55.6799		44.3129		-0.329429		-1.56071		0.0024		0.0206552		yes

		XLOC_007013		XLOC_007013		AT1G56340		1:21089843-21092660		WT inflorescence		ebs inflorescence		OK		346.207		275.508		-0.329542		-1.38157		0.00545		0.0396164		yes

		XLOC_031912		XLOC_031912		AT5G49890		5:20288118-20292350		WT inflorescence		ebs inflorescence		OK		14.0656		11.1917		-0.329745		-1.44893		0.00355		0.0281529		yes

		XLOC_012965		XLOC_012965		AT2G33770		2:14277557-14283040		WT inflorescence		ebs inflorescence		OK		37.2234		29.5972		-0.330752		-1.57011		0.00125		0.0121933		yes

		XLOC_004257		XLOC_004257		AT1G01120		1:57268-59167		WT inflorescence		ebs inflorescence		OK		48.2707		38.3686		-0.331219		-1.56183		0.0014		0.0133751		yes

		XLOC_031829		XLOC_031829		AT5G48485		5:19646231-19646802		WT inflorescence		ebs inflorescence		OK		85.6574		68.0572		-0.33183		-1.41527		0.00455		0.0345647		yes

		XLOC_028211		XLOC_028211		AT5G50210		5:20442646-20445991		WT inflorescence		ebs inflorescence		OK		17.4586		13.8686		-0.332113		-1.40914		0.0049		0.0365564		yes

		XLOC_013288		XLOC_013288		AT2G39330		2:16419595-16421852		WT inflorescence		ebs inflorescence		OK		101.196		80.3417		-0.332937		-1.51514		0.0017		0.0156123		yes

		XLOC_028655		XLOC_028655		AT5G57655		5:23346759-23350039		WT inflorescence		ebs inflorescence		OK		118.669		94.1662		-0.333668		-1.58434		0.0015		0.0141449		yes

		XLOC_014168		XLOC_014168		AT3G08690		3:2641055-2642688		WT inflorescence		ebs inflorescence		OK		45.4914		36.0928		-0.333881		-1.39684		0.0052		0.0381389		yes

		XLOC_016404		XLOC_016404		AT3G51720,AT3G51730		3:19185050-19188691		WT inflorescence		ebs inflorescence		OK		123.215		97.7408		-0.334143		-1.35144		0.0033		0.0265		yes

		XLOC_024260		XLOC_024260		AT4G18800		4:10319861-10321551		WT inflorescence		ebs inflorescence		OK		32.4664		25.7539		-0.334159		-1.42823		0.00355		0.0281529		yes

		XLOC_003970		XLOC_003970		AT1G75710		1:28428705-28431249		WT inflorescence		ebs inflorescence		OK		66.8076		52.9837		-0.334463		-1.55977		0.0015		0.0141449		yes

		XLOC_006827		XLOC_006827		AT1G53280		1:19864769-19867389		WT inflorescence		ebs inflorescence		OK		49.8676		39.5448		-0.334614		-1.48077		0.00195		0.017399		yes

		XLOC_017718		XLOC_017718		AT3G12560		3:3981982-3985550		WT inflorescence		ebs inflorescence		OK		23.6018		18.7101		-0.335077		-1.55244		0.0015		0.0141449		yes

		XLOC_015075		XLOC_015075		AT3G23530		3:8436670-8442846		WT inflorescence		ebs inflorescence		OK		17.8594		14.1524		-0.335634		-1.55456		0.00205		0.0181641		yes

		XLOC_000849		XLOC_000849		AT1G16180		1:5540426-5542902		WT inflorescence		ebs inflorescence		OK		71.3814		56.5173		-0.336854		-1.63147		0.00155		0.0144759		yes

		XLOC_020921		XLOC_020921		AT4G07390		4:4195679-4197571		WT inflorescence		ebs inflorescence		OK		47.2015		37.3711		-0.33691		-1.37496		0.0054		0.039295		yes

		XLOC_016516		XLOC_016516		AT3G53670		3:19890363-19892443		WT inflorescence		ebs inflorescence		OK		53.3524		42.2364		-0.337066		-1.60051		0.00125		0.0121933		yes

		XLOC_019980		XLOC_019980		AT3G56480		3:20934814-20939631		WT inflorescence		ebs inflorescence		OK		27.9995		22.1636		-0.337207		-1.53985		0.0022		0.0192507		yes

		XLOC_026818		XLOC_026818		AT5G26850		5:9445118-9450865		WT inflorescence		ebs inflorescence		OK		117.988		93.3891		-0.337313		-1.21552		0.00425		0.0326629		yes

		XLOC_013741		XLOC_013741		AT2G47710		2:19554833-19556065		WT inflorescence		ebs inflorescence		OK		101.818		80.5652		-0.337767		-1.59869		0.00095		0.00978644		yes

		XLOC_028803		XLOC_028803		AT5G60360		5:24279896-24282397		WT inflorescence		ebs inflorescence		OK		81.9962		64.8799		-0.337786		-1.54518		0.0022		0.0192507		yes

		XLOC_010666		XLOC_010666		AT2G41110		2:17140228-17142457		WT inflorescence		ebs inflorescence		OK		108.551		85.8775		-0.338027		-1.57877		0.0017		0.0156123		yes

		XLOC_028947		XLOC_028947		AT5G62930		5:25254887-25256617		WT inflorescence		ebs inflorescence		OK		35.5001		28.071		-0.338742		-1.39141		0.0043		0.0329726		yes

		XLOC_009612		XLOC_009612		AT2G22670		2:9636379-9638745		WT inflorescence		ebs inflorescence		OK		343.891		271.754		-0.339649		-1.4583		0.00325		0.0262224		yes

		XLOC_016739		XLOC_016739		AT3G57830		3:21419516-21422546		WT inflorescence		ebs inflorescence		OK		21.2988		16.8281		-0.339901		-1.56073		0.00125		0.0121933		yes

		XLOC_004419		XLOC_004419		AT1G04120		1:1064449-1071047		WT inflorescence		ebs inflorescence		OK		43.2447		34.1653		-0.339993		-1.51056		0.0016		0.0148612		yes

		XLOC_025616		XLOC_025616		AT5G03320		5:802026-804398		WT inflorescence		ebs inflorescence		OK		15.8217		12.4968		-0.340354		-1.34481		0.0059		0.0419604		yes

		XLOC_010972		XLOC_010972		AT2G46420		2:19053685-19057096		WT inflorescence		ebs inflorescence		OK		28.4992		22.5068		-0.340561		-1.56953		0.00105		0.0105762		yes

		XLOC_029185		XLOC_029185		AT5G67300		5:26854021-26856941		WT inflorescence		ebs inflorescence		OK		50.9039		40.1818		-0.341233		-1.65807		0.00075		0.00806418		yes

		XLOC_008053		XLOC_008053		AT1G76310		1:28628045-28630394		WT inflorescence		ebs inflorescence		OK		28.9516		22.844		-0.341825		-1.29883		0.0059		0.0419604		yes

		XLOC_020346		XLOC_020346		AT3G62600		3:23150789-23153510		WT inflorescence		ebs inflorescence		OK		74.5099		58.7786		-0.342142		-1.66577		0.00095		0.00978644		yes

		XLOC_025901		XLOC_025901		AT5G08290		5:2665975-2667155		WT inflorescence		ebs inflorescence		OK		180.614		142.454		-0.342418		-1.66519		0.00105		0.0105762		yes

		XLOC_002517		XLOC_002517		AT1G49430		1:18291042-18295825		WT inflorescence		ebs inflorescence		OK		94.159		74.2598		-0.342519		-1.59641		0.0015		0.0141449		yes

		XLOC_025790		XLOC_025790		AT5G06270		5:1912549-1913674		WT inflorescence		ebs inflorescence		OK		26.698		21.0543		-0.342623		-1.33875		0.007		0.0479929		yes

		XLOC_030180		XLOC_030180		AT5G19340		5:6515091-6516205		WT inflorescence		ebs inflorescence		OK		24.6489		19.4196		-0.344011		-1.32612		0.0057		0.0409954		yes

		XLOC_012103		XLOC_012103		AT2G19170		2:8309815-8318596		WT inflorescence		ebs inflorescence		OK		40.8388		32.1357		-0.345763		-1.4647		0.00345		0.0274774		yes

		XLOC_025525		XLOC_025525		AT5G01850		5:332336-334470		WT inflorescence		ebs inflorescence		OK		12.7492		10.0276		-0.346429		-1.32484		0.0071		0.048402		yes

		XLOC_031852		XLOC_031852		AT5G48810		5:19786763-19790334		WT inflorescence		ebs inflorescence		OK		244.713		192.313		-0.347632		-1.58066		0.0018		0.0163394		yes

		XLOC_025705		XLOC_025705		AT5G04885		5:1422798-1426879		WT inflorescence		ebs inflorescence		OK		70.6816		55.511		-0.348561		-1.67108		0.0008		0.00850318		yes

		XLOC_018660		XLOC_018660		AT3G28480		3:10676032-10678388		WT inflorescence		ebs inflorescence		OK		28.6123		22.4696		-0.348666		-1.40107		0.00335		0.0268171		yes

		XLOC_007138		XLOC_007138		AT1G60140		1:22176933-22180875		WT inflorescence		ebs inflorescence		OK		16.4264		12.8887		-0.34991		-1.58742		0.00115		0.0114144		yes

		XLOC_016743		XLOC_016743		AT3G57860		3:21426313-21428253		WT inflorescence		ebs inflorescence		OK		20.9237		16.4119		-0.350398		-1.38687		0.0054		0.039295		yes

		XLOC_017744		XLOC_017744		AT3G12965		3:4136960-4137674		WT inflorescence		ebs inflorescence		OK		334.858		262.647		-0.350427		-1.65048		0.0009		0.00936597		yes

		XLOC_019952		XLOC_019952		AT3G56020		3:20790569-20791085		WT inflorescence		ebs inflorescence		OK		925.428		725.584		-0.350978		-1.67573		0.00085		0.00894144		yes

		XLOC_015884		XLOC_015884		AT3G43210		3:15190933-15196168		WT inflorescence		ebs inflorescence		OK		8.99365		7.05026		-0.351231		-1.32305		0.00605		0.0427884		yes

		XLOC_032009		XLOC_032009		AT5G51600		5:20960910-20964484		WT inflorescence		ebs inflorescence		OK		37.2402		29.1928		-0.351248		-1.70286		0.0005		0.00577165		yes

		XLOC_005729		XLOC_005729		AT1G28120		1:9812958-9815544		WT inflorescence		ebs inflorescence		OK		28.496		22.3341		-0.35151		-1.51471		0.0016		0.0148612		yes

		XLOC_003985		XLOC_003985		AT1G75940		1:28511167-28514284		WT inflorescence		ebs inflorescence		OK		88.2801		69.0911		-0.353589		-1.52219		0.0031		0.0252519		yes

		XLOC_005832		XLOC_005832		AT1G30120		1:10584159-10586635		WT inflorescence		ebs inflorescence		OK		131.836		103.179		-0.353593		-1.69849		0.00095		0.00978644		yes

		XLOC_017407		XLOC_017407		AT3G06850		3:2157973-2160623		WT inflorescence		ebs inflorescence		OK		37.5837		29.3901		-0.354776		-1.64913		0.0008		0.00850318		yes

		XLOC_000950		XLOC_000950		AT1G17745		1:6100960-6105265		WT inflorescence		ebs inflorescence		OK		41.44		32.4026		-0.354913		-1.70753		0.00055		0.0062255		yes

		XLOC_029961		XLOC_029961		AT5G15460		5:5018710-5020703		WT inflorescence		ebs inflorescence		OK		51.1429		39.9865		-0.355021		-1.51786		0.0019		0.0170573		yes

		XLOC_017954		XLOC_017954		AT3G16500		3:5612499-5614410		WT inflorescence		ebs inflorescence		OK		72.3949		56.5723		-0.355791		-1.6967		0.00075		0.00806418		yes

		XLOC_020435		XLOC_020435		AT4G00490		4:222319-227396		WT inflorescence		ebs inflorescence		OK		26.1364		20.4158		-0.356379		-1.36818		0.0055		0.0398804		yes

		XLOC_028602		XLOC_028602		AT5G56650		5:22930824-22932778		WT inflorescence		ebs inflorescence		OK		30.4065		23.7505		-0.356418		-1.56153		0.00165		0.0152285		yes

		XLOC_000370		XLOC_000370		AT1G07890		1:2437329-2439665		WT inflorescence		ebs inflorescence		OK		670.766		523.773		-0.356868		-1.40029		0.0059		0.0419604		yes

		XLOC_026055		XLOC_026055		AT5G11510		5:3679807-3684877		WT inflorescence		ebs inflorescence		OK		18.3064		14.2938		-0.35696		-1.60166		0.0013		0.0125967		yes

		XLOC_005932		XLOC_005932		AT1G31812		1:11410874-11412204		WT inflorescence		ebs inflorescence		OK		284.918		222.378		-0.357535		-1.72993		0.00065		0.00716651		yes

		XLOC_024455		XLOC_024455		AT4G22240		4:11765802-11767304		WT inflorescence		ebs inflorescence		OK		147.272		114.937		-0.357639		-1.72087		0.0005		0.00577165		yes

		XLOC_004113		XLOC_004113		AT1G78260		1:29446984-29450515		WT inflorescence		ebs inflorescence		OK		16.3787		12.778		-0.35816		-1.39694		0.0042		0.0323762		yes

		XLOC_000556		XLOC_000556		AT1G11260		1:3777327-3780337		WT inflorescence		ebs inflorescence		OK		45.6136		35.5811		-0.358355		-1.68821		0.0008		0.00850318		yes

		XLOC_026747		XLOC_026747		AT5G25460		5:8863362-8867685		WT inflorescence		ebs inflorescence		OK		112.28		87.5833		-0.358369		-1.72227		0.00085		0.00894144		yes

		XLOC_012903		XLOC_012903		AT2G32720		2:13876773-13878531		WT inflorescence		ebs inflorescence		OK		152.473		118.902		-0.358772		-1.70309		0.00025		0.00319302		yes

		XLOC_006659		XLOC_006659		AT1G50420		1:18677925-18680117		WT inflorescence		ebs inflorescence		OK		15.7777		12.2961		-0.359677		-1.43868		0.00265		0.0223171		yes

		XLOC_024349		XLOC_024349		AT4G20150		4:10884196-10889597		WT inflorescence		ebs inflorescence		OK		262.11		204.265		-0.359733		-1.68472		0.00075		0.00806418		yes

		XLOC_004835		XLOC_004835		AT1G10980		1:3667247-3669902		WT inflorescence		ebs inflorescence		OK		20.7847		16.1904		-0.360387		-1.52453		0.0017		0.0156123		yes

		XLOC_017938		XLOC_017938		AT3G16050		3:5443090-5445329		WT inflorescence		ebs inflorescence		OK		23.7833		18.5254		-0.360444		-1.48949		0.0029		0.024016		yes

		XLOC_031814		XLOC_031814		AT5G48230		5:19549675-19555529		WT inflorescence		ebs inflorescence		OK		84.2606		65.6148		-0.360836		-1.51226		0.00245		0.0209881		yes

		XLOC_012602		XLOC_012602		AT2G27510		2:11758078-11759476		WT inflorescence		ebs inflorescence		OK		120.337		93.6288		-0.362062		-1.72803		0.00045		0.00528116		yes

		XLOC_007985		XLOC_007985		AT1G75060		1:28181274-28183503		WT inflorescence		ebs inflorescence		OK		26.117		20.3084		-0.362911		-1.38209		0.00515		0.0379359		yes

		XLOC_007263		XLOC_007263		AT1G61890		1:22867769-22871280		WT inflorescence		ebs inflorescence		OK		43.2025		33.5596		-0.364388		-1.74353		0.00025		0.00319302		yes

		XLOC_026235		XLOC_026235		AT5G15530		5:5038750-5040840		WT inflorescence		ebs inflorescence		OK		55.122		42.817		-0.364442		-1.72666		0.00055		0.0062255		yes

		XLOC_009858		XLOC_009858		AT2G26760		2:11401328-11403427		WT inflorescence		ebs inflorescence		OK		25.2502		19.6016		-0.365321		-1.59292		0.0012		0.0118072		yes

		XLOC_023077		XLOC_023077		AT4G02140,AT4G02150		4:949459-953690		WT inflorescence		ebs inflorescence		OK		54.1095		41.9983		-0.36555		-1.7237		0.00035		0.00424685		yes

		XLOC_032751		XLOC_032751		AT5G65430		5:26148200-26150476		WT inflorescence		ebs inflorescence		OK		110.08		85.4134		-0.366023		-1.77819		0.00045		0.00528116		yes

		XLOC_000690		XLOC_000690		AT1G13280		1:4547453-4548875		WT inflorescence		ebs inflorescence		OK		81.3687		63.1337		-0.366063		-1.76697		0.0003		0.00373571		yes

		XLOC_013793		XLOC_013793		AT3G01590		3:225915-228623		WT inflorescence		ebs inflorescence		OK		36.3503		28.2041		-0.366063		-1.69339		0.00025		0.00319302		yes

		XLOC_002572		XLOC_002572		AT1G50460		1:18693683-18697659		WT inflorescence		ebs inflorescence		OK		29.5223		22.8969		-0.366657		-1.58453		0.00135		0.0129764		yes

		XLOC_017234		XLOC_017234		AT3G04290		3:1133319-1136316		WT inflorescence		ebs inflorescence		OK		383.7		297.469		-0.367237		-1.47816		0.0026		0.0219959		yes

		XLOC_020508		XLOC_020508		AT4G01730		4:749573-752034		WT inflorescence		ebs inflorescence		OK		26.3955		20.4608		-0.36743		-1.61114		0.0013		0.0125967		yes

		XLOC_029570		XLOC_029570		AT5G07920		5:2524777-2529330		WT inflorescence		ebs inflorescence		OK		16.1066		12.4847		-0.367491		-1.68036		0.00055		0.0062255		yes

		XLOC_015491		XLOC_015491		AT3G30180		3:11810736-11813765		WT inflorescence		ebs inflorescence		OK		12.8421		9.95339		-0.367617		-1.35671		0.00505		0.0374291		yes

		XLOC_003788		XLOC_003788		AT1G72310		1:27225896-27227545		WT inflorescence		ebs inflorescence		OK		19.274		14.9372		-0.367744		-1.41097		0.00485		0.0362763		yes

		XLOC_026502		XLOC_026502		AT5G20180		5:6810919-6812146		WT inflorescence		ebs inflorescence		OK		50.6026		39.1978		-0.368442		-1.43653		0.00425		0.0326629		yes

		XLOC_025148		XLOC_025148		AT4G34230		4:16386718-16388722		WT inflorescence		ebs inflorescence		OK		28.9733		22.4357		-0.368926		-1.25325		0.00545		0.0396164		yes

		XLOC_028889		XLOC_028889		AT5G61950		5:24873565-24878093		WT inflorescence		ebs inflorescence		OK		6.03264		4.67122		-0.368989		-1.39346		0.0052		0.0381389		yes

		XLOC_019961		XLOC_019961		AT3G56110		3:20820252-20823030		WT inflorescence		ebs inflorescence		OK		63.5949		49.2009		-0.370228		-1.73263		0.0005		0.00577165		yes

		XLOC_002774		XLOC_002774		AT1G53910		1:20135111-20136970		WT inflorescence		ebs inflorescence		OK		239.795		185.398		-0.371174		-1.6364		0.00085		0.00894144		yes

		XLOC_024758		XLOC_024758		AT4G27450		4:13727483-13728886		WT inflorescence		ebs inflorescence		OK		26.9867		20.8538		-0.371939		-1.4726		0.00315		0.025608		yes

		XLOC_010734		XLOC_010734		AT2G42310		2:17625211-17625889		WT inflorescence		ebs inflorescence		OK		173.552		134.107		-0.371987		-1.8033		0.0002		0.00265586		yes

		XLOC_026627		XLOC_026627		AT5G23280		5:7842970-7844275		WT inflorescence		ebs inflorescence		OK		44.9817		34.7322		-0.373065		-1.71579		0.0007		0.00759867		yes

		XLOC_014520		XLOC_014520		AT3G14990		3:5047399-5049877		WT inflorescence		ebs inflorescence		OK		31.3155		24.1771		-0.373235		-1.57575		0.00115		0.0114144		yes

		XLOC_012895		XLOC_012895		AT2G32520		2:13805518-13807536		WT inflorescence		ebs inflorescence		OK		72.4788		55.9492		-0.373442		-1.7805		0.00025		0.00319302		yes

		XLOC_002606		XLOC_002606		AT1G51070		1:18927876-18930752		WT inflorescence		ebs inflorescence		OK		71.6889		55.2985		-0.37451		-1.4439		0.00455		0.0345647		yes

		XLOC_023754		XLOC_023754		AT4G11080		4:6760866-6763272		WT inflorescence		ebs inflorescence		OK		39.6101		30.5522		-0.374593		-1.44452		0.0014		0.0133751		yes

		XLOC_018058		XLOC_018058		AT3G18490		3:6348754-6350668		WT inflorescence		ebs inflorescence		OK		347.46		267.926		-0.375011		-1.45701		0.00425		0.0326629		yes

		XLOC_019525		XLOC_019525		AT3G48690		3:18037046-18038234		WT inflorescence		ebs inflorescence		OK		37.8647		29.1925		-0.375256		-1.4418		0.00205		0.0181641		yes

		XLOC_017300		XLOC_017300		AT3G05330		3:1518881-1521494		WT inflorescence		ebs inflorescence		OK		23.7014		18.263		-0.376049		-1.69289		0.00065		0.00716651		yes

		XLOC_032439		XLOC_032439		AT5G59613		5:24015393-24016610		WT inflorescence		ebs inflorescence		OK		329.723		254.058		-0.376098		-1.82276		0.0002		0.00265586		yes

		XLOC_013166		XLOC_013166		AT2G37040		2:15557375-15560363		WT inflorescence		ebs inflorescence		OK		38.3629		29.5246		-0.377794		-1.81583		0.00025		0.00319302		yes

		XLOC_007846		XLOC_007846		AT1G72450		1:27274064-27276317		WT inflorescence		ebs inflorescence		OK		50.5097		38.8704		-0.377886		-1.75502		0.0004		0.00477681		yes

		XLOC_026039		XLOC_026039		AT5G11230		5:3580561-3581617		WT inflorescence		ebs inflorescence		OK		29.7395		22.8857		-0.377929		-1.54003		0.0023		0.0199885		yes

		XLOC_010008		XLOC_010008		AT2G29700		2:12697419-12698167		WT inflorescence		ebs inflorescence		OK		75.5063		58.1038		-0.377963		-1.69625		0.00025		0.00319302		yes

		XLOC_012291		XLOC_012291		AT2G22240		2:9449983-9454094		WT inflorescence		ebs inflorescence		OK		103.181		79.3477		-0.378914		-1.51235		0.0024		0.0206552		yes

		XLOC_012661		XLOC_012661		AT2G28620		2:12265166-12270020		WT inflorescence		ebs inflorescence		OK		27.0536		20.7936		-0.379682		-1.83679		0.00025		0.00319302		yes

		XLOC_028865		XLOC_028865		AT5G61530		5:24742047-24744784		WT inflorescence		ebs inflorescence		OK		28.4869		21.8915		-0.37993		-1.6044		0.0012		0.0118072		yes

		XLOC_032429		XLOC_032429		AT5G59480		5:23978555-23981590		WT inflorescence		ebs inflorescence		OK		25.2397		19.3816		-0.381011		-1.40632		0.00485		0.0362763		yes

		XLOC_012322		XLOC_012322		AT2G22900		2:9744224-9746292		WT inflorescence		ebs inflorescence		OK		28.2302		21.675		-0.381208		-1.48161		0.00125		0.0121933		yes

		XLOC_014703		XLOC_014703		AT3G17810		3:6094097-6096566		WT inflorescence		ebs inflorescence		OK		20.7112		15.8986		-0.381513		-1.6193		0.0012		0.0118072		yes

		XLOC_010303		XLOC_010303		AT2G34810		2:14685255-14687062		WT inflorescence		ebs inflorescence		OK		52.4449		40.2579		-0.381531		-1.5011		0.001		0.0101985		yes

		XLOC_031895		XLOC_031895		AT5G49570		5:20111858-20116185		WT inflorescence		ebs inflorescence		OK		12.8618		9.8728		-0.381564		-1.29626		0.00445		0.0339188		yes

		XLOC_002779		XLOC_002779		AT1G54030		1:20167628-20169600		WT inflorescence		ebs inflorescence		OK		40.2562		30.9001		-0.381597		-1.2627		0.00365		0.0288562		yes

		XLOC_019664		XLOC_019664		AT3G50830		3:18893844-18895497		WT inflorescence		ebs inflorescence		OK		30.4224		23.3071		-0.384362		-1.54698		0.00165		0.0152285		yes

		XLOC_017015		XLOC_017015		AT3G63010		3:23289424-23291486		WT inflorescence		ebs inflorescence		OK		12.0181		9.2036		-0.384942		-1.45187		0.0031		0.0252519		yes

		XLOC_008325		XLOC_008325		AT2G01150		2:100648-101495		WT inflorescence		ebs inflorescence		OK		41.1399		31.5005		-0.385162		-1.5714		0.0016		0.0148612		yes

		XLOC_004339		XLOC_004339		AT1G02730		1:594572-598657		WT inflorescence		ebs inflorescence		OK		74.4788		57.0277		-0.385166		-1.77211		0.0003		0.00373571		yes

		XLOC_010598		XLOC_010598		AT2G40030		2:16714493-16723583		WT inflorescence		ebs inflorescence		OK		25.2264		19.3054		-0.385927		-1.86157		0.00025		0.00319302		yes

		XLOC_030001		XLOC_030001		AT5G16250		5:5310094-5310951		WT inflorescence		ebs inflorescence		OK		223.566		171.072		-0.386101		-1.86548		0.00015		0.0020785		yes

		XLOC_020483		XLOC_020483		AT4G01410		4:578164-579169		WT inflorescence		ebs inflorescence		OK		43.5429		33.2935		-0.387197		-1.64863		0.00085		0.00894144		yes

		XLOC_013169		XLOC_013169		AT2G37120		2:15594029-15594961		WT inflorescence		ebs inflorescence		OK		89.8257		68.5852		-0.38923		-1.69944		0.0007		0.00759867		yes

		XLOC_029226		XLOC_029226		AT5G01390		5:160263-162299		WT inflorescence		ebs inflorescence		OK		22.0698		16.8385		-0.390315		-1.51388		0.00185		0.0166819		yes

		XLOC_010242		XLOC_010242		AT2G33793		2:14296993-14300506		WT inflorescence		ebs inflorescence		OK		13.8755		10.5849		-0.390527		-1.41047		0.0053		0.0387331		yes

		XLOC_031771		XLOC_031771		AT5G47500		5:19270958-19272883		WT inflorescence		ebs inflorescence		OK		249.953		190.648		-0.390742		-1.7684		0.0004		0.00477681		yes

		XLOC_029221		XLOC_029221		AT5G01340		5:143054-144720		WT inflorescence		ebs inflorescence		OK		16.417		12.5156		-0.391464		-1.38603		0.0039		0.0304783		yes

		XLOC_011008		XLOC_011008		AT2G47010		2:19317125-19319397		WT inflorescence		ebs inflorescence		OK		16.6848		12.717		-0.39177		-1.59991		0.0012		0.0118072		yes

		XLOC_008066		XLOC_008066		AT1G76540		1:28718212-28722521		WT inflorescence		ebs inflorescence		OK		78.7621		60.0149		-0.392182		-1.89858		0.00025		0.00319302		yes

		XLOC_019733		XLOC_019733		AT3G52110		3:19323331-19325713		WT inflorescence		ebs inflorescence		OK		43.0494		32.7956		-0.392492		-1.27633		0.0045		0.0342487		yes

		XLOC_007409		XLOC_007409		AT1G64460,AT1G64470		1:23943498-23945772		WT inflorescence		ebs inflorescence		OK		41.3974		31.4844		-0.394901		-1.36545		0.00375		0.0294754		yes

		XLOC_029093		XLOC_029093		AT5G65640		5:26237054-26239084		WT inflorescence		ebs inflorescence		OK		60.0992		45.7063		-0.394952		-1.81379		0.00025		0.00319302		yes

		XLOC_020771		XLOC_020771		AT4G05190		4:2675100-2682309		WT inflorescence		ebs inflorescence		OK		29.3371		22.3084		-0.395139		-1.66004		0.00045		0.00528116		yes

		XLOC_010782		XLOC_010782		AT2G43150		2:17945892-17947022		WT inflorescence		ebs inflorescence		OK		22.1643		16.843		-0.396096		-1.4065		0.00505		0.0374291		yes

		XLOC_026145		XLOC_026145		AT5G13740		5:4432305-4436668		WT inflorescence		ebs inflorescence		OK		29.7384		22.568		-0.398052		-1.7944		0.0003		0.00373571		yes

		XLOC_003717		XLOC_003717		AT1G71090		1:26812211-26814130		WT inflorescence		ebs inflorescence		OK		17.2707		13.105		-0.398203		-1.46076		0.00325		0.0262224		yes

		XLOC_014137		XLOC_014137		AT3G07720		3:2465364-2467233		WT inflorescence		ebs inflorescence		OK		27.0713		20.5413		-0.398236		-1.58273		0.0011		0.0109984		yes

		XLOC_025384		XLOC_025384		AT4G38660		4:18066176-18068205		WT inflorescence		ebs inflorescence		OK		100.872		76.503		-0.398931		-1.90502		0.0001		0.0014466		yes

		XLOC_001463		XLOC_001463		AT1G27360		1:9501076-9503869		WT inflorescence		ebs inflorescence		OK		17.6715		13.3956		-0.399657		-1.41808		0.00255		0.0217171		yes

		XLOC_015338		XLOC_015338		AT3G28050		3:10442813-10445398		WT inflorescence		ebs inflorescence		OK		61.3913		46.5368		-0.399662		-1.92056		5.00E-05		0.000788747		yes

		XLOC_017323		XLOC_017323		AT3G05690		3:1676545-1678932		WT inflorescence		ebs inflorescence		OK		57.1085		43.2903		-0.399662		-1.88744		0.0001		0.0014466		yes

		XLOC_025250		XLOC_025250		AT4G36360		4:17176341-17181261		WT inflorescence		ebs inflorescence		OK		84.29		63.8245		-0.401251		-1.54208		0.00335		0.0268171		yes

		XLOC_002308		XLOC_002308		AT1G44750		1:16892638-16895465		WT inflorescence		ebs inflorescence		OK		39.2422		29.7128		-0.401321		-1.84721		0.0002		0.00265586		yes

		XLOC_007769		XLOC_007769		AT1G70782		1:26695165-26696392		WT inflorescence		ebs inflorescence		OK		152.055		115.126		-0.401372		-1.94875		0.0001		0.0014466		yes

		XLOC_024494		XLOC_024494		AT4G22756		4:11954839-11956813		WT inflorescence		ebs inflorescence		OK		19.534		14.7877		-0.401593		-1.53728		0.00195		0.017399		yes

		XLOC_001083		XLOC_001083		AT1G20120		1:6975387-6977264		WT inflorescence		ebs inflorescence		OK		16.4118		12.4138		-0.402785		-1.28403		0.00615		0.0432856		yes

		XLOC_012383		XLOC_012383		AT2G23950		2:10187042-10190412		WT inflorescence		ebs inflorescence		OK		20.0671		15.1689		-0.403718		-1.83715		0.0002		0.00265586		yes

		XLOC_029307		XLOC_029307		AT5G03050		5:715028-716321		WT inflorescence		ebs inflorescence		OK		25.7616		19.4701		-0.403967		-1.40376		0.004		0.031093		yes

		XLOC_007225		XLOC_007225		AT1G61380		1:22646071-22649521		WT inflorescence		ebs inflorescence		OK		11.0769		8.37159		-0.403987		-1.49142		0.00155		0.0144759		yes

		XLOC_004872		XLOC_004872		AT1G11670		1:3928161-3931576		WT inflorescence		ebs inflorescence		OK		24.2208		18.3033		-0.404145		-1.81143		0.0003		0.00373571		yes

		XLOC_031654		XLOC_031654		AT5G45480		5:18425836-18432397		WT inflorescence		ebs inflorescence		OK		14.5378		10.9812		-0.404772		-1.31408		0.0047		0.0353749		yes

		XLOC_028280		XLOC_028280		AT5G51560		5:20945684-20948854		WT inflorescence		ebs inflorescence		OK		53.8274		40.6526		-0.404993		-1.9677		5.00E-05		0.000788747		yes

		XLOC_013659		XLOC_013659		AT2G46040		2:18935300-18938447		WT inflorescence		ebs inflorescence		OK		15.7982		11.9284		-0.405361		-1.6189		0.00105		0.0105762		yes

		XLOC_001196		XLOC_001196		AT1G22040		1:7767923-7770055		WT inflorescence		ebs inflorescence		OK		11.6232		8.77505		-0.405524		-1.43886		0.00405		0.031386		yes

		XLOC_024067		XLOC_024067		AT4G15830		4:8992969-8996601		WT inflorescence		ebs inflorescence		OK		50.367		38.0187		-0.405769		-1.47047		0.0029		0.024016		yes

		XLOC_016534		XLOC_016534		AT3G54020		3:20005732-20008254		WT inflorescence		ebs inflorescence		OK		12.3368		9.3064		-0.406678		-1.43859		0.00355		0.0281529		yes

		XLOC_014057		XLOC_014057		AT3G06300		3:1907581-1909804		WT inflorescence		ebs inflorescence		OK		31.6597		23.8803		-0.406825		-1.68097		0.0006		0.00670586		yes

		XLOC_015085		XLOC_015085		AT3G23670		3:8519163-8525289		WT inflorescence		ebs inflorescence		OK		24.2157		18.2624		-0.407063		-1.89765		0.00015		0.0020785		yes

		XLOC_029340		XLOC_029340		AT5G03630		5:922165-924683		WT inflorescence		ebs inflorescence		OK		40.5606		30.5798		-0.407503		-1.85915		0.00015		0.0020785		yes

		XLOC_016970		XLOC_016970		AT3G62060		3:22979954-22982944		WT inflorescence		ebs inflorescence		OK		17.0411		12.8457		-0.407734		-1.43376		0.0051		0.0376901		yes

		XLOC_026227		XLOC_026227		AT5G15310		5:4974670-4976227		WT inflorescence		ebs inflorescence		OK		41.8723		31.5548		-0.408137		-1.85093		0.0002		0.00265586		yes

		XLOC_029475		XLOC_029475		AT5G06150		5:1859278-1861649		WT inflorescence		ebs inflorescence		OK		57.5327		43.3008		-0.409987		-1.97831		5.00E-05		0.000788747		yes

		XLOC_005303		XLOC_005303		AT1G19730		1:6822863-6824071		WT inflorescence		ebs inflorescence		OK		39.8724		30.0023		-0.410317		-1.5564		0.00135		0.0129764		yes

		XLOC_007140		XLOC_007140		AT1G60160		1:22188113-22191395		WT inflorescence		ebs inflorescence		OK		43.8015		32.933		-0.411444		-1.77074		5.00E-05		0.000788747		yes

		XLOC_024089		XLOC_024089		AT4G16210		4:9176672-9178048		WT inflorescence		ebs inflorescence		OK		34.79		26.1566		-0.411497		-1.65854		0.00055		0.0062255		yes

		XLOC_003205		XLOC_003205		AT1G62040		1:22932759-22934549		WT inflorescence		ebs inflorescence		OK		24.1005		18.1162		-0.411782		-1.32487		0.0055		0.0398804		yes

		XLOC_007197		XLOC_007197		AT1G60960		1:22445309-22447214		WT inflorescence		ebs inflorescence		OK		23.8652		17.9367		-0.41199		-1.57749		0.0007		0.00759867		yes

		XLOC_012811		XLOC_012811		AT2G31070		2:13220477-13222609		WT inflorescence		ebs inflorescence		OK		46.7236		35.1103		-0.412258		-1.98651		5.00E-05		0.000788747		yes

		XLOC_000831		XLOC_000831		AT1G15920		1:5469388-5471149		WT inflorescence		ebs inflorescence		OK		23.9799		18.0177		-0.412408		-1.6576		0.00045		0.00528116		yes

		XLOC_017739		XLOC_017739		AT3G12870		3:4094416-4095037		WT inflorescence		ebs inflorescence		OK		80.39		60.377		-0.413018		-1.78929		0.0001		0.0014466		yes

		XLOC_020573		XLOC_020573		AT4G02800		4:1250014-1251681		WT inflorescence		ebs inflorescence		OK		56.4149		42.3501		-0.413713		-1.94653		0.00015		0.0020785		yes

		XLOC_015103		XLOC_015103		AT3G23920		3:8641568-8644449		WT inflorescence		ebs inflorescence		OK		56.1111		42.1203		-0.41377		-1.97754		5.00E-05		0.000788747		yes

		XLOC_004018		XLOC_004018		AT1G76620		1:28756520-28759297		WT inflorescence		ebs inflorescence		OK		18.6081		13.9571		-0.414929		-1.75875		0.0002		0.00265586		yes

		XLOC_007368		XLOC_007368		AT1G63670		1:23607421-23610653		WT inflorescence		ebs inflorescence		OK		24.6734		18.5044		-0.415086		-1.83405		0.0001		0.0014466		yes

		XLOC_016381		XLOC_016381		AT3G51280		3:19037139-19038951		WT inflorescence		ebs inflorescence		OK		55.9767		41.9569		-0.415918		-1.95517		0.0001		0.0014466		yes

		XLOC_014428		XLOC_014428		AT3G13510		3:4403499-4406091		WT inflorescence		ebs inflorescence		OK		73.2755		54.9074		-0.416331		-2.03279		5.00E-05		0.000788747		yes

		XLOC_007326		XLOC_007326		AT1G62870		1:23284011-23286760		WT inflorescence		ebs inflorescence		OK		10.5907		7.93558		-0.41639		-1.66169		0.0007		0.00759867		yes

		XLOC_017518		XLOC_017518		AT3G09190		3:2821478-2822687		WT inflorescence		ebs inflorescence		OK		14.1905		10.6312		-0.416613		-1.42322		0.0045		0.0342487		yes

		XLOC_007698		XLOC_007698		AT1G69460		1:26111808-26113243		WT inflorescence		ebs inflorescence		OK		104.839		78.5139		-0.41715		-1.6456		0.0021		0.0185187		yes

		XLOC_015154		XLOC_015154		AT3G24840		3:9066839-9070626		WT inflorescence		ebs inflorescence		OK		9.97899		7.47087		-0.417619		-1.50523		0.00195		0.017399		yes

		XLOC_017110		XLOC_017110		AT3G02110		3:370761-373722		WT inflorescence		ebs inflorescence		OK		114.005		85.3205		-0.418133		-1.99502		5.00E-05		0.000788747		yes

		XLOC_010487		XLOC_010487		AT2G38070		2:15928590-15930794		WT inflorescence		ebs inflorescence		OK		10.2861		7.69288		-0.419106		-1.46339		0.0013		0.0125967		yes

		XLOC_012521		XLOC_012521		AT2G26240		2:11167256-11168473		WT inflorescence		ebs inflorescence		OK		28.7201		21.4636		-0.420168		-1.38607		0.00585		0.0417649		yes

		XLOC_019854		XLOC_019854		AT3G54250		3:20082298-20084732		WT inflorescence		ebs inflorescence		OK		28.0919		20.9834		-0.420906		-1.32144		0.0031		0.0252519		yes

		XLOC_004280		XLOC_004280		AT1G01620		1:225664-227302		WT inflorescence		ebs inflorescence		OK		337.623		252.149		-0.421137		-1.8338		0.00035		0.00424685		yes

		XLOC_013639		XLOC_013639		AT2G45660		2:18807537-18811047		WT inflorescence		ebs inflorescence		OK		30.0224		22.4212		-0.421175		-1.82311		0.0002		0.00265586		yes

		XLOC_029328		XLOC_029328		AT5G03440		5:856871-858428		WT inflorescence		ebs inflorescence		OK		23.4017		17.4605		-0.42252		-1.33512		0.0059		0.0419604		yes

		XLOC_004094		XLOC_004094		AT1G78020		1:29338692-29339755		WT inflorescence		ebs inflorescence		OK		140.444		104.783		-0.422587		-2.00902		5.00E-05		0.000788747		yes

		XLOC_025263		XLOC_025263		AT4G36550		4:17245399-17248461		WT inflorescence		ebs inflorescence		OK		6.72295		5.01307		-0.423401		-1.44692		0.0027		0.0226727		yes

		XLOC_004633		XLOC_004633		AT1G07670		1:2370051-2374545		WT inflorescence		ebs inflorescence		OK		28.3521		21.1209		-0.424786		-2.04944		5.00E-05		0.000788747		yes

		XLOC_029440		XLOC_029440		AT5G05370		5:1590035-1591903		WT inflorescence		ebs inflorescence		OK		95.7815		71.2945		-0.425956		-1.6133		0.0008		0.00850318		yes

		XLOC_021204		XLOC_021204		AT4G10360		4:6420454-6422380		WT inflorescence		ebs inflorescence		OK		34.7111		25.8351		-0.426067		-1.4346		0.004		0.031093		yes

		XLOC_001839		XLOC_001839		AT1G33590		1:12177776-12179413		WT inflorescence		ebs inflorescence		OK		85.1601		63.3726		-0.426319		-1.89027		5.00E-05		0.000788747		yes

		XLOC_030501		XLOC_030501		AT5G25475		5:8867796-8869821		WT inflorescence		ebs inflorescence		OK		46.4399		34.5561		-0.426424		-1.81148		0.00025		0.00319302		yes

		XLOC_017492		XLOC_017492		AT3G08770		3:2664129-2664834		WT inflorescence		ebs inflorescence		OK		2225.51		1655.93		-0.426499		-1.46073		0.00295		0.0243214		yes

		XLOC_012053		XLOC_012053		AT2G18162		2:7898011-7899242		WT inflorescence		ebs inflorescence		OK		99.8866		74.2906		-0.427111		-2.06623		5.00E-05		0.000788747		yes

		XLOC_026283		XLOC_026283		AT5G16240		5:5306806-5309932		WT inflorescence		ebs inflorescence		OK		13.0714		9.71952		-0.427458		-1.41688		0.0052		0.0381389		yes

		XLOC_026763		XLOC_026763		AT5G25900		5:9036017-9038406		WT inflorescence		ebs inflorescence		OK		37.0416		27.5351		-0.427877		-1.39186		0.00215		0.018878		yes

		XLOC_027846		XLOC_027846		AT5G44070		5:17734737-17737859		WT inflorescence		ebs inflorescence		OK		28.9738		21.4996		-0.430434		-1.45503		0.0052		0.0381389		yes

		XLOC_005164		XLOC_005164		AT1G17140		1:5854147-5858550		WT inflorescence		ebs inflorescence		OK		102.57		76.0527		-0.431543		-1.67328		0.001		0.0101985		yes

		XLOC_014600		XLOC_014600		AT3G16170		3:5476073-5480302		WT inflorescence		ebs inflorescence		OK		29.8362		22.1163		-0.431958		-1.992		5.00E-05		0.000788747		yes

		XLOC_029617		XLOC_029617		AT5G09225		5:2869361-2871190		WT inflorescence		ebs inflorescence		OK		44.5648		33.0202		-0.432553		-1.36645		0.00685		0.0472344		yes

		XLOC_013826		XLOC_013826		AT3G02120		3:377096-377713		WT inflorescence		ebs inflorescence		OK		91.9273		68.0814		-0.433234		-1.57656		0.0008		0.00850318		yes

		XLOC_014295		XLOC_014295		AT3G10985		3:3442527-3443445		WT inflorescence		ebs inflorescence		OK		95.3142		70.5708		-0.433621		-1.98972		0.00015		0.0020785		yes

		XLOC_014604		XLOC_014604		AT3G16240		3:5505403-5508414		WT inflorescence		ebs inflorescence		OK		506.996		375.337		-0.433787		-1.68367		0.001		0.0101985		yes

		XLOC_003571		XLOC_003571		AT1G68570		1:25746735-25750275		WT inflorescence		ebs inflorescence		OK		59.5832		44.0906		-0.434436		-1.48861		0.00435		0.0332684		yes

		XLOC_010541		XLOC_010541		AT2G38970		2:16273900-16276872		WT inflorescence		ebs inflorescence		OK		18.2397		13.4951		-0.434647		-1.46828		0.0052		0.0381389		yes

		XLOC_015165		XLOC_015165		AT3G25070		3:9132309-9134030		WT inflorescence		ebs inflorescence		OK		39.5323		29.2482		-0.434685		-1.86892		0.00015		0.0020785		yes

		XLOC_032417		XLOC_032417		AT5G59220		5:23894403-23896619		WT inflorescence		ebs inflorescence		OK		47.5108		35.1219		-0.435884		-2.045		5.00E-05		0.000788747		yes

		XLOC_030318		XLOC_030318		AT5G22400		5:7422715-7425467		WT inflorescence		ebs inflorescence		OK		14.4428		10.6739		-0.436268		-1.71231		0.0006		0.00670586		yes

		XLOC_014523		XLOC_014523		AT3G15020		3:5056067-5058248		WT inflorescence		ebs inflorescence		OK		44.1812		32.6451		-0.436565		-2.01428		5.00E-05		0.000788747		yes

		XLOC_001524		XLOC_001524		AT1G28380		1:9963592-9968301		WT inflorescence		ebs inflorescence		OK		23.1994		17.1387		-0.436832		-1.52851		0.00235		0.0203278		yes

		XLOC_022149		XLOC_022149		AT4G26255		4:13293940-13296465		WT inflorescence		ebs inflorescence		OK		13.6193		10.0544		-0.437835		-1.47605		0.00335		0.0268171		yes

		XLOC_021567		XLOC_021567		AT4G16110		4:9112685-9116164		WT inflorescence		ebs inflorescence		OK		12.0751		8.91284		-0.438082		-1.82943		0.0001		0.0014466		yes

		XLOC_009789		XLOC_009789		AT2G25590		2:10890902-10893772		WT inflorescence		ebs inflorescence		OK		12.2053		9.00299		-0.439034		-1.38135		0.00485		0.0362763		yes

		XLOC_018305		XLOC_018305		AT3G22880		3:8097686-8100820		WT inflorescence		ebs inflorescence		OK		21.465		15.8311		-0.43922		-1.71634		0.00065		0.00716651		yes

		XLOC_017722		XLOC_017722		AT3G12610		3:4006398-4007807		WT inflorescence		ebs inflorescence		OK		67.9923		50.1367		-0.439504		-2.07953		5.00E-05		0.000788747		yes

		XLOC_000449		XLOC_000449		AT1G09310		1:3009054-3009880		WT inflorescence		ebs inflorescence		OK		466.975		344.312		-0.43963		-1.85985		0.0002		0.00265586		yes

		XLOC_007654		XLOC_007654		AT1G68710		1:25792817-25798257		WT inflorescence		ebs inflorescence		OK		14.4555		10.6578		-0.43971		-1.8747		0.0002		0.00265586		yes

		XLOC_019925		XLOC_019925		AT3G55360		3:20520929-20523014		WT inflorescence		ebs inflorescence		OK		126.332		93.1303		-0.439897		-2.12758		0.00015		0.0020785		yes

		XLOC_021328		XLOC_021328		AT4G12460		4:7391276-7396509		WT inflorescence		ebs inflorescence		OK		16.3808		12.0686		-0.440749		-1.72374		0.0005		0.00577165		yes

		XLOC_013521		XLOC_013521		AT2G43375		2:18017115-18018691		WT inflorescence		ebs inflorescence		OK		7.65678		5.64029		-0.440969		-1.35503		0.00705		0.0482061		yes

		XLOC_021078		XLOC_021078		AT4G08685		4:5550428-5553151		WT inflorescence		ebs inflorescence		OK		152.692		112.471		-0.441079		-1.58209		0.00125		0.0121933		yes

		XLOC_025179		XLOC_025179		AT4G34980		4:16656690-16659339		WT inflorescence		ebs inflorescence		OK		142.114		104.66		-0.441331		-1.96643		0.0001		0.0014466		yes

		XLOC_001065		XLOC_001065		AT1G19830		1:6852154-6852872		WT inflorescence		ebs inflorescence		OK		41.5942		30.6275		-0.441556		-1.69747		0.0003		0.00373571		yes

		XLOC_002541		XLOC_002541		AT1G49870		1:18460211-18463785		WT inflorescence		ebs inflorescence		OK		16.8136		12.3713		-0.442633		-1.92412		0.0002		0.00265586		yes

		XLOC_014323		XLOC_014323		AT3G11420		3:3591474-3594570		WT inflorescence		ebs inflorescence		OK		14.9552		10.9995		-0.443211		-1.8371		0.0002		0.00265586		yes

		XLOC_021201		XLOC_021201		AT4G10330		4:6406540-6407777		WT inflorescence		ebs inflorescence		OK		21.4623		15.7829		-0.443438		-1.62362		0.0013		0.0125967		yes

		XLOC_026593		XLOC_026593		AT5G22630		5:7524341-7526160		WT inflorescence		ebs inflorescence		OK		17.0205		12.5159		-0.443511		-1.81855		0.00015		0.0020785		yes

		XLOC_028220		XLOC_028220		AT5G50375		5:20511666-20514249		WT inflorescence		ebs inflorescence		OK		30.3908		22.3467		-0.443575		-1.70073		0.001		0.0101985		yes

		XLOC_013491		XLOC_013491		AT2G42800		2:17807941-17809590		WT inflorescence		ebs inflorescence		OK		58.0543		42.6716		-0.444129		-2.07134		5.00E-05		0.000788747		yes

		XLOC_030291		XLOC_030291		AT5G21950		5:7253920-7255944		WT inflorescence		ebs inflorescence		OK		31.1696		22.9073		-0.444333		-1.62639		0.00055		0.0062255		yes

		XLOC_011227		XLOC_011227		AT2G03740		2:1142724-1143988		WT inflorescence		ebs inflorescence		OK		75.2181		55.2696		-0.444595		-1.88458		0.0001		0.0014466		yes

		XLOC_026063		XLOC_026063		AT5G11690		5:3761243-3762346		WT inflorescence		ebs inflorescence		OK		32.1723		23.6381		-0.444709		-1.67318		0.001		0.0101985		yes

		XLOC_024331		XLOC_024331		AT4G19880		4:10784390-10786556		WT inflorescence		ebs inflorescence		OK		20.6607		15.1764		-0.445057		-1.73646		0.0005		0.00577165		yes

		XLOC_030505		XLOC_030505		AT5G25540		5:8891524-8892990		WT inflorescence		ebs inflorescence		OK		63.1441		46.3446		-0.446245		-2.01742		5.00E-05		0.000788747		yes

		XLOC_028663		XLOC_028663		AT5G57800		5:23420208-23424052		WT inflorescence		ebs inflorescence		OK		91.5541		67.1778		-0.44664		-2.1078		5.00E-05		0.000788747		yes

		XLOC_006431		XLOC_006431		AT1G44170		1:16794828-16800321		WT inflorescence		ebs inflorescence		OK		42.6449		31.29		-0.44667		-1.97474		5.00E-05		0.000788747		yes

		XLOC_017777		XLOC_017777		AT3G13310		3:4310607-4311441		WT inflorescence		ebs inflorescence		OK		35.0773		25.7309		-0.447036		-1.72558		0.00035		0.00424685		yes

		XLOC_019927		XLOC_019927		AT3G55430		3:20549598-20552215		WT inflorescence		ebs inflorescence		OK		65.9034		48.2987		-0.448369		-2.18017		5.00E-05		0.000788747		yes

		XLOC_026103		XLOC_026103		AT5G12970		5:4102134-4105327		WT inflorescence		ebs inflorescence		OK		13.0282		9.54465		-0.448875		-1.33632		0.0025		0.0213715		yes

		XLOC_011266		XLOC_011266		AT2G04240		2:1461629-1462937		WT inflorescence		ebs inflorescence		OK		38.921		28.5139		-0.44888		-1.76472		0.0005		0.00577165		yes

		XLOC_009855		XLOC_009855		AT2G26710		2:11380491-11383612		WT inflorescence		ebs inflorescence		OK		9.56573		7.00658		-0.449166		-1.53531		0.0014		0.0133751		yes

		XLOC_000294		XLOC_000294		AT1G06420		1:1958922-1959947		WT inflorescence		ebs inflorescence		OK		31.6474		23.1791		-0.449258		-1.81613		0.00015		0.0020785		yes

		XLOC_029410		XLOC_029410		AT5G04860		5:1411564-1414677		WT inflorescence		ebs inflorescence		OK		5.26907		3.85796		-0.44971		-1.32338		0.0055		0.0398804		yes

		XLOC_012902		XLOC_012902		AT2G32690		2:13863716-13864596		WT inflorescence		ebs inflorescence		OK		518.87		379.837		-0.449993		-2.03673		5.00E-05		0.000788747		yes

		XLOC_032091		XLOC_032091		AT5G53210		5:21586605-21588941		WT inflorescence		ebs inflorescence		OK		27.5778		20.1865		-0.45012		-1.80514		0.00055		0.0062255		yes

		XLOC_012502		XLOC_012502		AT2G25880		2:11034651-11036910		WT inflorescence		ebs inflorescence		OK		27.5027		20.1237		-0.450675		-1.6684		0.00025		0.00319302		yes

		XLOC_023083		XLOC_023083		AT4G02290		4:1002393-1005253		WT inflorescence		ebs inflorescence		OK		91.0584		66.5997		-0.451276		-2.1835		5.00E-05		0.000788747		yes

		XLOC_008353		XLOC_008353		AT2G01760		2:332966-334696		WT inflorescence		ebs inflorescence		OK		26.2777		19.2181		-0.451378		-1.71434		0.0003		0.00373571		yes

		XLOC_022469		XLOC_022469		AT4G31840		4:15401639-15402617		WT inflorescence		ebs inflorescence		OK		264.614		193.518		-0.45142		-2.17715		5.00E-05		0.000788747		yes

		XLOC_003445		XLOC_003445		AT1G66250		1:24692893-24695515		WT inflorescence		ebs inflorescence		OK		31.0287		22.6907		-0.451502		-1.96273		5.00E-05		0.000788747		yes

		XLOC_004690		XLOC_004690		AT1G08560		1:2709631-2710912		WT inflorescence		ebs inflorescence		OK		151.358		110.666		-0.451747		-2.1213		5.00E-05		0.000788747		yes

		XLOC_025324		XLOC_025324		AT4G37490		4:17621885-17624285		WT inflorescence		ebs inflorescence		OK		28.4024		20.7554		-0.452521		-1.5158		0.0047		0.0353749		yes

		XLOC_027946		XLOC_027946		AT5G45700		5:18537348-18538196		WT inflorescence		ebs inflorescence		OK		55.181		40.3139		-0.452895		-1.97458		0.0001		0.0014466		yes

		XLOC_023790		XLOC_023790		AT4G11820		4:7108914-7112480		WT inflorescence		ebs inflorescence		OK		107.902		78.8087		-0.453288		-1.46121		0.0051		0.0376901		yes

		XLOC_030600		XLOC_030600		AT5G27520		5:9714381-9716354		WT inflorescence		ebs inflorescence		OK		16.7656		12.2423		-0.453634		-1.66111		0.00055		0.0062255		yes

		XLOC_025165		XLOC_025165		AT4G34630		4:16536864-16537746		WT inflorescence		ebs inflorescence		OK		53.1572		38.784		-0.454803		-1.9607		5.00E-05		0.000788747		yes

		XLOC_001133		XLOC_001133		AT1G20980		1:7324587-7329385		WT inflorescence		ebs inflorescence		OK		51.9859		37.9265		-0.454915		-2.17889		5.00E-05		0.000788747		yes

		XLOC_031768		XLOC_031768		AT5G47445		5:19246345-19247917		WT inflorescence		ebs inflorescence		OK		8.89201		6.48108		-0.456276		-1.47378		0.00335		0.0268171		yes

		XLOC_028849		XLOC_028849		AT5G61190		5:24615316-24620053		WT inflorescence		ebs inflorescence		OK		23.7928		17.3415		-0.456297		-2.10456		5.00E-05		0.000788747		yes

		XLOC_005353		XLOC_005353		AT1G20610		1:7134789-7137781		WT inflorescence		ebs inflorescence		OK		27.5693		20.0838		-0.457032		-1.48145		0.0029		0.024016		yes

		XLOC_014083		XLOC_014083		AT3G06760		3:2132757-2134556		WT inflorescence		ebs inflorescence		OK		31.9024		23.233		-0.457491		-1.38388		0.00695		0.0477304		yes

		XLOC_020227		XLOC_020227		AT3G60840		3:22477572-22480463		WT inflorescence		ebs inflorescence		OK		19.4336		14.1485		-0.457902		-1.97963		0.0001		0.0014466		yes

		XLOC_027797		XLOC_027797		AT5G43330		5:17390432-17392645		WT inflorescence		ebs inflorescence		OK		22.5297		16.3967		-0.458423		-1.71952		0.00115		0.0114144		yes

		XLOC_029697		XLOC_029697		AT5G10450		5:3283852-3286347		WT inflorescence		ebs inflorescence		OK		165.293		120.265		-0.458811		-2.17645		0.0001		0.0014466		yes

		XLOC_032059		XLOC_032059		AT5G52547		5:21326118-21327471		WT inflorescence		ebs inflorescence		OK		26.9025		19.5703		-0.459073		-1.39167		0.0052		0.0381389		yes

		XLOC_012310		XLOC_012310		AT2G22690		2:9649689-9651439		WT inflorescence		ebs inflorescence		OK		10.0706		7.32437		-0.459367		-1.34989		0.00615		0.0432856		yes

		XLOC_026509		XLOC_026509		AT5G20250		5:6833658-6836782		WT inflorescence		ebs inflorescence		OK		32.8484		23.8907		-0.459374		-1.75042		0.0001		0.0014466		yes

		XLOC_029083		XLOC_029083		AT5G65470		5:26172130-26175033		WT inflorescence		ebs inflorescence		OK		50.1321		36.4388		-0.460259		-2.18602		5.00E-05		0.000788747		yes

		XLOC_007466		XLOC_007466		AT1G65560		1:24371386-24373798		WT inflorescence		ebs inflorescence		OK		21.4886		15.6164		-0.460511		-1.8133		5.00E-05		0.000788747		yes

		XLOC_000188		XLOC_000188		AT1G04425		1:1194186-1196889		WT inflorescence		ebs inflorescence		OK		165.325		120.137		-0.46062		-2.062		5.00E-05		0.000788747		yes

		XLOC_017651		XLOC_017651		AT3G11520		3:3625323-3627273		WT inflorescence		ebs inflorescence		OK		15.8668		11.5283		-0.460829		-1.59372		0.001		0.0101985		yes

		XLOC_022873		XLOC_022873		AT4G39210		4:18259608-18263417		WT inflorescence		ebs inflorescence		OK		16.5731		12.0412		-0.460864		-1.91306		5.00E-05		0.000788747		yes

		XLOC_028375		XLOC_028375		AT5G53120		5:21534472-21541029		WT inflorescence		ebs inflorescence		OK		49.9516		36.2676		-0.461851		-1.61906		0.00135		0.0129764		yes

		XLOC_004920		XLOC_004920		AT1G12570		1:4277992-4280862		WT inflorescence		ebs inflorescence		OK		72.6495		52.7353		-0.462184		-2.18208		5.00E-05		0.000788747		yes

		XLOC_002722		XLOC_002722		AT1G53110		1:19790188-19792489		WT inflorescence		ebs inflorescence		OK		8.66342		6.28527		-0.462962		-1.48236		0.00305		0.0249142		yes

		XLOC_024965		XLOC_024965		AT4G31130		4:15136934-15138840		WT inflorescence		ebs inflorescence		OK		31.1819		22.6213		-0.463028		-1.88413		0.00025		0.00319302		yes

		XLOC_019909		XLOC_019909		AT3G55090		3:20416341-20418552		WT inflorescence		ebs inflorescence		OK		7.87185		5.70947		-0.463346		-1.62095		0.0011		0.0109984		yes

		XLOC_022385		XLOC_022385		AT4G30350		4:14847739-14851143		WT inflorescence		ebs inflorescence		OK		23.6781		17.1722		-0.463481		-2.13961		5.00E-05		0.000788747		yes

		XLOC_025636		XLOC_025636		AT5G03610		5:915464-918485		WT inflorescence		ebs inflorescence		OK		79.1937		57.4208		-0.463812		-2.2515		5.00E-05		0.000788747		yes

		XLOC_007929		XLOC_007929		AT1G74030		1:27839183-27841939		WT inflorescence		ebs inflorescence		OK		37.9092		27.4691		-0.464739		-2.15127		5.00E-05		0.000788747		yes

		XLOC_013364		XLOC_013364		AT2G40600		2:16946869-16948561		WT inflorescence		ebs inflorescence		OK		38.1606		27.6074		-0.46703		-1.19582		0.0034		0.0271534		yes

		XLOC_010673		XLOC_010673		AT2G41220		2:17177663-17188751		WT inflorescence		ebs inflorescence		OK		30.8392		22.2966		-0.467942		-2.18411		5.00E-05		0.000788747		yes

		XLOC_003700		XLOC_003700		AT1G70700		1:26654767-26657064		WT inflorescence		ebs inflorescence		OK		63.6846		46.0214		-0.46864		-2.16527		5.00E-05		0.000788747		yes

		XLOC_004677		XLOC_004677		AT1G08230		1:2583653-2586744		WT inflorescence		ebs inflorescence		OK		21.942		15.8535		-0.468897		-1.64325		0.0005		0.00577165		yes

		XLOC_029358		XLOC_029358		AT5G03870		5:1035657-1036967		WT inflorescence		ebs inflorescence		OK		36.7297		26.527		-0.469489		-2.09912		5.00E-05		0.000788747		yes

		XLOC_012125		XLOC_012125		AT2G19580		2:8472133-8475221		WT inflorescence		ebs inflorescence		OK		10.3597		7.48001		-0.469871		-1.3683		0.0051		0.0376901		yes

		XLOC_028705		XLOC_028705		AT5G58520		5:23655233-23658162		WT inflorescence		ebs inflorescence		OK		15.9125		11.4809		-0.47093		-1.61705		0.0014		0.0133751		yes

		XLOC_005773		XLOC_005773		AT1G28710		1:10086599-10089772		WT inflorescence		ebs inflorescence		OK		40.0514		28.868		-0.472384		-2.00257		5.00E-05		0.000788747		yes

		XLOC_027629		XLOC_027629		AT5G40760		5:16310747-16314774		WT inflorescence		ebs inflorescence		OK		49.0475		35.3238		-0.473538		-2.22738		5.00E-05		0.000788747		yes

		XLOC_017621		XLOC_017621		AT3G10960		3:3424812-3426997		WT inflorescence		ebs inflorescence		OK		17.4238		12.5398		-0.474537		-2.00667		5.00E-05		0.000788747		yes

		XLOC_032479		XLOC_032479		AT5G60400		5:24291139-24292162		WT inflorescence		ebs inflorescence		OK		163.463		117.553		-0.475657		-2.0583		0.0001		0.0014466		yes

		XLOC_017566		XLOC_017566		AT3G10040		3:3096414-3098071		WT inflorescence		ebs inflorescence		OK		18.8274		13.5381		-0.475804		-1.90351		5.00E-05		0.000788747		yes

		XLOC_019894		XLOC_019894		AT3G54880		3:20336855-20338522		WT inflorescence		ebs inflorescence		OK		33.0971		23.7727		-0.477396		-1.7984		0.0005		0.00577165		yes

		XLOC_012947		XLOC_012947		AT2G33400		2:14151134-14154530		WT inflorescence		ebs inflorescence		OK		31.7539		22.797		-0.478089		-1.80049		0.00035		0.00424685		yes

		XLOC_028513		XLOC_028513		AT5G55180		5:22388781-22390714		WT inflorescence		ebs inflorescence		OK		118.13		84.8047		-0.478161		-2.22589		5.00E-05		0.000788747		yes

		XLOC_014014		XLOC_014014		AT3G05500		3:1593433-1595015		WT inflorescence		ebs inflorescence		OK		71.2605		51.1563		-0.478191		-2.13505		5.00E-05		0.000788747		yes

		XLOC_021064		XLOC_021064		AT4G08510		4:5410295-5413453		WT inflorescence		ebs inflorescence		OK		11.9654		8.58955		-0.478214		-2.01508		5.00E-05		0.000788747		yes

		XLOC_032571		XLOC_032571		AT5G62130		5:24950263-24953232		WT inflorescence		ebs inflorescence		OK		16.3562		11.7306		-0.479553		-1.82218		0.00045		0.00528116		yes

		XLOC_000469		XLOC_000469		AT1G09600		1:3108616-3111318		WT inflorescence		ebs inflorescence		OK		5.56565		3.99074		-0.479894		-1.48146		0.0033		0.0265		yes

		XLOC_025405		XLOC_025405		AT4G38950		4:18154394-18159936		WT inflorescence		ebs inflorescence		OK		37.8168		27.1156		-0.479904		-2.28859		5.00E-05		0.000788747		yes

		XLOC_024510		XLOC_024510		AT4G23010		4:12060130-12062858		WT inflorescence		ebs inflorescence		OK		14.849		10.6437		-0.480366		-1.75259		0.0003		0.00373571		yes

		XLOC_013475		XLOC_013475		AT2G42490		2:17691406-17695853		WT inflorescence		ebs inflorescence		OK		30.4227		21.8059		-0.480428		-2.17329		5.00E-05		0.000788747		yes

		XLOC_004337		XLOC_004337		AT1G02660		1:571954-574981		WT inflorescence		ebs inflorescence		OK		5.73327		4.10662		-0.481407		-1.49291		0.0021		0.0185187		yes

		XLOC_024176		XLOC_024176		AT4G17486		4:9749727-9751709		WT inflorescence		ebs inflorescence		OK		37.9985		27.2155		-0.481512		-1.58584		0.00135		0.0129764		yes

		XLOC_030214		XLOC_030214		AT5G19930		5:6737522-6739390		WT inflorescence		ebs inflorescence		OK		17.0717		12.2224		-0.482075		-1.57781		0.00085		0.00894144		yes

		XLOC_028158		XLOC_028158		AT5G49390		5:20027339-20030361		WT inflorescence		ebs inflorescence		OK		7.57693		5.42133		-0.482967		-1.4055		0.00565		0.0407219		yes

		XLOC_031685		XLOC_031685		AT5G45960		5:18637022-18640361		WT inflorescence		ebs inflorescence		OK		21.5498		15.4189		-0.48297		-1.17713		0.0048		0.0359683		yes

		XLOC_017827		XLOC_017827		AT3G14070		3:4661142-4663074		WT inflorescence		ebs inflorescence		OK		6.72955		4.80809		-0.485045		-1.53442		0.003		0.0246142		yes

		XLOC_005503		XLOC_005503		AT1G23330		1:8279587-8281891		WT inflorescence		ebs inflorescence		OK		15.1027		10.7832		-0.48602		-1.67886		0.0004		0.00477681		yes

		XLOC_019804		XLOC_019804		AT3G53310		3:19766663-19768599		WT inflorescence		ebs inflorescence		OK		47.3306		33.7799		-0.48661		-2.2149		5.00E-05		0.000788747		yes

		XLOC_001672		XLOC_001672		AT1G30690		1:10887606-10890332		WT inflorescence		ebs inflorescence		OK		101.627		72.4829		-0.487566		-2.34575		5.00E-05		0.000788747		yes

		XLOC_029048		XLOC_029048		AT5G64850		5:25921408-25923358		WT inflorescence		ebs inflorescence		OK		25.3664		18.0846		-0.488157		-1.70722		0.00095		0.00978644		yes

		XLOC_007901		XLOC_007901		AT1G73500		1:27639090-27640529		WT inflorescence		ebs inflorescence		OK		11.354		8.09232		-0.488571		-1.60444		0.00145		0.0137497		yes

		XLOC_019900		XLOC_019900		AT3G54950		3:20358895-20361233		WT inflorescence		ebs inflorescence		OK		13.6423		9.71676		-0.489536		-1.96559		5.00E-05		0.000788747		yes

		XLOC_002651		XLOC_002651		AT1G51760		1:19199418-19201642		WT inflorescence		ebs inflorescence		OK		24.5689		17.4919		-0.490147		-2.09711		5.00E-05		0.000788747		yes

		XLOC_002818		XLOC_002818		AT1G54730		1:20424409-20430123		WT inflorescence		ebs inflorescence		OK		32.2604		22.9612		-0.490566		-1.45061		0.0027		0.0226727		yes

		XLOC_023246		XLOC_023246		AT4G04630		4:2331676-2332800		WT inflorescence		ebs inflorescence		OK		49.0068		34.8753		-0.490775		-2.22495		5.00E-05		0.000788747		yes

		XLOC_014470		XLOC_014470		AT3G14190		3:4710482-4711969		WT inflorescence		ebs inflorescence		OK		57.123		40.6479		-0.49089		-2.15268		5.00E-05		0.000788747		yes

		XLOC_021908		XLOC_021908		AT4G21980		4:11655588-11659167		WT inflorescence		ebs inflorescence		OK		57.3453		40.7933		-0.491344		-1.52846		0.00285		0.0236788		yes

		XLOC_032058		XLOC_032058		AT5G52540,AT5G52545		5:21321427-21325596		WT inflorescence		ebs inflorescence		OK		60.7469		43.1932		-0.492006		-2.19604		5.00E-05		0.000788747		yes

		XLOC_031940		XLOC_031940		AT5G50400		5:20523574-20526469		WT inflorescence		ebs inflorescence		OK		16.4823		11.7166		-0.492368		-1.97344		0.0001		0.0014466		yes

		XLOC_029286		XLOC_029286		AT5G02502		5:558284-559235		WT inflorescence		ebs inflorescence		OK		47.0293		33.4038		-0.493548		-1.70154		0.0006		0.00670586		yes

		XLOC_014516		XLOC_014516		AT3G14920		3:5018274-5020273		WT inflorescence		ebs inflorescence		OK		18.499		13.1296		-0.494626		-2.12055		5.00E-05		0.000788747		yes

		XLOC_030697		XLOC_030697		AT5G28640		5:10647569-10649892		WT inflorescence		ebs inflorescence		OK		181.364		128.703		-0.494843		-2.38131		5.00E-05		0.000788747		yes

		XLOC_014418		XLOC_014418		AT3G13420		3:4364526-4366791		WT inflorescence		ebs inflorescence		OK		8.71849		6.18594		-0.495086		-1.4483		0.00445		0.0339188		yes

		XLOC_032046		XLOC_032046		AT5G52320		5:21244977-21246682		WT inflorescence		ebs inflorescence		OK		12.8889		9.14193		-0.495557		-1.14603		0.00735		0.0497901		yes

		XLOC_023245		XLOC_023245		AT4G04620		4:2328448-2330200		WT inflorescence		ebs inflorescence		OK		39.4061		27.9471		-0.495723		-1.7462		0.00035		0.00424685		yes

		XLOC_024448		XLOC_024448		AT4G22120		4:11715775-11719828		WT inflorescence		ebs inflorescence		OK		23.6111		16.7177		-0.49809		-2.24486		5.00E-05		0.000788747		yes

		XLOC_032500		XLOC_032500		AT5G60840		5:24472638-24474491		WT inflorescence		ebs inflorescence		OK		27.7925		19.6723		-0.49853		-1.30767		0.0035		0.0278105		yes

		XLOC_029033		XLOC_029033		AT5G64620		5:25831833-25832502		WT inflorescence		ebs inflorescence		OK		152.449		107.869		-0.499044		-1.67129		0.0001		0.0014466		yes

		XLOC_030260		XLOC_030260		AT5G20830		5:7050225-7055195		WT inflorescence		ebs inflorescence		OK		23.954		16.9429		-0.499586		-2.34201		5.00E-05		0.000788747		yes

		XLOC_005610		XLOC_005610		AT1G25470,AT1G25472		1:8944608-8946628		WT inflorescence		ebs inflorescence		OK		29.1144		20.5804		-0.500464		-2.18767		5.00E-05		0.000788747		yes

		XLOC_026360		XLOC_026360		AT5G17800		5:5877188-5879331		WT inflorescence		ebs inflorescence		OK		11.5882		8.19111		-0.500527		-1.48318		0.0018		0.0163394		yes

		XLOC_020386		XLOC_020386		AT3G63220		3:23357391-23359238		WT inflorescence		ebs inflorescence		OK		12.7362		8.99125		-0.502342		-1.61491		0.00045		0.00528116		yes

		XLOC_025817		XLOC_025817		AT5G06870		5:2133917-2135166		WT inflorescence		ebs inflorescence		OK		26.7056		18.8394		-0.50339		-1.09482		0.0067		0.0464198		yes

		XLOC_015222		XLOC_015222		AT3G25980		3:9503055-9509258		WT inflorescence		ebs inflorescence		OK		44.2053		31.168		-0.504152		-1.54506		0.00175		0.0159708		yes

		XLOC_003928		XLOC_003928		AT1G74940		1:28146058-28147378		WT inflorescence		ebs inflorescence		OK		26.2331		18.4822		-0.505252		-2.0316		0.0001		0.0014466		yes

		XLOC_004142		XLOC_004142		AT1G78960		1:29696469-29701263		WT inflorescence		ebs inflorescence		OK		21.5538		15.1784		-0.505917		-1.45082		0.00305		0.0249142		yes

		XLOC_008373		XLOC_008373		AT2G02100		2:528349-529108		WT inflorescence		ebs inflorescence		OK		2341.42		1648.79		-0.505977		-1.86108		0.00015		0.0020785		yes

		XLOC_022794		XLOC_022794		AT4G37580		4:17658611-17660878		WT inflorescence		ebs inflorescence		OK		4.853		3.41551		-0.506778		-1.36407		0.00625		0.0439136		yes

		XLOC_029486		XLOC_029486		AT5G06370		5:1947138-1948612		WT inflorescence		ebs inflorescence		OK		24.8492		17.4839		-0.507174		-1.93369		0.0001		0.0014466		yes

		XLOC_030395		XLOC_030395		AT5G23760		5:8013084-8014228		WT inflorescence		ebs inflorescence		OK		31.1338		21.8965		-0.507786		-1.52877		0.00145		0.0137497		yes

		XLOC_003610		XLOC_003610		AT1G69170		1:26005067-26007263		WT inflorescence		ebs inflorescence		OK		13.3635		9.39651		-0.5081		-1.92597		0.0001		0.0014466		yes

		XLOC_026154		XLOC_026154		AT5G13930		5:4488687-4495585		WT inflorescence		ebs inflorescence		OK		489.208		343.975		-0.508146		-1.94862		5.00E-05		0.000788747		yes

		XLOC_000491		XLOC_000491		AT1G10060		1:3284238-3287107		WT inflorescence		ebs inflorescence		OK		68.2493		47.9404		-0.509574		-2.35883		5.00E-05		0.000788747		yes

		XLOC_016663		XLOC_016663		AT3G56360		3:20896480-20897593		WT inflorescence		ebs inflorescence		OK		8.84417		6.2079		-0.510621		-1.36032		0.00555		0.0401715		yes

		XLOC_010568		XLOC_010568		AT2G39570		2:16507895-16510198		WT inflorescence		ebs inflorescence		OK		45.1362		31.6738		-0.510992		-2.39752		5.00E-05		0.000788747		yes

		XLOC_001159		XLOC_001159		AT1G21400		1:7493425-7496710		WT inflorescence		ebs inflorescence		OK		21.5481		15.1146		-0.51162		-2.22217		5.00E-05		0.000788747		yes

		XLOC_028567		XLOC_028567		AT5G56120		5:22721372-22725095		WT inflorescence		ebs inflorescence		OK		77.5371		54.3827		-0.511741		-2.11821		5.00E-05		0.000788747		yes

		XLOC_025926		XLOC_025926		AT5G08640		5:2803956-2805606		WT inflorescence		ebs inflorescence		OK		207.028		145.193		-0.511852		-2.40551		5.00E-05		0.000788747		yes

		XLOC_027652		XLOC_027652		AT5G41080		5:16441743-16443985		WT inflorescence		ebs inflorescence		OK		13.5045		9.46813		-0.512286		-1.36892		0.00135		0.0129764		yes

		XLOC_024123		XLOC_024123		AT4G16690		4:9392146-9393529		WT inflorescence		ebs inflorescence		OK		23.3184		16.3439		-0.512715		-1.94547		5.00E-05		0.000788747		yes

		XLOC_012394		XLOC_012394		AT2G24150		2:10265483-10267405		WT inflorescence		ebs inflorescence		OK		77.3535		54.2047		-0.513049		-2.33344		5.00E-05		0.000788747		yes

		XLOC_010889		XLOC_010889		AT2G45010		2:18567909-18569859		WT inflorescence		ebs inflorescence		OK		34.4238		24.1064		-0.513988		-2.14339		5.00E-05		0.000788747		yes

		XLOC_002933		XLOC_002933		AT1G56700		1:21256175-21257973		WT inflorescence		ebs inflorescence		OK		46.1978		32.3281		-0.515035		-2.26184		5.00E-05		0.000788747		yes

		XLOC_023253		XLOC_023253		AT4G04695		4:2381633-2383996		WT inflorescence		ebs inflorescence		OK		7.19473		5.03427		-0.515159		-1.47542		0.00295		0.0243214		yes

		XLOC_023285		XLOC_023285		AT4G05120		4:2632692-2635000		WT inflorescence		ebs inflorescence		OK		15.9075		11.1292		-0.515353		-1.69386		0.0007		0.00759867		yes

		XLOC_004177		XLOC_004177		AT1G79690		1:29985175-29993724		WT inflorescence		ebs inflorescence		OK		49.8219		34.8475		-0.515725		-2.3512		5.00E-05		0.000788747		yes

		XLOC_025160		XLOC_025160		AT4G34500		4:16487753-16490954		WT inflorescence		ebs inflorescence		OK		25.7853		18.0227		-0.516736		-1.87682		0.00085		0.00894144		yes

		XLOC_005612		XLOC_005612		AT1G25510		1:8959185-8960848		WT inflorescence		ebs inflorescence		OK		54.67		38.1988		-0.517223		-2.27016		5.00E-05		0.000788747		yes

		XLOC_017379		XLOC_017379		AT3G06435		3:1969120-1970784		WT inflorescence		ebs inflorescence		OK		5.52951		3.86326		-0.517333		-1.42535		0.00465		0.0351672		yes

		XLOC_011943		XLOC_011943		AT2G16270		2:7045537-7048326		WT inflorescence		ebs inflorescence		OK		22.7723		15.9031		-0.517975		-1.74041		5.00E-05		0.000788747		yes

		XLOC_004909		XLOC_004909		AT1G12380		1:4214261-4217132		WT inflorescence		ebs inflorescence		OK		21.4858		14.9956		-0.518839		-2.40505		5.00E-05		0.000788747		yes

		XLOC_019901		XLOC_019901		AT3G54960		3:20363309-20366840		WT inflorescence		ebs inflorescence		OK		35.9651		25.0783		-0.520157		-1.20549		0.0074		0.049996		yes

		XLOC_013274		XLOC_013274		AT2G39130		2:16321793-16327266		WT inflorescence		ebs inflorescence		OK		17.0902		11.9139		-0.52052		-1.75189		0.0005		0.00577165		yes

		XLOC_019657		XLOC_019657		AT3G50780		3:18875398-18877534		WT inflorescence		ebs inflorescence		OK		31.0882		21.6514		-0.521909		-1.84354		0.0002		0.00265586		yes

		XLOC_022891		XLOC_022891		AT4G39480		4:18362257-18364209		WT inflorescence		ebs inflorescence		OK		10.3542		7.21086		-0.521979		-1.80514		0.00025		0.00319302		yes

		XLOC_028525		XLOC_028525		AT5G55450		5:22467429-22468263		WT inflorescence		ebs inflorescence		OK		193.144		134.306		-0.524159		-2.53466		5.00E-05		0.000788747		yes

		XLOC_022413		XLOC_022413		AT4G30960		4:15067052-15069010		WT inflorescence		ebs inflorescence		OK		119.517		83.0717		-0.524786		-2.49259		5.00E-05		0.000788747		yes

		XLOC_004507		XLOC_004507		AT1G05440		1:1596006-1597848		WT inflorescence		ebs inflorescence		OK		13.5158		9.38883		-0.525625		-1.83141		0.0003		0.00373571		yes

		XLOC_028366		XLOC_028366		AT5G52990		5:21483927-21485287		WT inflorescence		ebs inflorescence		OK		10.3762		7.20514		-0.526187		-1.64927		0.0011		0.0109984		yes

		XLOC_020515		XLOC_020515		AT4G01883		4:813067-815170		WT inflorescence		ebs inflorescence		OK		18.0897		12.5584		-0.526518		-1.82328		0.0003		0.00373571		yes

		XLOC_024842		XLOC_024842		AT4G29080		4:14323360-14325328		WT inflorescence		ebs inflorescence		OK		53.6692		37.2288		-0.527673		-2.47373		5.00E-05		0.000788747		yes

		XLOC_028674		XLOC_028674		AT5G57970		5:23466717-23469015		WT inflorescence		ebs inflorescence		OK		18.6869		12.9413		-0.530046		-1.32827		0.00525		0.0384366		yes

		XLOC_025724		XLOC_025724		AT5G05270		5:1563319-1565007		WT inflorescence		ebs inflorescence		OK		143.712		99.3736		-0.532246		-2.57723		5.00E-05		0.000788747		yes

		XLOC_003226		XLOC_003226		AT1G62500		1:23132044-23133502		WT inflorescence		ebs inflorescence		OK		315.123		217.87		-0.532446		-2.31916		5.00E-05		0.000788747		yes

		XLOC_022143		XLOC_022143		AT4G26170		4:13256929-13259382		WT inflorescence		ebs inflorescence		OK		8.96568		6.19788		-0.532638		-1.68523		0.00075		0.00806418		yes

		XLOC_021956		XLOC_021956		AT4G22860		4:11997392-12001631		WT inflorescence		ebs inflorescence		OK		18.2264		12.5981		-0.532827		-1.82022		0.00025		0.00319302		yes

		XLOC_024476		XLOC_024476		AT4G22490		4:11849700-11850331		WT inflorescence		ebs inflorescence		OK		1020.33		704.694		-0.533964		-2.19769		5.00E-05		0.000788747		yes

		XLOC_012061		XLOC_012061		AT2G18230		2:7931922-7934329		WT inflorescence		ebs inflorescence		OK		105.457		72.8138		-0.534365		-1.69		0.0005		0.00577165		yes

		XLOC_005841		XLOC_005841		AT1G30330		1:10685821-10690838		WT inflorescence		ebs inflorescence		OK		103.109		71.1359		-0.535519		-2.33811		5.00E-05		0.000788747		yes

		XLOC_019491		XLOC_019491		AT3G48115		3:17771169-17774739		WT inflorescence		ebs inflorescence		OK		29.572		20.3964		-0.535916		-1.50662		0.0026		0.0219959		yes

		XLOC_025854		XLOC_025854		AT5G07440		5:2355936-2358194		WT inflorescence		ebs inflorescence		OK		56.3209		38.8448		-0.535948		-2.08532		5.00E-05		0.000788747		yes

		XLOC_017279		XLOC_017279		AT3G05020		3:1389448-1392954		WT inflorescence		ebs inflorescence		OK		197.686		136.265		-0.536794		-1.6812		0.00085		0.00894144		yes

		XLOC_003697		XLOC_003697		AT1G70670		1:26644581-26646173		WT inflorescence		ebs inflorescence		OK		12.0346		8.29146		-0.537487		-1.57765		0.001		0.0101985		yes

		XLOC_028913		XLOC_028913		AT5G62360		5:25040648-25041462		WT inflorescence		ebs inflorescence		OK		24.6147		16.9533		-0.537952		-1.39551		0.00185		0.0166819		yes

		XLOC_027541		XLOC_027541		AT5G39220		5:15705815-15708228		WT inflorescence		ebs inflorescence		OK		48.506		33.4019		-0.538233		-1.55174		0.00325		0.0262224		yes

		XLOC_016666		XLOC_016666		AT3G56408		3:20915496-20921340		WT inflorescence		ebs inflorescence		OK		9.27302		6.38441		-0.538486		-1.59364		0.0026		0.0219959		yes

		XLOC_000234		XLOC_000234		AT1G05420		1:1590072-1590753		WT inflorescence		ebs inflorescence		OK		14.793		10.1837		-0.538649		-1.4208		0.0052		0.0381389		yes

		XLOC_028747		XLOC_028747		AT5G59390		5:23954933-23957151		WT inflorescence		ebs inflorescence		OK		10.9945		7.5629		-0.539772		-1.88564		0.0002		0.00265586		yes

		XLOC_014939		XLOC_014939		AT3G21690		3:7638662-7642205		WT inflorescence		ebs inflorescence		OK		28.9073		19.8677		-0.541004		-2.45424		5.00E-05		0.000788747		yes

		XLOC_032330		XLOC_032330		AT5G57685		5:23366003-23366867		WT inflorescence		ebs inflorescence		OK		56.7321		38.9785		-0.541485		-2.323		5.00E-05		0.000788747		yes

		XLOC_016419		XLOC_016419		AT3G52030		3:19301777-19304861		WT inflorescence		ebs inflorescence		OK		24.8677		17.0659		-0.543154		-1.44438		0.0034		0.0271534		yes

		XLOC_015274		XLOC_015274		AT3G26820		3:9881127-9885067		WT inflorescence		ebs inflorescence		OK		5.2215		3.57997		-0.544518		-1.5354		0.0022		0.0192507		yes

		XLOC_030467		XLOC_030467		AT5G24870		5:8544784-8547789		WT inflorescence		ebs inflorescence		OK		5.96978		4.09208		-0.544841		-1.63725		0.00085		0.00894144		yes

		XLOC_030439		XLOC_030439		AT5G24420		5:8336613-8338008		WT inflorescence		ebs inflorescence		OK		97.322		66.6568		-0.546013		-2.63177		5.00E-05		0.000788747		yes

		XLOC_022742		XLOC_022742		AT4G36570		4:17254659-17255716		WT inflorescence		ebs inflorescence		OK		44.4602		30.4506		-0.546044		-1.53701		0.0029		0.024016		yes

		XLOC_001077		XLOC_001077		AT1G20030		1:6945424-6947344		WT inflorescence		ebs inflorescence		OK		28.9914		19.855		-0.546125		-2.31117		5.00E-05		0.000788747		yes

		XLOC_017112		XLOC_017112		AT3G02170		3:396011-399779		WT inflorescence		ebs inflorescence		OK		24.0268		16.4485		-0.546687		-2.60121		5.00E-05		0.000788747		yes

		XLOC_002719		XLOC_002719		AT1G53070		1:19778332-19779373		WT inflorescence		ebs inflorescence		OK		59.9419		41.0293		-0.54691		-2.21257		5.00E-05		0.000788747		yes

		XLOC_007863		XLOC_007863		AT1G72830		1:27405455-27407969		WT inflorescence		ebs inflorescence		OK		13.8804		9.49995		-0.547061		-2.05884		0.0001		0.0014466		yes

		XLOC_026195		XLOC_026195		AT5G14780		5:4776942-4779494		WT inflorescence		ebs inflorescence		OK		44.0903		30.1725		-0.547227		-2.55691		5.00E-05		0.000788747		yes

		XLOC_026841		XLOC_026841		AT5G27220		5:9578756-9582752		WT inflorescence		ebs inflorescence		OK		10.4627		7.15728		-0.547772		-2.35858		5.00E-05		0.000788747		yes

		XLOC_025759		XLOC_025759		AT5G05810		5:1746829-1748255		WT inflorescence		ebs inflorescence		OK		6.50431		4.44112		-0.550472		-1.36038		0.0058		0.0414951		yes

		XLOC_009370		XLOC_009370		AT2G18735		2:8122118-8123076		WT inflorescence		ebs inflorescence		OK		9.25553		6.31685		-0.551111		-1.44189		0.0039		0.0304783		yes

		XLOC_010964		XLOC_010964		AT2G46270		2:19000190-19003403		WT inflorescence		ebs inflorescence		OK		13.4611		9.18607		-0.551275		-2.12701		5.00E-05		0.000788747		yes

		XLOC_028569		XLOC_028569		AT5G56150		5:22729175-22731187		WT inflorescence		ebs inflorescence		OK		33.5937		22.9062		-0.552456		-1.94136		5.00E-05		0.000788747		yes

		XLOC_021399		XLOC_021399		AT4G13710		4:7962429-7966518		WT inflorescence		ebs inflorescence		OK		23.9616		16.3293		-0.553266		-2.45756		5.00E-05		0.000788747		yes

		XLOC_017134		XLOC_017134		AT3G02640		3:564883-565708		WT inflorescence		ebs inflorescence		OK		204.246		139.177		-0.553385		-1.95213		0.00025		0.00319302		yes

		XLOC_022588		XLOC_022588		AT4G34000		4:16295429-16298255		WT inflorescence		ebs inflorescence		OK		39.2064		26.6729		-0.555711		-2.10915		5.00E-05		0.000788747		yes

		XLOC_013693		XLOC_013693		AT2G46680		2:19165402-19166949		WT inflorescence		ebs inflorescence		OK		13.6685		9.28733		-0.557522		-1.86759		0.00025		0.00319302		yes

		XLOC_006652		XLOC_006652		AT1G50290		1:18627558-18628434		WT inflorescence		ebs inflorescence		OK		50.3588		34.2037		-0.558091		-2.03035		5.00E-05		0.000788747		yes

		XLOC_013997		XLOC_013997		AT3G05190		3:1471396-1475784		WT inflorescence		ebs inflorescence		OK		4.16134		2.82403		-0.559294		-1.49082		0.00285		0.0236788		yes

		XLOC_008375		XLOC_008375		AT2G02130		2:539998-540634		WT inflorescence		ebs inflorescence		OK		414.513		280.926		-0.561224		-2.67339		5.00E-05		0.000788747		yes

		XLOC_014902		XLOC_014902		AT3G20975		3:7350576-7355339		WT inflorescence		ebs inflorescence		OK		2.23125		1.51203		-0.561364		-1.51101		0.0033		0.0265		yes

		XLOC_007997		XLOC_007997		AT1G75270		1:28250074-28251350		WT inflorescence		ebs inflorescence		OK		29.712		20.1242		-0.562118		-2.08579		5.00E-05		0.000788747		yes

		XLOC_032221		XLOC_032221		AT5G55680		5:22547734-22548361		WT inflorescence		ebs inflorescence		OK		12.2519		8.29702		-0.562342		-1.3178		0.00715		0.0486778		yes

		XLOC_009644		XLOC_009644		AT2G23120		2:9842042-9842634		WT inflorescence		ebs inflorescence		OK		426.24		288.084		-0.565175		-2.72841		5.00E-05		0.000788747		yes

		XLOC_002505		XLOC_002505		AT1G49240		1:18215871-18218313		WT inflorescence		ebs inflorescence		OK		135.258		91.287		-0.567232		-2.67965		5.00E-05		0.000788747		yes

		XLOC_007684		XLOC_007684		AT1G69180		1:26007464-26009059		WT inflorescence		ebs inflorescence		OK		45.3669		30.556		-0.570185		-1.72163		0.00055		0.0062255		yes

		XLOC_004252		XLOC_004252		AT1G01060		1:33378-37871		WT inflorescence		ebs inflorescence		OK		2.34252		1.57723		-0.570662		-1.20635		0.00445		0.0339188		yes

		XLOC_016377		XLOC_016377		AT3G51240		3:19025109-19026872		WT inflorescence		ebs inflorescence		OK		131.903		88.7459		-0.571721		-2.7186		5.00E-05		0.000788747		yes

		XLOC_017447		XLOC_017447		AT3G07460		3:2384417-2385719		WT inflorescence		ebs inflorescence		OK		61.4622		41.3482		-0.571874		-1.68753		0.0028		0.023349		yes

		XLOC_005049		XLOC_005049		AT1G14790		1:5090989-5098032		WT inflorescence		ebs inflorescence		OK		14.1437		9.50979		-0.572669		-2.56914		5.00E-05		0.000788747		yes

		XLOC_028992		XLOC_028992		AT5G63850		5:25551054-25553520		WT inflorescence		ebs inflorescence		OK		12.5646		8.43521		-0.574867		-2.07676		5.00E-05		0.000788747		yes

		XLOC_025547		XLOC_025547		AT5G02230		5:448104-450654		WT inflorescence		ebs inflorescence		OK		53.7951		36.1107		-0.575049		-1.40326		0.0035		0.0278105		yes

		XLOC_007764		XLOC_007764		AT1G70710		1:26659131-26663010		WT inflorescence		ebs inflorescence		OK		70.1159		47.0457		-0.575678		-2.71777		5.00E-05		0.000788747		yes

		XLOC_021733		XLOC_021733		AT4G18960		4:10382855-10388539		WT inflorescence		ebs inflorescence		OK		22.8867		15.351		-0.576176		-2.38447		5.00E-05		0.000788747		yes

		XLOC_018599		XLOC_018599		AT3G27580		3:10217416-10219976		WT inflorescence		ebs inflorescence		OK		11.1501		7.47864		-0.576211		-2.01738		5.00E-05		0.000788747		yes

		XLOC_016647		XLOC_016647		AT3G55990		3:20780314-20783233		WT inflorescence		ebs inflorescence		OK		5.00601		3.35726		-0.576376		-1.413		0.0031		0.0252519		yes

		XLOC_010991		XLOC_010991		AT2G46720		2:19197382-19200221		WT inflorescence		ebs inflorescence		OK		3.48424		2.33571		-0.576982		-1.6546		0.00145		0.0137497		yes

		XLOC_016405		XLOC_016405		AT3G51740		3:19189048-19192051		WT inflorescence		ebs inflorescence		OK		62.9672		42.2033		-0.577245		-2.78313		5.00E-05		0.000788747		yes

		XLOC_026031		XLOC_026031		AT5G11110		5:3536225-3541133		WT inflorescence		ebs inflorescence		OK		6.74565		4.52041		-0.577503		-1.98253		5.00E-05		0.000788747		yes

		XLOC_007681		XLOC_007681		AT1G69120		1:25982329-25986313		WT inflorescence		ebs inflorescence		OK		96.1157		64.4061		-0.577576		-2.77279		5.00E-05		0.000788747		yes

		XLOC_003953		XLOC_003953		AT1G75390		1:28291697-28293008		WT inflorescence		ebs inflorescence		OK		35.9976		24.1177		-0.577807		-2.55678		5.00E-05		0.000788747		yes

		XLOC_012938		XLOC_012938		AT2G33240		2:14086941-14096914		WT inflorescence		ebs inflorescence		OK		2.4286		1.6262		-0.578623		-1.8406		0.00035		0.00424685		yes

		XLOC_001302		XLOC_001302		AT1G24095		1:8523246-8524929		WT inflorescence		ebs inflorescence		OK		15.7259		10.5281		-0.578903		-1.76757		0.00035		0.00424685		yes

		XLOC_003794		XLOC_003794		AT1G72470		1:27283692-27285895		WT inflorescence		ebs inflorescence		OK		10.0834		6.74063		-0.581022		-1.654		0.00025		0.00319302		yes

		XLOC_010266		XLOC_010266		AT2G34190		2:14436808-14439516		WT inflorescence		ebs inflorescence		OK		27.3009		18.2361		-0.582152		-1.43631		0.0046		0.0348537		yes

		XLOC_024596		XLOC_024596		AT4G24670		4:12727833-12731274		WT inflorescence		ebs inflorescence		OK		28.1761		18.8009		-0.583666		-1.47461		0.0015		0.0141449		yes

		XLOC_024033		XLOC_024033		AT4G15140		4:8637665-8640291		WT inflorescence		ebs inflorescence		OK		36.5659		24.385		-0.584503		-1.6984		0.0008		0.00850318		yes

		XLOC_017456		XLOC_017456		AT3G07570		3:2418048-2420296		WT inflorescence		ebs inflorescence		OK		7.75481		5.15735		-0.588462		-1.28894		0.00585		0.0417649		yes

		XLOC_001654		XLOC_001654		AT1G30420		1:10748815-10756316		WT inflorescence		ebs inflorescence		OK		6.55628		4.35421		-0.590466		-2.41805		5.00E-05		0.000788747		yes

		XLOC_000560		XLOC_000560		AT1G11330		1:3810092-3813607		WT inflorescence		ebs inflorescence		OK		13.0675		8.67463		-0.591112		-2.20226		5.00E-05		0.000788747		yes

		XLOC_031522		XLOC_031522		AT5G43340		5:17393597-17395148		WT inflorescence		ebs inflorescence		OK		11.5707		7.66938		-0.593298		-2.01628		5.00E-05		0.000788747		yes

		XLOC_000038		XLOC_000038		AT1G01600		1:218993-221286		WT inflorescence		ebs inflorescence		OK		43.7656		28.9467		-0.5964		-2.74539		5.00E-05		0.000788747		yes

		XLOC_013361		XLOC_013361		AT2G40475		2:16906910-16908128		WT inflorescence		ebs inflorescence		OK		27.0721		17.8969		-0.597095		-2.40224		5.00E-05		0.000788747		yes

		XLOC_003447		XLOC_003447		AT1G66350		1:24748194-24750043		WT inflorescence		ebs inflorescence		OK		22.2456		14.6924		-0.598449		-2.46476		5.00E-05		0.000788747		yes

		XLOC_013225		XLOC_013225		AT2G38110		2:15952606-15955494		WT inflorescence		ebs inflorescence		OK		73.5385		48.5194		-0.599939		-2.84138		5.00E-05		0.000788747		yes

		XLOC_003783		XLOC_003783		AT1G72210		1:27179789-27182430		WT inflorescence		ebs inflorescence		OK		12.1805		8.02713		-0.60162		-1.96757		0.0002		0.00265586		yes

		XLOC_015189		XLOC_015189		transcript:AT3G25495.1		3:9244324-9250768		WT inflorescence		ebs inflorescence		OK		0.802711		0.528828		-0.602083		-1.38276		0.0072		0.0489365		yes

		XLOC_030629		XLOC_030629		AT5G28020		5:10026182-10028580		WT inflorescence		ebs inflorescence		OK		15.2983		10.0458		-0.606778		-1.82892		0.0001		0.0014466		yes

		XLOC_032052		XLOC_032052		AT5G52390		5:21263935-21265264		WT inflorescence		ebs inflorescence		OK		81.1771		53.3052		-0.606795		-2.80028		5.00E-05		0.000788747		yes

		XLOC_010868		XLOC_010868		AT2G44670		2:18425179-18426060		WT inflorescence		ebs inflorescence		OK		100.627		66.0743		-0.606858		-2.79826		5.00E-05		0.000788747		yes

		XLOC_024862		XLOC_024862		AT4G29420		4:14470458-14472232		WT inflorescence		ebs inflorescence		OK		7.96902		5.2273		-0.608336		-1.36188		0.0046		0.0348537		yes

		XLOC_032700		XLOC_032700		AT5G64552		5:25801527-25804980		WT inflorescence		ebs inflorescence		OK		35.6851		23.4052		-0.608495		-2.91279		5.00E-05		0.000788747		yes

		XLOC_004006		XLOC_004006		AT1G76410		1:28668847-28669646		WT inflorescence		ebs inflorescence		OK		10.2948		6.7466		-0.609684		-1.14783		0.0074		0.049996		yes

		XLOC_000344		XLOC_000344		AT1G07400		1:2274942-2275758		WT inflorescence		ebs inflorescence		OK		13.5784		8.87885		-0.612872		-1.52639		0.00185		0.0166819		yes

		XLOC_000631		XLOC_000631		AT1G12350		1:4198412-4200802		WT inflorescence		ebs inflorescence		OK		87.5482		57.2171		-0.613631		-2.97489		5.00E-05		0.000788747		yes

		XLOC_019918		XLOC_019918		AT3G55240		3:20473540-20474763		WT inflorescence		ebs inflorescence		OK		32.1532		21.0058		-0.614176		-2.07523		5.00E-05		0.000788747		yes

		XLOC_025885		XLOC_025885		AT5G07990		5:2560393-2563109		WT inflorescence		ebs inflorescence		OK		82.5274		53.8855		-0.614975		-2.82038		5.00E-05		0.000788747		yes

		XLOC_015099		XLOC_015099		AT3G23840		3:8611125-8612690		WT inflorescence		ebs inflorescence		OK		45.1714		29.4937		-0.615005		-2.06105		5.00E-05		0.000788747		yes

		XLOC_010321		XLOC_010321		AT2G35140		2:14813420-14816808		WT inflorescence		ebs inflorescence		OK		5.87361		3.82936		-0.617144		-1.54265		0.0017		0.0156123		yes

		XLOC_022120		XLOC_022120		AT4G25830		4:13133528-13135024		WT inflorescence		ebs inflorescence		OK		36.3794		23.6421		-0.621766		-2.50294		5.00E-05		0.000788747		yes

		XLOC_004146		XLOC_004146		AT1G79075		1:29745938-29746842		WT inflorescence		ebs inflorescence		OK		364.637		236.486		-0.624705		-2.59928		5.00E-05		0.000788747		yes

		XLOC_009673		XLOC_009673		AT2G23690		2:10072232-10073126		WT inflorescence		ebs inflorescence		OK		12.3918		8.00236		-0.630885		-1.71393		0.0003		0.00373571		yes

		XLOC_004353		XLOC_004353		AT1G02930		1:661176-662456		WT inflorescence		ebs inflorescence		OK		63.2493		40.8341		-0.631275		-2.47532		5.00E-05		0.000788747		yes

		XLOC_009633		XLOC_009633		AT2G22960		2:9770699-9772932		WT inflorescence		ebs inflorescence		OK		23.3497		15.0667		-0.632045		-1.72256		0.00065		0.00716651		yes

		XLOC_006634		XLOC_006634		AT1G49940		1:18488359-18491179		WT inflorescence		ebs inflorescence		OK		8.50602		5.48754		-0.632326		-1.40611		0.00245		0.0209881		yes

		XLOC_021883		XLOC_021883		AT4G21590		4:11480343-11482719		WT inflorescence		ebs inflorescence		OK		52.4196		33.8102		-0.632648		-2.64745		5.00E-05		0.000788747		yes

		XLOC_004046		XLOC_004046		AT1G77120		1:28975393-28978743		WT inflorescence		ebs inflorescence		OK		29.4303		18.9688		-0.633674		-1.82531		0.00025		0.00319302		yes

		XLOC_028616		XLOC_028616		AT5G56840		5:22980692-22982342		WT inflorescence		ebs inflorescence		OK		6.733		4.33406		-0.635529		-1.28327		0.0057		0.0409954		yes

		XLOC_004593		XLOC_004593		AT1G07040		1:2160937-2163308		WT inflorescence		ebs inflorescence		OK		25.6584		16.4762		-0.639044		-2.74385		5.00E-05		0.000788747		yes

		XLOC_013480		XLOC_013480		AT2G42570		2:17717366-17720080		WT inflorescence		ebs inflorescence		OK		90.3062		57.9859		-0.639122		-3.08085		5.00E-05		0.000788747		yes

		XLOC_005654		XLOC_005654		AT1G26690		1:9224144-9225775		WT inflorescence		ebs inflorescence		OK		33.9903		21.8043		-0.640508		-2.31359		5.00E-05		0.000788747		yes

		XLOC_007370		XLOC_007370		AT1G63710		1:23632177-23633942		WT inflorescence		ebs inflorescence		OK		39.9334		25.597		-0.641622		-2.19718		5.00E-05		0.000788747		yes

		XLOC_032720		XLOC_032720		AT5G64870		5:25929537-25931384		WT inflorescence		ebs inflorescence		OK		11.5221		7.38017		-0.64268		-2.02378		5.00E-05		0.000788747		yes

		XLOC_012777		XLOC_012777		AT2G30505		2:13000972-13002563		WT inflorescence		ebs inflorescence		OK		5.43081		3.47155		-0.645586		-1.65735		0.00095		0.00978644		yes

		XLOC_022512		XLOC_022512		AT4G32480		4:15676403-15677973		WT inflorescence		ebs inflorescence		OK		22.3183		14.2589		-0.646373		-1.94443		0.0007		0.00759867		yes

		XLOC_019639		XLOC_019639		AT3G50580		3:18768630-18769519		WT inflorescence		ebs inflorescence		OK		11.6407		7.43638		-0.646505		-1.73339		0.0011		0.0109984		yes

		XLOC_029677		XLOC_029677		AT5G10150		5:3181982-3183865		WT inflorescence		ebs inflorescence		OK		15.3221		9.78436		-0.64706		-1.60191		0.00035		0.00424685		yes

		XLOC_024684		XLOC_024684		AT4G26270		4:13300794-13304347		WT inflorescence		ebs inflorescence		OK		30.3809		19.3917		-0.647728		-2.99774		5.00E-05		0.000788747		yes

		XLOC_010159		XLOC_010159		AT2G32430		2:13771295-13774502		WT inflorescence		ebs inflorescence		OK		3.67947		2.3475		-0.648372		-1.44446		0.00335		0.0268171		yes

		XLOC_013304		XLOC_013304		AT2G39560		2:16504845-16506008		WT inflorescence		ebs inflorescence		OK		8.66365		5.52061		-0.650147		-1.68163		0.0015		0.0141449		yes

		XLOC_003231		XLOC_003231		AT1G62570		1:23169135-23172105		WT inflorescence		ebs inflorescence		OK		13.1944		8.40536		-0.65054		-1.77241		0.0004		0.00477681		yes

		XLOC_031549		XLOC_031549		AT5G43830		5:17622335-17624329		WT inflorescence		ebs inflorescence		OK		200.765		127.83		-0.651279		-3.11129		5.00E-05		0.000788747		yes

		XLOC_002725		XLOC_002725		AT1G53160		1:19806418-19807608		WT inflorescence		ebs inflorescence		OK		241.359		153.554		-0.652431		-3.12795		5.00E-05		0.000788747		yes

		XLOC_003242		XLOC_003242		AT1G62790		1:23252312-23257463		WT inflorescence		ebs inflorescence		OK		62.5921		39.8091		-0.652882		-2.71851		5.00E-05		0.000788747		yes

		XLOC_009247		XLOC_009247		AT2G16750		2:7271011-7274693		WT inflorescence		ebs inflorescence		OK		8.23646		5.23646		-0.653433		-2.29912		5.00E-05		0.000788747		yes

		XLOC_010138		XLOC_010138		AT2G32150		2:13659005-13660764		WT inflorescence		ebs inflorescence		OK		66.9856		42.584		-0.653539		-2.88695		5.00E-05		0.000788747		yes

		XLOC_013395		XLOC_013395		AT2G41170		2:17159103-17161136		WT inflorescence		ebs inflorescence		OK		18.4906		11.7366		-0.655776		-2.57291		5.00E-05		0.000788747		yes

		XLOC_032450		XLOC_032450		AT5G59810		5:24096814-24100557		WT inflorescence		ebs inflorescence		OK		2.6907		1.70615		-0.657235		-1.23966		0.0057		0.0409954		yes

		XLOC_017728		XLOC_017728		AT3G12710		3:4040323-4041982		WT inflorescence		ebs inflorescence		OK		15.7084		9.95625		-0.657864		-2.26916		5.00E-05		0.000788747		yes

		XLOC_024365		XLOC_024365		AT4G20460,AT4G20470		4:11029735-11032754		WT inflorescence		ebs inflorescence		OK		6.56857		4.16302		-0.657948		-1.78287		0.00035		0.00424685		yes

		XLOC_012098		XLOC_012098		AT2G19070		2:8256999-8261985		WT inflorescence		ebs inflorescence		OK		35.3454		22.3629		-0.660413		-1.70317		5.00E-05		0.000788747		yes

		XLOC_000130		XLOC_000130		AT1G03290		1:807360-810868		WT inflorescence		ebs inflorescence		OK		29.9148		18.9222		-0.660782		-2.88411		5.00E-05		0.000788747		yes

		XLOC_013055		XLOC_013055		AT2G35290		2:14861411-14862029		WT inflorescence		ebs inflorescence		OK		16.2579		10.2506		-0.665438		-1.50551		0.00175		0.0159708		yes

		XLOC_029583		XLOC_029583		AT5G08170		5:2628324-2631098		WT inflorescence		ebs inflorescence		OK		19.385		12.2168		-0.666068		-2.58487		5.00E-05		0.000788747		yes

		XLOC_024913		XLOC_024913		AT4G30250		4:14811261-14812821		WT inflorescence		ebs inflorescence		OK		53.5315		33.7303		-0.666343		-3.17367		5.00E-05		0.000788747		yes

		XLOC_024301		XLOC_024301		AT4G19430		4:10598444-10599151		WT inflorescence		ebs inflorescence		OK		49.6795		31.2309		-0.669675		-2.47335		5.00E-05		0.000788747		yes

		XLOC_031177		XLOC_031177		AT5G37600		5:14933335-14935841		WT inflorescence		ebs inflorescence		OK		89.7121		56.3298		-0.671404		-3.23697		5.00E-05		0.000788747		yes

		XLOC_016947		XLOC_016947		AT3G61680		3:22823480-22826992		WT inflorescence		ebs inflorescence		OK		4.21624		2.64388		-0.673298		-1.61095		0.0008		0.00850318		yes

		XLOC_005757		XLOC_005757		AT1G28570		1:10041640-10044150		WT inflorescence		ebs inflorescence		OK		7.41999		4.65092		-0.673902		-1.03989		0.0066		0.0459141		yes

		XLOC_006747		XLOC_006747		AT1G52030		1:19345939-19349088		WT inflorescence		ebs inflorescence		OK		117.5		73.57		-0.675477		-3.05766		5.00E-05		0.000788747		yes

		XLOC_005901		XLOC_005901		AT1G31335		1:11216913-11217393		WT inflorescence		ebs inflorescence		OK		26.7672		16.7392		-0.677235		-1.44596		0.0034		0.0271534		yes

		XLOC_009281		XLOC_009281		AT2G17280		2:7513127-7515048		WT inflorescence		ebs inflorescence		OK		56.9016		35.5824		-0.677304		-2.69321		5.00E-05		0.000788747		yes

		XLOC_028298		XLOC_028298		AT5G51830		5:21069571-21071735		WT inflorescence		ebs inflorescence		OK		35.1226		21.9403		-0.67882		-2.99309		5.00E-05		0.000788747		yes

		XLOC_000796		XLOC_000796		AT1G15360		1:5283537-5284673		WT inflorescence		ebs inflorescence		OK		46.944		29.2332		-0.683331		-2.61161		5.00E-05		0.000788747		yes

		XLOC_009272		XLOC_009272		AT2G17120		2:7459046-7462554		WT inflorescence		ebs inflorescence		OK		43.7718		27.2372		-0.684422		-2.42823		5.00E-05		0.000788747		yes

		XLOC_013155		XLOC_013155		AT2G36870		2:15472644-15474681		WT inflorescence		ebs inflorescence		OK		48.6305		30.2407		-0.68537		-1.49103		0.00055		0.0062255		yes

		XLOC_029147		XLOC_029147		AT5G66610		5:26584773-26587869		WT inflorescence		ebs inflorescence		OK		3.63891		2.25747		-0.6888		-1.48365		0.0016		0.0148612		yes

		XLOC_019808		XLOC_019808		AT3G53370		3:19787893-19788843		WT inflorescence		ebs inflorescence		OK		25.9998		16.1267		-0.689044		-2.00588		5.00E-05		0.000788747		yes

		XLOC_010195		XLOC_010195		AT2G32990		2:14003249-14006017		WT inflorescence		ebs inflorescence		OK		11.9455		7.4088		-0.689155		-2.05612		5.00E-05		0.000788747		yes

		XLOC_017895		XLOC_017895		AT3G15270		3:5138685-5142644		WT inflorescence		ebs inflorescence		OK		113.279		70.2502		-0.6893		-2.13522		5.00E-05		0.000788747		yes

		XLOC_026288		XLOC_026288		AT5G16320		5:5344501-5346019		WT inflorescence		ebs inflorescence		OK		9.14123		5.66739		-0.689704		-1.40483		0.00675		0.0466553		yes

		XLOC_006817		XLOC_006817		AT1G53035		1:19761699-19762551		WT inflorescence		ebs inflorescence		OK		19.132		11.8495		-0.691158		-2.10464		0.0001		0.0014466		yes

		XLOC_025874		XLOC_025874		AT5G07770		5:2474641-2479402		WT inflorescence		ebs inflorescence		OK		20.1238		12.4529		-0.692423		-1.5319		0.003		0.0246142		yes

		XLOC_013822		XLOC_013822		AT3G02030		3:344907-350010		WT inflorescence		ebs inflorescence		OK		37.5763		23.23		-0.693832		-3.08143		5.00E-05		0.000788747		yes

		XLOC_000664		XLOC_000664		AT1G12880		1:4389750-4391151		WT inflorescence		ebs inflorescence		OK		11.0875		6.85352		-0.694016		-1.64515		0.0024		0.0206552		yes

		XLOC_005863		XLOC_005863		AT1G30820		1:10944912-10949458		WT inflorescence		ebs inflorescence		OK		54.7776		33.7943		-0.696804		-3.25201		5.00E-05		0.000788747		yes

		XLOC_022376		XLOC_022376		AT4G30130		4:14734818-14737978		WT inflorescence		ebs inflorescence		OK		27.3584		16.865		-0.697948		-2.87056		5.00E-05		0.000788747		yes

		XLOC_027550		XLOC_027550		AT5G39420		5:15772079-15775171		WT inflorescence		ebs inflorescence		OK		2.83348		1.74534		-0.699067		-1.37993		0.00305		0.0249142		yes

		XLOC_020758		XLOC_020758		AT4G05020		4:2572620-2576595		WT inflorescence		ebs inflorescence		OK		16.2435		10.0018		-0.699594		-2.71546		5.00E-05		0.000788747		yes

		XLOC_000641		XLOC_000641		AT1G12550		1:4274593-4275981		WT inflorescence		ebs inflorescence		OK		12.4764		7.67572		-0.700825		-1.62589		5.00E-05		0.000788747		yes

		XLOC_025289		XLOC_025289		AT4G36945		4:17416854-17422130		WT inflorescence		ebs inflorescence		OK		16.1153		9.90737		-0.701856		-1.3686		0.00375		0.0294754		yes

		XLOC_010728		XLOC_010728		AT2G42200		2:17587406-17589630		WT inflorescence		ebs inflorescence		OK		111.881		68.746		-0.702613		-3.40913		5.00E-05		0.000788747		yes

		XLOC_009461		XLOC_009461		AT2G20340		2:8779734-8782772		WT inflorescence		ebs inflorescence		OK		29.0323		17.8318		-0.703208		-3.09388		5.00E-05		0.000788747		yes

		XLOC_020600		XLOC_020600		AT4G03210		4:1415948-1417352		WT inflorescence		ebs inflorescence		OK		1780.6		1091.76		-0.70571		-1.63589		0.0005		0.00577165		yes

		XLOC_015372		XLOC_015372		AT3G28560		3:10707095-10708479		WT inflorescence		ebs inflorescence		OK		3.1574		1.93482		-0.70654		-1.35755		0.0054		0.039295		yes

		XLOC_000730		XLOC_000730		AT1G14020		1:4802719-4807517		WT inflorescence		ebs inflorescence		OK		17.5904		10.779		-0.706566		-1.8155		0.00045		0.00528116		yes

		XLOC_000043		XLOC_000043		AT1G01720		1:268329-270775		WT inflorescence		ebs inflorescence		OK		13.9045		8.51956		-0.706699		-2.01557		0.00015		0.0020785		yes

		XLOC_032587		XLOC_032587		AT5G62470		5:25078990-25081101		WT inflorescence		ebs inflorescence		OK		23.7483		14.538		-0.707991		-2.82515		5.00E-05		0.000788747		yes

		XLOC_028814		XLOC_028814		AT5G60510		5:24330337-24333045		WT inflorescence		ebs inflorescence		OK		11.9436		7.28653		-0.712935		-2.13913		5.00E-05		0.000788747		yes

		XLOC_023143		XLOC_023143		AT4G03190		4:1403116-1407139		WT inflorescence		ebs inflorescence		OK		60.9191		37.165		-0.71295		-2.83234		5.00E-05		0.000788747		yes

		XLOC_003270		XLOC_003270		AT1G63210		1:23443687-23447354		WT inflorescence		ebs inflorescence		OK		1.21924		0.743785		-0.713027		-1.50112		0.00305		0.0249142		yes

		XLOC_024557		XLOC_024557		AT4G23690		4:12338870-12339747		WT inflorescence		ebs inflorescence		OK		7.66498		4.6746		-0.713439		-1.50217		0.00215		0.018878		yes

		XLOC_032800		XLOC_032800		AT5G66310		5:26485684-26491382		WT inflorescence		ebs inflorescence		OK		18.8795		11.5008		-0.715087		-3.30406		5.00E-05		0.000788747		yes

		XLOC_021907		XLOC_021907		AT4G21970		4:11653379-11654136		WT inflorescence		ebs inflorescence		OK		85.3141		51.8984		-0.717096		-2.69284		5.00E-05		0.000788747		yes

		XLOC_031864		XLOC_031864		AT5G49070		5:19888750-19890145		WT inflorescence		ebs inflorescence		OK		5.13593		3.1214		-0.718434		-1.69985		0.0007		0.00759867		yes

		XLOC_008423		XLOC_008423		AT2G02990		2:873505-874811		WT inflorescence		ebs inflorescence		OK		4.18758		2.53809		-0.722376		-1.25331		0.0063		0.0441281		yes

		XLOC_007635		XLOC_007635		AT1G68360		1:25621677-25622412		WT inflorescence		ebs inflorescence		OK		13.128		7.95166		-0.723324		-1.84093		0.0006		0.00670586		yes

		XLOC_024400		XLOC_024400		AT4G21380		4:11388924-11393226		WT inflorescence		ebs inflorescence		OK		9.35611		5.66192		-0.724616		-2.60171		5.00E-05		0.000788747		yes

		XLOC_013345		XLOC_013345		AT2G40230		2:16803091-16804741		WT inflorescence		ebs inflorescence		OK		10.6654		6.4491		-0.725775		-2.23483		5.00E-05		0.000788747		yes

		XLOC_015373		XLOC_015373		AT3G28570		3:10710533-10711889		WT inflorescence		ebs inflorescence		OK		4.18458		2.52817		-0.726991		-1.61566		0.00165		0.0152285		yes

		XLOC_030394		XLOC_030394		AT5G23750		5:8009805-8011619		WT inflorescence		ebs inflorescence		OK		20.587		12.4305		-0.727847		-2.35661		5.00E-05		0.000788747		yes

		XLOC_025974		XLOC_025974		AT5G09980		5:3122730-3123964		WT inflorescence		ebs inflorescence		OK		11.0938		6.68118		-0.731578		-1.38399		0.004		0.031093		yes

		XLOC_014760		XLOC_014760		AT3G18773		3:6465824-6467175		WT inflorescence		ebs inflorescence		OK		7.44504		4.47911		-0.733067		-1.97392		0.00015		0.0020785		yes

		XLOC_029687		XLOC_029687		AT5G10320		5:3243955-3246721		WT inflorescence		ebs inflorescence		OK		25.2504		15.1831		-0.733835		-2.07868		5.00E-05		0.000788747		yes

		XLOC_013342		XLOC_013342		AT2G40205		2:16792316-16792531		WT inflorescence		ebs inflorescence		OK		7270.26		4369.43		-0.73456		-2.99434		5.00E-05		0.000788747		yes

		XLOC_030217		XLOC_030217		AT5G20030		5:6764726-6766669		WT inflorescence		ebs inflorescence		OK		7.42262		4.45737		-0.735735		-1.82577		0.0002		0.00265586		yes

		XLOC_032876		XLOC_032876		AT5G67460		5:26921583-26923274		WT inflorescence		ebs inflorescence		OK		30.3308		18.2138		-0.735751		-3.14299		5.00E-05		0.000788747		yes

		XLOC_031355		XLOC_031355		AT5G40450		5:16184649-16195651		WT inflorescence		ebs inflorescence		OK		10.5893		6.35583		-0.736457		-1.83086		0.0033		0.0265		yes

		XLOC_022538		XLOC_022538		AT4G32830		4:15842452-15844536		WT inflorescence		ebs inflorescence		OK		51.8112		31.0827		-0.737152		-1.57496		0.0017		0.0156123		yes

		XLOC_016028		XLOC_016028		AT3G45010		3:16466289-16470153		WT inflorescence		ebs inflorescence		OK		32.6148		19.5585		-0.737733		-1.92357		5.00E-05		0.000788747		yes

		XLOC_026194		XLOC_026194		AT5G14760		5:4768467-4772153		WT inflorescence		ebs inflorescence		OK		12.9075		7.73971		-0.737858		-2.9382		5.00E-05		0.000788747		yes

		XLOC_012814		XLOC_012814		AT2G31110		2:13258328-13262099		WT inflorescence		ebs inflorescence		OK		6.02497		3.61273		-0.737865		-1.35673		0.0009		0.00936597		yes

		XLOC_016930		XLOC_016930		AT3G61430		3:22733308-22735335		WT inflorescence		ebs inflorescence		OK		65.5744		39.3119		-0.738166		-3.46149		5.00E-05		0.000788747		yes

		XLOC_004645		XLOC_004645		AT1G07860,AT1G07870		1:2428772-2432057		WT inflorescence		ebs inflorescence		OK		28.8072		17.2575		-0.739206		-1.63275		0.00055		0.0062255		yes

		XLOC_032076		XLOC_032076		AT5G52890		5:21444834-21447240		WT inflorescence		ebs inflorescence		OK		9.66728		5.79096		-0.739307		-2.35182		5.00E-05		0.000788747		yes

		XLOC_012395		XLOC_012395		transcript:AT2G24160.1		2:10268007-10270612		WT inflorescence		ebs inflorescence		OK		1.40265		0.839814		-0.740018		-1.43498		0.0054		0.039295		yes

		XLOC_007699		XLOC_007699		AT1G69480		1:26114111-26117797		WT inflorescence		ebs inflorescence		OK		1.65502		0.990193		-0.741071		-1.24958		0.0058		0.0414951		yes

		XLOC_008005		XLOC_008005		AT1G75450		1:28313486-28318375		WT inflorescence		ebs inflorescence		OK		6.02373		3.60393		-0.741085		-1.86062		0.0002		0.00265586		yes

		XLOC_011938		XLOC_011938		AT2G16210		2:7026762-7029054		WT inflorescence		ebs inflorescence		OK		41.6819		24.9303		-0.741519		-2.96779		5.00E-05		0.000788747		yes

		XLOC_018785		XLOC_018785		transcript:AT3G30120.1		3:11752004-11756485		WT inflorescence		ebs inflorescence		OK		1.53378		0.916133		-0.74346		-1.84329		0.00025		0.00319302		yes

		XLOC_014301		XLOC_014301		AT3G11080		3:3470439-3473312		WT inflorescence		ebs inflorescence		OK		1.17817		0.703456		-0.744013		-1.41467		0.0061		0.0430376		yes

		XLOC_028444		XLOC_028444		AT5G54160		5:21981995-21984363		WT inflorescence		ebs inflorescence		OK		251.598		149.758		-0.748489		-2.06134		0.0004		0.00477681		yes

		XLOC_019721		XLOC_019721		AT3G51895		3:19251286-19255760		WT inflorescence		ebs inflorescence		OK		45.8389		27.2309		-0.751328		-3.54517		5.00E-05		0.000788747		yes

		XLOC_022389		XLOC_022389		AT4G30470		4:14894104-14896815		WT inflorescence		ebs inflorescence		OK		38.8619		23.0424		-0.754065		-3.29903		5.00E-05		0.000788747		yes

		XLOC_018014		XLOC_018014		AT3G17460		3:5976948-5977545		WT inflorescence		ebs inflorescence		OK		20.0661		11.8749		-0.756847		-2.00967		0.0001		0.0014466		yes

		XLOC_007656		XLOC_007656		AT1G68740		1:25812448-25816657		WT inflorescence		ebs inflorescence		OK		12.2514		7.24799		-0.757297		-2.87169		5.00E-05		0.000788747		yes

		XLOC_007697		XLOC_007697		AT1G69450		1:26106910-26110267		WT inflorescence		ebs inflorescence		OK		4.30302		2.54528		-0.757521		-1.3297		0.0033		0.0265		yes

		XLOC_024757		XLOC_024757		AT4G27420		4:13712198-13714797		WT inflorescence		ebs inflorescence		OK		3.62132		2.1403		-0.758704		-1.06785		0.0064		0.0447364		yes

		XLOC_009943		XLOC_009943		AT2G28440		2:12161225-12162032		WT inflorescence		ebs inflorescence		OK		5.67508		3.34933		-0.760769		-1.48608		0.00335		0.0268171		yes

		XLOC_004888		XLOC_004888		AT1G11940		1:4031573-4034078		WT inflorescence		ebs inflorescence		OK		21.0146		12.3934		-0.761815		-1.44367		0.00465		0.0351672		yes

		XLOC_028539		XLOC_028539		AT5G55720		5:22556046-22557725		WT inflorescence		ebs inflorescence		OK		60.9026		35.8973		-0.762629		-3.32567		5.00E-05		0.000788747		yes

		XLOC_029321		XLOC_029321		AT5G03350		5:815673-816658		WT inflorescence		ebs inflorescence		OK		71.4312		42.0734		-0.763646		-2.49124		5.00E-05		0.000788747		yes

		XLOC_001149		XLOC_001149		AT1G21250		1:7439265-7442113		WT inflorescence		ebs inflorescence		OK		15.3235		9.02486		-0.763767		-3.16782		5.00E-05		0.000788747		yes

		XLOC_010422		XLOC_010422		AT2G36830		2:15445424-15446574		WT inflorescence		ebs inflorescence		OK		805.414		474.273		-0.764013		-2.92929		5.00E-05		0.000788747		yes

		XLOC_028545		XLOC_028545		AT5G55830		5:22594654-22596843		WT inflorescence		ebs inflorescence		OK		8.21829		4.83412		-0.765584		-2.61036		5.00E-05		0.000788747		yes

		XLOC_010005		XLOC_010005		AT2G29660		2:12678889-12680667		WT inflorescence		ebs inflorescence		OK		9.20795		5.41421		-0.76613		-2.47726		5.00E-05		0.000788747		yes

		XLOC_003566		XLOC_003566		AT1G68440		1:25658032-25659273		WT inflorescence		ebs inflorescence		OK		14.6588		8.61545		-0.766766		-2.36566		5.00E-05		0.000788747		yes

		XLOC_027925		XLOC_027925		AT5G45280		5:18345594-18349695		WT inflorescence		ebs inflorescence		OK		23.2508		13.6528		-0.768087		-3.1036		5.00E-05		0.000788747		yes

		XLOC_021514		XLOC_021514		AT4G15440		4:8835494-8838676		WT inflorescence		ebs inflorescence		OK		132.666		77.8458		-0.769106		-3.59097		5.00E-05		0.000788747		yes

		XLOC_009720		XLOC_009720		AT2G24560		2:10431536-10432933		WT inflorescence		ebs inflorescence		OK		4.10472		2.40829		-0.769275		-1.53665		0.0037		0.0291949		yes

		XLOC_024283		XLOC_024283		AT4G19130		4:10466476-10469092		WT inflorescence		ebs inflorescence		OK		4.90686		2.87749		-0.76999		-1.53997		0.0007		0.00759867		yes

		XLOC_017500		XLOC_017500		transcript:AT3G08885.1		3:2705469-2706278		WT inflorescence		ebs inflorescence		OK		5.03759		2.95266		-0.770716		-1.44339		0.00505		0.0374291		yes

		XLOC_028176		XLOC_028176		AT5G49680		5:20176384-20188307		WT inflorescence		ebs inflorescence		OK		1.70258		0.997889		-0.770767		-2.42118		5.00E-05		0.000788747		yes

		XLOC_031067		XLOC_031067		AT5G36150		5:14220736-14225422		WT inflorescence		ebs inflorescence		OK		1.47013		0.861453		-0.771104		-1.44274		0.0044		0.0336004		yes

		XLOC_025072		XLOC_025072		AT4G33040		4:15940560-15941330		WT inflorescence		ebs inflorescence		OK		11.7255		6.86638		-0.77203		-1.8149		0.0003		0.00373571		yes

		XLOC_026486		XLOC_026486		AT5G19875		5:6718340-6718995		WT inflorescence		ebs inflorescence		OK		13.0846		7.66168		-0.772136		-1.6766		0.0005		0.00577165		yes

		XLOC_002728		XLOC_002728		AT1G53180		1:19831440-19832895		WT inflorescence		ebs inflorescence		OK		4.70329		2.7511		-0.773658		-1.31731		0.0032		0.0259628		yes

		XLOC_012991		XLOC_012991		AT2G34150		2:14419294-14423478		WT inflorescence		ebs inflorescence		OK		10.9745		6.41623		-0.774351		-2.45942		5.00E-05		0.000788747		yes

		XLOC_031465		XLOC_031465		AT5G42530		5:17004737-17005393		WT inflorescence		ebs inflorescence		OK		129.586		75.6504		-0.776496		-3.18312		5.00E-05		0.000788747		yes

		XLOC_005982		XLOC_005982		AT1G32780		1:11869824-11872926		WT inflorescence		ebs inflorescence		OK		7.46273		4.35586		-0.776747		-2.20177		5.00E-05		0.000788747		yes

		XLOC_030121		XLOC_030121		AT5G18290		5:6055027-6058368		WT inflorescence		ebs inflorescence		OK		6.22824		3.63445		-0.777085		-1.5711		0.0011		0.0109984		yes

		XLOC_025641		XLOC_025641		AT5G03670		5:947100-950171		WT inflorescence		ebs inflorescence		OK		22.744		13.2698		-0.777342		-3.33166		5.00E-05		0.000788747		yes

		XLOC_001203		XLOC_001203		AT1G22160		1:7823148-7823971		WT inflorescence		ebs inflorescence		OK		26.7949		15.6251		-0.778087		-1.64758		0.00375		0.0294754		yes

		XLOC_007815		XLOC_007815		AT1G71770		1:26989349-26994259		WT inflorescence		ebs inflorescence		OK		7.65766		4.46302		-0.778884		-2.00644		0.00015		0.0020785		yes

		XLOC_025803		XLOC_025803		AT5G06510		5:1984990-1987044		WT inflorescence		ebs inflorescence		OK		35.6243		20.7566		-0.779293		-3.31412		5.00E-05		0.000788747		yes

		XLOC_003538		XLOC_003538		AT1G67990		1:25489454-25490867		WT inflorescence		ebs inflorescence		OK		158.807		92.279		-0.783204		-3.09486		5.00E-05		0.000788747		yes

		XLOC_013722		XLOC_013722		AT2G47160		2:19357477-19361147		WT inflorescence		ebs inflorescence		OK		38.4835		22.3582		-0.78344		-3.76952		5.00E-05		0.000788747		yes

		XLOC_009349		XLOC_009349		AT2G18328		2:7964392-7964909		WT inflorescence		ebs inflorescence		OK		56.5105		32.7751		-0.785918		-2.45496		5.00E-05		0.000788747		yes

		XLOC_001633		XLOC_001633		AT1G30110		1:10581734-10584080		WT inflorescence		ebs inflorescence		OK		10.7025		6.19096		-0.78971		-2.02821		5.00E-05		0.000788747		yes

		XLOC_012541		XLOC_012541		AT2G26580		2:11303589-11306953		WT inflorescence		ebs inflorescence		OK		8.05871		4.65034		-0.793212		-1.331		0.0069		0.0474829		yes

		XLOC_001984		XLOC_001984		AT1G35670		1:13205380-13208252		WT inflorescence		ebs inflorescence		OK		18.2442		10.5168		-0.794739		-2.90745		5.00E-05		0.000788747		yes

		XLOC_017131		XLOC_017131		AT3G02550		3:536504-537998		WT inflorescence		ebs inflorescence		OK		50.9045		29.3301		-0.795411		-3.67962		5.00E-05		0.000788747		yes

		XLOC_031370		XLOC_031370		AT5G40800		5:16334809-16335628		WT inflorescence		ebs inflorescence		OK		6.65332		3.83027		-0.796628		-1.64339		0.00195		0.017399		yes

		XLOC_021700		XLOC_021700		AT4G18490		4:10203597-10208197		WT inflorescence		ebs inflorescence		OK		2.34896		1.35216		-0.796756		-1.72963		0.0006		0.00670586		yes

		XLOC_030660		XLOC_030660		AT5G28290		5:10278690-10282614		WT inflorescence		ebs inflorescence		OK		31.7803		18.2618		-0.799301		-3.52247		5.00E-05		0.000788747		yes

		XLOC_027594		XLOC_027594		AT5G40260		5:16089756-16091753		WT inflorescence		ebs inflorescence		OK		24.0267		13.8		-0.79997		-2.06977		5.00E-05		0.000788747		yes

		XLOC_015390		XLOC_015390		AT3G28830		3:10831167-10833284		WT inflorescence		ebs inflorescence		OK		3.79355		2.16731		-0.80764		-1.427		0.00375		0.0294754		yes

		XLOC_014437		XLOC_014437		AT3G13650		3:4462891-4463872		WT inflorescence		ebs inflorescence		OK		10.3668		5.89692		-0.813931		-2.10037		5.00E-05		0.000788747		yes

		XLOC_000840		XLOC_000840		AT1G16060		1:5508506-5511735		WT inflorescence		ebs inflorescence		OK		16.6506		9.46045		-0.815592		-1.21242		0.00115		0.0114144		yes

		XLOC_026422		XLOC_026422		AT5G18840		5:6282880-6286707		WT inflorescence		ebs inflorescence		OK		28.5545		16.1723		-0.820192		-1.65715		0.00105		0.0105762		yes

		XLOC_032045		XLOC_032045		AT5G52290		5:21230352-21236554		WT inflorescence		ebs inflorescence		OK		1.17513		0.66477		-0.821892		-1.86352		0.0003		0.00373571		yes

		XLOC_008263		XLOC_008263		AT1G79900		1:30052296-30053936		WT inflorescence		ebs inflorescence		OK		4.18517		2.36737		-0.822003		-1.77043		0.00035		0.00424685		yes

		XLOC_018749		XLOC_018749		AT3G29590		3:11398916-11400266		WT inflorescence		ebs inflorescence		OK		17.9151		10.1151		-0.824661		-2.79935		5.00E-05		0.000788747		yes

		XLOC_023093		XLOC_023093		AT4G02420		4:1064362-1066372		WT inflorescence		ebs inflorescence		OK		4.83505		2.72831		-0.825521		-2.24284		5.00E-05		0.000788747		yes

		XLOC_026410		XLOC_026410		AT5G18670		5:6225955-6228132		WT inflorescence		ebs inflorescence		OK		74.8718		42.2269		-0.826261		-3.84257		5.00E-05		0.000788747		yes

		XLOC_012649		XLOC_012649		AT2G28400		2:12148303-12149052		WT inflorescence		ebs inflorescence		OK		19.5117		10.9933		-0.827716		-2.17855		5.00E-05		0.000788747		yes

		XLOC_019968		XLOC_019968		AT3G56260		3:20867969-20869024		WT inflorescence		ebs inflorescence		OK		12.763		7.17508		-0.830895		-2.33041		5.00E-05		0.000788747		yes

		XLOC_026583		XLOC_026583		AT5G22500		5:7470442-7474120		WT inflorescence		ebs inflorescence		OK		59.0663		33.183		-0.831889		-3.85573		5.00E-05		0.000788747		yes

		XLOC_031647		XLOC_031647		AT5G45350		5:18381836-18383699		WT inflorescence		ebs inflorescence		OK		48.4198		27.1998		-0.832005		-3.37038		5.00E-05		0.000788747		yes

		XLOC_021491		XLOC_021491		AT4G15160		4:8646149-8647252		WT inflorescence		ebs inflorescence		OK		12.5192		7.03181		-0.83217		-2.07068		5.00E-05		0.000788747		yes

		XLOC_031858		XLOC_031858		AT5G48880		5:19813345-19817897		WT inflorescence		ebs inflorescence		OK		94.7931		53.1768		-0.833985		-3.02389		5.00E-05		0.000788747		yes

		XLOC_018094		XLOC_018094		AT3G19040		3:6567156-6575282		WT inflorescence		ebs inflorescence		OK		0.73094		0.409781		-0.8349		-1.66836		0.00215		0.018878		yes

		XLOC_032557		XLOC_032557		AT5G61820		5:24834316-24836694		WT inflorescence		ebs inflorescence		OK		20.2497		11.3513		-0.835047		-3.32757		5.00E-05		0.000788747		yes

		XLOC_031913		XLOC_031913		AT5G49900		5:20296517-20302346		WT inflorescence		ebs inflorescence		OK		4.48502		2.51359		-0.835368		-2.33426		5.00E-05		0.000788747		yes

		XLOC_016817		XLOC_016817		AT3G59520,AT3G59530		3:21991825-21995308		WT inflorescence		ebs inflorescence		OK		89.5192		50.1263		-0.83663		-3.83079		5.00E-05		0.000788747		yes

		XLOC_003887		XLOC_003887		AT1G74150		1:27880527-27883626		WT inflorescence		ebs inflorescence		OK		9.46059		5.29544		-0.837178		-2.70541		5.00E-05		0.000788747		yes

		XLOC_006807		XLOC_006807		AT1G52890		1:19697003-19698482		WT inflorescence		ebs inflorescence		OK		25.9699		14.512		-0.839593		-3.01881		5.00E-05		0.000788747		yes

		XLOC_005513		XLOC_005513		AT1G23560		1:8350792-8354262		WT inflorescence		ebs inflorescence		OK		16.2863		9.0927		-0.840875		-2.52313		5.00E-05		0.000788747		yes

		XLOC_010927		XLOC_010927		AT2G45650		2:18804349-18806522		WT inflorescence		ebs inflorescence		OK		29.8329		16.6501		-0.841379		-2.81523		5.00E-05		0.000788747		yes

		XLOC_018083		XLOC_018083		AT3G18850		3:6499414-6501359		WT inflorescence		ebs inflorescence		OK		55.53		30.9116		-0.845119		-3.95535		5.00E-05		0.000788747		yes

		XLOC_027667		XLOC_027667		AT5G41360		5:16544339-16549280		WT inflorescence		ebs inflorescence		OK		14.4719		8.05117		-0.845988		-1.54091		0.00175		0.0159708		yes

		XLOC_030899		XLOC_030899		AT5G33365,AT5G33370		5:12602146-12604764		WT inflorescence		ebs inflorescence		OK		536.343		298.299		-0.846398		-2.90142		5.00E-05		0.000788747		yes

		XLOC_026693		XLOC_026693		AT5G24530		5:8378832-8383401		WT inflorescence		ebs inflorescence		OK		4.98383		2.76904		-0.84787		-1.73037		0.0003		0.00373571		yes

		XLOC_032155		XLOC_032155		AT5G54470		5:22114303-22115472		WT inflorescence		ebs inflorescence		OK		5.29069		2.9382		-0.848522		-1.70349		0.0009		0.00936597		yes

		XLOC_000093		XLOC_000093		AT1G02670		1:576045-580299		WT inflorescence		ebs inflorescence		OK		5.78732		3.21192		-0.849461		-2.4736		5.00E-05		0.000788747		yes

		XLOC_005488		XLOC_005488		AT1G23060		1:8170754-8172992		WT inflorescence		ebs inflorescence		OK		5.53697		3.06757		-0.852002		-1.76063		0.00015		0.0020785		yes

		XLOC_020037		XLOC_020037		AT3G57520		3:21288764-21293158		WT inflorescence		ebs inflorescence		OK		187.231		103.65		-0.853094		-3.31382		5.00E-05		0.000788747		yes

		XLOC_010664		XLOC_010664		AT2G41090		2:17135720-17136852		WT inflorescence		ebs inflorescence		OK		63.4976		35.0981		-0.855309		-3.66518		5.00E-05		0.000788747		yes

		XLOC_018395		XLOC_018395		AT3G24420		3:8862839-8864914		WT inflorescence		ebs inflorescence		OK		53.5104		29.5334		-0.85747		-3.44711		5.00E-05		0.000788747		yes

		XLOC_018475		XLOC_018475		AT3G25905		3:9486167-9486771		WT inflorescence		ebs inflorescence		OK		28.9387		15.9241		-0.861786		-2.24241		0.0001		0.0014466		yes

		XLOC_014557		XLOC_014557		AT3G15510		3:5243509-5245382		WT inflorescence		ebs inflorescence		OK		1.9459		1.07046		-0.862208		-1.33933		0.00495		0.0368486		yes

		XLOC_010042		XLOC_010042		AT2G30380		2:12948283-12950573		WT inflorescence		ebs inflorescence		OK		1.9194		1.05368		-0.865225		-1.51399		0.00295		0.0243214		yes

		XLOC_022380		XLOC_022380		AT4G30180		4:14768935-14769648		WT inflorescence		ebs inflorescence		OK		6.0022		3.2932		-0.866001		-1.44421		0.0052		0.0381389		yes

		XLOC_032725		XLOC_032725		AT5G64990		5:25963400-25964838		WT inflorescence		ebs inflorescence		OK		24.1025		13.2098		-0.867571		-1.41106		0.007		0.0479929		yes

		XLOC_002519		XLOC_002519		AT1G49450		1:18305540-18307557		WT inflorescence		ebs inflorescence		OK		6.48346		3.55119		-0.86846		-2.51416		5.00E-05		0.000788747		yes

		XLOC_023008		XLOC_023008		AT4G01080		4:466390-468294		WT inflorescence		ebs inflorescence		OK		32.1142		17.5722		-0.869917		-3.44489		5.00E-05		0.000788747		yes

		XLOC_011966		XLOC_011966		AT2G16580		2:7184421-7186968		WT inflorescence		ebs inflorescence		OK		12.8935		7.05157		-0.870625		-2.26519		0.0001		0.0014466		yes

		XLOC_025877		XLOC_025877		AT5G07830		5:2503322-2508435		WT inflorescence		ebs inflorescence		OK		29.0571		15.8869		-0.871055		-3.01317		5.00E-05		0.000788747		yes

		XLOC_032503		XLOC_032503		AT5G60900		5:24498466-24501494		WT inflorescence		ebs inflorescence		OK		1.29183		0.70598		-0.871719		-1.52229		0.00415		0.0320635		yes

		XLOC_017813		XLOC_017813		AT3G13890		3:4576743-4578027		WT inflorescence		ebs inflorescence		OK		2.8649		1.56516		-0.872171		-1.44701		0.00435		0.0332684		yes

		XLOC_003979		XLOC_003979		AT1G75880		1:28490442-28492464		WT inflorescence		ebs inflorescence		OK		18.154		9.9175		-0.872236		-2.54343		5.00E-05		0.000788747		yes

		XLOC_004135		XLOC_004135		AT1G78720		1:29605628-29607510		WT inflorescence		ebs inflorescence		OK		2.26777		1.23729		-0.874092		-1.56167		0.0032		0.0259628		yes

		XLOC_006868		XLOC_006868		AT1G53860		1:20107106-20109511		WT inflorescence		ebs inflorescence		OK		12.7234		6.93966		-0.874546		-1.39615		0.0034		0.0271534		yes

		XLOC_000629		XLOC_000629		AT1G12330		1:4194657-4196749		WT inflorescence		ebs inflorescence		OK		199.923		109.013		-0.874945		-3.37663		5.00E-05		0.000788747		yes

		XLOC_013301		XLOC_013301		AT2G39510		2:16491142-16493151		WT inflorescence		ebs inflorescence		OK		23.165		12.6308		-0.875007		-2.25528		0.0002		0.00265586		yes

		XLOC_008301		XLOC_008301		AT1G80660		1:30316025-30320197		WT inflorescence		ebs inflorescence		OK		3.88704		2.118		-0.875966		-1.37951		0.004		0.031093		yes

		XLOC_001685		XLOC_001685		AT1G30840		1:10974444-10976298		WT inflorescence		ebs inflorescence		OK		4.48069		2.4383		-0.877847		-1.68794		0.00045		0.00528116		yes

		XLOC_014252		XLOC_014252		AT3G10280		3:3180063-3181588		WT inflorescence		ebs inflorescence		OK		1.65799		0.899005		-0.883039		-1.39163		0.0074		0.049996		yes

		XLOC_013768		XLOC_013768		AT3G01080		3:25506-27449		WT inflorescence		ebs inflorescence		OK		2.71095		1.46806		-0.884885		-1.57572		0.0016		0.0148612		yes

		XLOC_023983		XLOC_023983		AT4G14365		4:8271463-8273765		WT inflorescence		ebs inflorescence		OK		3.71793		2.01329		-0.884943		-1.34524		0.00195		0.017399		yes

		XLOC_012770		XLOC_012770		AT2G30432		2:12968614-12970209		WT inflorescence		ebs inflorescence		OK		27.9236		15.1188		-0.885147		-1.88092		0.00035		0.00424685		yes

		XLOC_020166		XLOC_020166		AT3G59750		3:22069854-22071821		WT inflorescence		ebs inflorescence		OK		2.67066		1.44519		-0.885943		-1.87186		0.00035		0.00424685		yes

		XLOC_028089		XLOC_028089		AT5G48210		5:19548413-19549141		WT inflorescence		ebs inflorescence		OK		47.271		25.5799		-0.885948		-3.20175		5.00E-05		0.000788747		yes

		XLOC_010933		XLOC_010933		AT2G45750		2:18842538-18845467		WT inflorescence		ebs inflorescence		OK		9.04446		4.89382		-0.886074		-2.38158		5.00E-05		0.000788747		yes

		XLOC_004657		XLOC_004657		AT1G08050		1:2498835-2501427		WT inflorescence		ebs inflorescence		OK		4.7817		2.58659		-0.886474		-1.58617		0.00145		0.0137497		yes

		XLOC_018098		XLOC_018098		AT3G19150		3:6616351-6617696		WT inflorescence		ebs inflorescence		OK		9.98662		5.38971		-0.889789		-1.72665		0.00015		0.0020785		yes

		XLOC_028341		XLOC_028341		AT5G52640		5:21352398-21355361		WT inflorescence		ebs inflorescence		OK		7.47237		4.01998		-0.894377		-2.0687		0.0002		0.00265586		yes

		XLOC_019703		XLOC_019703		AT3G51590		3:19135664-19136675		WT inflorescence		ebs inflorescence		OK		337.174		181.171		-0.896138		-3.76575		5.00E-05		0.000788747		yes

		XLOC_000734		XLOC_000734		AT1G14100		1:4827960-4829587		WT inflorescence		ebs inflorescence		OK		2.51941		1.3514		-0.898633		-1.70815		0.00115		0.0114144		yes

		XLOC_019638		XLOC_019638		AT3G50570		3:18766748-18767529		WT inflorescence		ebs inflorescence		OK		13.6203		7.30241		-0.89931		-1.47795		0.00035		0.00424685		yes

		XLOC_001109		XLOC_001109		AT1G20630		1:7146635-7149977		WT inflorescence		ebs inflorescence		OK		49.5323		26.5274		-0.900886		-4.29284		5.00E-05		0.000788747		yes

		XLOC_022665		XLOC_022665		AT4G35190		4:16746598-16748266		WT inflorescence		ebs inflorescence		OK		23.1966		12.4221		-0.901002		-1.55915		0.00155		0.0144759		yes

		XLOC_002678		XLOC_002678		AT1G52400		1:19515142-19518411		WT inflorescence		ebs inflorescence		OK		719.439		383.966		-0.905893		-2.77492		5.00E-05		0.000788747		yes

		XLOC_018209		XLOC_018209		AT3G21240		3:7454268-7457379		WT inflorescence		ebs inflorescence		OK		6.03599		3.20419		-0.913628		-2.02208		5.00E-05		0.000788747		yes

		XLOC_022439		XLOC_022439		AT4G31330		4:15202295-15203431		WT inflorescence		ebs inflorescence		OK		9.70118		5.14675		-0.914498		-2.25704		5.00E-05		0.000788747		yes

		XLOC_007647		XLOC_007647		AT1G68530		1:25712587-25714807		WT inflorescence		ebs inflorescence		OK		177.576		94.1529		-0.915359		-3.13359		5.00E-05		0.000788747		yes

		XLOC_014842		XLOC_014842		transcript:AT3G20075.1		3:7007315-7007653		WT inflorescence		ebs inflorescence		OK		13.5498		7.18239		-0.915732		-1.40036		0.00645		0.045055		yes

		XLOC_005655		XLOC_005655		AT1G26710		1:9232327-9233144		WT inflorescence		ebs inflorescence		OK		6.95882		3.68715		-0.916336		-1.6016		0.0009		0.00936597		yes

		XLOC_008239		XLOC_008239		AT1G79530		1:29915661-29919234		WT inflorescence		ebs inflorescence		OK		56.1973		29.7209		-0.919022		-2.85557		5.00E-05		0.000788747		yes

		XLOC_020336		XLOC_020336		AT3G62430		3:23093794-23095304		WT inflorescence		ebs inflorescence		OK		4.94765		2.61393		-0.920523		-2.08605		0.0001		0.0014466		yes

		XLOC_031414		XLOC_031414		AT5G41610		5:16638369-16641728		WT inflorescence		ebs inflorescence		OK		7.76898		4.10061		-0.921886		-2.17169		5.00E-05		0.000788747		yes

		XLOC_000323		XLOC_000323		AT1G06990		1:2148386-2150152		WT inflorescence		ebs inflorescence		OK		6.21755		3.28143		-0.92202		-1.51119		0.00265		0.0223171		yes

		XLOC_007858		XLOC_007858		AT1G72720		1:27376754-27377395		WT inflorescence		ebs inflorescence		OK		19.2063		10.1344		-0.92232		-1.28739		0.0071		0.048402		yes

		XLOC_003654		XLOC_003654		AT1G69870		1:26316026-26320220		WT inflorescence		ebs inflorescence		OK		45.3665		23.9341		-0.92256		-2.01416		0.00025		0.00319302		yes

		XLOC_009804		XLOC_009804		AT2G25810		2:11012505-11014170		WT inflorescence		ebs inflorescence		OK		7.79678		4.11187		-0.923083		-2.20582		0.00015		0.0020785		yes

		XLOC_026207		XLOC_026207		AT5G14980		5:4849599-4850583		WT inflorescence		ebs inflorescence		OK		8.55261		4.50762		-0.924		-2.21311		5.00E-05		0.000788747		yes

		XLOC_004555		XLOC_004555		AT1G06350		1:1935292-1936819		WT inflorescence		ebs inflorescence		OK		30.4289		16.0364		-0.924093		-3.19187		5.00E-05		0.000788747		yes

		XLOC_005656		XLOC_005656		AT1G26720		1:9234302-9234812		WT inflorescence		ebs inflorescence		OK		34.9955		18.4222		-0.925728		-2.60305		5.00E-05		0.000788747		yes

		XLOC_026216		XLOC_026216		AT5G15120		5:4898736-4900581		WT inflorescence		ebs inflorescence		OK		18.808		9.89959		-0.925906		-2.9923		5.00E-05		0.000788747		yes

		XLOC_006685		XLOC_006685		AT1G50820		1:18833274-18834861		WT inflorescence		ebs inflorescence		OK		2.36414		1.24278		-0.927744		-1.72344		0.00085		0.00894144		yes

		XLOC_010973		XLOC_010973		AT2G46430		2:19058129-19061436		WT inflorescence		ebs inflorescence		OK		3.2173		1.68969		-0.92909		-1.7033		0.0002		0.00265586		yes

		XLOC_024113		XLOC_024113		AT4G16550		4:9318441-9324254		WT inflorescence		ebs inflorescence		OK		4.50822		2.36765		-0.929104		-2.53213		5.00E-05		0.000788747		yes

		XLOC_006469		XLOC_006469		AT1G45229		1:17154920-17159397		WT inflorescence		ebs inflorescence		OK		12.7448		6.6914		-0.929524		-1.45349		0.00315		0.025608		yes

		XLOC_019823		XLOC_019823		AT3G53640		3:19887006-19888935		WT inflorescence		ebs inflorescence		OK		1.88096		0.986342		-0.931308		-1.73922		0.00055		0.0062255		yes

		XLOC_008147		XLOC_008147		AT1G77860		1:29282642-29284458		WT inflorescence		ebs inflorescence		OK		4.67657		2.44829		-0.933676		-1.87618		0.00045		0.00528116		yes

		XLOC_001289		XLOC_001289		AT1G23790		1:8409962-8412041		WT inflorescence		ebs inflorescence		OK		46.2517		24.1869		-0.935281		-1.34016		0.0071		0.048402		yes

		XLOC_010489		XLOC_010489		AT2G38090		2:15944710-15947085		WT inflorescence		ebs inflorescence		OK		7.59224		3.96831		-0.936001		-2.76977		5.00E-05		0.000788747		yes

		XLOC_016300		XLOC_016300		AT3G49830		3:18482382-18483940		WT inflorescence		ebs inflorescence		OK		5.88039		3.07235		-0.936568		-2.33562		5.00E-05		0.000788747		yes

		XLOC_002446		XLOC_002446		AT1G48280		1:17835087-17837717		WT inflorescence		ebs inflorescence		OK		17.7209		9.25421		-0.937267		-1.57158		0.00605		0.0427884		yes

		XLOC_026267		XLOC_026267		AT5G15948,AT5G15950		5:5205868-5208036		WT inflorescence		ebs inflorescence		OK		60.0671		31.3616		-0.937575		-4.40975		5.00E-05		0.000788747		yes

		XLOC_029106		XLOC_029106		AT5G65790		5:26322947-26324578		WT inflorescence		ebs inflorescence		OK		3.3005		1.72189		-0.938687		-1.39213		0.0043		0.0329726		yes

		XLOC_027425		XLOC_027425		AT5G37410		5:14836660-14838508		WT inflorescence		ebs inflorescence		OK		3.94539		2.05527		-0.940838		-2.25221		0.0001		0.0014466		yes

		XLOC_003734		XLOC_003734		AT1G71390		1:26906452-26908807		WT inflorescence		ebs inflorescence		OK		1.63279		0.850343		-0.941219		-1.79623		0.0007		0.00759867		yes

		XLOC_008533		XLOC_008533		AT2G04570		2:1594672-1596349		WT inflorescence		ebs inflorescence		OK		199.321		103.766		-0.941756		-4.15187		5.00E-05		0.000788747		yes

		XLOC_016187		XLOC_016187		AT3G47830		3:17647068-17648346		WT inflorescence		ebs inflorescence		OK		4.78468		2.4905		-0.941987		-1.75293		0.0009		0.00936597		yes

		XLOC_001430		XLOC_001430		AT1G26945		1:9351453-9352761		WT inflorescence		ebs inflorescence		OK		15.2109		7.8639		-0.951789		-2.26112		5.00E-05		0.000788747		yes

		XLOC_027316		XLOC_027316		AT5G35670		5:13856102-13859013		WT inflorescence		ebs inflorescence		OK		25.7438		13.3057		-0.952175		-1.49326		0.0001		0.0014466		yes

		XLOC_010344		XLOC_010344		AT2G35550		2:14929280-14930892		WT inflorescence		ebs inflorescence		OK		7.27278		3.75638		-0.953165		-1.88335		5.00E-05		0.000788747		yes

		XLOC_004702		XLOC_004702		AT1G08800		1:2813060-2818008		WT inflorescence		ebs inflorescence		OK		2.56695		1.32272		-0.956549		-2.41101		5.00E-05		0.000788747		yes

		XLOC_010601		XLOC_010601		AT2G40100		2:16745652-16747400		WT inflorescence		ebs inflorescence		OK		110.449		56.8066		-0.959253		-4.45082		5.00E-05		0.000788747		yes

		XLOC_007836		XLOC_007836		AT1G72280		1:27211844-27214665		WT inflorescence		ebs inflorescence		OK		9.54514		4.90429		-0.960721		-2.73164		5.00E-05		0.000788747		yes

		XLOC_005772		XLOC_005772		AT1G28700		1:10083499-10085030		WT inflorescence		ebs inflorescence		OK		5.07782		2.59702		-0.967355		-1.80558		0.0001		0.0014466		yes

		XLOC_007379		XLOC_007379		AT1G63840		1:23689696-23690807		WT inflorescence		ebs inflorescence		OK		8.53606		4.3617		-0.96868		-2.4215		5.00E-05		0.000788747		yes

		XLOC_027787		XLOC_027787		AT5G43110		5:17309841-17311937		WT inflorescence		ebs inflorescence		OK		2.48549		1.26679		-0.97236		-1.83359		0.0008		0.00850318		yes

		XLOC_012084		XLOC_012084		AT2G18660		2:8090657-8091656		WT inflorescence		ebs inflorescence		OK		33.25		16.9106		-0.975427		-3.30231		5.00E-05		0.000788747		yes

		XLOC_007870		XLOC_007870		AT1G73010		1:27464571-27466256		WT inflorescence		ebs inflorescence		OK		6.65384		3.37728		-0.978323		-1.69343		0.0002		0.00265586		yes

		XLOC_016320		XLOC_016320		AT3G50280		3:18637853-18639185		WT inflorescence		ebs inflorescence		OK		5.264		2.67067		-0.978958		-2.25972		5.00E-05		0.000788747		yes

		XLOC_028591		XLOC_028591		AT5G56510		5:22881720-22883842		WT inflorescence		ebs inflorescence		OK		6.56363		3.32961		-0.979143		-2.76314		5.00E-05		0.000788747		yes

		XLOC_029633		XLOC_029633		AT5G09470		5:2949240-2950513		WT inflorescence		ebs inflorescence		OK		2.19083		1.11014		-0.980744		-1.47798		0.00495		0.0368486		yes

		XLOC_018572		XLOC_018572		AT3G27190		3:10039233-10043066		WT inflorescence		ebs inflorescence		OK		17.1571		8.68616		-0.982012		-2.61483		5.00E-05		0.000788747		yes

		XLOC_006434		XLOC_006434		AT1G44224		1:16820945-16821808		WT inflorescence		ebs inflorescence		OK		25.076		12.6813		-0.983607		-1.11041		0.00715		0.0486778		yes

		XLOC_006458		XLOC_006458		AT1G45063		1:17033334-17035105		WT inflorescence		ebs inflorescence		OK		3.00103		1.51538		-0.985783		-1.51385		0.0013		0.0125967		yes

		XLOC_004350		XLOC_004350		AT1G02900		1:653764-654343		WT inflorescence		ebs inflorescence		OK		10.539		5.31741		-0.986942		-1.30181		0.0052		0.0381389		yes

		XLOC_030295		XLOC_030295		AT5G22020		5:7287735-7289482		WT inflorescence		ebs inflorescence		OK		88.5912		44.6181		-0.989536		-4.68644		5.00E-05		0.000788747		yes

		XLOC_018239		XLOC_018239		AT3G21670		3:7626756-7629151		WT inflorescence		ebs inflorescence		OK		6.03154		3.03492		-0.990867		-2.46394		5.00E-05		0.000788747		yes

		XLOC_017022		XLOC_017022		AT3G63095		3:23315505-23316258		WT inflorescence		ebs inflorescence		OK		152.172		76.5484		-0.991262		-4.60404		5.00E-05		0.000788747		yes

		XLOC_013279		XLOC_013279		AT2G39210		2:16366156-16368275		WT inflorescence		ebs inflorescence		OK		3.96292		1.99317		-0.991495		-1.44586		0.00015		0.0020785		yes

		XLOC_030124		XLOC_030124		AT5G18340		5:6070639-6072310		WT inflorescence		ebs inflorescence		OK		5.76884		2.89953		-0.992461		-1.83775		5.00E-05		0.000788747		yes

		XLOC_015312		XLOC_015312		AT3G27660		3:10243754-10245023		WT inflorescence		ebs inflorescence		OK		5.24059		2.63389		-0.992534		-1.42966		0.0018		0.0163394		yes

		XLOC_000201		XLOC_000201		AT1G04600		1:1262122-1272376		WT inflorescence		ebs inflorescence		OK		1.03996		0.522624		-0.992687		-2.1688		5.00E-05		0.000788747		yes

		XLOC_005322		XLOC_005322		AT1G20150		1:6987331-6990361		WT inflorescence		ebs inflorescence		OK		5.97109		2.99967		-0.993187		-2.98282		5.00E-05		0.000788747		yes

		XLOC_004794		XLOC_004794		AT1G10370		1:3397080-3398358		WT inflorescence		ebs inflorescence		OK		103.828		52.0403		-0.996498		-2.52483		5.00E-05		0.000788747		yes

		XLOC_013454		XLOC_013454		AT2G42140		2:17568676-17569527		WT inflorescence		ebs inflorescence		OK		5.55189		2.7814		-0.997166		-1.62413		0.00035		0.00424685		yes

		XLOC_004682		XLOC_004682		AT1G08320		1:2621903-2627848		WT inflorescence		ebs inflorescence		OK		11.1323		5.57517		-0.997667		-2.60883		5.00E-05		0.000788747		yes

		XLOC_022951		XLOC_022951		AT4G00240		4:106379-110718		WT inflorescence		ebs inflorescence		OK		1.54053		0.766391		-1.00727		-2.0011		0.00035		0.00424685		yes

		XLOC_011033		XLOC_011033		AT2G47460		2:19476336-19479478		WT inflorescence		ebs inflorescence		OK		5.85308		2.90604		-1.01014		-2.02833		5.00E-05		0.000788747		yes

		XLOC_017250		XLOC_017250		AT3G04620		3:1255525-1256869		WT inflorescence		ebs inflorescence		OK		95.5034		47.253		-1.01515		-2.15952		5.00E-05		0.000788747		yes

		XLOC_004424		XLOC_004424		AT1G04220		1:1114404-1122526		WT inflorescence		ebs inflorescence		OK		29.713		14.6996		-1.01532		-1.40483		0.00105		0.0105762		yes

		XLOC_013473		XLOC_013473		AT2G42470		2:17679886-17685187		WT inflorescence		ebs inflorescence		OK		0.729751		0.360648		-1.01681		-1.53938		0.0033		0.0265		yes

		XLOC_021961		XLOC_021961		AT4G22960		4:12030019-12033137		WT inflorescence		ebs inflorescence		OK		7.34274		3.61732		-1.0214		-2.41772		5.00E-05		0.000788747		yes

		XLOC_020738		XLOC_020738		AT4G04760		4:2424163-2427769		WT inflorescence		ebs inflorescence		OK		5.6521		2.78318		-1.02205		-2.42168		5.00E-05		0.000788747		yes

		XLOC_014683		XLOC_014683		AT3G17580		3:6015183-6015850		WT inflorescence		ebs inflorescence		OK		8.06722		3.95742		-1.02751		-1.88825		0.0006		0.00670586		yes

		XLOC_007441		XLOC_007441		AT1G65110		1:24183958-24188330		WT inflorescence		ebs inflorescence		OK		2.38042		1.16763		-1.02764		-2.53667		5.00E-05		0.000788747		yes

		XLOC_026581		XLOC_026581		AT5G22430		5:7433789-7434935		WT inflorescence		ebs inflorescence		OK		547.375		268.378		-1.02826		-4.2315		5.00E-05		0.000788747		yes

		XLOC_000091		XLOC_000091		AT1G02640		1:564204-567769		WT inflorescence		ebs inflorescence		OK		40.3824		19.7987		-1.02832		-4.61987		5.00E-05		0.000788747		yes

		XLOC_018629		XLOC_018629		AT3G28007		3:10408091-10409745		WT inflorescence		ebs inflorescence		OK		8.3014		4.06765		-1.02916		-1.91018		0.0002		0.00265586		yes

		XLOC_003784		XLOC_003784		AT1G72230		1:27188065-27189244		WT inflorescence		ebs inflorescence		OK		55.6067		27.2339		-1.02985		-4.32462		5.00E-05		0.000788747		yes

		XLOC_024463		XLOC_024463		AT4G22305		4:11789331-11791191		WT inflorescence		ebs inflorescence		OK		11.2442		5.50499		-1.03037		-1.39364		0.00445		0.0339188		yes

		XLOC_030390		XLOC_030390		AT5G23660		5:7971650-7973925		WT inflorescence		ebs inflorescence		OK		7.3223		3.58098		-1.03194		-1.60431		0.00145		0.0137497		yes

		XLOC_031516		XLOC_031516		AT5G43270		5:17360286-17363773		WT inflorescence		ebs inflorescence		OK		47.7686		23.3544		-1.03237		-4.6784		5.00E-05		0.000788747		yes

		XLOC_002734		XLOC_002734		AT1G53270		1:19862877-19864650		WT inflorescence		ebs inflorescence		OK		3.82417		1.86953		-1.03247		-2.37232		5.00E-05		0.000788747		yes

		XLOC_007520		XLOC_007520		AT1G66400		1:24770574-24771371		WT inflorescence		ebs inflorescence		OK		13.568		6.62539		-1.03413		-2.48518		5.00E-05		0.000788747		yes

		XLOC_005296		XLOC_005296		AT1G19640		1:6788884-6791846		WT inflorescence		ebs inflorescence		OK		7.50591		3.6481		-1.04088		-2.74878		5.00E-05		0.000788747		yes

		XLOC_001523		XLOC_001523		AT1G28375		1:9961054-9961703		WT inflorescence		ebs inflorescence		OK		41.303		20.0074		-1.04572		-2.95063		5.00E-05		0.000788747		yes

		XLOC_005431		XLOC_005431		AT1G21940		1:7715169-7716975		WT inflorescence		ebs inflorescence		OK		10.8925		5.27569		-1.0459		-2.0291		0.00015		0.0020785		yes

		XLOC_016747		XLOC_016747		AT3G57950		3:21460422-21460968		WT inflorescence		ebs inflorescence		OK		8.9096		4.30602		-1.049		-1.86816		0.00065		0.00716651		yes

		XLOC_001288		XLOC_001288		AT1G23760		1:8402045-8404301		WT inflorescence		ebs inflorescence		OK		4.10545		1.98323		-1.04969		-1.58322		0.0002		0.00265586		yes

		XLOC_016210		XLOC_016210		AT3G48240		3:17867315-17868387		WT inflorescence		ebs inflorescence		OK		4.00177		1.9327		-1.05002		-1.47598		0.00515		0.0379359		yes

		XLOC_001262		XLOC_001262		AT1G23150		1:8206548-8207618		WT inflorescence		ebs inflorescence		OK		3.49841		1.68951		-1.05009		-1.63214		0.00135		0.0129764		yes

		XLOC_022990		XLOC_022990		AT4G00870		4:362168-363691		WT inflorescence		ebs inflorescence		OK		93.1537		44.9468		-1.05139		-1.43664		5.00E-05		0.000788747		yes

		XLOC_021746		XLOC_021746		AT4G19230		4:10521378-10523961		WT inflorescence		ebs inflorescence		OK		9.49796		4.58164		-1.05175		-3.31463		5.00E-05		0.000788747		yes

		XLOC_000037		XLOC_000037		AT1G01590		1:214228-217304		WT inflorescence		ebs inflorescence		OK		2.20523		1.06132		-1.05508		-2.12051		0.0002		0.00265586		yes

		XLOC_032332		XLOC_032332		AT5G57720		5:23389744-23391620		WT inflorescence		ebs inflorescence		OK		18.1741		8.72177		-1.05919		-3.06724		5.00E-05		0.000788747		yes

		XLOC_000498		XLOC_000498		AT1G10220		1:3352158-3354856		WT inflorescence		ebs inflorescence		OK		5.53252		2.65412		-1.0597		-1.45684		0.00155		0.0144759		yes

		XLOC_013119		XLOC_013119		AT2G36307		2:15218039-15219415		WT inflorescence		ebs inflorescence		OK		22.3858		10.7384		-1.05981		-3.04572		5.00E-05		0.000788747		yes

		XLOC_023271		XLOC_023271		AT4G04955		4:2522033-2525280		WT inflorescence		ebs inflorescence		OK		16.0506		7.69466		-1.0607		-3.38122		5.00E-05		0.000788747		yes

		XLOC_014574		XLOC_014574		AT3G15760		3:5337546-5338467		WT inflorescence		ebs inflorescence		OK		3.25231		1.55878		-1.06105		-1.39164		0.0033		0.0265		yes

		XLOC_018301		XLOC_018301		AT3G22800		3:8062887-8064556		WT inflorescence		ebs inflorescence		OK		6.01224		2.87615		-1.06376		-2.26288		5.00E-05		0.000788747		yes

		XLOC_002912		XLOC_002912		AT1G56410		1:21117146-21119241		WT inflorescence		ebs inflorescence		OK		1.22595		0.58393		-1.07003		-1.66302		0.0026		0.0219959		yes

		XLOC_022265		XLOC_022265		AT4G28395		4:14043939-14044902		WT inflorescence		ebs inflorescence		OK		137.533		65.4597		-1.0711		-4.46563		5.00E-05		0.000788747		yes

		XLOC_005308		XLOC_005308		AT1G19840		1:6872793-6873255		WT inflorescence		ebs inflorescence		OK		23.0741		10.979		-1.07153		-2.43966		5.00E-05		0.000788747		yes

		XLOC_015245		XLOC_015245		AT3G26440		3:9676563-9679900		WT inflorescence		ebs inflorescence		OK		1.66571		0.791475		-1.07353		-1.1705		0.0017		0.0156123		yes

		XLOC_019774		XLOC_019774		AT3G52770		3:19557720-19559007		WT inflorescence		ebs inflorescence		OK		19.9806		9.48448		-1.07496		-1.76798		0.00015		0.0020785		yes

		XLOC_007920		XLOC_007920		AT1G73890		1:27787902-27788658		WT inflorescence		ebs inflorescence		OK		87.7645		41.5996		-1.07707		-4.27436		5.00E-05		0.000788747		yes

		XLOC_010457		XLOC_010457		AT2G37440		2:15718052-15722108		WT inflorescence		ebs inflorescence		OK		0.94262		0.44625		-1.07882		-1.07218		0.0039		0.0304783		yes

		XLOC_020032		XLOC_020032		AT3G57460		3:21263085-21265797		WT inflorescence		ebs inflorescence		OK		2.44869		1.15919		-1.0789		-1.68648		0.00155		0.0144759		yes

		XLOC_029499		XLOC_029499		AT5G06570		5:2007599-2011041		WT inflorescence		ebs inflorescence		OK		4.32364		2.04658		-1.07903		-0.946307		0.00345		0.0274774		yes

		XLOC_012531		XLOC_012531		AT2G26400		2:11231799-11233295		WT inflorescence		ebs inflorescence		OK		10.8014		5.10361		-1.08162		-2.20661		5.00E-05		0.000788747		yes

		XLOC_000221		XLOC_000221		AT1G05100		1:1469609-1470881		WT inflorescence		ebs inflorescence		OK		4.34669		2.0476		-1.08598		-1.39207		0.00075		0.00806418		yes

		XLOC_013295		XLOC_013295		AT2G39435		2:16463346-16466941		WT inflorescence		ebs inflorescence		OK		5.64022		2.65128		-1.08906		-2.23715		5.00E-05		0.000788747		yes

		XLOC_028617		XLOC_028617		AT5G56870		5:23004195-23008649		WT inflorescence		ebs inflorescence		OK		5.01729		2.35776		-1.08949		-1.37895		0.007		0.0479929		yes

		XLOC_005195		XLOC_005195		AT1G17710		1:6090559-6092027		WT inflorescence		ebs inflorescence		OK		5.07016		2.37983		-1.09117		-1.1747		0.00265		0.0223171		yes

		XLOC_024571		XLOC_024571		AT4G24140		4:12529874-12533842		WT inflorescence		ebs inflorescence		OK		23.6066		11.0799		-1.09125		-4.24144		5.00E-05		0.000788747		yes

		XLOC_024756		XLOC_024756		AT4G27410		4:13707239-13709149		WT inflorescence		ebs inflorescence		OK		9.72834		4.52922		-1.10293		-1.09946		0.00225		0.0196041		yes

		XLOC_028935		XLOC_028935		AT5G62730		5:25197493-25200033		WT inflorescence		ebs inflorescence		OK		11.3814		5.29071		-1.10515		-3.64559		5.00E-05		0.000788747		yes

		XLOC_006779		XLOC_006779		AT1G52450		1:19541683-19546266		WT inflorescence		ebs inflorescence		OK		2.16696		1.00523		-1.10814		-2.65445		5.00E-05		0.000788747		yes

		XLOC_019496		XLOC_019496		AT3G48180		3:17790464-17790919		WT inflorescence		ebs inflorescence		OK		8.44187		3.91592		-1.10821		-1.45704		0.0037		0.0291949		yes

		XLOC_020185		XLOC_020185		AT3G60010		3:22163093-22163558		WT inflorescence		ebs inflorescence		OK		13.2376		6.13978		-1.10838		-2.06144		0.00035		0.00424685		yes

		XLOC_017690		XLOC_017690		AT3G12145		3:3874498-3876237		WT inflorescence		ebs inflorescence		OK		487.686		225.995		-1.10966		-4.51538		5.00E-05		0.000788747		yes

		XLOC_033112		XLOC_033112		ATCG00470,ATCG00480		Pt:52264-54156		WT inflorescence		ebs inflorescence		OK		56.5444		26.1161		-1.11445		-2.62225		5.00E-05		0.000788747		yes

		XLOC_032005		XLOC_032005		AT5G51530		5:20927117-20931502		WT inflorescence		ebs inflorescence		OK		1.10517		0.509639		-1.11672		-2.10238		0.0003		0.00373571		yes

		XLOC_031706		XLOC_031706		AT5G46230		5:18742439-18743045		WT inflorescence		ebs inflorescence		OK		34.699		15.9442		-1.12186		-2.77397		5.00E-05		0.000788747		yes

		XLOC_028774		XLOC_028774		AT5G59845		5:24111323-24112020		WT inflorescence		ebs inflorescence		OK		25.6064		11.7538		-1.12338		-2.97663		5.00E-05		0.000788747		yes

		XLOC_001842		XLOC_001842		AT1G33612		1:12191311-12192849		WT inflorescence		ebs inflorescence		OK		1.89434		0.867727		-1.12638		-1.87795		0.0006		0.00670586		yes

		XLOC_031194		XLOC_031194		AT5G37860		5:15069577-15070555		WT inflorescence		ebs inflorescence		OK		3.35711		1.536		-1.12804		-1.69202		0.0016		0.0148612		yes

		XLOC_025117		XLOC_025117		AT4G33790		4:16204156-16207947		WT inflorescence		ebs inflorescence		OK		20.8297		9.49316		-1.13368		-2.46481		5.00E-05		0.000788747		yes

		XLOC_029716		XLOC_029716		AT5G10760		5:3400341-3402207		WT inflorescence		ebs inflorescence		OK		2.90768		1.32172		-1.13745		-1.76188		0.00015		0.0020785		yes

		XLOC_029168		XLOC_029168		AT5G66870		5:26705861-26708676		WT inflorescence		ebs inflorescence		OK		4.12192		1.86941		-1.14074		-2.65056		5.00E-05		0.000788747		yes

		XLOC_020099		XLOC_020099		AT3G58440		3:21618445-21621249		WT inflorescence		ebs inflorescence		OK		1.2159		0.550759		-1.14253		-1.7238		0.0013		0.0125967		yes

		XLOC_012247		XLOC_012247		AT2G21430		2:9171884-9173339		WT inflorescence		ebs inflorescence		OK		24.9759		11.2817		-1.14655		-1.06963		0.00305		0.0249142		yes

		XLOC_004444		XLOC_004444		AT1G04570		1:1246727-1248775		WT inflorescence		ebs inflorescence		OK		5.38631		2.42957		-1.1486		-1.32891		0.00525		0.0384366		yes

		XLOC_003812		XLOC_003812		AT1G72800		1:27397215-27398500		WT inflorescence		ebs inflorescence		OK		4.81328		2.17106		-1.14862		-1.45263		0.00085		0.00894144		yes

		XLOC_031782		XLOC_031782		AT5G47635		5:19306143-19307895		WT inflorescence		ebs inflorescence		OK		19.8868		8.94296		-1.15298		-1.65316		0.00225		0.0196041		yes

		XLOC_004620		XLOC_004620		AT1G07490		1:2301374-2302121		WT inflorescence		ebs inflorescence		OK		13.833		6.21767		-1.15367		-1.73307		0.00045		0.00528116		yes

		XLOC_010115		XLOC_010115		AT2G31770		2:13511578-13513550		WT inflorescence		ebs inflorescence		OK		0.967567		0.433546		-1.15817		-1.56927		0.00435		0.0332684		yes

		XLOC_000228		XLOC_000228		AT1G05260		1:1529766-1531439		WT inflorescence		ebs inflorescence		OK		16.5231		7.40327		-1.15825		-2.46606		5.00E-05		0.000788747		yes

		XLOC_007886		XLOC_007886		AT1G73260		1:27547273-27548190		WT inflorescence		ebs inflorescence		OK		2.64787		1.18359		-1.16166		-1.48601		0.00175		0.0159708		yes

		XLOC_024751		XLOC_024751		AT4G27330		4:13682077-13683538		WT inflorescence		ebs inflorescence		OK		9.06118		4.04945		-1.16197		-2.47406		5.00E-05		0.000788747		yes

		XLOC_021488		XLOC_021488		AT4G15100		4:8625854-8629531		WT inflorescence		ebs inflorescence		OK		1.14707		0.511687		-1.16462		-1.57791		0.00375		0.0294754		yes

		XLOC_028994		XLOC_028994		AT5G63900		5:25568697-25570371		WT inflorescence		ebs inflorescence		OK		1.33309		0.593686		-1.167		-1.78126		0.0011		0.0109984		yes

		XLOC_004451		XLOC_004451		AT1G04660		1:1300485-1301773		WT inflorescence		ebs inflorescence		OK		54.6914		24.3385		-1.16807		-5.06998		5.00E-05		0.000788747		yes

		XLOC_001679		XLOC_001679		AT1G30760		1:10918277-10920677		WT inflorescence		ebs inflorescence		OK		6.34962		2.81387		-1.17411		-2.70182		5.00E-05		0.000788747		yes

		XLOC_011980		XLOC_011980		AT2G16790		2:7283956-7285237		WT inflorescence		ebs inflorescence		OK		2.27913		1.00952		-1.17482		-1.40404		0.00305		0.0249142		yes

		XLOC_004694		XLOC_004694		AT1G08630		1:2743760-2747967		WT inflorescence		ebs inflorescence		OK		35.4847		15.7159		-1.17497		-4.80359		5.00E-05		0.000788747		yes

		XLOC_032430		XLOC_032430		AT5G59490		5:23982723-23984617		WT inflorescence		ebs inflorescence		OK		4.0832		1.80744		-1.17575		-1.96752		0.00015		0.0020785		yes

		XLOC_010605		XLOC_010605		AT2G40130		2:16765919-16769268		WT inflorescence		ebs inflorescence		OK		25.5709		11.3076		-1.17722		-4.66503		5.00E-05		0.000788747		yes

		XLOC_021935		XLOC_021935		AT4G22513		4:11854808-11857313		WT inflorescence		ebs inflorescence		OK		53.1588		23.48		-1.17888		-2.45902		5.00E-05		0.000788747		yes

		XLOC_003118		XLOC_003118		AT1G60460		1:22275483-22280586		WT inflorescence		ebs inflorescence		OK		3.01141		1.3301		-1.17891		-1.23072		0.0015		0.0141449		yes

		XLOC_030450		XLOC_030450		AT5G24580		5:8410257-8412265		WT inflorescence		ebs inflorescence		OK		22.774		10.0575		-1.17912		-3.6213		5.00E-05		0.000788747		yes

		XLOC_028012		XLOC_028012		AT5G46830		5:19002718-19004254		WT inflorescence		ebs inflorescence		OK		2.44249		1.07581		-1.18293		-2.12642		5.00E-05		0.000788747		yes

		XLOC_005436		XLOC_005436		AT1G22015		1:7751001-7753519		WT inflorescence		ebs inflorescence		OK		11.9143		5.24746		-1.18301		-2.46827		0.0001		0.0014466		yes

		XLOC_007642		XLOC_007642		AT1G68460		1:25668609-25670182		WT inflorescence		ebs inflorescence		OK		2.27889		1.00224		-1.1851		-1.75179		0.0003		0.00373571		yes

		XLOC_023108		XLOC_023108		AT4G02660		4:1159666-1174321		WT inflorescence		ebs inflorescence		OK		1.0286		0.451448		-1.18805		-1.87892		0.00065		0.00716651		yes

		XLOC_028554		XLOC_028554		AT5G55970		5:22667234-22669545		WT inflorescence		ebs inflorescence		OK		12.9735		5.68111		-1.19133		-3.44247		5.00E-05		0.000788747		yes

		XLOC_021588		XLOC_021588		AT4G16460		4:9284909-9286773		WT inflorescence		ebs inflorescence		OK		1.80653		0.789914		-1.19345		-1.38012		0.001		0.0101985		yes

		XLOC_020258		XLOC_020258		AT3G61198		3:22655883-22656599		WT inflorescence		ebs inflorescence		OK		7.68554		3.36023		-1.19359		-2.13101		5.00E-05		0.000788747		yes

		XLOC_012970		XLOC_012970		AT2G33815		2:14305000-14306072		WT inflorescence		ebs inflorescence		OK		164.639		71.9454		-1.19433		-2.59616		5.00E-05		0.000788747		yes

		XLOC_003225		XLOC_003225		AT1G62480		1:23128704-23129759		WT inflorescence		ebs inflorescence		OK		514.183		224.481		-1.19569		-5.02819		5.00E-05		0.000788747		yes

		XLOC_007389		XLOC_007389		AT1G64030		1:23752872-23754348		WT inflorescence		ebs inflorescence		OK		3.52603		1.53025		-1.20428		-2.15624		0.00025		0.00319302		yes

		XLOC_002391		XLOC_002391		AT1G47480		1:17417578-17419432		WT inflorescence		ebs inflorescence		OK		4.07789		1.76784		-1.20584		-1.73412		0.0002		0.00265586		yes

		XLOC_020057		XLOC_020057		AT3G57920		3:21444320-21446035		WT inflorescence		ebs inflorescence		OK		34.874		15.0836		-1.20917		-3.59583		5.00E-05		0.000788747		yes

		XLOC_013915		XLOC_013915		AT3G03760		3:943556-944834		WT inflorescence		ebs inflorescence		OK		25.5752		11.0507		-1.2106		-1.65761		0.0038		0.0298225		yes

		XLOC_011194		XLOC_011194		AT2G03020		2:882644-884148		WT inflorescence		ebs inflorescence		OK		6.43697		2.77487		-1.21396		-1.58339		0.00065		0.00716651		yes

		XLOC_029524		XLOC_029524		AT5G07010		5:2174677-2176106		WT inflorescence		ebs inflorescence		OK		2.43296		1.04793		-1.21517		-1.61244		0.00055		0.0062255		yes

		XLOC_000967		XLOC_000967		transcript:AT1G18120.1		1:6232091-6233926		WT inflorescence		ebs inflorescence		OK		2.78518		1.19711		-1.21822		-2.43066		5.00E-05		0.000788747		yes

		XLOC_025100		XLOC_025100		AT4G33467		4:16101463-16102196		WT inflorescence		ebs inflorescence		OK		6.51588		2.79144		-1.22295		-1.95009		0.00025		0.00319302		yes

		XLOC_009139		XLOC_009139		AT2G14900		2:6404174-6405330		WT inflorescence		ebs inflorescence		OK		15.4431		6.60434		-1.22547		-2.76086		5.00E-05		0.000788747		yes

		XLOC_012212		XLOC_012212		AT2G20870		2:8981987-8982712		WT inflorescence		ebs inflorescence		OK		1029.84		440.259		-1.22599		-4.60361		5.00E-05		0.000788747		yes

		XLOC_000304		XLOC_000304		AT1G06620		1:2025600-2027271		WT inflorescence		ebs inflorescence		OK		5.53581		2.36423		-1.22743		-1.15177		0.0008		0.00850318		yes

		XLOC_009340		XLOC_009340		transcript:AT2G18115.1		2:7874136-7875027		WT inflorescence		ebs inflorescence		OK		23.8058		10.166		-1.22755		-3.87421		5.00E-05		0.000788747		yes

		XLOC_017939		XLOC_017939		AT3G16070		3:5451863-5452316		WT inflorescence		ebs inflorescence		OK		10.2377		4.3682		-1.22878		-2.02292		0.0001		0.0014466		yes

		XLOC_029639		XLOC_029639		AT5G09520		5:2958291-2958856		WT inflorescence		ebs inflorescence		OK		4.60587		1.9646		-1.22924		-1.73556		0.001		0.0101985		yes

		XLOC_016954		XLOC_016954		AT3G61810		3:22877167-22878469		WT inflorescence		ebs inflorescence		OK		8.66351		3.68916		-1.23166		-3.04414		5.00E-05		0.000788747		yes

		XLOC_026100		XLOC_026100		AT5G12940		5:4087711-4089004		WT inflorescence		ebs inflorescence		OK		15.0163		6.37992		-1.23492		-1.73625		0.0021		0.0185187		yes

		XLOC_002278		XLOC_002278		AT1G43800		1:16577609-16579722		WT inflorescence		ebs inflorescence		OK		4.67624		1.98637		-1.23521		-1.5526		0.0001		0.0014466		yes

		XLOC_008436		XLOC_008436		AT2G03170		2:961321-961771		WT inflorescence		ebs inflorescence		OK		10.8711		4.61756		-1.23529		-2.03164		0.00035		0.00424685		yes

		XLOC_001033		XLOC_001033		AT1G19190		1:6623875-6624977		WT inflorescence		ebs inflorescence		OK		4.65694		1.96754		-1.24299		-2.42541		5.00E-05		0.000788747		yes

		XLOC_024558		XLOC_024558		AT4G23700		4:12342427-12346043		WT inflorescence		ebs inflorescence		OK		1.11127		0.469034		-1.24444		-1.60989		0.00095		0.00978644		yes

		XLOC_013049		XLOC_013049		AT2G35150		2:14817046-14818211		WT inflorescence		ebs inflorescence		OK		7.65441		3.23061		-1.24448		-0.874175		0.0074		0.049996		yes

		XLOC_029653		XLOC_029653		AT5G09730		5:3015246-3018262		WT inflorescence		ebs inflorescence		OK		2.51281		1.0515		-1.25685		-1.0938		0.00255		0.0217171		yes

		XLOC_024556		XLOC_024556		AT4G23680		4:12336185-12337482		WT inflorescence		ebs inflorescence		OK		291.857		121.541		-1.26382		-5.55653		5.00E-05		0.000788747		yes

		XLOC_008340		XLOC_008340		AT2G01520		2:235924-237147		WT inflorescence		ebs inflorescence		OK		133.424		55.5234		-1.26484		-4.77289		5.00E-05		0.000788747		yes

		XLOC_027426		XLOC_027426		AT5G37420		5:14839046-14842070		WT inflorescence		ebs inflorescence		OK		4.72953		1.96763		-1.26524		-2.95159		5.00E-05		0.000788747		yes

		XLOC_014904		XLOC_014904		AT3G20990		3:7358839-7360154		WT inflorescence		ebs inflorescence		OK		3.14622		1.3086		-1.2656		-2.31101		5.00E-05		0.000788747		yes

		XLOC_002831		XLOC_002831		AT1G54940		1:20481689-20484541		WT inflorescence		ebs inflorescence		OK		2.15207		0.894913		-1.2659		-2.23818		5.00E-05		0.000788747		yes

		XLOC_010088		XLOC_010088		AT2G31210		2:13296142-13298277		WT inflorescence		ebs inflorescence		OK		10.19		4.23137		-1.26796		-3.53627		5.00E-05		0.000788747		yes

		XLOC_013597		XLOC_013597		AT2G44790		2:18461905-18463309		WT inflorescence		ebs inflorescence		OK		8.73787		3.61959		-1.27145		-2.57719		5.00E-05		0.000788747		yes

		XLOC_031671		XLOC_031671		AT5G45740		5:18556974-18558097		WT inflorescence		ebs inflorescence		OK		10.0744		4.17203		-1.27187		-1.75393		0.00135		0.0129764		yes

		XLOC_018259		XLOC_018259		AT3G22100		3:7783710-7784469		WT inflorescence		ebs inflorescence		OK		2.44459		1.01167		-1.27285		-1.66623		0.0022		0.0192507		yes

		XLOC_010713		XLOC_010713		AT2G41905		2:17495679-17496142		WT inflorescence		ebs inflorescence		OK		14.2587		5.88029		-1.27788		-1.80963		0.00025		0.00319302		yes

		XLOC_021806		XLOC_021806		AT4G20420		4:11016969-11017623		WT inflorescence		ebs inflorescence		OK		526.056		216.925		-1.27802		-3.12315		5.00E-05		0.000788747		yes

		XLOC_028414		XLOC_028414		AT5G53680		5:21798381-21799109		WT inflorescence		ebs inflorescence		OK		4.84445		1.99567		-1.27946		-1.6988		0.00185		0.0166819		yes

		XLOC_032126		XLOC_032126		AT5G54010		5:21919780-21921189		WT inflorescence		ebs inflorescence		OK		5.81496		2.39326		-1.28079		-1.00438		0.0019		0.0170573		yes

		XLOC_011199		XLOC_011199		AT2G03200		2:966450-967918		WT inflorescence		ebs inflorescence		OK		14.3318		5.88728		-1.28355		-2.99624		5.00E-05		0.000788747		yes

		XLOC_003489		XLOC_003489		AT1G67105		1:25057478-25058264		WT inflorescence		ebs inflorescence		OK		3.38817		1.39024		-1.28517		-1.92736		0.00065		0.00716651		yes

		XLOC_008024		XLOC_008024		AT1G75790		1:28454780-28457528		WT inflorescence		ebs inflorescence		OK		25.8818		10.5942		-1.28866		-4.68513		5.00E-05		0.000788747		yes

		XLOC_010950		XLOC_010950		AT2G46130		2:18957225-18957911		WT inflorescence		ebs inflorescence		OK		2.36267		0.967103		-1.28868		-0.981188		0.0072		0.0489365		yes

		XLOC_010180		XLOC_010180		AT2G32750		2:13889640-13891170		WT inflorescence		ebs inflorescence		OK		0.97026		0.396764		-1.29009		-1.66259		0.00335		0.0268171		yes

		XLOC_024685		XLOC_024685		AT4G26280		4:13304720-13305722		WT inflorescence		ebs inflorescence		OK		16.8178		6.86877		-1.29186		-3.67172		5.00E-05		0.000788747		yes

		XLOC_017708		XLOC_017708		AT3G12430		3:3949579-3950377		WT inflorescence		ebs inflorescence		OK		8.80686		3.59484		-1.2927		-2.56232		5.00E-05		0.000788747		yes

		XLOC_031868		XLOC_031868		AT5G49120		5:19908625-19909399		WT inflorescence		ebs inflorescence		OK		49.4322		20.1535		-1.29442		-4.17199		5.00E-05		0.000788747		yes

		XLOC_003675		XLOC_003675		AT1G70270		1:26464399-26464860		WT inflorescence		ebs inflorescence		OK		6.34848		2.58351		-1.29708		-1.6892		0.0026		0.0219959		yes

		XLOC_002511		XLOC_002511		AT1G49330		1:18250042-18251038		WT inflorescence		ebs inflorescence		OK		3.7844		1.53958		-1.29753		-2.19198		0.0001		0.0014466		yes

		XLOC_007425		XLOC_007425		AT1G64780		1:24060769-24062630		WT inflorescence		ebs inflorescence		OK		13.8094		5.61732		-1.2977		-1.74434		0.00015		0.0020785		yes

		XLOC_021415		XLOC_021415		AT4G14060		4:8107336-8108307		WT inflorescence		ebs inflorescence		OK		2.63173		1.06943		-1.29918		-1.37742		0.00435		0.0332684		yes

		XLOC_032360		XLOC_032360		AT5G58310		5:23571878-23576084		WT inflorescence		ebs inflorescence		OK		21.9542		8.91266		-1.30057		-1.48617		0.00355		0.0281529		yes

		XLOC_005392		XLOC_005392		AT1G21320		1:7462833-7466164		WT inflorescence		ebs inflorescence		OK		2.90187		1.17748		-1.30128		-1.22748		0.00395		0.0308218		yes

		XLOC_003933		XLOC_003933		AT1G75050		1:28180115-28181062		WT inflorescence		ebs inflorescence		OK		15.2621		6.18207		-1.30379		-3.19482		5.00E-05		0.000788747		yes

		XLOC_021469		XLOC_021469		AT4G14815		4:8505042-8505952		WT inflorescence		ebs inflorescence		OK		64.0082		25.8996		-1.30533		-2.87925		5.00E-05		0.000788747		yes

		XLOC_004182		XLOC_004182		AT1G79800		1:30018548-30019217		WT inflorescence		ebs inflorescence		OK		8.68849		3.51277		-1.3065		-2.30421		5.00E-05		0.000788747		yes

		XLOC_003701		XLOC_003701		AT1G70720		1:26666407-26667204		WT inflorescence		ebs inflorescence		OK		2.91513		1.1779		-1.30734		-1.43737		0.00165		0.0152285		yes

		XLOC_005830		XLOC_005830		AT1G30080		1:10550946-10553215		WT inflorescence		ebs inflorescence		OK		3.30174		1.33375		-1.30774		-1.44295		0.0017		0.0156123		yes

		XLOC_003570		XLOC_003570		AT1G68540		1:25720023-25721410		WT inflorescence		ebs inflorescence		OK		98.1297		39.4909		-1.31317		-1.40602		0.0052		0.0381389		yes

		XLOC_022028		XLOC_022028		AT4G24130		4:12527752-12528593		WT inflorescence		ebs inflorescence		OK		81.6369		32.8473		-1.31345		-5.41467		5.00E-05		0.000788747		yes

		XLOC_016684		XLOC_016684		AT3G56730		3:21013990-21015078		WT inflorescence		ebs inflorescence		OK		4.39472		1.76797		-1.31368		-0.997553		0.00555		0.0401715		yes

		XLOC_029658		XLOC_029658		AT5G09780		5:3036955-3038484		WT inflorescence		ebs inflorescence		OK		18.9427		7.60421		-1.31677		-3.81487		5.00E-05		0.000788747		yes

		XLOC_001670		XLOC_001670		AT1G30660		1:10876852-10879017		WT inflorescence		ebs inflorescence		OK		2.76904		1.10594		-1.32411		-2.05636		0.00025		0.00319302		yes

		XLOC_009875		XLOC_009875		AT2G27180		2:11620232-11621174		WT inflorescence		ebs inflorescence		OK		2.05096		0.818732		-1.32484		-1.48199		0.0048		0.0359683		yes

		XLOC_028419		XLOC_028419		AT5G53750		5:21817365-21818843		WT inflorescence		ebs inflorescence		OK		6.10969		2.43499		-1.32718		-2.04457		5.00E-05		0.000788747		yes

		XLOC_019778		XLOC_019778		AT3G52820		3:19573943-19576977		WT inflorescence		ebs inflorescence		OK		4.09068		1.62967		-1.32776		-1.76954		0.0004		0.00477681		yes

		XLOC_014047		XLOC_014047		AT3G06125		3:1848847-1850596		WT inflorescence		ebs inflorescence		OK		13.6312		5.42848		-1.32829		-2.10708		0.0001		0.0014466		yes

		XLOC_014501		XLOC_014501		AT3G14700		3:4940317-4941398		WT inflorescence		ebs inflorescence		OK		2.11845		0.842312		-1.33058		-1.37942		0.00165		0.0152285		yes

		XLOC_016635		XLOC_016635		AT3G55780		3:20705626-20707021		WT inflorescence		ebs inflorescence		OK		14.4471		5.74057		-1.33151		-4.09196		5.00E-05		0.000788747		yes

		XLOC_004761		XLOC_004761		AT1G09880		1:3208827-3211653		WT inflorescence		ebs inflorescence		OK		15.189		6.02869		-1.33311		-4.81611		5.00E-05		0.000788747		yes

		XLOC_026731		XLOC_026731		AT5G25250		5:8749726-8751636		WT inflorescence		ebs inflorescence		OK		1.89359		0.748945		-1.33819		-1.56251		0.00035		0.00424685		yes

		XLOC_014244		XLOC_014244		AT3G10116		3:3126022-3126619		WT inflorescence		ebs inflorescence		OK		3.8461		1.52076		-1.3386		-1.63713		0.0036		0.0285051		yes

		XLOC_023963		XLOC_023963		AT4G14150		4:8158571-8165008		WT inflorescence		ebs inflorescence		OK		24.4761		9.6716		-1.33955		-2.08148		5.00E-05		0.000788747		yes

		XLOC_001044		XLOC_001044		AT1G19394,AT1G19396,AT1G19397		1:6709772-6711788		WT inflorescence		ebs inflorescence		OK		4.92929		1.94519		-1.34147		-0.982532		0.004		0.031093		yes

		XLOC_017951		XLOC_017951		AT3G16380		3:5558675-5560993		WT inflorescence		ebs inflorescence		OK		13.5865		5.36134		-1.34151		-4.40704		5.00E-05		0.000788747		yes

		XLOC_025815		XLOC_025815		AT5G06839		5:2120526-2126456		WT inflorescence		ebs inflorescence		OK		4.34588		1.71398		-1.3423		-2.3955		5.00E-05		0.000788747		yes

		XLOC_012562		XLOC_012562		AT2G26940		2:11496517-11497378		WT inflorescence		ebs inflorescence		OK		1.40253		0.550834		-1.34834		-1.54233		0.00605		0.0427884		yes

		XLOC_022266		XLOC_022266		AT4G28397		4:14045923-14046689		WT inflorescence		ebs inflorescence		OK		40.5877		15.8961		-1.35237		-4.11608		5.00E-05		0.000788747		yes

		XLOC_020722		XLOC_020722		AT4G04480		4:2229648-2230845		WT inflorescence		ebs inflorescence		OK		1.16724		0.456118		-1.35562		-1.6158		0.0045		0.0342487		yes

		XLOC_004302		XLOC_004302		AT1G02040,AT1G02050		1:358103-360518		WT inflorescence		ebs inflorescence		OK		185.703		72.4499		-1.35794		-3.71336		5.00E-05		0.000788747		yes

		XLOC_000855		XLOC_000855		AT1G16310		1:5578430-5580693		WT inflorescence		ebs inflorescence		OK		10.8734		4.22492		-1.3638		-1.48129		0.0001		0.0014466		yes

		XLOC_007457		XLOC_007457		transcript:AT1G65385.1		1:24289657-24291024		WT inflorescence		ebs inflorescence		OK		0.83678		0.324071		-1.36854		-1.54271		0.00695		0.0477304		yes

		XLOC_013566		XLOC_013566		transcript:AT2G44170.1		2:18265430-18267426		WT inflorescence		ebs inflorescence		OK		2.55227		0.988418		-1.36859		-2.7057		5.00E-05		0.000788747		yes

		XLOC_010678		XLOC_010678		AT2G41312		2:17225522-17226693		WT inflorescence		ebs inflorescence		OK		7.85032		3.0275		-1.37463		-2.23764		5.00E-05		0.000788747		yes

		XLOC_013044		XLOC_013044		AT2G35080		2:14789244-14791448		WT inflorescence		ebs inflorescence		OK		1.85596		0.715575		-1.37499		-1.37448		0.00665		0.0461832		yes

		XLOC_012178		XLOC_012178		AT2G20470		2:8826276-8829497		WT inflorescence		ebs inflorescence		OK		4.42642		1.70477		-1.37656		-3.07642		5.00E-05		0.000788747		yes

		XLOC_030077		XLOC_030077		AT5G17590		5:5797370-5797949		WT inflorescence		ebs inflorescence		OK		3.10471		1.19516		-1.37725		-1.67369		0.0028		0.023349		yes

		XLOC_012095		XLOC_012095		AT2G18969		2:8229046-8229755		WT inflorescence		ebs inflorescence		OK		7.93251		3.05259		-1.37774		-1.77013		0.00255		0.0217171		yes

		XLOC_029065		XLOC_029065		AT5G65090		5:26004016-26008508		WT inflorescence		ebs inflorescence		OK		2.58089		0.992804		-1.37829		-1.62296		0.0002		0.00265586		yes

		XLOC_015179		XLOC_015179		AT3G25260		3:9199437-9202000		WT inflorescence		ebs inflorescence		OK		4.62497		1.7763		-1.38057		-2.47064		5.00E-05		0.000788747		yes

		XLOC_013713		XLOC_013713		AT2G47040		2:19327895-19330197		WT inflorescence		ebs inflorescence		OK		5.47112		2.09871		-1.38233		-1.61434		0.0008		0.00850318		yes

		XLOC_020464		XLOC_020464		AT4G01023		4:445843-446720		WT inflorescence		ebs inflorescence		OK		2.3529		0.900323		-1.38593		-1.7276		0.00255		0.0217171		yes

		XLOC_026840		XLOC_026840		AT5G27200		5:9571184-9571989		WT inflorescence		ebs inflorescence		OK		37.0784		14.1491		-1.38986		-3.32801		5.00E-05		0.000788747		yes

		XLOC_013456		XLOC_013456		AT2G42180		2:17580916-17581956		WT inflorescence		ebs inflorescence		OK		4.33034		1.64941		-1.39253		-2.36673		5.00E-05		0.000788747		yes

		XLOC_016443		XLOC_016443		AT3G52430		3:19431370-19434403		WT inflorescence		ebs inflorescence		OK		4.73221		1.80071		-1.39395		-2.39902		5.00E-05		0.000788747		yes

		XLOC_010243		XLOC_010243		AT2G33810		2:14305000-14306072		WT inflorescence		ebs inflorescence		OK		228.851		86.9538		-1.39609		-3.70986		5.00E-05		0.000788747		yes

		XLOC_015978		XLOC_015978		AT3G44300		3:15983310-15985535		WT inflorescence		ebs inflorescence		OK		1.94017		0.736934		-1.39658		-1.82177		0.0002		0.00265586		yes

		XLOC_001050		XLOC_001050		AT1G19470		1:6741295-6742534		WT inflorescence		ebs inflorescence		OK		1.36464		0.515385		-1.4048		-1.7831		0.00125		0.0121933		yes

		XLOC_025970		XLOC_025970		AT5G09970		5:3111944-3114239		WT inflorescence		ebs inflorescence		OK		11.2691		4.24947		-1.40701		-4.61461		5.00E-05		0.000788747		yes

		XLOC_013587		XLOC_013587		AT2G44590		2:18403681-18407095		WT inflorescence		ebs inflorescence		OK		3.35319		1.26413		-1.40739		-1.42187		0.00185		0.0166819		yes

		XLOC_009248		XLOC_009248		AT2G16760		2:7275699-7277233		WT inflorescence		ebs inflorescence		OK		16.6943		6.29029		-1.40815		-1.47416		0.00265		0.0223171		yes

		XLOC_029494		XLOC_029494		AT5G06520		5:1987249-1989372		WT inflorescence		ebs inflorescence		OK		1.88987		0.710707		-1.41096		-2.48814		5.00E-05		0.000788747		yes

		XLOC_023972		XLOC_023972		AT4G14250		4:8208747-8213237		WT inflorescence		ebs inflorescence		OK		1.23892		0.465854		-1.41114		-1.00119		0.00205		0.0181641		yes

		XLOC_013500		XLOC_013500		AT2G42940		2:17858697-17863466		WT inflorescence		ebs inflorescence		OK		31.105		11.6748		-1.41374		-3.26404		5.00E-05		0.000788747		yes

		XLOC_032165		XLOC_032165		AT5G54710		5:22227573-22230500		WT inflorescence		ebs inflorescence		OK		8.04401		3.01875		-1.41396		-1.71424		0.005		0.0371395		yes

		XLOC_001021		XLOC_001021		AT1G19030		1:6571183-6572937		WT inflorescence		ebs inflorescence		OK		1.05133		0.394332		-1.41473		-1.65108		0.00395		0.0308218		yes

		XLOC_003251		XLOC_003251		AT1G62940		1:23310534-23312747		WT inflorescence		ebs inflorescence		OK		134.94		50.612		-1.41476		-5.72192		5.00E-05		0.000788747		yes

		XLOC_000364		XLOC_000364		AT1G07795		1:2414285-2414967		WT inflorescence		ebs inflorescence		OK		3.92284		1.47044		-1.41565		-1.8223		0.00035		0.00424685		yes

		XLOC_001017		XLOC_001017		AT1G18960		1:6552751-6553940		WT inflorescence		ebs inflorescence		OK		29.405		11.0165		-1.4164		-0.963292		0.00295		0.0243214		yes

		XLOC_014043		XLOC_014043		AT3G06020		3:1813266-1814169		WT inflorescence		ebs inflorescence		OK		9.68642		3.62749		-1.41699		-3.17237		5.00E-05		0.000788747		yes

		XLOC_021734		XLOC_021734		AT4G18980		4:10398917-10399512		WT inflorescence		ebs inflorescence		OK		3.15852		1.18155		-1.41856		-1.42405		0.0041		0.0317132		yes

		XLOC_003320		XLOC_003320		AT1G64210		1:23831032-23832863		WT inflorescence		ebs inflorescence		OK		1.13063		0.42198		-1.42188		-1.96821		0.00035		0.00424685		yes

		XLOC_008354		XLOC_008354		AT2G01810		2:347536-350179		WT inflorescence		ebs inflorescence		OK		1.71316		0.635422		-1.43087		-1.13021		0.0014		0.0133751		yes

		XLOC_020357		XLOC_020357		AT3G62780		3:23221844-23222995		WT inflorescence		ebs inflorescence		OK		1.71002		0.633961		-1.43155		-1.20785		0.00285		0.0236788		yes

		XLOC_018318		XLOC_018318		AT3G23120		3:8227221-8229576		WT inflorescence		ebs inflorescence		OK		5.80604		2.15202		-1.43186		-3.97683		5.00E-05		0.000788747		yes

		XLOC_017707		XLOC_017707		AT3G12420		3:3948013-3948882		WT inflorescence		ebs inflorescence		OK		8.68167		3.21762		-1.43198		-2.42994		0.0001		0.0014466		yes

		XLOC_019934		XLOC_019934		AT3G55570		3:20610165-20610671		WT inflorescence		ebs inflorescence		OK		42.6997		15.8072		-1.43364		-2.95541		5.00E-05		0.000788747		yes

		XLOC_006778		XLOC_006778		AT1G52430		1:19531349-19535955		WT inflorescence		ebs inflorescence		OK		2.06604		0.764556		-1.43417		-3.18388		5.00E-05		0.000788747		yes

		XLOC_024343		XLOC_024343		AT4G20050		4:10849781-10853346		WT inflorescence		ebs inflorescence		OK		37.3883		13.7935		-1.4386		-2.90052		5.00E-05		0.000788747		yes

		XLOC_000421		XLOC_000421		AT1G08860		1:2842152-2846138		WT inflorescence		ebs inflorescence		OK		2.89124		1.06555		-1.44009		-2.79576		5.00E-05		0.000788747		yes

		XLOC_000244		XLOC_000244		AT1G05690		1:1707010-1709347		WT inflorescence		ebs inflorescence		OK		4.764		1.75456		-1.44107		-3.18589		5.00E-05		0.000788747		yes

		XLOC_024417		XLOC_024417		AT4G21650		4:11501197-11504678		WT inflorescence		ebs inflorescence		OK		31.0508		11.4168		-1.44347		-1.13175		0.0006		0.00670586		yes

		XLOC_025951		XLOC_025951		AT5G09570		5:2970668-2972181		WT inflorescence		ebs inflorescence		OK		16.6818		6.11602		-1.44761		-3.02835		5.00E-05		0.000788747		yes

		XLOC_009792		XLOC_009792		AT2G25625		2:10906427-10907288		WT inflorescence		ebs inflorescence		OK		1.56782		0.573552		-1.45076		-0.947241		0.006		0.0425381		yes

		XLOC_022370		XLOC_022370		AT4G30040		4:14685601-14686885		WT inflorescence		ebs inflorescence		OK		4.77473		1.7464		-1.45103		-2.92486		5.00E-05		0.000788747		yes

		XLOC_011200		XLOC_011200		AT2G03210		2:968334-970018		WT inflorescence		ebs inflorescence		OK		0.850906		0.311208		-1.45112		-1.70121		0.00225		0.0196041		yes

		XLOC_032567		XLOC_032567		AT5G62080		5:24933470-24934445		WT inflorescence		ebs inflorescence		OK		478.934		175.005		-1.45243		-6.57204		5.00E-05		0.000788747		yes

		XLOC_006010		XLOC_006010		AT1G33430		1:12118991-12126593		WT inflorescence		ebs inflorescence		OK		191.987		69.8876		-1.4579		-4.75718		5.00E-05		0.000788747		yes

		XLOC_032581		XLOC_032581		AT5G62320		5:25028715-25029933		WT inflorescence		ebs inflorescence		OK		13.6296		4.95988		-1.45837		-3.65474		5.00E-05		0.000788747		yes

		XLOC_026218		XLOC_026218		AT5G15140		5:4908685-4910799		WT inflorescence		ebs inflorescence		OK		13.2124		4.80521		-1.45922		-1.05608		0.0014		0.0133751		yes

		XLOC_032089		XLOC_032089		AT5G53190		5:21572250-21574329		WT inflorescence		ebs inflorescence		OK		29.6712		10.7785		-1.46091		-2.40783		5.00E-05		0.000788747		yes

		XLOC_024223		XLOC_024223		AT4G18080		4:10033209-10033935		WT inflorescence		ebs inflorescence		OK		1.64717		0.596783		-1.46471		-1.60107		0.0067		0.0464198		yes

		XLOC_010270		XLOC_010270		AT2G34210,AT2G34220		2:14445937-14453856		WT inflorescence		ebs inflorescence		OK		4.40237		1.59185		-1.46757		-3.77755		5.00E-05		0.000788747		yes

		XLOC_002438		XLOC_002438		AT1G48150		1:17785396-17786368		WT inflorescence		ebs inflorescence		OK		1.39177		0.500573		-1.47527		-1.69211		0.0026		0.0219959		yes

		XLOC_000265		XLOC_000265		AT1G05920		1:1796777-1798254		WT inflorescence		ebs inflorescence		OK		1.66661		0.598664		-1.4771		-1.76252		0.0004		0.00477681		yes

		XLOC_004865		XLOC_004865		AT1G11510		1:3871777-3872836		WT inflorescence		ebs inflorescence		OK		1.80536		0.64807		-1.47806		-1.94901		0.00105		0.0105762		yes

		XLOC_026322		XLOC_026322		AT5G16920		5:5567010-5568128		WT inflorescence		ebs inflorescence		OK		68.5848		24.5909		-1.47976		-6.34598		5.00E-05		0.000788747		yes

		XLOC_031443		XLOC_031443		AT5G42120		5:16833072-16835148		WT inflorescence		ebs inflorescence		OK		2.14164		0.767552		-1.48038		-2.72524		5.00E-05		0.000788747		yes

		XLOC_024723		XLOC_024723		AT4G26830		4:13494571-13496487		WT inflorescence		ebs inflorescence		OK		7.19141		2.57218		-1.48328		-2.44136		5.00E-05		0.000788747		yes

		XLOC_012139		XLOC_012139		AT2G19800		2:8530895-8533508		WT inflorescence		ebs inflorescence		OK		15.5886		5.57103		-1.48447		-2.84743		5.00E-05		0.000788747		yes

		XLOC_017359		XLOC_017359		AT3G06100		3:1841170-1843093		WT inflorescence		ebs inflorescence		OK		18.1656		6.49068		-1.48477		-4.40831		5.00E-05		0.000788747		yes

		XLOC_014350		XLOC_014350		AT3G11980		3:3814235-3817117		WT inflorescence		ebs inflorescence		OK		85.5561		30.4801		-1.489		-6.67235		5.00E-05		0.000788747		yes

		XLOC_030519		XLOC_030519		AT5G25820		5:8997182-9000329		WT inflorescence		ebs inflorescence		OK		3.16504		1.12749		-1.4891		-1.7145		5.00E-05		0.000788747		yes

		XLOC_013305		XLOC_013305		AT2G39590		2:16517587-16518265		WT inflorescence		ebs inflorescence		OK		5.08757		1.81002		-1.49097		-1.69125		0.003		0.0246142		yes

		XLOC_024729		XLOC_024729		AT4G26950		4:13533476-13534359		WT inflorescence		ebs inflorescence		OK		2.65497		0.942801		-1.49367		-1.22472		0.00185		0.0166819		yes

		XLOC_020481		XLOC_020481		AT4G01360		4:564759-566310		WT inflorescence		ebs inflorescence		OK		2.09389		0.742793		-1.49516		-1.31773		0.00055		0.0062255		yes

		XLOC_000076		XLOC_000076		AT1G02400		1:486800-489577		WT inflorescence		ebs inflorescence		OK		3.59916		1.27667		-1.49528		-2.35863		5.00E-05		0.000788747		yes

		XLOC_004500		XLOC_004500		AT1G05340		1:1558843-1559903		WT inflorescence		ebs inflorescence		OK		4.47944		1.5871		-1.49692		-2.11896		0.0001		0.0014466		yes

		XLOC_003292		XLOC_003292		AT1G63630		1:23587004-23588421		WT inflorescence		ebs inflorescence		OK		4.84677		1.7159		-1.49806		-2.0404		5.00E-05		0.000788747		yes

		XLOC_008049		XLOC_008049		AT1G76250		1:28606449-28609128		WT inflorescence		ebs inflorescence		OK		8.18509		2.89705		-1.49841		-2.77176		5.00E-05		0.000788747		yes

		XLOC_027954		XLOC_027954		AT5G45810		5:18584941-18586393		WT inflorescence		ebs inflorescence		OK		0.743713		0.26312		-1.49903		-1.6084		0.00485		0.0362763		yes

		XLOC_014815		XLOC_014815		AT3G19560		3:6793310-6794802		WT inflorescence		ebs inflorescence		OK		1.11689		0.394878		-1.50001		-1.34441		0.0025		0.0213715		yes

		XLOC_005687		XLOC_005687		AT1G27370		1:9505200-9508481		WT inflorescence		ebs inflorescence		OK		65.4051		23.1095		-1.50092		-6.81344		5.00E-05		0.000788747		yes

		XLOC_010767		XLOC_010767		AT2G42990		2:17879030-17880563		WT inflorescence		ebs inflorescence		OK		49.2814		17.3726		-1.50423		-6.38704		5.00E-05		0.000788747		yes

		XLOC_025204		XLOC_025204		AT4G35420		4:16832480-16835619		WT inflorescence		ebs inflorescence		OK		162.943		57.3221		-1.50721		-5.34453		5.00E-05		0.000788747		yes

		XLOC_004375		XLOC_004375		AT1G03390		1:841032-842418		WT inflorescence		ebs inflorescence		OK		9.83246		3.45523		-1.50877		-4.0499		5.00E-05		0.000788747		yes

		XLOC_021850		XLOC_021850		AT4G21120		4:11270044-11273973		WT inflorescence		ebs inflorescence		OK		3.49807		1.22751		-1.51082		-2.62341		5.00E-05		0.000788747		yes

		XLOC_012355		XLOC_012355		AT2G23510		2:10011516-10013533		WT inflorescence		ebs inflorescence		OK		5.22937		1.83443		-1.5113		-3.19972		5.00E-05		0.000788747		yes

		XLOC_000614		XLOC_000614		AT1G12080		1:4084161-4085045		WT inflorescence		ebs inflorescence		OK		139.346		48.8176		-1.5132		-6.19176		5.00E-05		0.000788747		yes

		XLOC_032284		XLOC_032284		AT5G56930		5:23027891-23030565		WT inflorescence		ebs inflorescence		OK		193.379		67.532		-1.51779		-12.5167		0.00585		0.0417649		yes

		XLOC_022016		XLOC_022016		AT4G24000		4:12462029-12465625		WT inflorescence		ebs inflorescence		OK		7.24638		2.52938		-1.51848		-2.9709		5.00E-05		0.000788747		yes

		XLOC_006620		XLOC_006620		AT1G49700		1:18388791-18390496		WT inflorescence		ebs inflorescence		OK		5.98911		2.0904		-1.51856		-2.69651		5.00E-05		0.000788747		yes

		XLOC_022645		XLOC_022645		AT4G34850		4:16608312-16612907		WT inflorescence		ebs inflorescence		OK		127.477		44.4351		-1.52047		-3.75553		5.00E-05		0.000788747		yes

		XLOC_010090		XLOC_010090		AT2G31220		2:13302680-13304869		WT inflorescence		ebs inflorescence		OK		27.3593		9.53081		-1.52136		-5.45206		5.00E-05		0.000788747		yes

		XLOC_030365		XLOC_030365		AT5G23190		5:7803140-7805815		WT inflorescence		ebs inflorescence		OK		6.41133		2.23322		-1.5215		-3.78425		5.00E-05		0.000788747		yes

		XLOC_003931		XLOC_003931		AT1G75030		1:28174377-28175383		WT inflorescence		ebs inflorescence		OK		79.8431		27.7228		-1.52609		-4.43169		5.00E-05		0.000788747		yes

		XLOC_028324		XLOC_028324		AT5G52340		5:21250801-21253939		WT inflorescence		ebs inflorescence		OK		3.27958		1.13725		-1.52796		-3.14881		5.00E-05		0.000788747		yes

		XLOC_011035		XLOC_011035		AT2G47485		2:19485874-19486553		WT inflorescence		ebs inflorescence		OK		9.96979		3.45316		-1.52965		-2.10908		5.00E-05		0.000788747		yes

		XLOC_021233		XLOC_021233		AT4G10850		4:6674997-6676981		WT inflorescence		ebs inflorescence		OK		9.03317		3.10043		-1.54277		-3.33477		5.00E-05		0.000788747		yes

		XLOC_004564		XLOC_004564		AT1G06520		1:1993977-1996112		WT inflorescence		ebs inflorescence		OK		8.21021		2.81146		-1.5461		-1.37648		0.004		0.031093		yes

		XLOC_007088		XLOC_007088		AT1G58430		1:21711564-21713103		WT inflorescence		ebs inflorescence		OK		93.3387		31.9612		-1.54615		-6.65854		5.00E-05		0.000788747		yes

		XLOC_010153		XLOC_010153		AT2G32310		2:13724393-13726700		WT inflorescence		ebs inflorescence		OK		1.93129		0.660064		-1.54888		-1.27603		0.0025		0.0213715		yes

		XLOC_031598		XLOC_031598		AT5G44540		5:17937688-17941646		WT inflorescence		ebs inflorescence		OK		1021.65		348.209		-1.55288		-5.58789		5.00E-05		0.000788747		yes

		XLOC_004201		XLOC_004201		AT1G80160		1:30151002-30152190		WT inflorescence		ebs inflorescence		OK		9.2042		3.13452		-1.55405		-2.07211		5.00E-05		0.000788747		yes

		XLOC_018858		XLOC_018858		AT3G30775		3:12448635-12451248		WT inflorescence		ebs inflorescence		OK		66.6522		22.5901		-1.56096		-6.86428		5.00E-05		0.000788747		yes

		XLOC_021468		XLOC_021468		AT4G14810		4:8504140-8504509		WT inflorescence		ebs inflorescence		OK		21.7611		7.35336		-1.56527		-1.6727		0.00685		0.0472344		yes

		XLOC_025468		XLOC_025468		AT4G40020		4:18553452-18555300		WT inflorescence		ebs inflorescence		OK		3.3819		1.13725		-1.57229		-3.21744		5.00E-05		0.000788747		yes

		XLOC_026032		XLOC_026032		AT5G11130		5:3542319-3544724		WT inflorescence		ebs inflorescence		OK		6.6039		2.21571		-1.57555		-3.69396		5.00E-05		0.000788747		yes

		XLOC_017489		XLOC_017489		AT3G08750		3:2656715-2657825		WT inflorescence		ebs inflorescence		OK		2.53666		0.850825		-1.57599		-2.34417		0.0001		0.0014466		yes

		XLOC_001483		XLOC_001483		AT1G27710		1:9642473-9647376		WT inflorescence		ebs inflorescence		OK		872.356		291.798		-1.57995		-3.44513		5.00E-05		0.000788747		yes

		XLOC_005219		XLOC_005219		AT1G18140		1:6238843-6241436		WT inflorescence		ebs inflorescence		OK		4.45176		1.48631		-1.58264		-1.27932		0.0002		0.00265586		yes

		XLOC_018238		XLOC_018238		AT3G21660		3:7624494-7626654		WT inflorescence		ebs inflorescence		OK		2.4141		0.8052		-1.58406		-2.48682		5.00E-05		0.000788747		yes

		XLOC_003384		XLOC_003384		AT1G65170		1:24209612-24211116		WT inflorescence		ebs inflorescence		OK		1.69787		0.565903		-1.5851		-1.69764		0.0024		0.0206552		yes

		XLOC_021578		XLOC_021578		AT4G16270		4:9204838-9206552		WT inflorescence		ebs inflorescence		OK		116.226		38.7241		-1.58563		-6.49884		5.00E-05		0.000788747		yes

		XLOC_013409		XLOC_013409		AT2G41415		2:17264401-17265082		WT inflorescence		ebs inflorescence		OK		75.937		25.2722		-1.58725		-5.17818		5.00E-05		0.000788747		yes

		XLOC_010196		XLOC_010196		AT2G33000		2:14006134-14008535		WT inflorescence		ebs inflorescence		OK		5.38934		1.79012		-1.59005		-2.37252		5.00E-05		0.000788747		yes

		XLOC_010089		XLOC_010089		AT2G31215		2:13299806-13300302		WT inflorescence		ebs inflorescence		OK		28.7017		9.52443		-1.59143		-3.18042		5.00E-05		0.000788747		yes

		XLOC_012608		XLOC_012608		AT2G27630		2:11787397-11792604		WT inflorescence		ebs inflorescence		OK		1.21288		0.402458		-1.59152		-2.41909		5.00E-05		0.000788747		yes

		XLOC_014334		XLOC_014334		AT3G11640		3:3674498-3675198		WT inflorescence		ebs inflorescence		OK		5.52319		1.82869		-1.59469		-1.64443		0.00035		0.00424685		yes

		XLOC_025837		XLOC_025837		AT5G07230		5:2270964-2271610		WT inflorescence		ebs inflorescence		OK		389.528		128.888		-1.59561		-7.38025		5.00E-05		0.000788747		yes

		XLOC_003628		XLOC_003628		AT1G69500		1:26123939-26126057		WT inflorescence		ebs inflorescence		OK		62.6673		20.7307		-1.59594		-3.97106		5.00E-05		0.000788747		yes

		XLOC_015094		XLOC_015094		AT3G23770		3:8565493-8567496		WT inflorescence		ebs inflorescence		OK		21.1274		6.97027		-1.59983		-5.5128		5.00E-05		0.000788747		yes

		XLOC_026706		XLOC_026706		AT5G24820		5:8523405-8525297		WT inflorescence		ebs inflorescence		OK		20.8653		6.87402		-1.60188		-5.06981		5.00E-05		0.000788747		yes

		XLOC_003214		XLOC_003214		AT1G62270		1:23004498-23005650		WT inflorescence		ebs inflorescence		OK		1.16755		0.384187		-1.60361		-1.78013		0.00165		0.0152285		yes

		XLOC_021867		XLOC_021867		AT4G21330		4:11349921-11350694		WT inflorescence		ebs inflorescence		OK		3.62674		1.19176		-1.60558		-2.03514		0.00055		0.0062255		yes

		XLOC_020202		XLOC_020202		AT3G60280		3:22279663-22280675		WT inflorescence		ebs inflorescence		OK		6.35669		2.08585		-1.60764		-2.23473		0.0031		0.0252519		yes

		XLOC_029612		XLOC_029612		AT5G08730		5:2845823-2847415		WT inflorescence		ebs inflorescence		OK		1.84375		0.602679		-1.61318		-2.43142		0.0001		0.0014466		yes

		XLOC_030123		XLOC_030123		AT5G18330		5:6068473-6070042		WT inflorescence		ebs inflorescence		OK		4.20779		1.37362		-1.61508		-3.10379		5.00E-05		0.000788747		yes

		XLOC_004270		XLOC_004270		AT1G01400		1:150688-152210		WT inflorescence		ebs inflorescence		OK		3.49731		1.14132		-1.61553		-2.43002		5.00E-05		0.000788747		yes

		XLOC_014457		XLOC_014457		AT3G13898		3:4584010-4584487		WT inflorescence		ebs inflorescence		OK		3.59907		1.17249		-1.61805		-1.71766		0.0031		0.0252519		yes

		XLOC_004547		XLOC_004547		AT1G06170		1:1884980-1886897		WT inflorescence		ebs inflorescence		OK		20.1357		6.55618		-1.61883		-5.19242		5.00E-05		0.000788747		yes

		XLOC_028566		XLOC_028566		AT5G56110		5:22719190-22720664		WT inflorescence		ebs inflorescence		OK		7.20855		2.34492		-1.62017		-3.2662		5.00E-05		0.000788747		yes

		XLOC_028854		XLOC_028854		AT5G61260		5:24637108-24638599		WT inflorescence		ebs inflorescence		OK		4.79893		1.56065		-1.62057		-3.39832		5.00E-05		0.000788747		yes

		XLOC_030605		XLOC_030605		AT5G27660		5:9789467-9792299		WT inflorescence		ebs inflorescence		OK		60.5494		19.6534		-1.62333		-3.31352		5.00E-05		0.000788747		yes

		XLOC_001022		XLOC_001022		AT1G19040		1:6576894-6577413		WT inflorescence		ebs inflorescence		OK		2.71013		0.878229		-1.62569		-1.62518		0.00495		0.0368486		yes

		XLOC_012441		XLOC_012441		AT2G24800		2:10571254-10572570		WT inflorescence		ebs inflorescence		OK		6.66571		2.15886		-1.62649		-3.20375		5.00E-05		0.000788747		yes

		XLOC_031991		XLOC_031991		AT5G51270		5:20835136-20838262		WT inflorescence		ebs inflorescence		OK		2.36071		0.761024		-1.63321		-3.2459		5.00E-05		0.000788747		yes

		XLOC_024497		XLOC_024497		AT4G22790		4:11975030-11976748		WT inflorescence		ebs inflorescence		OK		6.0409		1.94323		-1.63631		-1.67872		0.0013		0.0125967		yes

		XLOC_001454		XLOC_001454		AT1G27260		1:9469947-9470967		WT inflorescence		ebs inflorescence		OK		5.59923		1.7955		-1.64084		-2.56224		5.00E-05		0.000788747		yes

		XLOC_014877		XLOC_014877		AT3G20557		3:7180036-7181079		WT inflorescence		ebs inflorescence		OK		3.12105		0.99934		-1.64298		-1.64347		0.00135		0.0129764		yes

		XLOC_006959		XLOC_006959		AT1G55560		1:20754320-20756656		WT inflorescence		ebs inflorescence		OK		10.7684		3.44761		-1.64313		-3.34167		5.00E-05		0.000788747		yes

		XLOC_007954		XLOC_007954		AT1G74460		1:27987960-27989801		WT inflorescence		ebs inflorescence		OK		4.06014		1.29786		-1.64539		-1.91035		5.00E-05		0.000788747		yes

		XLOC_030234		XLOC_030234		AT5G20370		5:6886930-6887458		WT inflorescence		ebs inflorescence		OK		6.31599		2.01632		-1.64728		-2.36983		0.0001		0.0014466		yes

		XLOC_019734		XLOC_019734		AT3G52130		3:19328710-19332473		WT inflorescence		ebs inflorescence		OK		437.007		139.428		-1.64813		-3.65377		5.00E-05		0.000788747		yes

		XLOC_002322		XLOC_002322		AT1G44970		1:17002116-17003688		WT inflorescence		ebs inflorescence		OK		155.046		49.4508		-1.64863		-6.61791		5.00E-05		0.000788747		yes

		XLOC_008435		XLOC_008435		AT2G03160		2:959644-960247		WT inflorescence		ebs inflorescence		OK		3.57785		1.14001		-1.65004		-2.0933		0.0005		0.00577165		yes

		XLOC_010472		XLOC_010472		AT2G37770		2:15834866-15837001		WT inflorescence		ebs inflorescence		OK		2.91226		0.927016		-1.65147		-1.12495		0.00155		0.0144759		yes

		XLOC_004659		XLOC_004659		AT1G08065		1:2511646-2513454		WT inflorescence		ebs inflorescence		OK		36.4813		11.6013		-1.65287		-4.21589		5.00E-05		0.000788747		yes

		XLOC_007757		XLOC_007757		AT1G70440		1:26545413-26550520		WT inflorescence		ebs inflorescence		OK		5.79989		1.8435		-1.65358		-2.15051		0.0001		0.0014466		yes

		XLOC_006573		XLOC_006573		AT1G48740		1:18023386-18026065		WT inflorescence		ebs inflorescence		OK		12.5356		3.98301		-1.6541		-1.87851		5.00E-05		0.000788747		yes

		XLOC_003925		XLOC_003925		AT1G74870		1:28126927-28128463		WT inflorescence		ebs inflorescence		OK		12.7864		4.06151		-1.65452		-4.07346		5.00E-05		0.000788747		yes

		XLOC_020157		XLOC_020157		AT3G59510		3:21988452-21989712		WT inflorescence		ebs inflorescence		OK		57.5027		18.2182		-1.65825		-7.03689		5.00E-05		0.000788747		yes

		XLOC_007046		XLOC_007046		AT1G57750		1:21383980-21385709		WT inflorescence		ebs inflorescence		OK		74.8383		23.6756		-1.66038		-3.99973		5.00E-05		0.000788747		yes

		XLOC_019524		XLOC_019524		AT3G48640		3:18021649-18022324		WT inflorescence		ebs inflorescence		OK		6.36928		2.01477		-1.66052		-2.68657		5.00E-05		0.000788747		yes

		XLOC_009345		XLOC_009345		AT2G18260		2:7942152-7943388		WT inflorescence		ebs inflorescence		OK		10.1766		3.21801		-1.66102		-3.76922		5.00E-05		0.000788747		yes

		XLOC_005562		XLOC_005562		AT1G24220		1:8578657-8582413		WT inflorescence		ebs inflorescence		OK		1.38358		0.436472		-1.66445		-2.63067		5.00E-05		0.000788747		yes

		XLOC_021595		XLOC_021595		AT4G16590		4:9345149-9349221		WT inflorescence		ebs inflorescence		OK		7.396		2.3322		-1.66505		-4.25834		5.00E-05		0.000788747		yes

		XLOC_000790		XLOC_000790		AT1G15190		1:5227052-5228202		WT inflorescence		ebs inflorescence		OK		11.9609		3.76327		-1.66827		-4.05371		5.00E-05		0.000788747		yes

		XLOC_025747		XLOC_025747		AT5G05600		5:1672119-1674739		WT inflorescence		ebs inflorescence		OK		7.60948		2.39336		-1.66876		-3.27195		5.00E-05		0.000788747		yes

		XLOC_011026		XLOC_011026		AT2G47360		2:19437799-19438871		WT inflorescence		ebs inflorescence		OK		2.0157		0.631319		-1.67484		-1.27014		0.0013		0.0125967		yes

		XLOC_014950		XLOC_014950		AT3G21910		3:7717371-7718405		WT inflorescence		ebs inflorescence		OK		1.96559		0.615579		-1.67495		-1.95066		0.00105		0.0105762		yes

		XLOC_006527		XLOC_006527		AT1G47980		1:17691833-17693867		WT inflorescence		ebs inflorescence		OK		173.928		54.3081		-1.67925		-7.27361		5.00E-05		0.000788747		yes

		XLOC_028742		XLOC_028742		AT5G59330		5:23931317-23931889		WT inflorescence		ebs inflorescence		OK		4.66931		1.45314		-1.68404		-1.7409		0.0022		0.0192507		yes

		XLOC_028315		XLOC_028315		AT5G52160		5:21195043-21195763		WT inflorescence		ebs inflorescence		OK		453.964		140.784		-1.68909		-7.56598		5.00E-05		0.000788747		yes

		XLOC_027995		XLOC_027995		AT5G46590		5:18905324-18906848		WT inflorescence		ebs inflorescence		OK		2.0427		0.633211		-1.68972		-1.90081		0.00035		0.00424685		yes

		XLOC_009058		XLOC_009058		AT2G13680		2:5694397-5706134		WT inflorescence		ebs inflorescence		OK		3.96641		1.22354		-1.69677		-5.01356		5.00E-05		0.000788747		yes

		XLOC_000152		XLOC_000152		AT1G03700		1:920949-921901		WT inflorescence		ebs inflorescence		OK		3.65392		1.12484		-1.69973		-1.63075		0.00065		0.00716651		yes

		XLOC_005859		XLOC_005859		AT1G30780		1:10923918-10926561		WT inflorescence		ebs inflorescence		OK		4.51908		1.38728		-1.70377		-3.41818		5.00E-05		0.000788747		yes

		XLOC_022604		XLOC_022604		AT4G34210		4:16379002-16379461		WT inflorescence		ebs inflorescence		OK		4.04922		1.24089		-1.70627		-1.80118		0.003		0.0246142		yes

		XLOC_023251		XLOC_023251		AT4G04690		4:2373998-2375135		WT inflorescence		ebs inflorescence		OK		4.54269		1.39061		-1.70783		-3.10456		5.00E-05		0.000788747		yes

		XLOC_032524		XLOC_032524		AT5G61250		5:24629255-24635303		WT inflorescence		ebs inflorescence		OK		4.73139		1.44771		-1.70849		-1.07213		0.00535		0.0390565		yes

		XLOC_016731		XLOC_016731		AT3G57690		3:21384203-21384572		WT inflorescence		ebs inflorescence		OK		28.65		8.74366		-1.71222		-2.06376		0.00595		0.042257		yes

		XLOC_029737		XLOC_029737		AT5G11080		5:3517222-3520003		WT inflorescence		ebs inflorescence		OK		3.14254		0.955086		-1.71823		-2.27521		5.00E-05		0.000788747		yes

		XLOC_032024		XLOC_032024		AT5G51950		5:21104570-21108605		WT inflorescence		ebs inflorescence		OK		24.8396		7.53834		-1.72032		-3.22361		5.00E-05		0.000788747		yes

		XLOC_032677		XLOC_032677		AT5G64110		5:25654073-25656030		WT inflorescence		ebs inflorescence		OK		2.2159		0.672318		-1.72068		-1.84699		5.00E-05		0.000788747		yes

		XLOC_018109		XLOC_018109		AT3G19320		3:6696394-6698073		WT inflorescence		ebs inflorescence		OK		0.739318		0.224059		-1.72232		-1.78646		0.00295		0.0243214		yes

		XLOC_024012		XLOC_024012		AT4G14805		4:8502373-8503199		WT inflorescence		ebs inflorescence		OK		6.17795		1.87187		-1.72265		-2.70352		5.00E-05		0.000788747		yes

		XLOC_004330		XLOC_004330		AT1G02470		1:511764-513624		WT inflorescence		ebs inflorescence		OK		14.6173		4.42859		-1.72276		-2.05217		5.00E-05		0.000788747		yes

		XLOC_032465		XLOC_032465		AT5G60080		5:24193180-24194909		WT inflorescence		ebs inflorescence		OK		14.7674		4.47065		-1.72386		-4.74722		5.00E-05		0.000788747		yes

		XLOC_002793		XLOC_002793		AT1G54230		1:20250517-20252365		WT inflorescence		ebs inflorescence		OK		2.17244		0.657655		-1.72391		-1.45139		0.00055		0.0062255		yes

		XLOC_031015		XLOC_031015		AT5G35600		5:13770120-13771712		WT inflorescence		ebs inflorescence		OK		3.97082		1.20207		-1.72392		-3.07352		5.00E-05		0.000788747		yes

		XLOC_010271		XLOC_010271		AT2G34230		2:14454638-14457213		WT inflorescence		ebs inflorescence		OK		2.668		0.807205		-1.72475		-2.76348		5.00E-05		0.000788747		yes

		XLOC_001721		XLOC_001721		AT1G31580		1:11311168-11311989		WT inflorescence		ebs inflorescence		OK		9.84434		2.97446		-1.72666		-3.08345		5.00E-05		0.000788747		yes

		XLOC_024802		XLOC_024802		AT4G28140		4:13974690-13975908		WT inflorescence		ebs inflorescence		OK		4.47572		1.35124		-1.72784		-2.50753		5.00E-05		0.000788747		yes

		XLOC_017446		XLOC_017446		AT3G07450		3:2383609-2383930		WT inflorescence		ebs inflorescence		OK		267.104		80.5544		-1.72937		-6.19199		5.00E-05		0.000788747		yes

		XLOC_002385		XLOC_002385		AT1G47405		1:17389678-17390781		WT inflorescence		ebs inflorescence		OK		0.853728		0.255967		-1.73782		-1.63315		0.0061		0.0430376		yes

		XLOC_014913		XLOC_014913		AT3G21120		3:7406325-7407429		WT inflorescence		ebs inflorescence		OK		0.942615		0.282484		-1.7385		-1.77664		0.0037		0.0291949		yes

		XLOC_004449		XLOC_004449		AT1G04645		1:1293769-1294263		WT inflorescence		ebs inflorescence		OK		12.8442		3.84114		-1.74151		-2.66425		5.00E-05		0.000788747		yes

		XLOC_010754		XLOC_010754		AT2G42720		2:17785408-17787421		WT inflorescence		ebs inflorescence		OK		2.5346		0.755466		-1.74632		-2.02359		5.00E-05		0.000788747		yes

		XLOC_032638		XLOC_032638		AT5G63390		5:25390511-25392591		WT inflorescence		ebs inflorescence		OK		2.62001		0.777786		-1.75213		-3.02492		5.00E-05		0.000788747		yes

		XLOC_026800		XLOC_026800		AT5G26730		5:9300415-9301990		WT inflorescence		ebs inflorescence		OK		186.291		55.0681		-1.75827		-4.44472		5.00E-05		0.000788747		yes

		XLOC_023955		XLOC_023955		AT4G14080		4:8118536-8120358		WT inflorescence		ebs inflorescence		OK		199.097		58.8082		-1.75938		-7.77647		5.00E-05		0.000788747		yes

		XLOC_003885		XLOC_003885		AT1G74130		1:27873610-27876033		WT inflorescence		ebs inflorescence		OK		46.8661		13.8191		-1.76187		-1.78383		0.0019		0.0170573		yes

		XLOC_028310		XLOC_028310		AT5G52055		5:21147954-21148865		WT inflorescence		ebs inflorescence		OK		1.17385		0.346051		-1.76219		-1.75571		0.00425		0.0326629		yes

		XLOC_017766		XLOC_017766		AT3G13220		3:4247967-4250703		WT inflorescence		ebs inflorescence		OK		39.6684		11.6883		-1.76293		-7.6859		5.00E-05		0.000788747		yes

		XLOC_007834		XLOC_007834		AT1G72260		1:27198432-27199444		WT inflorescence		ebs inflorescence		OK		21.8806		6.44313		-1.76382		-4.78466		5.00E-05		0.000788747		yes

		XLOC_013498		XLOC_013498		AT2G42885		2:17845966-17846603		WT inflorescence		ebs inflorescence		OK		12.1069		3.565		-1.76385		-2.26547		5.00E-05		0.000788747		yes

		XLOC_029835		XLOC_029835		AT5G13170		5:4181041-4183306		WT inflorescence		ebs inflorescence		OK		8.94285		2.62768		-1.76695		-2.87518		5.00E-05		0.000788747		yes

		XLOC_005086		XLOC_005086		AT1G15320		1:5272255-5274074		WT inflorescence		ebs inflorescence		OK		7.87646		2.30672		-1.77171		-1.67794		0.0007		0.00759867		yes

		XLOC_014458		XLOC_014458		AT3G13900		3:4586150-4590681		WT inflorescence		ebs inflorescence		OK		1.94056		0.56749		-1.77381		-3.73699		5.00E-05		0.000788747		yes

		XLOC_007503		XLOC_007503		AT1G66110		1:24609093-24610232		WT inflorescence		ebs inflorescence		OK		9.10525		2.66202		-1.77418		-3.87777		5.00E-05		0.000788747		yes

		XLOC_008232		XLOC_008232		AT1G79410		1:29867879-29869633		WT inflorescence		ebs inflorescence		OK		2.68339		0.784325		-1.77453		-1.63223		0.00055		0.0062255		yes

		XLOC_021350		XLOC_021350		AT4G12920		4:7568285-7569455		WT inflorescence		ebs inflorescence		OK		2.09991		0.613676		-1.77478		-2.44717		0.0002		0.00265586		yes

		XLOC_023995		XLOC_023995		AT4G14530		4:8343475-8343883		WT inflorescence		ebs inflorescence		OK		6.31533		1.84344		-1.77646		-2.38388		0.00105		0.0105762		yes

		XLOC_007153		XLOC_007153		AT1G60340		1:22238733-22240399		WT inflorescence		ebs inflorescence		OK		2.13819		0.623768		-1.77731		-2.36893		0.0001		0.0014466		yes

		XLOC_020186		XLOC_020186		AT3G60020		3:22164843-22165305		WT inflorescence		ebs inflorescence		OK		15.7597		4.59262		-1.77885		-3.16709		5.00E-05		0.000788747		yes

		XLOC_032466		XLOC_032466		AT5G60090		5:24196081-24197725		WT inflorescence		ebs inflorescence		OK		18.4229		5.36375		-1.78019		-5.38546		5.00E-05		0.000788747		yes

		XLOC_025047		XLOC_025047		AT4G32510		4:15685902-15688811		WT inflorescence		ebs inflorescence		OK		2.67744		0.778584		-1.78193		-3.35434		5.00E-05		0.000788747		yes

		XLOC_013719		XLOC_013719		AT2G47130		2:19349535-19350539		WT inflorescence		ebs inflorescence		OK		3.15995		0.916918		-1.78504		-1.39169		0.0009		0.00936597		yes

		XLOC_016725		XLOC_016725		AT3G57620		3:21337563-21339301		WT inflorescence		ebs inflorescence		OK		23.7656		6.86134		-1.79231		-6.53091		5.00E-05		0.000788747		yes

		XLOC_028897		XLOC_028897		AT5G62065		5:24929206-24929647		WT inflorescence		ebs inflorescence		OK		55.4463		16.0053		-1.79254		-4.07909		5.00E-05		0.000788747		yes

		XLOC_019125		XLOC_019125		AT3G42960		3:15018694-15019685		WT inflorescence		ebs inflorescence		OK		117.496		33.8669		-1.79467		-6.12454		5.00E-05		0.000788747		yes

		XLOC_007941		XLOC_007941		AT1G74220		1:27913098-27914134		WT inflorescence		ebs inflorescence		OK		1.93288		0.555256		-1.79953		-2.14839		0.0005		0.00577165		yes

		XLOC_004552		XLOC_004552		AT1G06280		1:1920306-1920949		WT inflorescence		ebs inflorescence		OK		46.2867		13.2965		-1.79955		-3.64824		5.00E-05		0.000788747		yes

		XLOC_017432		XLOC_017432		AT3G07250		3:2300578-2308305		WT inflorescence		ebs inflorescence		OK		1.73776		0.498802		-1.80069		-3.71477		5.00E-05		0.000788747		yes

		XLOC_009880		XLOC_009880		AT2G27240		2:11659578-11662408		WT inflorescence		ebs inflorescence		OK		1.74695		0.500814		-1.80249		-2.63488		5.00E-05		0.000788747		yes

		XLOC_024442		XLOC_024442		AT4G22080		4:11700554-11702666		WT inflorescence		ebs inflorescence		OK		19.8963		5.70336		-1.80262		-4.34988		5.00E-05		0.000788747		yes

		XLOC_014915		XLOC_014915		AT3G21170		3:7419975-7421160		WT inflorescence		ebs inflorescence		OK		0.881008		0.252469		-1.80305		-1.81823		0.0033		0.0265		yes

		XLOC_032529		XLOC_032529		AT5G61320		5:24655097-24656638		WT inflorescence		ebs inflorescence		OK		7.57071		2.16811		-1.80399		-4.3135		5.00E-05		0.000788747		yes

		XLOC_004265		XLOC_004265		AT1G01250		1:104490-105330		WT inflorescence		ebs inflorescence		OK		10.7075		3.03964		-1.81665		-2.58961		5.00E-05		0.000788747		yes

		XLOC_004476		XLOC_004476		AT1G05020		1:1435253-1437667		WT inflorescence		ebs inflorescence		OK		2.64295		0.749481		-1.81819		-2.37581		5.00E-05		0.000788747		yes

		XLOC_016389		XLOC_016389		AT3G51440		3:19089080-19090639		WT inflorescence		ebs inflorescence		OK		6.07014		1.71954		-1.81971		-1.7156		5.00E-05		0.000788747		yes

		XLOC_004765		XLOC_004765		AT1G09930		1:3227489-3230043		WT inflorescence		ebs inflorescence		OK		2.21951		0.628309		-1.8207		-3.28623		5.00E-05		0.000788747		yes

		XLOC_027653		XLOC_027653		AT5G41090		5:16445763-16446537		WT inflorescence		ebs inflorescence		OK		11.6007		3.27801		-1.82332		-3.43955		5.00E-05		0.000788747		yes

		XLOC_024224		XLOC_024224		AT4G18090		4:10034010-10034847		WT inflorescence		ebs inflorescence		OK		1.22171		0.343903		-1.82883		-1.65425		0.00615		0.0432856		yes

		XLOC_003961		XLOC_003961		AT1G75530		1:28359308-28361815		WT inflorescence		ebs inflorescence		OK		1.24544		0.349669		-1.8326		-2.39897		0.0001		0.0014466		yes

		XLOC_032198		XLOC_032198		AT5G55320		5:22435679-22436699		WT inflorescence		ebs inflorescence		OK		2.53934		0.711593		-1.83533		-2.49771		5.00E-05		0.000788747		yes

		XLOC_007144		XLOC_007144		AT1G60240		1:22215196-22216030		WT inflorescence		ebs inflorescence		OK		6.1759		1.72819		-1.83738		-2.22555		5.00E-05		0.000788747		yes

		XLOC_016540		XLOC_016540		AT3G54160		3:20053467-20055027		WT inflorescence		ebs inflorescence		OK		3.91677		1.09166		-1.84314		-3.28587		5.00E-05		0.000788747		yes

		XLOC_027784		XLOC_027784		AT5G43090		5:17295932-17298171		WT inflorescence		ebs inflorescence		OK		1.11203		0.309273		-1.84624		-2.26255		0.00015		0.0020785		yes

		XLOC_010001		XLOC_010001		AT2G29600		2:12654455-12657296		WT inflorescence		ebs inflorescence		OK		4.72797		1.31332		-1.848		-2.97687		5.00E-05		0.000788747		yes

		XLOC_027531		XLOC_027531		AT5G39010		5:15615947-15616457		WT inflorescence		ebs inflorescence		OK		3.28774		0.908547		-1.85546		-1.90046		0.00205		0.0181641		yes

		XLOC_032257		XLOC_032257		AT5G56400		5:22846068-22847615		WT inflorescence		ebs inflorescence		OK		1.55959		0.429283		-1.86116		-2.39096		5.00E-05		0.000788747		yes

		XLOC_003553		XLOC_003553		AT1G68200		1:25562117-25563948		WT inflorescence		ebs inflorescence		OK		17.8989		4.91708		-1.86399		-4.86231		5.00E-05		0.000788747		yes

		XLOC_021856		XLOC_021856		AT4G21200		4:11302684-11306601		WT inflorescence		ebs inflorescence		OK		2.66865		0.732393		-1.86542		-0.760779		0.003		0.0246142		yes

		XLOC_013803		XLOC_013803		AT3G01700		3:258878-259631		WT inflorescence		ebs inflorescence		OK		2.3798		0.652655		-1.86645		-1.53256		0.00095		0.00978644		yes

		XLOC_026741		XLOC_026741		AT5G25400		5:8823282-8824332		WT inflorescence		ebs inflorescence		OK		8.45019		2.31346		-1.86893		-3.94335		5.00E-05		0.000788747		yes

		XLOC_026556		XLOC_026556		AT5G21900		5:7238196-7240482		WT inflorescence		ebs inflorescence		OK		21.8349		5.94977		-1.87573		-1.256		0.0026		0.0219959		yes

		XLOC_025265		XLOC_025265		AT4G36610		4:17265389-17267314		WT inflorescence		ebs inflorescence		OK		1.40164		0.380726		-1.88029		-1.06134		0.00285		0.0236788		yes

		XLOC_028585		XLOC_028585		AT5G56368		5:22833963-22834645		WT inflorescence		ebs inflorescence		OK		11.8096		3.1998		-1.88391		-1.89932		0.00275		0.0230167		yes

		XLOC_017588		XLOC_017588		AT3G10430		3:3242749-3243862		WT inflorescence		ebs inflorescence		OK		5.65579		1.53078		-1.88547		-3.56279		5.00E-05		0.000788747		yes

		XLOC_031377		XLOC_031377		AT5G40940		5:16406655-16407930		WT inflorescence		ebs inflorescence		OK		11.9881		3.24327		-1.88609		-4.91159		5.00E-05		0.000788747		yes

		XLOC_007588		XLOC_007588		AT1G67481		1:25278943-25279207		WT inflorescence		ebs inflorescence		OK		34.7454		9.35209		-1.89346		-2.65557		5.00E-05		0.000788747		yes

		XLOC_021677		XLOC_021677		AT4G18190		4:10067809-10069338		WT inflorescence		ebs inflorescence		OK		18.4189		4.941		-1.89831		-4.46978		5.00E-05		0.000788747		yes

		XLOC_009275		XLOC_009275		AT2G17170		2:7474735-7476438		WT inflorescence		ebs inflorescence		OK		5.04124		1.35047		-1.90032		-3.22408		5.00E-05		0.000788747		yes

		XLOC_012708		XLOC_012708		AT2G29440		2:12620059-12621148		WT inflorescence		ebs inflorescence		OK		4.33568		1.16097		-1.90093		-0.883447		0.00325		0.0262224		yes

		XLOC_007499		XLOC_007499		AT1G66060		1:24593914-24595544		WT inflorescence		ebs inflorescence		OK		1.08516		0.28928		-1.90737		-1.74591		0.00025		0.00319302		yes

		XLOC_026102		XLOC_026102		AT5G12960		5:4097700-4101668		WT inflorescence		ebs inflorescence		OK		1.94697		0.517042		-1.91288		-1.52104		0.0001		0.0014466		yes

		XLOC_016889		XLOC_016889		AT3G60780		3:22462656-22463785		WT inflorescence		ebs inflorescence		OK		2.4414		0.642897		-1.92505		-1.60919		0.0007		0.00759867		yes

		XLOC_008063		XLOC_008063		AT1G76470		1:28689769-28691449		WT inflorescence		ebs inflorescence		OK		37.9768		9.98973		-1.9266		-4.15259		5.00E-05		0.000788747		yes

		XLOC_014905		XLOC_014905		AT3G21000		3:7363920-7365138		WT inflorescence		ebs inflorescence		OK		12.546		3.29808		-1.92753		-4.96999		5.00E-05		0.000788747		yes

		XLOC_002242		XLOC_002242		AT1G43140		1:16232784-16236109		WT inflorescence		ebs inflorescence		OK		1.48452		0.38967		-1.92967		-2.99015		5.00E-05		0.000788747		yes

		XLOC_031718		XLOC_031718		AT5G46380		5:18813087-18815974		WT inflorescence		ebs inflorescence		OK		3.7254		0.977568		-1.93012		-3.81254		5.00E-05		0.000788747		yes

		XLOC_016748		XLOC_016748		AT3G57960		3:21463090-21464194		WT inflorescence		ebs inflorescence		OK		4.76994		1.2512		-1.93066		-2.59042		5.00E-05		0.000788747		yes

		XLOC_012734		XLOC_012734		AT2G29820		2:12728361-12729528		WT inflorescence		ebs inflorescence		OK		3.02019		0.791648		-1.93171		-2.98356		5.00E-05		0.000788747		yes

		XLOC_013254		XLOC_013254		AT2G38690		2:16176630-16177754		WT inflorescence		ebs inflorescence		OK		7.53638		1.96897		-1.93643		-3.29135		5.00E-05		0.000788747		yes

		XLOC_023780		XLOC_023780		AT4G11650		4:7024855-7026146		WT inflorescence		ebs inflorescence		OK		1.68709		0.440037		-1.93884		-1.38305		0.001		0.0101985		yes

		XLOC_017734		XLOC_017734		AT3G12820		3:4074157-4075614		WT inflorescence		ebs inflorescence		OK		2.63778		0.687422		-1.94005		-1.34341		0.00105		0.0105762		yes

		XLOC_021783		XLOC_021783		AT4G20070		4:10861454-10864696		WT inflorescence		ebs inflorescence		OK		1.32004		0.343641		-1.94161		-1.05384		0.0047		0.0353749		yes

		XLOC_010609		XLOC_010609		AT2G40180		2:16782521-16784147		WT inflorescence		ebs inflorescence		OK		2.81393		0.732313		-1.94205		-1.52246		0.0001		0.0014466		yes

		XLOC_000110		XLOC_000110		AT1G03010		1:693479-696382		WT inflorescence		ebs inflorescence		OK		1.15809		0.300981		-1.944		-0.974586		0.0042		0.0323762		yes

		XLOC_029388		XLOC_029388		AT5G04340		5:1216130-1217106		WT inflorescence		ebs inflorescence		OK		5.84006		1.51669		-1.94505		-2.74778		5.00E-05		0.000788747		yes

		XLOC_030347		XLOC_030347		AT5G22860		5:7639317-7642984		WT inflorescence		ebs inflorescence		OK		8.65664		2.23861		-1.9512		-2.04292		0.00125		0.0121933		yes

		XLOC_015122		XLOC_015122		AT3G24330		3:8830335-8831838		WT inflorescence		ebs inflorescence		OK		3.238		0.837326		-1.95124		-3.10465		5.00E-05		0.000788747		yes

		XLOC_031246		XLOC_031246		AT5G38740		5:15513024-15514305		WT inflorescence		ebs inflorescence		OK		4.09612		1.05741		-1.95372		-3.444		5.00E-05		0.000788747		yes

		XLOC_019983		XLOC_019983		AT3G56530		3:20948910-20950045		WT inflorescence		ebs inflorescence		OK		2.11163		0.544301		-1.95588		-2.4622		0.00025		0.00319302		yes

		XLOC_014327		XLOC_014327		AT3G11480		3:3614436-3617314		WT inflorescence		ebs inflorescence		OK		4.86492		1.24876		-1.96192		-2.22517		5.00E-05		0.000788747		yes

		XLOC_000102		XLOC_000102		AT1G02813		1:620677-621289		WT inflorescence		ebs inflorescence		OK		150.661		38.5913		-1.96496		-5.88046		5.00E-05		0.000788747		yes

		XLOC_020597		XLOC_020597		AT4G03170		4:1400831-1401584		WT inflorescence		ebs inflorescence		OK		3.33928		0.85239		-1.96995		-2.51697		0.0001		0.0014466		yes

		XLOC_002746		XLOC_002746		AT1G53490		1:19963046-19969757		WT inflorescence		ebs inflorescence		OK		10.5938		2.69863		-1.97291		-2.27398		0.0003		0.00373571		yes

		XLOC_020028		XLOC_020028		AT3G57370		3:21226838-21228475		WT inflorescence		ebs inflorescence		OK		5.15699		1.31123		-1.97561		-3.52511		5.00E-05		0.000788747		yes

		XLOC_014556		XLOC_014556		AT3G15500		3:5234616-5236088		WT inflorescence		ebs inflorescence		OK		2.63437		0.668922		-1.97755		-1.72876		0.00105		0.0105762		yes

		XLOC_020082		XLOC_020082		AT3G58280		3:21578511-21579767		WT inflorescence		ebs inflorescence		OK		5.34572		1.35576		-1.97929		-2.90518		5.00E-05		0.000788747		yes

		XLOC_022252		XLOC_022252		AT4G28130		4:13971551-13974323		WT inflorescence		ebs inflorescence		OK		0.902226		0.228528		-1.98112		-2.01441		0.00135		0.0129764		yes

		XLOC_003731		XLOC_003731		AT1G71290		1:26872642-26873242		WT inflorescence		ebs inflorescence		OK		3.38579		0.856512		-1.98295		-2.24885		0.00095		0.00978644		yes

		XLOC_005229		XLOC_005229		AT1G18265		1:6282251-6283293		WT inflorescence		ebs inflorescence		OK		8.39855		2.11974		-1.98625		-1.98964		0.00025		0.00319302		yes

		XLOC_012886		XLOC_012886		AT2G32360		2:13737018-13737546		WT inflorescence		ebs inflorescence		OK		7.34773		1.84892		-1.99062		-2.73496		5.00E-05		0.000788747		yes

		XLOC_024379		XLOC_024379		AT4G20900		4:11184102-11185844		WT inflorescence		ebs inflorescence		OK		3.63809		0.91416		-1.99266		-3.43141		5.00E-05		0.000788747		yes

		XLOC_027514		XLOC_027514		AT5G38820		5:15543480-15545182		WT inflorescence		ebs inflorescence		OK		5.99308		1.50588		-1.99269		-4.10351		5.00E-05		0.000788747		yes

		XLOC_016796		XLOC_016796		AT3G59160		3:21875022-21876641		WT inflorescence		ebs inflorescence		OK		0.936721		0.235093		-1.99438		-2.07066		0.0013		0.0125967		yes

		XLOC_026242		XLOC_026242		AT5G15620		5:5082464-5083991		WT inflorescence		ebs inflorescence		OK		0.936393		0.234532		-1.99733		-1.96334		0.0012		0.0118072		yes

		XLOC_004343		XLOC_004343		AT1G02790		1:610390-612324		WT inflorescence		ebs inflorescence		OK		7.42675		1.85695		-1.9998		-4.16032		5.00E-05		0.000788747		yes

		XLOC_001130		XLOC_001130		AT1G20925		1:7289972-7292507		WT inflorescence		ebs inflorescence		OK		1.63147		0.40577		-2.00744		-2.56969		5.00E-05		0.000788747		yes

		XLOC_017059		XLOC_017059		AT3G01311		3:103042-104287		WT inflorescence		ebs inflorescence		OK		0.880382		0.217813		-2.01504		-1.47278		0.00155		0.0144759		yes

		XLOC_029588		XLOC_029588		AT5G08250		5:2653578-2655732		WT inflorescence		ebs inflorescence		OK		10.5345		2.60447		-2.01606		-3.62143		5.00E-05		0.000788747		yes

		XLOC_028810		XLOC_028810		AT5G60440		5:24306293-24307716		WT inflorescence		ebs inflorescence		OK		2.03593		0.502283		-2.01911		-1.53595		0.0003		0.00373571		yes

		XLOC_018163		XLOC_018163		AT3G20450		3:7130626-7131274		WT inflorescence		ebs inflorescence		OK		46.6358		11.505		-2.01918		-1.05601		0.00145		0.0137497		yes

		XLOC_010532		XLOC_010532		AT2G38823		2:16224071-16225296		WT inflorescence		ebs inflorescence		OK		12.2962		3.02945		-2.02109		-2.8518		5.00E-05		0.000788747		yes

		XLOC_017193		XLOC_017193		AT3G03650		3:881005-886410		WT inflorescence		ebs inflorescence		OK		7.73287		1.90459		-2.02152		-2.61049		0.0001		0.0014466		yes

		XLOC_003383		XLOC_003383		AT1G65160		1:24206223-24207738		WT inflorescence		ebs inflorescence		OK		4.23108		1.04167		-2.02213		-3.12741		5.00E-05		0.000788747		yes

		XLOC_006410		XLOC_006410		AT1G43910		1:16654029-16657658		WT inflorescence		ebs inflorescence		OK		30.3041		7.45944		-2.02237		-2.7308		5.00E-05		0.000788747		yes

		XLOC_024896		XLOC_024896		AT4G29980		4:14664953-14665583		WT inflorescence		ebs inflorescence		OK		101.305		24.836		-2.0282		-5.36449		5.00E-05		0.000788747		yes

		XLOC_001048		XLOC_001048		AT1G19460		1:6738483-6739734		WT inflorescence		ebs inflorescence		OK		4.0705		0.995199		-2.03215		-3.4879		5.00E-05		0.000788747		yes

		XLOC_023152		XLOC_023152		AT4G03360		4:1474997-1475852		WT inflorescence		ebs inflorescence		OK		2.2204		0.542597		-2.03287		-2.39913		0.00025		0.00319302		yes

		XLOC_010197		XLOC_010197		AT2G33010		2:14010837-14013246		WT inflorescence		ebs inflorescence		OK		3.17889		0.776159		-2.0341		-0.721989		0.0043		0.0329726		yes

		XLOC_020349		XLOC_020349		AT3G62670		3:23176555-23178631		WT inflorescence		ebs inflorescence		OK		1.09094		0.266272		-2.03459		-1.83009		0.00025		0.00319302		yes

		XLOC_028738		XLOC_028738		AT5G59230		5:23901554-23902379		WT inflorescence		ebs inflorescence		OK		7.75053		1.88484		-2.03985		-3.00973		5.00E-05		0.000788747		yes

		XLOC_027922		XLOC_027922		AT5G45210		5:18295520-18298434		WT inflorescence		ebs inflorescence		OK		0.747336		0.180757		-2.04771		-2.349		0.0004		0.00477681		yes

		XLOC_009543		XLOC_009543		AT2G21680		2:9267729-9269019		WT inflorescence		ebs inflorescence		OK		0.815883		0.19648		-2.05398		-1.85217		0.00215		0.018878		yes

		XLOC_001290		XLOC_001290		AT1G23810		1:8417494-8418566		WT inflorescence		ebs inflorescence		OK		12.2301		2.93124		-2.06086		-4.06473		5.00E-05		0.000788747		yes

		XLOC_012711		XLOC_012711		AT2G29460		2:12626535-12627678		WT inflorescence		ebs inflorescence		OK		5.48094		1.31127		-2.06346		-2.27324		5.00E-05		0.000788747		yes

		XLOC_009867		XLOC_009867		AT2G27035		2:11535649-11536485		WT inflorescence		ebs inflorescence		OK		35.587		8.4576		-2.07303		-5.59634		5.00E-05		0.000788747		yes

		XLOC_024899		XLOC_024899		AT4G30030		4:14682209-14683484		WT inflorescence		ebs inflorescence		OK		3.23053		0.766073		-2.07622		-3.30224		5.00E-05		0.000788747		yes

		XLOC_012224		XLOC_012224		AT2G21100		2:9048130-9049404		WT inflorescence		ebs inflorescence		OK		11.4093		2.68763		-2.0858		-3.90268		5.00E-05		0.000788747		yes

		XLOC_017738		XLOC_017738		AT3G12850		3:4088373-4090303		WT inflorescence		ebs inflorescence		OK		5.43447		1.27982		-2.0862		-3.69817		5.00E-05		0.000788747		yes

		XLOC_003015		XLOC_003015		AT1G57560		1:21316827-21318064		WT inflorescence		ebs inflorescence		OK		5.77468		1.35652		-2.08983		-2.55952		0.0022		0.0192507		yes

		XLOC_009454		XLOC_009454		AT2G20142		2:8695373-8696643		WT inflorescence		ebs inflorescence		OK		9.13963		2.14462		-2.09141		-2.86271		0.00025		0.00319302		yes

		XLOC_007205		XLOC_007205		AT1G61070		1:22491732-22492542		WT inflorescence		ebs inflorescence		OK		28.8984		6.77558		-2.09257		-4.79474		5.00E-05		0.000788747		yes

		XLOC_001455		XLOC_001455		AT1G27270		1:9472076-9473149		WT inflorescence		ebs inflorescence		OK		9.16597		2.14598		-2.09465		-3.72867		5.00E-05		0.000788747		yes

		XLOC_031166		XLOC_031166		AT5G37460		5:14858493-14860362		WT inflorescence		ebs inflorescence		OK		1.72504		0.403085		-2.09747		-3.09694		5.00E-05		0.000788747		yes

		XLOC_005526		XLOC_005526		AT1G23700		1:8379453-8381965		WT inflorescence		ebs inflorescence		OK		7.59765		1.77421		-2.09838		-4.65249		5.00E-05		0.000788747		yes

		XLOC_014438		XLOC_014438		AT3G13660		3:4464907-4465586		WT inflorescence		ebs inflorescence		OK		6.65537		1.55186		-2.10052		-2.5512		0.0003		0.00373571		yes

		XLOC_030122		XLOC_030122		AT5G18320		5:6064430-6066186		WT inflorescence		ebs inflorescence		OK		7.79613		1.81706		-2.10116		-4.63654		5.00E-05		0.000788747		yes

		XLOC_017501		XLOC_017501		AT3G08900		3:2706631-2709714		WT inflorescence		ebs inflorescence		OK		7.37731		1.71678		-2.10339		-1.42239		0.0028		0.023349		yes

		XLOC_002843		XLOC_002843		AT1G55060		1:20549532-20550225		WT inflorescence		ebs inflorescence		OK		1.95781		0.455529		-2.10362		-2.11664		0.0026		0.0219959		yes

		XLOC_009606		XLOC_009606		AT2G22590		2:9592995-9594535		WT inflorescence		ebs inflorescence		OK		2.4783		0.572031		-2.11518		-1.31699		0.0009		0.00936597		yes

		XLOC_012320		XLOC_012320		AT2G22880		2:9741118-9741463		WT inflorescence		ebs inflorescence		OK		6.33132		1.45901		-2.11752		-2.48648		0.00265		0.0223171		yes

		XLOC_030056		XLOC_030056		AT5G17200		5:5653523-5655336		WT inflorescence		ebs inflorescence		OK		2.42732		0.5588		-2.11896		-2.99558		5.00E-05		0.000788747		yes

		XLOC_005131		XLOC_005131		AT1G16290		1:5570752-5573538		WT inflorescence		ebs inflorescence		OK		3.14016		0.719954		-2.12486		-2.00822		5.00E-05		0.000788747		yes

		XLOC_027862		XLOC_027862		AT5G44330		5:17857324-17859056		WT inflorescence		ebs inflorescence		OK		7.8651		1.80016		-2.12734		-4.77646		5.00E-05		0.000788747		yes

		XLOC_007873		XLOC_007873		AT1G73050		1:27476564-27478534		WT inflorescence		ebs inflorescence		OK		14.3507		3.23536		-2.14912		-6.25539		5.00E-05		0.000788747		yes

		XLOC_025955		XLOC_025955		AT5G09610		5:2981155-2982709		WT inflorescence		ebs inflorescence		OK		4.00392		0.891179		-2.16762		-3.95011		5.00E-05		0.000788747		yes

		XLOC_018524		XLOC_018524		AT3G26590		3:9761699-9765315		WT inflorescence		ebs inflorescence		OK		12.1341		2.70014		-2.16796		-3.7504		5.00E-05		0.000788747		yes

		XLOC_004030		XLOC_004030		AT1G76830		1:28844643-28845765		WT inflorescence		ebs inflorescence		OK		0.772222		0.171434		-2.17136		-1.69681		0.007		0.0479929		yes

		XLOC_002794		XLOC_002794		AT1G54240		1:20252781-20254708		WT inflorescence		ebs inflorescence		OK		5.3739		1.18954		-2.17556		-2.24183		5.00E-05		0.000788747		yes

		XLOC_025950		XLOC_025950		AT5G09560		5:2967169-2969655		WT inflorescence		ebs inflorescence		OK		2.89308		0.638973		-2.17878		-3.83778		5.00E-05		0.000788747		yes

		XLOC_024486		XLOC_024486		AT4G22600		4:11900210-11901032		WT inflorescence		ebs inflorescence		OK		3.51614		0.776055		-2.17976		-2.88206		5.00E-05		0.000788747		yes

		XLOC_019786		XLOC_019786		transcript:AT3G52957.1		3:19638398-19639278		WT inflorescence		ebs inflorescence		OK		1.28047		0.282236		-2.1817		-2.01895		0.003		0.0246142		yes

		XLOC_000121		XLOC_000121		AT1G03170		1:769631-770684		WT inflorescence		ebs inflorescence		OK		9.0546		1.99406		-2.18294		-3.51357		5.00E-05		0.000788747		yes

		XLOC_005753		XLOC_005753		AT1G28480		1:10013473-10014073		WT inflorescence		ebs inflorescence		OK		4.90325		1.07142		-2.19421		-2.27037		5.00E-05		0.000788747		yes

		XLOC_029991		XLOC_029991		AT5G16090		5:5255796-5257230		WT inflorescence		ebs inflorescence		OK		11.4064		2.48281		-2.19979		-3.44155		5.00E-05		0.000788747		yes

		XLOC_014417		XLOC_014417		AT3G13400		3:4355137-4357428		WT inflorescence		ebs inflorescence		OK		9.36496		2.03101		-2.20507		-2.6744		5.00E-05		0.000788747		yes

		XLOC_032699		XLOC_032699		AT5G64540		5:25798696-25801302		WT inflorescence		ebs inflorescence		OK		3.16496		0.684907		-2.20821		-2.79141		5.00E-05		0.000788747		yes

		XLOC_005114		XLOC_005114		AT1G15850		1:5453244-5454088		WT inflorescence		ebs inflorescence		OK		7.1421		1.54348		-2.21016		-2.5544		0.0002		0.00265586		yes

		XLOC_018659		XLOC_018659		AT3G28470		3:10674507-10675724		WT inflorescence		ebs inflorescence		OK		9.48318		2.02786		-2.22541		-1.98017		5.00E-05		0.000788747		yes

		XLOC_031965		XLOC_031965		AT5G50790		5:20656252-20658001		WT inflorescence		ebs inflorescence		OK		33.2547		7.07777		-2.23219		-7.2921		5.00E-05		0.000788747		yes

		XLOC_017425		XLOC_017425		AT3G07130		3:2254478-2258005		WT inflorescence		ebs inflorescence		OK		12.8463		2.71153		-2.24417		-2.93323		5.00E-05		0.000788747		yes

		XLOC_009498		XLOC_009498		AT2G20880		2:8985972-8987263		WT inflorescence		ebs inflorescence		OK		3.02398		0.636469		-2.24828		-2.25953		5.00E-05		0.000788747		yes

		XLOC_019368		XLOC_019368		AT3G46070		3:16920444-16920957		WT inflorescence		ebs inflorescence		OK		5.31253		1.11569		-2.25147		-2.64519		0.0002		0.00265586		yes

		XLOC_020776		XLOC_020776		AT4G05260		4:2693679-2694459		WT inflorescence		ebs inflorescence		OK		1.32802		0.277316		-2.25967		-1.79336		0.0047		0.0353749		yes

		XLOC_004886		XLOC_004886		AT1G11920		1:4023666-4025097		WT inflorescence		ebs inflorescence		OK		2.09385		0.435469		-2.26551		-2.92124		0.0001		0.0014466		yes

		XLOC_020781		XLOC_020781		AT4G05310		4:2714764-2716012		WT inflorescence		ebs inflorescence		OK		1.44307		0.298788		-2.27194		-2.62348		0.00015		0.0020785		yes

		XLOC_000266		XLOC_000266		AT1G05930		1:1799417-1800933		WT inflorescence		ebs inflorescence		OK		1.7128		0.350109		-2.29048		-2.30389		0.0006		0.00670586		yes

		XLOC_016284		XLOC_016284		AT3G49540		3:18365677-18366565		WT inflorescence		ebs inflorescence		OK		4.45919		0.909005		-2.29442		-2.73628		0.00075		0.00806418		yes

		XLOC_020318		XLOC_020318		AT3G62180		3:23019622-23020479		WT inflorescence		ebs inflorescence		OK		1.32369		0.268327		-2.3025		-2.21173		0.00475		0.0356722		yes

		XLOC_031167		XLOC_031167		AT5G37470		5:14861502-14863392		WT inflorescence		ebs inflorescence		OK		2.92672		0.592494		-2.30441		-3.93757		5.00E-05		0.000788747		yes

		XLOC_005563		XLOC_005563		AT1G24230		1:8584038-8585135		WT inflorescence		ebs inflorescence		OK		5.54116		1.11822		-2.30898		-3.32259		5.00E-05		0.000788747		yes

		XLOC_025126		XLOC_025126		AT4G33870		4:16234669-16236492		WT inflorescence		ebs inflorescence		OK		10.6335		2.14152		-2.31191		-5.19927		5.00E-05		0.000788747		yes

		XLOC_032027		XLOC_032027		AT5G52000		5:21119023-21121119		WT inflorescence		ebs inflorescence		OK		2.06337		0.415467		-2.3122		-3.00714		5.00E-05		0.000788747		yes

		XLOC_009439		XLOC_009439		AT2G19850		2:8568568-8569890		WT inflorescence		ebs inflorescence		OK		1.86757		0.376011		-2.31232		-1.74489		0.002		0.0177984		yes

		XLOC_001798		XLOC_001798		AT1G32910		1:11925425-11926908		WT inflorescence		ebs inflorescence		OK		1.57495		0.316783		-2.31374		-2.72314		5.00E-05		0.000788747		yes

		XLOC_022489		XLOC_022489		AT4G32200		4:15548839-15555094		WT inflorescence		ebs inflorescence		OK		8.36221		1.66705		-2.32659		-2.21488		0.00025		0.00319302		yes

		XLOC_004821		XLOC_004821		AT1G10770		1:3591632-3592411		WT inflorescence		ebs inflorescence		OK		3.8926		0.765192		-2.34684		-2.40333		5.00E-05		0.000788747		yes

		XLOC_011767		XLOC_011767		AT2G13431		2:5590051-5591422		WT inflorescence		ebs inflorescence		OK		2.62571		0.515644		-2.34826		-1.98715		0.00245		0.0209881		yes

		XLOC_017368		XLOC_017368		AT3G06260		3:1893472-1894859		WT inflorescence		ebs inflorescence		OK		0.959923		0.186284		-2.36542		-2.22556		0.00145		0.0137497		yes

		XLOC_015136		XLOC_015136		AT3G24580		3:8969161-8970298		WT inflorescence		ebs inflorescence		OK		1.70908		0.331167		-2.36758		-2.73105		0.0001		0.0014466		yes

		XLOC_029963		XLOC_029963		AT5G15480		5:5025951-5027160		WT inflorescence		ebs inflorescence		OK		4.59348		0.887905		-2.37111		-3.96555		5.00E-05		0.000788747		yes

		XLOC_025071		XLOC_025071		AT4G33020		4:15932602-15934267		WT inflorescence		ebs inflorescence		OK		2.55136		0.490735		-2.37825		-2.89259		5.00E-05		0.000788747		yes

		XLOC_010104		XLOC_010104		AT2G31460		2:13404775-13405510		WT inflorescence		ebs inflorescence		OK		1.4707		0.281399		-2.38582		-1.77539		0.00075		0.00806418		yes

		XLOC_031884		XLOC_031884		AT5G49340		5:20007347-20009038		WT inflorescence		ebs inflorescence		OK		3.20973		0.61264		-2.38934		-3.70388		5.00E-05		0.000788747		yes

		XLOC_012732		XLOC_012732		AT2G29800		2:12722938-12724602		WT inflorescence		ebs inflorescence		OK		4.85586		0.916474		-2.40556		-3.49762		5.00E-05		0.000788747		yes

		XLOC_029940		XLOC_029940		AT5G15060		5:4874331-4875949		WT inflorescence		ebs inflorescence		OK		2.49292		0.468765		-2.4109		-2.9635		5.00E-05		0.000788747		yes

		XLOC_010296		XLOC_010296		AT2G34655		2:14596630-14597540		WT inflorescence		ebs inflorescence		OK		6.56655		1.22983		-2.41668		-3.9253		5.00E-05		0.000788747		yes

		XLOC_007506		XLOC_007506		AT1G66170		1:24638684-24641494		WT inflorescence		ebs inflorescence		OK		1.31833		0.246217		-2.42071		-1.72581		5.00E-05		0.000788747		yes

		XLOC_001034		XLOC_001034		AT1G19230		1:6644188-6650420		WT inflorescence		ebs inflorescence		OK		10.097		1.85737		-2.4426		-1.3731		0.00035		0.00424685		yes

		XLOC_001682		XLOC_001682		AT1G30800		1:10936764-10942292		WT inflorescence		ebs inflorescence		OK		7.61559		1.38959		-2.4543		-2.29145		0.00065		0.00716651		yes

		XLOC_017958		XLOC_017958		AT3G16540		3:5626289-5628857		WT inflorescence		ebs inflorescence		OK		0.855512		0.153919		-2.47462		-2.38463		0.00065		0.00716651		yes

		XLOC_004067		XLOC_004067		AT1G77520		1:29130402-29132180		WT inflorescence		ebs inflorescence		OK		9.24633		1.65987		-2.47781		-4.28622		5.00E-05		0.000788747		yes

		XLOC_012733		XLOC_012733		AT2G29810		2:12726101-12727253		WT inflorescence		ebs inflorescence		OK		2.04658		0.366984		-2.47943		-2.96535		5.00E-05		0.000788747		yes

		XLOC_025264		XLOC_025264		AT4G36590		4:17260936-17262227		WT inflorescence		ebs inflorescence		OK		1.6926		0.302291		-2.48523		-1.02676		0.0047		0.0353749		yes

		XLOC_010156		XLOC_010156		AT2G32350		2:13734944-13735788		WT inflorescence		ebs inflorescence		OK		7.01783		1.2519		-2.4869		-0.964563		0.00055		0.0062255		yes

		XLOC_007448		XLOC_007448		AT1G65240		1:24229147-24233349		WT inflorescence		ebs inflorescence		OK		5.96201		1.05656		-2.49642		-1.75682		0.0009		0.00936597		yes

		XLOC_014785		XLOC_014785		AT3G19070		3:6593772-6594977		WT inflorescence		ebs inflorescence		OK		2.3121		0.406736		-2.50704		-2.94741		5.00E-05		0.000788747		yes

		XLOC_013676		XLOC_013676		AT2G46480		2:19076404-19078386		WT inflorescence		ebs inflorescence		OK		2.94989		0.518885		-2.50718		-3.92092		5.00E-05		0.000788747		yes

		XLOC_001442		XLOC_001442		AT1G27080		1:9400663-9403789		WT inflorescence		ebs inflorescence		OK		0.868194		0.151026		-2.52322		-2.49006		0.0007		0.00759867		yes

		XLOC_003111		XLOC_003111		AT1G60190		1:22198402-22200678		WT inflorescence		ebs inflorescence		OK		1.47203		0.255246		-2.52784		-3.50024		5.00E-05		0.000788747		yes

		XLOC_003148		XLOC_003148		AT1G61050		1:22486735-22488284		WT inflorescence		ebs inflorescence		OK		3.18309		0.548098		-2.53792		-3.95659		5.00E-05		0.000788747		yes

		XLOC_028197		XLOC_028197		AT5G50060		5:20362549-20363461		WT inflorescence		ebs inflorescence		OK		9.96743		1.69028		-2.55996		-3.46503		5.00E-05		0.000788747		yes

		XLOC_026625		XLOC_026625		AT5G23260		5:7836095-7838505		WT inflorescence		ebs inflorescence		OK		1.35063		0.224208		-2.59072		-0.742778		0.0011		0.0109984		yes

		XLOC_013764		XLOC_013764		AT3G01030		3:6656-7772		WT inflorescence		ebs inflorescence		OK		1.55208		0.250054		-2.63389		-2.58957		0.0004		0.00477681		yes

		XLOC_025182		XLOC_025182		AT4G35010		4:16667929-16672092		WT inflorescence		ebs inflorescence		OK		3.22173		0.516129		-2.64203		-1.68563		5.00E-05		0.000788747		yes

		XLOC_002225		XLOC_002225		AT1G42705		1:16071340-16073512		WT inflorescence		ebs inflorescence		OK		1.3266		0.212035		-2.64536		-3.33757		5.00E-05		0.000788747		yes

		XLOC_002474		XLOC_002474		AT1G48750		1:18035966-18039405		WT inflorescence		ebs inflorescence		OK		879.514		138.382		-2.66805		-9.81188		5.00E-05		0.000788747		yes

		XLOC_010290		XLOC_010290		AT2G34555		2:14556987-14558697		WT inflorescence		ebs inflorescence		OK		4.77861		0.742476		-2.68618		-1.68977		5.00E-05		0.000788747		yes

		XLOC_031682		XLOC_031682		AT5G45880		5:18609663-18611166		WT inflorescence		ebs inflorescence		OK		6.74386		1.04635		-2.68821		-3.49898		5.00E-05		0.000788747		yes

		XLOC_007732		XLOC_007732		AT1G69990		1:26360234-26362010		WT inflorescence		ebs inflorescence		OK		0.989792		0.153015		-2.69345		-2.7793		0.00025		0.00319302		yes

		XLOC_017921		XLOC_017921		AT3G15700		3:5321135-5322376		WT inflorescence		ebs inflorescence		OK		0.928504		0.140576		-2.72356		-2.27287		0.0064		0.0447364		yes

		XLOC_013714		XLOC_013714		AT2G47050		2:19331684-19332646		WT inflorescence		ebs inflorescence		OK		4.65781		0.696429		-2.7416		-2.28547		5.00E-05		0.000788747		yes

		XLOC_028194		XLOC_028194		AT5G50030		5:20354588-20355627		WT inflorescence		ebs inflorescence		OK		4.67764		0.696602		-2.74737		-2.4121		5.00E-05		0.000788747		yes

		XLOC_017055		XLOC_017055		AT3G01270		3:82684-84897		WT inflorescence		ebs inflorescence		OK		4.7865		0.708897		-2.75532		-1.08932		0.001		0.0101985		yes

		XLOC_022082		XLOC_022082		AT4G25070		4:12872445-12876734		WT inflorescence		ebs inflorescence		OK		0.82899		0.122701		-2.7562		-0.6101		0.00155		0.0144759		yes

		XLOC_000778		XLOC_000778		AT1G15010		1:5171206-5171742		WT inflorescence		ebs inflorescence		OK		12.0614		1.77834		-2.76179		-3.22143		5.00E-05		0.000788747		yes

		XLOC_023703		XLOC_023703		AT4G10290		4:6379700-6381739		WT inflorescence		ebs inflorescence		OK		7.10313		1.04061		-2.77102		-2.97298		5.00E-05		0.000788747		yes

		XLOC_009701		XLOC_009701		AT2G24210		2:10294329-10297530		WT inflorescence		ebs inflorescence		OK		5.59393		0.811135		-2.78585		-2.46371		5.00E-05		0.000788747		yes

		XLOC_018672		XLOC_018672		AT3G28750		3:10791590-10792844		WT inflorescence		ebs inflorescence		OK		10.5091		1.50029		-2.80832		-2.7867		5.00E-05		0.000788747		yes

		XLOC_014073		XLOC_014073		AT3G06560		3:2044351-2047209		WT inflorescence		ebs inflorescence		OK		6.4596		0.900861		-2.84207		-1.9083		5.00E-05		0.000788747		yes

		XLOC_017465		XLOC_017465		AT3G07820		3:2496439-2498095		WT inflorescence		ebs inflorescence		OK		4.5878		0.637303		-2.84775		-2.44597		0.00045		0.00528116		yes

		XLOC_014439		XLOC_014439		AT3G13662		3:4467089-4468498		WT inflorescence		ebs inflorescence		OK		9.8242		1.35968		-2.85307		-0.997339		0.0003		0.00373571		yes

		XLOC_008176		XLOC_008176		AT1G78460		1:29518315-29519323		WT inflorescence		ebs inflorescence		OK		3.23916		0.435186		-2.89591		-1.89507		0.0002		0.00265586		yes

		XLOC_000109		XLOC_000109		AT1G02980		1:677868-681310		WT inflorescence		ebs inflorescence		OK		10.7341		1.44129		-2.89677		-1.88739		5.00E-05		0.000788747		yes

		XLOC_021625		XLOC_021625		AT4G17200		4:9651107-9652253		WT inflorescence		ebs inflorescence		OK		2.18501		0.292503		-2.90112		-3.11389		5.00E-05		0.000788747		yes

		XLOC_003721		XLOC_003721		AT1G71140		1:26824676-26826748		WT inflorescence		ebs inflorescence		OK		5.85615		0.763921		-2.93846		-0.886386		5.00E-05		0.000788747		yes

		XLOC_024250		XLOC_024250		AT4G18550		4:10224920-10226862		WT inflorescence		ebs inflorescence		OK		14.9414		1.93344		-2.95008		-3.12743		5.00E-05		0.000788747		yes

		XLOC_029767		XLOC_029767		AT5G11620		5:3739012-3740146		WT inflorescence		ebs inflorescence		OK		8.53171		1.05293		-3.01843		-2.24568		0.0001		0.0014466		yes

		XLOC_032469		XLOC_032469		AT5G60140		5:24214076-24215453		WT inflorescence		ebs inflorescence		OK		7.87693		0.948454		-3.05398		-1.98907		5.00E-05		0.000788747		yes

		XLOC_026549		XLOC_026549		AT5G21130		5:7185914-7186919		WT inflorescence		ebs inflorescence		OK		1.71131		0.205666		-3.05673		-0.889626		0.00365		0.0288562		yes

		XLOC_001702		XLOC_001702		AT1G31140		1:11117992-11119785		WT inflorescence		ebs inflorescence		OK		3.48688		0.393896		-3.14605		-1.53715		0.00025		0.00319302		yes

		XLOC_032424		XLOC_032424		AT5G59310		5:23925084-23925852		WT inflorescence		ebs inflorescence		OK		100.037		10.9555		-3.19081		-6.96062		5.00E-05		0.000788747		yes

		XLOC_019914		XLOC_019914		AT3G55150		3:20440549-20442604		WT inflorescence		ebs inflorescence		OK		2.14601		0.233801		-3.1983		-0.998411		5.00E-05		0.000788747		yes

		XLOC_013405		XLOC_013405		AT2G41300		2:17214236-17216292		WT inflorescence		ebs inflorescence		OK		19.2922		1.98659		-3.27965		-3.23109		5.00E-05		0.000788747		yes

		XLOC_031996		XLOC_031996		AT5G51330		5:20858705-20861711		WT inflorescence		ebs inflorescence		OK		10.7056		1.08898		-3.29732		-2.50198		5.00E-05		0.000788747		yes

		XLOC_026667		XLOC_026667		AT5G23970		5:8096289-8097660		WT inflorescence		ebs inflorescence		OK		16.7208		1.69987		-3.29815		-3.81467		5.00E-05		0.000788747		yes

		XLOC_023606		XLOC_023606		AT4G08670		4:5536698-5538210		WT inflorescence		ebs inflorescence		OK		46.9984		4.61997		-3.34666		-5.53758		5.00E-05		0.000788747		yes

		XLOC_010449		XLOC_010449		AT2G37330		2:15669137-15672700		WT inflorescence		ebs inflorescence		OK		36.0198		3.29953		-3.44846		-2.52512		0.00035		0.00424685		yes

		XLOC_022838		XLOC_022838		AT4G38410		4:17980939-17981719		WT inflorescence		ebs inflorescence		OK		20.3271		1.8374		-3.46767		-1.58746		5.00E-05		0.000788747		yes

		XLOC_023154		XLOC_023154		AT4G03370		4:1478077-1478965		WT inflorescence		ebs inflorescence		OK		2.54865		0.225057		-3.50137		-3.00155		0.00075		0.00806418		yes

		XLOC_024670		XLOC_024670		AT4G25950		4:13173752-13174335		WT inflorescence		ebs inflorescence		OK		17.5587		1.44469		-3.60335		-2.79356		5.00E-05		0.000788747		yes

		XLOC_031470		XLOC_031470		AT5G42590		5:17031110-17033726		WT inflorescence		ebs inflorescence		OK		1.72301		0.136098		-3.66221		-0.872151		0.00145		0.0137497		yes

		XLOC_002654		XLOC_002654		AT1G51800		1:19214147-19217970		WT inflorescence		ebs inflorescence		OK		0.984415		0.0721121		-3.77095		-0.492246		0.00375		0.0294754		yes

		XLOC_025633		XLOC_025633		AT5G03570		5:903755-906664		WT inflorescence		ebs inflorescence		OK		2.73465		0.199838		-3.77445		-0.825283		5.00E-05		0.000788747		yes

		XLOC_005271		XLOC_005271		AT1G19200		1:6625019-6625856		WT inflorescence		ebs inflorescence		OK		14.3768		0.907346		-3.98594		-2.61845		5.00E-05		0.000788747		yes

		XLOC_029166		XLOC_029166		AT5G66820		5:26689055-26691114		WT inflorescence		ebs inflorescence		OK		271.317		15.7811		-4.10371		-15.6419		5.00E-05		0.000788747		yes

		XLOC_028741		XLOC_028741		AT5G59320		5:23928970-23929745		WT inflorescence		ebs inflorescence		OK		237.4		12.073		-4.29747		-13.4137		5.00E-05		0.000788747		yes

		XLOC_025853		XLOC_025853		AT5G07430		5:2352438-2354202		WT inflorescence		ebs inflorescence		OK		3.26874		0.159942		-4.35311		-1.49764		0.00015		0.0020785		yes

		XLOC_017315		XLOC_017315		AT3G05610		3:1625671-1628173		WT inflorescence		ebs inflorescence		OK		1.65795		0.0714081		-4.53717		-1.18075		0.0003		0.00373571		yes

		XLOC_014798		XLOC_014798		AT3G19310		3:6694195-6696214		WT inflorescence		ebs inflorescence		OK		6.67485		0.265778		-4.65044		-0.991736		5.00E-05		0.000788747		yes

		XLOC_002798		XLOC_002798		AT1G54300		1:20270809-20272106		WT inflorescence		ebs inflorescence		OK		40.3191		1.60016		-4.65517		-5.64803		5.00E-05		0.000788747		yes

		XLOC_012017		XLOC_012017		AT2G17470		2:7584504-7588008		WT inflorescence		ebs inflorescence		OK		62.7753		1.67742		-5.22588		-5.22552		5.00E-05		0.000788747		yes

		XLOC_003817		XLOC_003817		AT1G72890		1:27429915-27431960		WT inflorescence		ebs inflorescence		OK		77.6282		1.96033		-5.30741		-5.86469		5.00E-05		0.000788747		yes

		XLOC_004697		XLOC_004697		AT1G08670		1:2760345-2761573		WT inflorescence		ebs inflorescence		OK		8.73246		0.185119		-5.55986		-0.911043		0.00185		0.0166819		yes

		XLOC_022674		XLOC_022674		AT4G35380		4:16819882-16826061		WT inflorescence		ebs inflorescence		OK		6.65184		0.117008		-5.82908		-0.658715		5.00E-05		0.000788747		yes

		XLOC_025972		XLOC_025972		AT5G09976		5:3119103-3119573		WT inflorescence		ebs inflorescence		OK		692.42		8.34656		-6.37432		-10.1696		5.00E-05		0.000788747		yes

		XLOC_006840		XLOC_006840		AT1G53480		1:19963046-19969757		WT inflorescence		ebs inflorescence		OK		46.0204		0.551179		-6.38361		-2.0831		0.00125		0.0121933		yes

		XLOC_021971		XLOC_021971		AT4G23160		4:12129484-12134187		WT inflorescence		ebs inflorescence		OK		4.57192		0.0409491		-6.80283		-0.269414		0.00035		0.00424685		yes

		XLOC_019667		XLOC_019667		AT3G50850		3:18901341-18904197		WT inflorescence		ebs inflorescence		OK		260.165		1.80782		-7.16903		-5.66628		5.00E-05		0.000788747		yes

		XLOC_028124		XLOC_028124		AT5G48780		5:19777452-19779815		WT inflorescence		ebs inflorescence		OK		573.404		2.39056		-7.90606		-4.40987		5.00E-05		0.000788747		yes

		XLOC_022281		XLOC_022281		AT4G28580		4:14123488-14125052		WT inflorescence		ebs inflorescence		OK		316.782		1.14936		-8.10652		-4.23653		5.00E-05		0.000788747		yes

		XLOC_017594		XLOC_017594		AT3G10580		3:3307050-3308237		WT inflorescence		ebs inflorescence		OK		1250.62		2.3842		-9.03493		-5.18171		5.00E-05		0.000788747		yes

		XLOC_019099		XLOC_019099		AT3G42658		3:14749399-14750294		WT inflorescence		ebs inflorescence		OK		84.222		0.108721		-9.59742		-5.23154		0.00015		0.0020785		yes
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		Chrom		Start		End		Name		Score		Strand		ThickStart		ThickEnd		ItemRGB		BlockCount		BlockSizes		BlockStarts				Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping						Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		chr1		4015282		4015283		MACS2_peak_1		7.46838																		Intron		chr5		1409684		1409685		AT5G04850		AT5G04850		-		209		NA		NA		NA						AT2G16586		AT2G16586.1		transmembrane protein;(source:Araport11)		protein_coding

		chr1		9175738		9175739		MACS2_peak_2		4.75892																		Upstream		chr5		3253079		3253080		AT5G10340		AT5G10340		+		-43		NA		NA		NA						AT2G10600		AT2G10600.1		transposable_element_gene;(source:Araport11);gypsy-like retrotransposon family (Athila), has a 4.4e-30 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana);(source:TAIR10)		transposable_element_gene

		chr1		12907657		12907658		MACS2_peak_3		8.8893																		Exon/CD		chr5		4569059		4569060		AT5G14170		AT5G14170		-		1888		NA		NA		NA						AT1G40104		AT1G40104.1		hypothetical protein;(source:Araport11)		protein_coding

		chr1		13108922		13108923		MACS2_peak_4		4.75892																		Exon/CD		chr5		4569419		4569420		AT5G14170		AT5G14170		-		1528		NA		NA		NA						AT5G32430		AT5G32430.2		transposable_element_gene;(source:Araport11);pseudogene, hypothetical protein;(source:TAIR10)		transposable_element_gene

		chr1		13430258		13430259		MACS2_peak_5		1.11947																		Exon/CD		chr5		4569774		4569775		AT5G14170		AT5G14170		-		1173		NA		NA		NA						AT2G07981		AT2G07981.1		hypothetical protein;(source:Araport11)		protein_coding

		chr1		14139786		14139787		MACS2_peak_6		6.08915																		Exon/CD		chr5		4569990		4569991		AT5G14170		AT5G14170		-		957		NA		NA		NA						AT5G31770		AT5G31770.1		transposable_element_gene;(source:Araport11);gypsy-like retrotransposon family (Athila), has a 3.7e-53 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana);(source:TAIR10)		transposable_element_gene

		chr1		14363265		14363266		MACS2_peak_7		27.08908																		5'UTR		chr5		5397436		5397437		AT5G16520		AT5G16520		-		19		NA		NA		NA						AT5G31651		AT5G31651.1		transposable_element_gene;(source:Araport11);gypsy-like retrotransposon family, has a 7.7e-100 P-value blast match to GB:AAD11615 prpol (gypsy_Ty3-element) (Zea mays);(source:TAIR10)		transposable_element_gene

		chr1		14408921		14408922		MACS2_peak_8		29.82329																		Downstream		chr5		7614581		7614582				NIL		-		1171		NA		NA		NA						AT2G32560		AT2G32560.1		F-box family protein;(source:Araport11)		protein_coding

		chr1		14473772		14473773		MACS2_peak_9		24.92656																		Exon/CD		chr5		7870200		7870201				NIL		+		21		NA		NA		NA						AT1G49930		AT1G49930.1		alanine-tRNA ligase;(source:Araport11)		protein_coding

		chr1		14474471		14474472		MACS2_peak_10		10.75201																		Exon/CD		chr5		7870204		7870205				NIL		+		25		NA		NA		NA						AT1G01725		AT1G01725.1		adenylosuccinate synthetase;(source:Araport11)		protein_coding

		chr1		14484672		14484673		MACS2_peak_11		16.05324																		Exon/CD		chr5		8428185		8428186				NIL		-		57		NA		NA		NA						AT4G06708		AT4G06708.1		transposable_element_gene;(source:Araport11);gypsy-like retrotransposon family (Athila), has a 3.9e-289 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana);(source:TAIR10)		transposable_element_gene

		chr1		14509631		14509632		MACS2_peak_12		32.85882																		Exon/CD		chr5		10058523		10058524				NIL		-		55		NA		NA		NA						AT3G33072		AT3G33072.1		transposable_element_gene;(source:Araport11);pseudogene, hypothetical protein;(source:TAIR10)		transposable_element_gene

		chr1		15082335		15082336		MACS2_peak_13		66.49589																		Exon/CD		chr5		10418770		10418771				NIL		-		22		NA		NA		NA						AT1G49952		AT1G49952.1		Unknown gene		other_rna

		chr1		15085353		15085354		MACS2_peak_14		67.07312																		Exon/CD		chr5		10708425		10708426				NIL		+		268		NA		NA		NA						AT5G32431		AT5G32431.1		transposable_element_gene;(source:Araport11);pseudogene, hypothetical protein;(source:TAIR10)		transposable_element_gene

		chr1		15437131		15437132		MACS2_peak_15		8.27688																		Upstream		chr5		11184612		11184613				NIL		-		-67		NA		NA		NA						AT2G01010		AT2G01010.1		rRNA;(source:Araport11)		ribosomal_rna

		chr1		17226125		17226126		MACS2_peak_16		11.84374																		Intron		chr5		11185025		11185026				NIL		-		375		NA		NA		NA						AT1G26558		AT1G26558.1		other_RNA;(source:Araport11)		other_rna

		chr1		17279658		17279659		MACS2_peak_17		6.08915																		Intron		chr5		11185301		11185302				NIL		-		99		NA		NA		NA						AT5G31821		AT5G31821.1		transposable_element_gene;(source:Araport11);CACTA-like transposase family (Ptta/En/Spm), has a 6.2e-86 P-value blast match to At5g29026.1/8-244 CACTA-like transposase family (Ptta/En/Spm) (CACTA-element) (Arabidopsis thaliana);(source:TAIR10)		transposable_element_gene

		chr1		20042387		20042388		MACS2_peak_18		4.75892																		Downstream		chr5		11185806		11185807				NIL		-		598		NA		NA		NA						AT4G06700		AT4G06700.1		transposable_element_gene;(source:Araport11);CACTA-like transposase family (En/Spm), has a 5.7e-54 P-value blast match to dbj|BAB64937.1| TdcA1-ORF1-ORF2 (Daucus carota) Spm/En-like (CACTA-like);(source:TAIR10)		transposable_element_gene

		chr1		23542191		23542192		MACS2_peak_19		4.75892																		Intron		chr5		11185964		11185965				NIL		-		440		NA		NA		NA						AT1G56030		AT1G56030.1		RING/U-box protein;(source:Araport11)		protein_coding

		chr2		1206		1207		MACS2_peak_20		3.2536																		Intron		chr5		11186304		11186305				NIL		-		100		NA		NA		NA						AT2G19360		AT2G19360.1		tRNA-splicing ligase, putative (DUF239);(source:Araport11)		protein_coding

		chr2		1447		1448		MACS2_peak_21		10.71179																		Upstream		chr5		11186460		11186461				NIL		-		-56		NA		NA		NA						AT5G61520		AT5G61520.1		Major facilitator superfamily protein;(source:Araport11)		protein_coding

		chr2		2518		2519		MACS2_peak_22		3.84315																		Upstream		chr5		11187036		11187037				NIL		-		-129		NA		NA		NA						AT2G07880		AT2G07880.1		transposable_element_gene;(source:Araport11);similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1);(source:TAIR10)		transposable_element_gene

		chr2		2828		2829		MACS2_peak_23		5.7329																		Downstream		chr5		11187173		11187174				NIL		-		738		NA		NA		NA						AT2G01008		AT2G01008.1		maternal effect embryo arrest protein;(source:Araport11)		protein_coding

		chr2		3079		3080		MACS2_peak_24		3.2536																		Intron		chr5		11187432		11187433				NIL		-		479		NA		NA		NA						AT3G41762		AT3G41762.1		hypothetical protein;(source:Araport11)		protein_coding

		chr2		10313		10314		MACS2_peak_25		11.4401																		Intron		chr5		11187536		11187537				NIL		-		375		NA		NA		NA						AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein;(source:Araport11)		protein_coding

		chr2		1803522		1803523		MACS2_peak_26		3.48274																		Exon/CD		chr5		11187911		11187912				NIL		-		0		NA		NA		NA						AT3G06760		AT3G06760.2		Drought-responsive family protein;(source:Araport11)		protein_coding

		chr2		3110753		3110754		MACS2_peak_27		3.59745																		Downstream		chr5		11188204		11188205				NIL		-		713		NA		NA		NA						AT2G01022		AT2G01022.1		transposable_element_gene;(source:Araport11);gypsy-like retrotransposon family, has a 4.3e-208 P-value blast match to GB:AAD27547 polyprotein (Gypsy_Ty3-element) (Oryza sativa subsp. indica);(source:TAIR10)		transposable_element_gene

		chr2		3605815		3605816		MACS2_peak_28		36.13596																		Intron		chr5		11188440		11188441				NIL		-		477		NA		NA		NA						AT4G07747		AT4G07747.1		pseudogene of hypothetical protein;(source:Araport11)		pseudogene

		chr2		3606201		3606202		MACS2_peak_29		40.29132																		Intron		chr5		11188664		11188665				NIL		-		253		NA		NA		NA						AT2G40990		AT2G40990.1		DHHC-type zinc finger family protein;(source:Araport11)		protein_coding

		chr2		3606676		3606677		MACS2_peak_30		67.07312																		Downstream		chr5		11651344		11651345		AT5G31651		AT5G31651		-		1733		NA		NA		NA						AT3G47910		AT3G47910.2		Ubiquitin carboxyl-terminal hydrolase-related protein;(source:Araport11)		protein_coding

		chr2		3607144		3607145		MACS2_peak_31		63.46106																		Downstream		chr5		11651690		11651691		AT5G31651		AT5G31651		-		1387		NA		NA		NA						AT4G39235		AT4G39235.1		hypothetical protein;(source:Araport11)		protein_coding

		chr2		3607742		3607743		MACS2_peak_32		65.52785																		Downstream		chr5		11659956		11659957				NIL		+		197		NA		NA		NA						AT5G31804		AT5G31804.1		transposable_element_gene;(source:Araport11);gypsy-like retrotransposon family (Athila), has a 3.3e-259 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana);(source:TAIR10)		transposable_element_gene

		chr2		3615027		3615028		MACS2_peak_33		66.49589																		Downstream		chr5		11660569		11660570				NIL		+		810		NA		NA		NA						AT4G32700		AT4G32700.2		Encodes a homolog of Drosophila MUS308 and mammalian DNA polymerase, which prevent spontaneous or DNA damage-induced production of DNA double strand breaks. Two conserved functional domains: an N-terminal superfamily II DNA/RNA helicase domain and a C-terminal prokaryotic-type DNA polymerase I domain. Required for regulated cell division and differentiation in meristems. Mutant plants show morphological defects, such as short roots, serrated leaves, and fasciation, as well as defective patterns of cell division and differentiation in the meristem. Mutant plants had 2.5 to 4.5-fold higher expression of ATGR1, ATBRCA1 and RAD51 genes. TEB is required for normal  progression of DNA replication and for correct expression of genes during development.		protein_coding

		chr2		3615505		3615506		MACS2_peak_34		12.5949																		Downstream		chr5		11661076		11661077				NIL		-		3554		NA		NA		NA						AT4G06716		AT4G06716.1		transposable_element_gene;(source:Araport11);similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G37015.1);(source:TAIR10)		transposable_element_gene

		chr2		3616401		3616402		MACS2_peak_35		65.9752																		Downstream		chr5		11661592		11661593				NIL		-		3038		NA		NA		NA						AT3G41761		AT3G41761.1		other_RNA;(source:Araport11)		other_rna

		chr2		3616812		3616813		MACS2_peak_36		65.52785																		Upstream		chr5		11667385		11667386				NIL		-		-144		NA		NA		NA						AT5G10340		AT5G10340.1		F-box family protein;(source:Araport11)		protein_coding

		chr2		3617507		3617508		MACS2_peak_37		47.71068																		Upstream		chr5		11667552		11667553				NIL		-		-311		NA		NA		NA						AT2G01021		AT2G01021.1		hypothetical protein;(source:Araport11)		protein_coding

		chr2		3617767		3617768		MACS2_peak_38		65.9156																		Upstream		chr5		11667944		11667945				NIL		-		-703		NA		NA		NA						AT3G31161		AT3G31161.1		pseudogene of hypothetical protein;(source:Araport11)		pseudogene

		chr2		3618432		3618433		MACS2_peak_39		66.49589																		Upstream		chr5		11670549		11670550				NIL		-		-3308		NA		NA		NA						AT2G11790		AT2G11790.1		transposable_element_gene;(source:Araport11);Mutator-like transposase family, has a 5.6e-58 P-value blast match to O80466 /172-336 Pfam PF03108 MuDR family transposase (MuDr-element domain);(source:TAIR10)		transposable_element_gene

		chr2		3620364		3620365		MACS2_peak_40		61.21868																		Upstream		chr5		11671284		11671285				NIL		-		-4043		NA		NA		NA						AT2G01023		AT2G01023.1		hypothetical protein;(source:Araport11)		protein_coding

		chr2		3620767		3620768		MACS2_peak_41		50.14206																		Upstream		chr5		11679934		11679935				NIL		+		-4496		NA		NA		NA						AT5G47540		AT5G47540.1		Mo25 family protein;(source:Araport11)		protein_coding

		chr2		3620919		3620920		MACS2_peak_42		67.07312																		Upstream		chr5		11681817		11681818				NIL		+		-2613		NA		NA		NA						AT5G42960		AT5G42960.1		outer envelope pore 24B-like protein;(source:Araport11)		protein_coding

		chr2		3622626		3622627		MACS2_peak_43		67.07312																		Upstream		chr5		11682704		11682705				NIL		+		-1726		NA		NA		NA						AT3G55470		AT3G55470.1		Calcium-dependent lipid-binding (CaLB domain) family protein;(source:Araport11)		protein_coding

		chr2		3624654		3624655		MACS2_peak_44		56.72742																		Upstream		chr5		11683161		11683162				NIL		+		-1269		NA		NA		NA						AT2G08986		AT2G08986.1		hypothetical protein;(source:Araport11)		protein_coding

		chr2		3625347		3625348		MACS2_peak_45		65.45932																		Exon/CD		chr5		11701687		11701688		AT5G31770		AT5G31770		+		461		NA		NA		NA						AT5G16520		AT5G16520.1		transmembrane protein;(source:Araport11)		protein_coding

		chr2		3626267		3626268		MACS2_peak_46		67.07312																		Downstream		chr5		11701796		11701797		AT5G31770		AT5G31770		+		570		NA		NA		NA						AT3G41768		AT3G41768.1		rRNA;(source:Araport11)		ribosomal_rna

		chr2		3627319		3627320		MACS2_peak_47		67.07312																		Downstream		chr5		11701952		11701953		AT5G31770		AT5G31770		+		726		NA		NA		NA						AT4G06477		AT4G06477.1		transposable_element_gene;(source:Araport11);gypsy-like retrotransposon family, has a 2.1e-112 P-value blast match to GB:AAD19359 polyprotein (gypsy_Ty3-element) (Sorghum bicolor);(source:TAIR10)		transposable_element_gene

		chr2		3627589		3627590		MACS2_peak_48		9.9009																		Downstream		chr5		11702004		11702005		AT5G31770		AT5G31770		+		778		NA		NA		NA						AT2G15800		AT2G15800.1		transposable_element_gene;(source:Araport11)		transposable_element_gene

		chr2		3627817		3627818		MACS2_peak_49		57.76912																		Downstream		chr5		11702239		11702240		AT5G31770		AT5G31770		+		1013		NA		NA		NA						AT3G27510		AT3G27510.1		Cysteine/Histidine-rich C1 domain family protein;(source:Araport11)		protein_coding

		chr2		3628009		3628010		MACS2_peak_50		42.40835																		Downstream		chr5		11702401		11702402		AT5G31770		AT5G31770		+		1175		NA		NA		NA						AT2G44340		AT2G44340.1		VQ motif-containing protein;(source:Araport11)		protein_coding

		chr2		3663079		3663080		MACS2_peak_51		36.17867																		Downstream		chr5		11702522		11702523		AT5G31770		AT5G31770		+		1296		NA		NA		NA						AT5G14170		AT5G14170.1		CHC1 is predicted to encode a protein that belongs to the chromodomain remodeling complex. Two RNAi knock-down lines have a dwarf phenotype and reduced rates of Agrobacterium-mediated transformation. The low rate of root-mediated transformation rate may result from altered root morphology or reduced root growth rates. Also named as SWP73B, a subunit of the SWI/SNF chromatin remodeling complex. Acts as important modulator of major developmental pathways.		protein_coding		 (CHC1)		 (BAF60); (CHC1);SWP73B (SWP73B)

		chr2		3663749		3663750		MACS2_peak_52		22.33344																		Downstream		chr5		11702724		11702725		AT5G31770		AT5G31770		+		1498		NA		NA		NA						ATMG01390		ATMG01390.1		Mitochondrial 18S ribosomal RNA, which is a component of the 30S small subunit of mitochondrial ribosome. The rRNA is degraded by a polynucleotide phosphorylase-like protein (AtmtPNPase).		ribosomal_rna		 (RRN18)		 (RRN18)

		chr2		3664221		3664222		MACS2_peak_53		4.45569																		Downstream		chr5		11710976		11710977				NIL		-		12249		NA		NA		NA						AT5G04850		AT5G04850.2		SNF7 family protein;(source:Araport11)		protein_coding		 (VPS60.2)		 (VPS60.2)

		chr2		3714281		3714282		MACS2_peak_54		18.43505																		Downstream		chr5		11711134		11711135				NIL		-		12091		NA		NA		NA						AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein;(source:Araport11)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		chr2		3715879		3715880		MACS2_peak_55		13.54689																		Downstream		chr5		11711304		11711305				NIL		-		11921		NA		NA		NA						AT3G22930		AT3G22930.1		Encodes a calmodulin-like protein.		protein_coding		CALMODULIN-LIKE 11 (CML11)		CALMODULIN-LIKE 11 (CML11); (ATCML11)

		chr2		3716581		3716582		MACS2_peak_56		17.09275																		Downstream		chr5		11711505		11711506				NIL		-		11720		NA		NA		NA						AT1G80090		AT1G80090.1		Cystathionine beta-synthase (CBS) family protein;(source:Araport11)		protein_coding		CBS DOMAIN CONTAINING PROTEIN 4 (CBSX4)		CBS DOMAIN CONTAINING PROTEIN 4 (CBSX4)

		chr2		3718312		3718313		MACS2_peak_57		67.13416																		Upstream		chr5		11723256		11723257		AT5G31804		AT5G31804		-		-1692		NA		NA		NA						AT4G17750		AT4G17750.1		native protein is a trimer, interacts with HSP70, also with TBP, DNA interaction is modulated by phosphorylation  and is heat-shock inducible		protein_coding		HEAT SHOCK FACTOR 1 (HSF1)		HEAT SHOCK FACTOR 1 (HSF1);ARABIDOPSIS THALIANA CLASS A HEAT SHOCK FACTOR 1A (ATHSFA1A);ARABIDOPSIS THALIANA HEAT SHOCK FACTOR 1 (ATHSF1);CLASS A HEAT SHOCK FACTOR 1A (HSFA1A)

		chr2		4129398		4129399		MACS2_peak_58		13.54305																		Upstream		chr5		11723466		11723467		AT5G31804		AT5G31804		-		-1902		NA		NA		NA						AT1G46264		AT1G46264.1		Encodes SCHIZORIZA, a member of Heat Shock Transcription Factor (Hsf) family. Functions as a nuclear factor regulating asymmetry of stem cell divisions.		protein_coding		HEAT SHOCK TRANSCRIPTION FACTOR  B4 (HSFB4)		HEAT SHOCK TRANSCRIPTION FACTOR  B4 (HSFB4); (AT-HSFB4);SCHIZORIZA (SCZ)

		chr2		4130458		4130459		MACS2_peak_59		16.84599																		Upstream		chr5		11723745		11723746		AT5G31804		AT5G31804		-		-2181		NA		NA		NA						AT3G24010		AT3G24010.1		ING1 encodes a member of the Inhibitor of Growth family of nuclear-localized PhD domain containing homeodomain proteins. Binds to H3K4 di or trimethylated DNA.		protein_coding		INHIBITOR OF GROWTH 1 (ING1)		ARABIDOPSIS THALIANA INHIBITOR OF GROWTH 1 (ATING1);INHIBITOR OF GROWTH 1 (ING1)

		chr2		4650396		4650397		MACS2_peak_60		3.48274																		Upstream		chr5		11723747		11723748		AT5G31804		AT5G31804		-		-2183		NA		NA		NA						AT5G44870		AT5G44870.1		Encodes LAZ5, a TIR-class NB-LRR R protein of unknown pathogen specificity with sequence similarity to RPS4, an R protein conferring resistance to Pseudomonas syringae expressing the effector AvrRPS4.  Overexpression of LAZ5 results in hypersensitive cell death (plants did not survive to set seeds).		protein_coding		LAZARUS 5 (LAZ5)		TOLERANCE TO TOBACCO RINGSPOT VIRUS 1 (TTR1);LAZARUS 5 (LAZ5)

		chr2		4733800		4733801		MACS2_peak_61		3.48274																		Upstream		chr5		11723922		11723923		AT5G31804		AT5G31804		-		-2358		NA		NA		NA						AT1G14030		AT1G14030.1		Encodes a lysine methyltransferase whose main soluble physiological substrates are chloroplastic fructose 1,6-bisphosphate aldolases, FBA1, FBA2, and FBA3.  Lysines near the C-terminal end of the target proteins are trimethylated.		protein_coding		LYSINE METHYLTRANSFERASE (LSMT)-LIKE (LSMT-L)		LYSINE METHYLTRANSFERASE (LSMT)-LIKE (LSMT-L)

		chr2		5022373		5022374		MACS2_peak_62		10.34877																		Upstream		chr5		11724071		11724072		AT5G31804		AT5G31804		-		-2507		NA		NA		NA						AT2G34880		AT2G34880.1		A maternally expressed imprinted gene.		protein_coding		MATERNAL EFFECT EMBRYO ARREST 27 (MEE27)		MATERNAL EFFECT EMBRYO ARREST 27 (MEE27);JUMONJI DOMAIN-CONTAINING PROTEIN 15 (JMJ15); (PKDM7C)

		chr2		5022475		5022476		MACS2_peak_63		3.48274																		Upstream		chr5		11724316		11724317		AT5G31804		AT5G31804		-		-2752		NA		NA		NA						AT4G37280		AT4G37280.1		MRG family protein;(source:Araport11)		protein_coding		MORF RELATED GENE 1 (MRG1)		MORF RELATED GENE 1 (MRG1)

		chr2		5100007		5100008		MACS2_peak_64		24.99829																		Upstream		chr5		11724464		11724465		AT5G31804		AT5G31804		-		-2900		NA		NA		NA						AT5G40330		AT5G40330.1		Encodes a MYB gene that, when overexpressed ectopically, can induce ectopic trichome formation.  It is a member of subgroup 15, together with WER and GL1.  Members of this subgroup share a conserved motif of 19 amino acids in the putative transcription activation domain at the C-terminal end.  The gene is expressed in leaves, stems, flowers, seeds and roots and quite strongly in trichomes. There is partial functional redundancy between ATMYB23 and GL1.  The two proteins are functionally equivalent with respect to the regulation of trichome initiation but not with respect to trichome branching - which is controlled by MYB23 and not GL1.		protein_coding		MYB DOMAIN PROTEIN 23 (MYB23)		MYB DOMAIN PROTEIN 23 (MYB23); (ATMYBRTF);MYB DOMAIN PROTEIN 23 (ATMYB23)

		chr2		7191100		7191101		MACS2_peak_65		3.84315																		Upstream		chr5		11724464		11724465		AT5G31804		AT5G31804		-		-2900		NA		NA		NA						AT4G01520		AT4G01520.1		NAC domain containing protein 67;(source:Araport11)		protein_coding		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067);NAC DOMAIN CONTAINING PROTEIN 67 (anac067)

		chr2		8381944		8381945		MACS2_peak_66		8.8893																		Upstream		chr5		11724643		11724644		AT5G31804		AT5G31804		-		-3079		NA		NA		NA						AT3G24800		AT3G24800.1		Contains two ring finger domains and one ZZ domain. Week similarity to yeast Rad18p. Putative component of the N-end rule pathway (ubiquitin-dependent proteolysis).		protein_coding		PROTEOLYSIS 1 (PRT1)		PROTEOLYSIS 1 (PRT1)

		chr2		11839621		11839622		MACS2_peak_67		10.66852																		Upstream		chr5		11724950		11724951		AT5G31804		AT5G31804		-		-3386		NA		NA		NA						AT5G58130		AT5G58130.1		Encodes ROS3 (repressor of silencing 3), a RNA-binding protein required for DNA demethylation.		protein_coding		REPRESSOR OF SILENCING 3 (ROS3)		REPRESSOR OF SILENCING 3 (ROS3)

		chr2		13824643		13824644		MACS2_peak_68		4.75892																		Upstream		chr5		11726291		11726292		AT5G31804		AT5G31804		-		-4727		NA		NA		NA						ATCG00950		ATCG00950.1		chloroplast-encoded 23S ribosomal RNA		ribosomal_rna		RIBOSOMAL RNA23S (RRN23S.1)		RIBOSOMAL RNA23S (RRN23S.1)

		chr2		17106983		17106984		MACS2_peak_69		4.75892																		Upstream		chr5		11726293		11726294		AT5G31804		AT5G31804		-		-4729		NA		NA		NA						ATCG01180		ATCG01180.1		chloroplast-encoded 23S ribosomal RNA		ribosomal_rna		RIBOSOMAL RNA23S (RRN23S.2)		RIBOSOMAL RNA23S (RRN23S.2)

		chr2		19698189		19698190		MACS2_peak_70		9.95805																		Upstream		chr5		11726526		11726527		AT5G31804		AT5G31804		-		-4962		NA		NA		NA						AT2G30980		AT2G30980.1		Encodes a GSK3-like protein kinase. This protein can interact with the BZR1 protein involved in brassinosteroid-mediated signaling in a Y2H assay and promotes BZR1 phosphorylation in protoplasts.		protein_coding		SHAGGY-RELATED PROTEIN KINASE DZETA (SKdZeta)		SHAGGY-RELATED PROTEIN KINASE DZETA (ASKdZeta);SHAGGY-LIKE PROTEIN KINASE 23 (ATSK23);SHAGGY-RELATED PROTEIN KINASE DZETA (SKdZeta);A. THALIANA SHAGGY-LIKE KINASE GROUP 2 2 (ATSK2-2);BIN2-LIKE 1 (BIL1)

		chr3		2132862		2132863		MACS2_peak_71		7.46838																		Upstream		chr5		11734555		11734556		AT5G31821		AT5G31821		+		-4722		NA		NA		NA						AT3G48820		AT3G48820.1		Encodes a homolog of the animal sialyltransferases but sialyltransferase activity was not detected (Plant Biology 2009, 11:284).  Located in the Golgi apparatus.		protein_coding		SIALYLTRANSFERASE-LIKE 2 (SIA2)		SIALYLTRANSFERASE-LIKE 2 (SIA2)

		chr3		8125782		8125783		MACS2_peak_72		9.12257																		Upstream		chr5		11734886		11734887		AT5G31821		AT5G31821		+		-4391		NA		NA		NA						AT4G00880		AT4G00880.1		SAUR-like auxin-responsive protein family;(source:Araport11)		protein_coding		SMALL AUXIN UPREGULATED RNA 31 (SAUR31)		SMALL AUXIN UPREGULATED RNA 31 (SAUR31)

		chr3		8414122		8414123		MACS2_peak_73		32.61012																		Upstream		chr5		11735216		11735217		AT5G31821		AT5G31821		+		-4061		NA		NA		NA						AT1G80080		AT1G80080.1		Encodes a transmembrane leucine-repeat containing receptor-like protein that is expressed in proliferative postprotodermal cells. Recessive mutation leads to disruption of asymmetric cell division during stomata development. Its transcript levels change after inducing MUTE expression in a mute background.		protein_coding		TOO MANY MOUTHS (TMM)		TOO MANY MOUTHS (TMM);RECEPTOR LIKE PROTEIN 17 (AtRLP17)

		chr3		11486255		11486256		MACS2_peak_74		16.51219																		Upstream		chr5		11735448		11735449		AT5G31821		AT5G31821		+		-3829		NA		NA		NA						The query for the following terms resulted in no hits: GENE ID  

		chr3		11895423		11895424		MACS2_peak_75		11.84374																		Upstream		chr5		11735455		11735456		AT5G31821		AT5G31821		+		-3822		NA		NA		NA

		chr3		12670343		12670344		MACS2_peak_76		7.46838																		Upstream		chr5		11735573		11735574		AT5G31821		AT5G31821		+		-3704		NA		NA		NA

		chr3		13587041		13587042		MACS2_peak_77		59.72394																		Upstream		chr5		11735789		11735790		AT5G31821		AT5G31821		+		-3488		NA		NA		NA

		chr3		13587360		13587361		MACS2_peak_78		36.05267																		Upstream		chr5		11735798		11735799		AT5G31821		AT5G31821		+		-3479		NA		NA		NA

		chr3		13587684		13587685		MACS2_peak_79		66.49589																		Upstream		chr5		11736115		11736116		AT5G31821		AT5G31821		+		-3162		NA		NA		NA

		chr3		13589341		13589342		MACS2_peak_80		66.49589																		Upstream		chr5		11736119		11736120		AT5G31821		AT5G31821		+		-3158		NA		NA		NA

		chr3		13591617		13591618		MACS2_peak_81		67.07312																		Upstream		chr5		11736257		11736258		AT5G31821		AT5G31821		+		-3020		NA		NA		NA

		chr3		13633155		13633156		MACS2_peak_82		7.40113																		Upstream		chr5		11736862		11736863		AT5G31821		AT5G31821		+		-2415		NA		NA		NA

		chr3		13641960		13641961		MACS2_peak_83		11.67981																		Upstream		chr5		11737108		11737109		AT5G31821		AT5G31821		+		-2169		NA		NA		NA

		chr3		14191872		14191873		MACS2_peak_84		11.48085																		Upstream		chr5		11737426		11737427		AT5G31821		AT5G31821		+		-1851		NA		NA		NA

		chr3		14192191		14192192		MACS2_peak_85		9.95805																		Upstream		chr5		11737437		11737438		AT5G31821		AT5G31821		+		-1840		NA		NA		NA

		chr3		14192504		14192505		MACS2_peak_86		3.84315																		Upstream		chr5		11737788		11737789		AT5G31821		AT5G31821		+		-1489		NA		NA		NA

		chr3		14192757		14192758		MACS2_peak_87		11.17222																		Upstream		chr5		11738137		11738138		AT5G31821		AT5G31821		+		-1140		NA		NA		NA

		chr3		14193834		14193835		MACS2_peak_88		6.49732																		Upstream		chr5		11738327		11738328		AT5G31821		AT5G31821		+		-950		NA		NA		NA

		chr3		14194101		14194102		MACS2_peak_89		11.48085																		Downstream		chr5		11754082		11754083				NIL		+		281		NA		NA		NA

		chr3		14194537		14194538		MACS2_peak_90		10.71179																		Downstream		chr5		11754474		11754475				NIL		+		673		NA		NA		NA

		chr3		14195169		14195170		MACS2_peak_91		2.13121																		Downstream		chr5		11754614		11754615				NIL		+		813		NA		NA		NA

		chr3		14195413		14195414		MACS2_peak_92		8.48878																		Downstream		chr5		11754788		11754789				NIL		+		987		NA		NA		NA

		chr3		14196484		14196485		MACS2_peak_93		4.45569																		Downstream		chr5		11762990		11762991				NIL		-		2776		NA		NA		NA

		chr3		14196766		14196767		MACS2_peak_94		5.08415																		Downstream		chr5		11763439		11763440				NIL		-		2327		NA		NA		NA

		chr3		14197054		14197055		MACS2_peak_95		3.84315																		Upstream		chr5		11787957		11787958				NIL		-		-1287		NA		NA		NA

		chr3		14204037		14204038		MACS2_peak_96		2.68026																		Upstream		chr5		11788396		11788397				NIL		-		-1726		NA		NA		NA

		chr3		14204257		14204258		MACS2_peak_97		7.13514																		Upstream		chr5		11788978		11788979				NIL		-		-2308		NA		NA		NA

		chr3		14204445		14204446		MACS2_peak_98		10.71179																		Upstream		chr5		11791136		11791137				NIL		-		-4466		NA		NA		NA

		chr3		14204670		14204671		MACS2_peak_99		3.84315																		Downstream		chr5		11796363		11796364				NIL		-		11933		NA		NA		NA

		chr3		14204791		14204792		MACS2_peak_100		5.65305																		Downstream		chr5		11796641		11796642				NIL		-		11655		NA		NA		NA

		chr3		14205037		14205038		MACS2_peak_101		9.95805																		Upstream		chr5		11808358		11808359				NIL		-		-28		NA		NA		NA

		chr3		14305269		14305270		MACS2_peak_102		19.76253																		Upstream		chr5		11822104		11822105				NIL		-		-417		NA		NA		NA

		chr3		14762238		14762239		MACS2_peak_103		4.75892																		Upstream		chr5		11823167		11823168				NIL		-		-1480		NA		NA		NA

		chr3		17678514		17678515		MACS2_peak_104		4.75892																		Upstream		chr5		11823367		11823368				NIL		-		-1680		NA		NA		NA

		chr3		18101290		18101291		MACS2_peak_105		7.46838																		Upstream		chr5		11824076		11824077				NIL		-		-2389		NA		NA		NA

		chr3		18960839		18960840		MACS2_peak_106		6.08915																		Downstream		chr5		11903325		11903326				NIL		-		6418		NA		NA		NA

		chr4		659508		659509		MACS2_peak_107		13.37064																		Upstream		chr5		11916117		11916118				NIL		+		-585		NA		NA		NA

		chr4		2508959		2508960		MACS2_peak_108		4.75892																		Downstream		chr5		11956668		11956669				NIL		-		908		NA		NA		NA

		chr4		2953215		2953216		MACS2_peak_109		9.3979																		Downstream		chr5		11956674		11956675				NIL		-		902		NA		NA		NA

		chr4		2967228		2967229		MACS2_peak_110		8.51708																		Downstream		chr5		11956832		11956833				NIL		-		744		NA		NA		NA

		chr4		3012844		3012845		MACS2_peak_111		2.78467																		Downstream		chr5		11956836		11956837				NIL		-		740		NA		NA		NA

		chr4		3054692		3054693		MACS2_peak_112		6.39666																		Upstream		chr5		11957829		11957830				NIL		-		-253		NA		NA		NA

		chr4		3055192		3055193		MACS2_peak_113		7.77545																		Upstream		chr5		11958581		11958582				NIL		-		-1005		NA		NA		NA

		chr4		3061136		3061137		MACS2_peak_114		7.07961																		Upstream		chr5		11958858		11958859				NIL		-		-1282		NA		NA		NA

		chr4		3950898		3950899		MACS2_peak_115		67.07312																		Upstream		chr5		11959216		11959217				NIL		-		-1640		NA		NA		NA

		chr4		3953008		3953009		MACS2_peak_116		67.07312																		Downstream		chr5		11961337		11961338				NIL		-		1113		NA		NA		NA

		chr4		3955875		3955876		MACS2_peak_117		69.1181																		Downstream		chr5		11961338		11961339				NIL		-		1112		NA		NA		NA

		chr4		3965812		3965813		MACS2_peak_118		38.20067																		Downstream		chr5		11961502		11961503				NIL		-		948		NA		NA		NA

		chr4		3966223		3966224		MACS2_peak_119		16.67731																		Upstream		chr5		11963266		11963267				NIL		-		-816		NA		NA		NA

		chr4		3966566		3966567		MACS2_peak_120		41.34673																		Upstream		chr5		11963804		11963805				NIL		-		-1354		NA		NA		NA

		chr4		3967215		3967216		MACS2_peak_121		37.78835																		Upstream		chr5		11966307		11966308				NIL		-		-3857		NA		NA		NA

		chr4		3968355		3968356		MACS2_peak_122		50.35415																		Upstream		chr5		11967366		11967367				NIL		-		-4916		NA		NA		NA

		chr4		3968496		3968497		MACS2_peak_123		13.28248																		Upstream		chr5		11970715		11970716				NIL		+		-1898		NA		NA		NA

		chr4		3968921		3968922		MACS2_peak_124		46.28696																		Upstream		chr5		11972248		11972249				NIL		+		-365		NA		NA		NA

		chr4		3969399		3969400		MACS2_peak_125		26.23941																		Downstream		chr5		11975252		11975253				NIL		-		408		NA		NA		NA

		chr4		3969698		3969699		MACS2_peak_126		7.71947																		Upstream		chr5		12026876		12026877				NIL		-		-1294		NA		NA		NA

		chr4		3969885		3969886		MACS2_peak_127		20.74059																		Upstream		chr5		12027223		12027224				NIL		-		-1641		NA		NA		NA

		chr4		3970340		3970341		MACS2_peak_128		34.37978																		Downstream		chr5		12028995		12028996				NIL		-		294		NA		NA		NA

		chr4		3970619		3970620		MACS2_peak_129		30.2455																		Upstream		chr5		12044261		12044262		AT5G32430		AT5G32430		-		-1059		NA		NA		NA

		chr4		3971232		3971233		MACS2_peak_130		36.4026																		Upstream		chr5		12044261		12044262		AT5G32430		AT5G32430		-		-1059		NA		NA		NA

		chr4		3972068		3972069		MACS2_peak_131		15.80572																		Upstream		chr5		12045168		12045169		AT5G32430		AT5G32430		-		-1966		NA		NA		NA

		chr4		3972414		3972415		MACS2_peak_132		10.46876																		Upstream		chr5		12045836		12045837		AT5G32430		AT5G32430		-		-2634		NA		NA		NA

		chr4		3972692		3972693		MACS2_peak_133		45.6341																		Downstream		chr5		12047745		12047746				NIL		-		2760		NA		NA		NA

		chr4		3973471		3973472		MACS2_peak_134		26.61444																		Downstream		chr5		12048258		12048259				NIL		-		2247		NA		NA		NA

		chr4		3973759		3973760		MACS2_peak_135		17.86831																		Upstream		chr5		12050920		12050921		AT5G32431		AT5G32431		-		-452		NA		NA		NA

		chr4		3973978		3973979		MACS2_peak_136		43.31247																		Upstream		chr5		12052197		12052198		AT5G32431		AT5G32431		-		-1729		NA		NA		NA

		chr4		3974324		3974325		MACS2_peak_137		23.46817																		Upstream		chr5		12053624		12053625		AT5G32431		AT5G32431		-		-3156		NA		NA		NA

		chr4		3974484		3974485		MACS2_peak_138		27.45687																		Upstream		chr5		12053903		12053904		AT5G32431		AT5G32431		-		-3435		NA		NA		NA

		chr4		3974803		3974804		MACS2_peak_139		26.45701																		Upstream		chr5		12054688		12054689		AT5G32431		AT5G32431		-		-4220		NA		NA		NA

		chr4		3975032		3975033		MACS2_peak_140		26.38643																		Upstream		chr5		12055037		12055038		AT5G32431		AT5G32431		-		-4569		NA		NA		NA

		chr4		3975586		3975587		MACS2_peak_141		36.3394																		Upstream		chr5		12059483		12059484				NIL		+		-4496		NA		NA		NA

		chr4		3975835		3975836		MACS2_peak_142		23.42822																		Upstream		chr5		12060550		12060551				NIL		+		-3429		NA		NA		NA

		chr4		3976084		3976085		MACS2_peak_143		39.61581																		Upstream		chr5		12061260		12061261				NIL		+		-2719		NA		NA		NA

		chr4		3976472		3976473		MACS2_peak_144		31.33341																		Upstream		chr5		12062153		12062154				NIL		+		-1826		NA		NA		NA

		chr4		3976948		3976949		MACS2_peak_145		25.70682																		Upstream		chr5		12062327		12062328				NIL		+		-1652		NA		NA		NA

		chr4		3977116		3977117		MACS2_peak_146		28.61436																		Downstream		chr5		12064842		12064843				NIL		+		863		NA		NA		NA

		chr4		3977849		3977850		MACS2_peak_147		49.91403																		Exon/CD		chr5		12593530		12593531				NIL		-		428		NA		NA		NA

		chr4		3978459		3978460		MACS2_peak_148		11.25353																		Exon/CD		chr5		12593533		12593534				NIL		-		425		NA		NA		NA

		chr4		3978693		3978694		MACS2_peak_149		42.40835																		Downstream		chr5		12809467		12809468				NIL		+		166		NA		NA		NA

		chr4		3979284		3979285		MACS2_peak_150		30.82866																		Downstream		chr5		12810926		12810927				NIL		+		129		NA		NA		NA

		chr4		3979418		3979419		MACS2_peak_151		34.09694																		Downstream		chr5		12811028		12811029				NIL		+		231		NA		NA		NA

		chr4		3979579		3979580		MACS2_peak_152		12.5562																		Exon/CD		chr5		12824273		12824274				NIL		+		28		NA		NA		NA

		chr4		3979820		3979821		MACS2_peak_153		35.76268																		Downstream		chr5		12852895		12852896				NIL		+		129		NA		NA		NA

		chr4		3979972		3979973		MACS2_peak_154		8.08719																		Exon/CD		chr5		14182676		14182677				NIL		-		144		NA		NA		NA

		chr4		3980088		3980089		MACS2_peak_155		31.09302																		5'UTR		chr5		16127774		16127775		AT5G40330		AT5G40330		+		49		NA		NA		NA

		chr4		3981031		3981032		MACS2_peak_156		27.64301																		5'UTR		chr5		16127780		16127781		AT5G40330		AT5G40330		+		55		NA		NA		NA

		chr4		3981379		3981380		MACS2_peak_157		23.42822																		5'UTR		chr5		17235128		17235129		AT5G42960		AT5G42960		+		36		NA		NA		NA

		chr4		3981843		3981844		MACS2_peak_158		6.4945																		Intron		chr5		18118012		18118013		AT5G44870		AT5G44870		+		3346		NA		NA		NA

		chr4		3982099		3982100		MACS2_peak_159		26.90354																		Exon/CD		chr5		18311712		18311713				NIL		+		76		NA		NA		NA

		chr4		3982508		3982509		MACS2_peak_160		44.55087																		3'UTR		chr5		19283121		19283122		AT5G47540		AT5G47540		-		2577		NA		NA		NA

		chr4		3982818		3982819		MACS2_peak_161		24.05561																		Exon/CD		chr5		20097946		20097947				NIL		-		52		NA		NA		NA

		chr4		3983226		3983227		MACS2_peak_162		21.94448																		Intron		chr5		23523509		23523510		AT5G58130		AT5G58130		-		288		NA		NA		NA

		chr4		3983436		3983437		MACS2_peak_163		26.23941																		Intron		chr5		23523514		23523515		AT5G58130		AT5G58130		-		283		NA		NA		NA

		chr4		3983953		3983954		MACS2_peak_164		22.78958																		Upstream		chr5		24741460		24741461		AT5G61520		AT5G61520		-		-237		NA		NA		NA

		chr4		3984665		3984666		MACS2_peak_165		38.20067																		Upstream		chr5		24741462		24741463		AT5G61520		AT5G61520		-		-239		NA		NA		NA

		chr4		3985848		3985849		MACS2_peak_166		12.54242																		3'UTR		chr4		366566		366567		AT4G00880		AT4G00880		-		708		NA		NA		NA

		chr4		3986123		3986124		MACS2_peak_167		43.77819																		Upstream		chr4		659501		659502		AT4G01520		AT4G01520		-		-323		NA		NA		NA

		chr4		3986712		3986713		MACS2_peak_168		29.81487																		Upstream		chr4		659508		659509		AT4G01520		AT4G01520		-		-330		NA		NA		NA

		chr4		3986902		3986903		MACS2_peak_169		29.81487																		Exon/CD		chr4		2269207		2269208				NIL		-		92		NA		NA		NA

		chr4		3987194		3987195		MACS2_peak_170		13.39342																		Exon/CD		chr4		2297483		2297484				NIL		-		78		NA		NA		NA

		chr4		3987409		3987410		MACS2_peak_171		44.69999																		Downstream		chr4		2508959		2508960				NIL		+		412		NA		NA		NA

		chr4		3998157		3998158		MACS2_peak_172		23.42822																		Upstream		chr4		3012844		3012845				NIL		+		-322		NA		NA		NA

		chr4		3998850		3998851		MACS2_peak_173		36.63678																		Downstream		chr4		3054582		3054583				NIL		-		721		NA		NA		NA

		chr4		3999099		3999100		MACS2_peak_174		28.15515																		Downstream		chr4		3054692		3054693				NIL		-		611		NA		NA		NA

		chr4		3999344		3999345		MACS2_peak_175		42.83756																		Downstream		chr4		3054724		3054725				NIL		-		579		NA		NA		NA

		chr4		3999746		3999747		MACS2_peak_176		39.24286																		Intron		chr4		3055081		3055082				NIL		-		222		NA		NA		NA

		chr4		4000074		4000075		MACS2_peak_177		18.53592																		Intron		chr4		3055192		3055193				NIL		-		111		NA		NA		NA

		chr4		4000227		4000228		MACS2_peak_178		43.31247																		Intron		chr4		3055235		3055236				NIL		-		68		NA		NA		NA

		chr4		4000404		4000405		MACS2_peak_179		48.46642																		Downstream		chr4		3055590		3055591				NIL		-		211		NA		NA		NA

		chr4		4000755		4000756		MACS2_peak_180		47.81776																		Downstream		chr4		3056109		3056110				NIL		-		190		NA		NA		NA

		chr4		4001159		4001160		MACS2_peak_181		50.24139																		Upstream		chr4		3056368		3056369				NIL		-		-69		NA		NA		NA

		chr4		4001676		4001677		MACS2_peak_182		13.03927																		Upstream		chr4		3056586		3056587				NIL		-		-287		NA		NA		NA

		chr4		4001843		4001844		MACS2_peak_183		19.84687																		Downstream		chr4		3057064		3057065				NIL		-		200		NA		NA		NA

		chr4		4002019		4002020		MACS2_peak_184		17.19681																		Upstream		chr4		3057338		3057339				NIL		-		-74		NA		NA		NA

		chr4		4002225		4002226		MACS2_peak_185		45.79736																		Upstream		chr4		3057699		3057700				NIL		-		-435		NA		NA		NA

		chr4		4002742		4002743		MACS2_peak_186		14.63241																		Upstream		chr4		3058028		3058029				NIL		-		-764		NA		NA		NA

		chr4		4002909		4002910		MACS2_peak_187		17.54368																		Upstream		chr4		3058397		3058398				NIL		-		-1133		NA		NA		NA

		chr4		4003083		4003084		MACS2_peak_188		16.51044																		Upstream		chr4		3059013		3059014				NIL		-		-1749		NA		NA		NA

		chr4		4003377		4003378		MACS2_peak_189		33.66366																		Downstream		chr4		3060189		3060190		AT4G06477		AT4G06477		-		5105		NA		NA		NA

		chr4		4004007		4004008		MACS2_peak_190		44.55087																		Downstream		chr4		3060376		3060377		AT4G06477		AT4G06477		-		4918		NA		NA		NA

		chr4		4004526		4004527		MACS2_peak_191		13.64784																		Downstream		chr4		3060685		3060686		AT4G06477		AT4G06477		-		4609		NA		NA		NA

		chr4		4004689		4004690		MACS2_peak_192		13.80164																		Exon/CD		chr4		3061136		3061137		AT4G06477		AT4G06477		-		4158		NA		NA		NA

		chr4		4004869		4004870		MACS2_peak_193		17.36577																		Exon/CD		chr4		3061150		3061151		AT4G06477		AT4G06477		-		4144		NA		NA		NA

		chr4		4005789		4005790		MACS2_peak_194		33.04621																		Downstream		chr4		3655765		3655766				NIL		-		891		NA		NA		NA

		chr4		4005963		4005964		MACS2_peak_195		48.91791																		Exon/CD		chr4		3950558		3950559		AT4G06700		AT4G06700		-		44		NA		NA		NA

		chr4		4006274		4006275		MACS2_peak_196		42.40835																		Upstream		chr4		3950885		3950886		AT4G06700		AT4G06700		-		-283		NA		NA		NA

		chr4		4006660		4006661		MACS2_peak_197		12.68668																		Upstream		chr4		3950898		3950899		AT4G06700		AT4G06700		-		-296		NA		NA		NA

		chr4		4006813		4006814		MACS2_peak_198		49.8074																		Upstream		chr4		3951343		3951344		AT4G06700		AT4G06700		-		-741		NA		NA		NA

		chr4		4007344		4007345		MACS2_peak_199		46.72296																		Upstream		chr4		3951673		3951674		AT4G06700		AT4G06700		-		-1071		NA		NA		NA

		chr4		4007747		4007748		MACS2_peak_200		47.68859																		Upstream		chr4		3951922		3951923		AT4G06700		AT4G06700		-		-1320		NA		NA		NA

		chr4		4008263		4008264		MACS2_peak_201		13.28248																		Upstream		chr4		3952997		3952998		AT4G06700		AT4G06700		-		-2395		NA		NA		NA

		chr4		4008407		4008408		MACS2_peak_202		42.682																		Upstream		chr4		3953008		3953009		AT4G06700		AT4G06700		-		-2406		NA		NA		NA

		chr4		4008594		4008595		MACS2_peak_203		18.42885																		Upstream		chr4		3953274		3953275		AT4G06700		AT4G06700		-		-2672		NA		NA		NA

		chr4		4008999		4009000		MACS2_peak_204		31.61007																		Upstream		chr4		3953533		3953534		AT4G06700		AT4G06700		-		-2931		NA		NA		NA

		chr4		4009815		4009816		MACS2_peak_205		43.47665																		Upstream		chr4		3965812		3965813		AT4G06708		AT4G06708		-		-176		NA		NA		NA

		chr4		4010040		4010041		MACS2_peak_206		9.55355																		Upstream		chr4		3965820		3965821		AT4G06708		AT4G06708		-		-184		NA		NA		NA

		chr4		4010232		4010233		MACS2_peak_207		56.72742																		Upstream		chr4		3966223		3966224		AT4G06708		AT4G06708		-		-587		NA		NA		NA

		chr4		4010770		4010771		MACS2_peak_208		43.77819																		Upstream		chr4		3966564		3966565		AT4G06708		AT4G06708		-		-928		NA		NA		NA

		chr4		4010926		4010927		MACS2_peak_209		17.90986																		Upstream		chr4		3966566		3966567		AT4G06708		AT4G06708		-		-930		NA		NA		NA

		chr4		4011139		4011140		MACS2_peak_210		40.10187																		Upstream		chr4		3967204		3967205		AT4G06708		AT4G06708		-		-1568		NA		NA		NA

		chr4		4011652		4011653		MACS2_peak_211		51.99684																		Upstream		chr4		3967215		3967216		AT4G06708		AT4G06708		-		-1579		NA		NA		NA

		chr4		4547972		4547973		MACS2_peak_212		11.84374																		Upstream		chr4		3968355		3968356		AT4G06708		AT4G06708		-		-2719		NA		NA		NA

		chr4		5203824		5203825		MACS2_peak_213		6.08915																		Upstream		chr4		3968496		3968497		AT4G06708		AT4G06708		-		-2860		NA		NA		NA

		chr4		5360994		5360995		MACS2_peak_214		6.08915																		Upstream		chr4		3968921		3968922		AT4G06708		AT4G06708		-		-3285		NA		NA		NA

		chr4		17548241		17548242		MACS2_peak_215		11.84374																		Upstream		chr4		3969399		3969400		AT4G06708		AT4G06708		-		-3763		NA		NA		NA

		chr5		1409684		1409685		MACS2_peak_216		4.75892																		Upstream		chr4		3969698		3969699		AT4G06708		AT4G06708		-		-4062		NA		NA		NA

		chr5		7870200		7870201		MACS2_peak_217		4.75892																		Upstream		chr4		3969885		3969886		AT4G06708		AT4G06708		-		-4249		NA		NA		NA

		chr5		11185806		11185807		MACS2_peak_218		3.2536																		Upstream		chr4		3970338		3970339		AT4G06708		AT4G06708		-		-4702		NA		NA		NA

		chr5		11186304		11186305		MACS2_peak_219		3.2536																		Upstream		chr4		3970340		3970341		AT4G06708		AT4G06708		-		-4704		NA		NA		NA

		chr5		11651344		11651345		MACS2_peak_220		25.72293																		Upstream		chr4		3970619		3970620		AT4G06708		AT4G06708		-		-4983		NA		NA		NA

		chr5		11651690		11651691		MACS2_peak_221		6.83878																		Downstream		chr4		3986902		3986903				NIL		-		11043		NA		NA		NA

		chr5		11659956		11659957		MACS2_peak_222		10.96228																		Downstream		chr4		3987194		3987195				NIL		-		10751		NA		NA		NA

		chr5		11660569		11660570		MACS2_peak_223		7.96821																		Downstream		chr4		3987409		3987410				NIL		-		10536		NA		NA		NA

		chr5		11661076		11661077		MACS2_peak_224		10.79716																		Upstream		chr4		3998157		3998158		AT4G06716		AT4G06716		-		-402		NA		NA		NA

		chr5		11661592		11661593		MACS2_peak_225		16.90975																		Upstream		chr4		3998850		3998851		AT4G06716		AT4G06716		-		-1095		NA		NA		NA

		chr5		11667385		11667386		MACS2_peak_226		22.5344																		Upstream		chr4		3999099		3999100		AT4G06716		AT4G06716		-		-1344		NA		NA		NA

		chr5		11667552		11667553		MACS2_peak_227		37.40921																		Upstream		chr4		3999344		3999345		AT4G06716		AT4G06716		-		-1589		NA		NA		NA

		chr5		11667944		11667945		MACS2_peak_228		9.99106																		Upstream		chr4		3999746		3999747		AT4G06716		AT4G06716		-		-1991		NA		NA		NA

		chr5		11670549		11670550		MACS2_peak_229		9.30619																		Upstream		chr4		4000074		4000075		AT4G06716		AT4G06716		-		-2319		NA		NA		NA

		chr5		11671284		11671285		MACS2_peak_230		4.44077																		Upstream		chr4		4000227		4000228		AT4G06716		AT4G06716		-		-2472		NA		NA		NA

		chr5		11673085		11673086		MACS2_peak_231		6.64809																		Upstream		chr4		4000404		4000405		AT4G06716		AT4G06716		-		-2649		NA		NA		NA

		chr5		11674687		11674688		MACS2_peak_232		11.00381																		Upstream		chr4		4000755		4000756		AT4G06716		AT4G06716		-		-3000		NA		NA		NA

		chr5		11675573		11675574		MACS2_peak_233		9.06244																		Upstream		chr4		4001159		4001160		AT4G06716		AT4G06716		-		-3404		NA		NA		NA

		chr5		11677453		11677454		MACS2_peak_234		5.85174																		Upstream		chr4		4001162		4001163		AT4G06716		AT4G06716		-		-3407		NA		NA		NA

		chr5		11679051		11679052		MACS2_peak_235		8.46951																		Upstream		chr4		4001676		4001677		AT4G06716		AT4G06716		-		-3921		NA		NA		NA

		chr5		11679934		11679935		MACS2_peak_236		14.41422																		Upstream		chr4		4001843		4001844		AT4G06716		AT4G06716		-		-4088		NA		NA		NA

		chr5		11681817		11681818		MACS2_peak_237		13.19191																		Upstream		chr4		4002019		4002020		AT4G06716		AT4G06716		-		-4264		NA		NA		NA

		chr5		11682704		11682705		MACS2_peak_238		9.58495																		Upstream		chr4		4002225		4002226		AT4G06716		AT4G06716		-		-4470		NA		NA		NA

		chr5		11683161		11683162		MACS2_peak_239		5.47665																		Upstream		chr4		4002225		4002226		AT4G06716		AT4G06716		-		-4470		NA		NA		NA

		chr5		11701687		11701688		MACS2_peak_240		7.72097																		Upstream		chr4		4002742		4002743		AT4G06716		AT4G06716		-		-4987		NA		NA		NA

		chr5		11701796		11701797		MACS2_peak_241		5.10243																		Upstream		chr4		4010926		4010927				NIL		+		-4891		NA		NA		NA

		chr5		11702004		11702005		MACS2_peak_242		46.5844																		Upstream		chr4		4011139		4011140				NIL		+		-4678		NA		NA		NA

		chr5		11702724		11702725		MACS2_peak_243		17.68763																		Upstream		chr4		4011651		4011652				NIL		+		-4166		NA		NA		NA

		chr5		11703046		11703047		MACS2_peak_244		48.91791																		Upstream		chr4		4011652		4011653				NIL		+		-4165		NA		NA		NA

		chr5		11703269		11703270		MACS2_peak_245		68.8493																		Upstream		chr4		4547964		4547965		AT4G07747		AT4G07747		-		-136		NA		NA		NA

		chr5		11703765		11703766		MACS2_peak_246		50.35415																		Upstream		chr4		4547972		4547973		AT4G07747		AT4G07747		-		-144		NA		NA		NA

		chr5		11703954		11703955		MACS2_peak_247		62.33677																		Exon/CD		chr4		5203824		5203825				NIL		+		262		NA		NA		NA

		chr5		11704651		11704652		MACS2_peak_248		45.6341																		Exon/CD		chr4		5203836		5203837				NIL		+		274		NA		NA		NA

		chr5		11704882		11704883		MACS2_peak_249		25.13401																		Exon/CD		chr4		5360994		5360995				NIL		+		275		NA		NA		NA

		chr5		11705385		11705386		MACS2_peak_250		67.07312																		Exon/CD		chr4		5361000		5361001				NIL		+		281		NA		NA		NA

		chr5		11705547		11705548		MACS2_peak_251		49.12364																		Exon/CD		chr4		9870060		9870061		AT4G17750		AT4G17750		-		1543		NA		NA		NA

		chr5		11705857		11705858		MACS2_peak_252		36.1162																		5'UTR		chr4		9969191		9969192		AT4G17950		AT4G17950		-		41		NA		NA		NA

		chr5		11706030		11706031		MACS2_peak_253		9.93612																		Intron		chr4		15769878		15769879		AT4G32700		AT4G32700		+		2561		NA		NA		NA

		chr5		11706569		11706570		MACS2_peak_254		35.62656																		Exon/CD		chr4		15790440		15790441				NIL		-		73		NA		NA		NA

		chr5		11707021		11707022		MACS2_peak_255		40.21453																		Intron		chr4		17548186		17548187		AT4G37280		AT4G37280		-		1238		NA		NA		NA

		chr5		11707303		11707304		MACS2_peak_256		41.75803																		Exon/CD		chr4		17548241		17548242		AT4G37280		AT4G37280		-		1183		NA		NA		NA

		chr5		11707494		11707495		MACS2_peak_257		35.64185																		Intron		chr4		18268726		18268727		AT4G39235		AT4G39235		+		677		NA		NA		NA

		chr5		11707989		11707990		MACS2_peak_258		24.1866																		Exon/CD		chr3		1648766		1648767				NIL		-		74		NA		NA		NA

		chr5		11708358		11708359		MACS2_peak_259		58.97775																		5'UTR		chr3		2132862		2132863		AT3G06760		AT3G06760		+		104		NA		NA		NA

		chr5		11709033		11709034		MACS2_peak_260		54.47892																		5'UTR		chr3		2132869		2132870		AT3G06760		AT3G06760		+		111		NA		NA		NA

		chr5		11709256		11709257		MACS2_peak_261		26.61444																		Exon/CD		chr3		8125782		8125783		AT3G22930		AT3G22930		-		149		NA		NA		NA

		chr5		11709419		11709420		MACS2_peak_262		38.48529																		Exon/CD		chr3		8125793		8125794		AT3G22930		AT3G22930		-		138		NA		NA		NA

		chr5		11709571		11709572		MACS2_peak_263		33.24744																		Intron		chr3		8414122		8414123		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		chr5		11709731		11709732		MACS2_peak_264		6.53997																		Intron		chr3		8414122		8414123		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		chr5		11709942		11709943		MACS2_peak_265		36.2455																		Exon/CD		chr3		8676360		8676361		AT3G24010		AT3G24010		-		1860		NA		NA		NA

		chr5		11710310		11710311		MACS2_peak_266		45.6341																		5'UTR		chr3		9055593		9055594		AT3G24800		AT3G24800		+		84		NA		NA		NA

		chr5		11710485		11710486		MACS2_peak_267		16.11559																		Downstream		chr3		10188136		10188137		AT3G27510		AT3G27510		-		2207		NA		NA		NA

		chr5		11710603		11710604		MACS2_peak_268		35.69586																		Upstream		chr3		11486246		11486247				NIL		+		-1679		NA		NA		NA

		chr5		11710773		11710774		MACS2_peak_269		12.0398																		Upstream		chr3		11486255		11486256				NIL		+		-1670		NA		NA		NA

		chr5		11710976		11710977		MACS2_peak_270		45.69771																		Downstream		chr3		11895423		11895424				NIL		-		660		NA		NA		NA

		chr5		11711134		11711135		MACS2_peak_271		29.55913																		Downstream		chr3		11895424		11895425				NIL		-		659		NA		NA		NA

		chr5		11711304		11711305		MACS2_peak_272		10.36262																		Exon/CD		chr3		12242964		12242965				NIL		+		230		NA		NA		NA

		chr5		11711505		11711506		MACS2_peak_273		43.52388																		Exon/CD		chr3		12670343		12670344		AT3G31161		AT3G31161		+		67		NA		NA		NA

		chr5		11723256		11723257		MACS2_peak_274		8.5041																		Exon/CD		chr3		12670354		12670355		AT3G31161		AT3G31161		+		78		NA		NA		NA

		chr5		11723745		11723746		MACS2_peak_275		69.54138																		Downstream		chr3		13586942		13586943				NIL		+		1288		NA		NA		NA

		chr5		11724071		11724072		MACS2_peak_276		42.23618																		Downstream		chr3		13587041		13587042				NIL		+		1387		NA		NA		NA

		chr5		11724464		11724465		MACS2_peak_277		47.81776																		Downstream		chr3		13587208		13587209				NIL		+		1554		NA		NA		NA

		chr5		11724950		11724951		MACS2_peak_278		28.15515																		Downstream		chr3		13587360		13587361				NIL		+		1706		NA		NA		NA

		chr5		11726293		11726294		MACS2_peak_279		54.83085																		Downstream		chr3		13587532		13587533				NIL		+		1878		NA		NA		NA

		chr5		11727102		11727103		MACS2_peak_280		56.72742																		Downstream		chr3		13587675		13587676				NIL		+		2021		NA		NA		NA

		chr5		11727815		11727816		MACS2_peak_281		62.33677																		Downstream		chr3		13587684		13587685				NIL		+		2030		NA		NA		NA

		chr5		11728552		11728553		MACS2_peak_282		62.33677																		Downstream		chr3		13591617		13591618				NIL		-		1045		NA		NA		NA

		chr5		11729726		11729727		MACS2_peak_283		63.46106																		Downstream		chr3		13592507		13592508				NIL		-		155		NA		NA		NA

		chr5		11732310		11732311		MACS2_peak_284		67.36803																		Exon/CD		chr3		13633128		13633129		AT3G33072		AT3G33072		-		901		NA		NA		NA

		chr5		11733129		11733130		MACS2_peak_285		64.54027																		Exon/CD		chr3		13633155		13633156		AT3G33072		AT3G33072		-		874		NA		NA		NA

		chr5		11733723		11733724		MACS2_peak_286		63.46106																		Upstream		chr3		13641960		13641961				NIL		+		-1271		NA		NA		NA

		chr5		11734886		11734887		MACS2_peak_287		63.46106																		Downstream		chr3		14191872		14191873				NIL		+		685		NA		NA		NA

		chr5		11735448		11735449		MACS2_peak_288		37.28092																		Downstream		chr3		14192187		14192188				NIL		+		1000		NA		NA		NA

		chr5		11735573		11735574		MACS2_peak_289		30.82866																		Downstream		chr3		14192191		14192192				NIL		+		1004		NA		NA		NA

		chr5		11735798		11735799		MACS2_peak_290		43.77819																		Downstream		chr3		14195169		14195170		AT3G41762		AT3G41762		-		1434		NA		NA		NA

		chr5		11736119		11736120		MACS2_peak_291		65.93286																		Downstream		chr3		14195413		14195414		AT3G41762		AT3G41762		-		1190		NA		NA		NA

		chr5		11736862		11736863		MACS2_peak_292		37.40921																		Downstream		chr3		14195415		14195416		AT3G41762		AT3G41762		-		1188		NA		NA		NA

		chr5		11737108		11737109		MACS2_peak_293		15.46045																		Exon/CD		chr3		14196068		14196069		AT3G41761		AT3G41761		+		151		NA		NA		NA

		chr5		11737437		11737438		MACS2_peak_294		44.08556																		Downstream		chr3		14196484		14196485		AT3G41761		AT3G41761		+		567		NA		NA		NA

		chr5		11737788		11737789		MACS2_peak_295		39.95115																		Downstream		chr3		14196764		14196765		AT3G41761		AT3G41761		+		847		NA		NA		NA

		chr5		11738137		11738138		MACS2_peak_296		17.23787																		Downstream		chr3		14196766		14196767		AT3G41761		AT3G41761		+		849		NA		NA		NA

		chr5		11738327		11738328		MACS2_peak_297		30.15974																		Upstream		chr3		14197054		14197055		AT3G41768		AT3G41768		+		-623		NA		NA		NA

		chr5		11754082		11754083		MACS2_peak_298		39.17066																		Upstream		chr3		14197452		14197453		AT3G41768		AT3G41768		+		-225		NA		NA		NA

		chr5		11754474		11754475		MACS2_peak_299		9.60588																		Exon/CD		chr3		14198078		14198079		AT3G41768		AT3G41768		+		401		NA		NA		NA

		chr5		11754614		11754615		MACS2_peak_300		27.54881																		Upstream		chr3		14204037		14204038				NIL		+		-1270		NA		NA		NA

		chr5		11754788		11754789		MACS2_peak_301		18.95455																		Upstream		chr3		14204257		14204258				NIL		+		-1050		NA		NA		NA

		chr5		11755535		11755536		MACS2_peak_302		3.88163																		Upstream		chr3		14204414		14204415				NIL		+		-893		NA		NA		NA

		chr5		11756238		11756239		MACS2_peak_303		8.33744																		Upstream		chr3		14204445		14204446				NIL		+		-862		NA		NA		NA

		chr5		11757646		11757647		MACS2_peak_304		4.53035																		Upstream		chr3		14204670		14204671				NIL		+		-637		NA		NA		NA

		chr5		11760494		11760495		MACS2_peak_305		5.37656																		Upstream		chr3		14204791		14204792				NIL		+		-516		NA		NA		NA

		chr5		11761913		11761914		MACS2_peak_306		5.17968																		Upstream		chr3		14205037		14205038				NIL		+		-270		NA		NA		NA

		chr5		11762990		11762991		MACS2_peak_307		8.11186																		Exon/CD		chr3		14305269		14305270				NIL		+		253		NA		NA		NA

		chr5		11763439		11763440		MACS2_peak_308		8.2061																		Exon/CD		chr3		14305273		14305274				NIL		+		257		NA		NA		NA

		chr5		11787957		11787958		MACS2_peak_309		13.54076																		Exon/CD		chr3		14306182		14306183				NIL		+		727		NA		NA		NA

		chr5		11788396		11788397		MACS2_peak_310		10.48771																		Exon/CD		chr3		14762238		14762239				NIL		-		41		NA		NA		NA

		chr5		11788978		11788979		MACS2_peak_311		10.46876																		Exon/CD		chr3		14762241		14762242				NIL		-		38		NA		NA		NA

		chr5		11791136		11791137		MACS2_peak_312		7.36056																		Intron		chr3		17678514		17678515		AT3G47910		AT3G47910		-		3208		NA		NA		NA

		chr5		11793274		11793275		MACS2_peak_313		8.58474																		Intron		chr3		18101290		18101291		AT3G48820		AT3G48820		-		1594		NA		NA		NA

		chr5		11794375		11794376		MACS2_peak_314		16.35592																		Intron		chr3		18101300		18101301		AT3G48820		AT3G48820		-		1584		NA		NA		NA

		chr5		11795383		11795384		MACS2_peak_315		8.08719																		Exon/CD		chr3		18960834		18960835				NIL		-		44		NA		NA		NA

		chr5		11795719		11795720		MACS2_peak_316		6.4631																		Exon/CD		chr3		18960839		18960840				NIL		-		39		NA		NA		NA

		chr5		11796363		11796364		MACS2_peak_317		15.75549																		5'UTR		chr3		20564273		20564274		AT3G55470		AT3G55470		+		34		NA		NA		NA

		chr5		11796641		11796642		MACS2_peak_318		13.95439																		Exon/CD		chr2		1206		1207		AT2G01008		AT2G01008		+		181		NA		NA		NA

		chr5		11808358		11808359		MACS2_peak_319		22.04548																		Intron		chr2		1447		1448		AT2G01008		AT2G01008		+		422		NA		NA		NA

		chr5		11822104		11822105		MACS2_peak_320		17.4733																		Intron		chr2		1448		1449		AT2G01008		AT2G01008		+		423		NA		NA		NA

		chr5		11823167		11823168		MACS2_peak_321		8.13263																		Intron		chr2		1807		1808		AT2G01008		AT2G01008		+		782		NA		NA		NA

		chr5		11823367		11823368		MACS2_peak_322		10.41121																		3'UTR		chr2		2209		2210		AT2G01008		AT2G01008		+		1184		NA		NA		NA

		chr5		11824076		11824077		MACS2_peak_323		10.96228																		3'UTR		chr2		2503		2504		AT2G01008		AT2G01008		+		1478		NA		NA		NA

		chr5		11853458		11853459		MACS2_peak_324		9.60588																		3'UTR		chr2		2518		2519		AT2G01008		AT2G01008		+		1493		NA		NA		NA

		chr5		11855593		11855594		MACS2_peak_325		19.26937																		3'UTR		chr2		2794		2795		AT2G01008		AT2G01008		+		1769		NA		NA		NA

		chr5		11858071		11858072		MACS2_peak_326		17.05199																		Downstream		chr2		2828		2829		AT2G01008		AT2G01008		+		1803		NA		NA		NA

		chr5		11873373		11873374		MACS2_peak_327		8.95805																		Downstream		chr2		3079		3080		AT2G01008		AT2G01008		+		2054		NA		NA		NA

		chr5		11873809		11873810		MACS2_peak_328		13.91339																		Exon/CD		chr2		4107		4108		AT2G01010		AT2G01010		+		401		NA		NA		NA

		chr5		11874143		11874144		MACS2_peak_329		18.02726																		Exon/CD		chr2		4323		4324		AT2G01010		AT2G01010		+		617		NA		NA		NA

		chr5		11875380		11875381		MACS2_peak_330		17.19122																		Exon/CD		chr2		5326		5327		AT2G01010		AT2G01010		+		1620		NA		NA		NA

		chr5		11880890		11880891		MACS2_peak_331		8.87554																		Upstream		chr2		6359		6360		AT2G01021		AT2G01021		+		-212		NA		NA		NA

		chr5		11887188		11887189		MACS2_peak_332		23.95506																		Downstream		chr2		7433		7434		AT2G01021		AT2G01021		+		862		NA		NA		NA

		chr5		11903325		11903326		MACS2_peak_333		8.58289																		Downstream		chr2		7612		7613		AT2G01021		AT2G01021		+		1041		NA		NA		NA

		chr5		11916117		11916118		MACS2_peak_334		7.85434																		Downstream		chr2		8691		8692		AT2G01023		AT2G01023		-		1076		NA		NA		NA

		chr5		11955447		11955448		MACS2_peak_335		6.96039																		Downstream		chr2		9059		9060		AT2G01023		AT2G01023		-		708		NA		NA		NA

		chr5		11956155		11956156		MACS2_peak_336		5.20402																		Downstream		chr2		9483		9484		AT2G01023		AT2G01023		-		284		NA		NA		NA

		chr5		11956674		11956675		MACS2_peak_337		62.72128																		Upstream		chr2		10105		10106		AT2G01023		AT2G01023		-		-338		NA		NA		NA

		chr5		11956832		11956833		MACS2_peak_338		41.76983																		Downstream		chr2		10292		10293		AT2G01022		AT2G01022		-		2569		NA		NA		NA

		chr5		11957829		11957830		MACS2_peak_339		7.72097																		Downstream		chr2		10313		10314		AT2G01022		AT2G01022		-		2548		NA		NA		NA

		chr5		11958581		11958582		MACS2_peak_340		20.72575																		Downstream		chr2		1803522		1803523				NIL		-		243		NA		NA		NA

		chr5		11958858		11958859		MACS2_peak_341		19.43955																		Downstream		chr2		1803530		1803531				NIL		-		235		NA		NA		NA

		chr5		11959216		11959217		MACS2_peak_342		15.14958																		Exon/CD		chr2		3092862		3092863				NIL		+		91		NA		NA		NA

		chr5		11960043		11960044		MACS2_peak_343		4.25928																		Intron		chr2		3110753		3110754				NIL		-		1266		NA		NA		NA

		chr5		11960827		11960828		MACS2_peak_344		24.26497																		Downstream		chr2		3605812		3605813		AT2G07880		AT2G07880		+		1284		NA		NA		NA

		chr5		11961338		11961339		MACS2_peak_345		67.07312																		Downstream		chr2		3605815		3605816		AT2G07880		AT2G07880		+		1287		NA		NA		NA

		chr5		11961502		11961503		MACS2_peak_346		39.34015																		Exon/CD		chr2		3615007		3615008		AT2G07981		AT2G07981		+		21		NA		NA		NA

		chr5		11963266		11963267		MACS2_peak_347		21.3711																		Exon/CD		chr2		3615027		3615028		AT2G07981		AT2G07981		+		41		NA		NA		NA

		chr5		11963804		11963805		MACS2_peak_348		4.8768																		Exon/CD		chr2		3615505		3615506		AT2G07981		AT2G07981		+		519		NA		NA		NA

		chr5		11966307		11966308		MACS2_peak_349		9.88515																		Exon/CD		chr2		3615671		3615672		AT2G07981		AT2G07981		+		685		NA		NA		NA

		chr5		11967366		11967367		MACS2_peak_350		11.83604																		Intron		chr2		3615793		3615794		AT2G07981		AT2G07981		+		807		NA		NA		NA

		chr5		11970715		11970716		MACS2_peak_351		19.53057																		Exon/CD		chr2		3616055		3616056		AT2G07981		AT2G07981		+		1069		NA		NA		NA

		chr5		11972248		11972249		MACS2_peak_352		8.84211																		Intron		chr2		3616275		3616276		AT2G07981		AT2G07981		+		1289		NA		NA		NA

		chr5		11975252		11975253		MACS2_peak_353		20.56272																		Exon/CD		chr2		3616401		3616402		AT2G07981		AT2G07981		+		1415		NA		NA		NA

		chr5		12026876		12026877		MACS2_peak_354		25.58669																		Exon/CD		chr2		3616404		3616405		AT2G07981		AT2G07981		+		1418		NA		NA		NA

		chr5		12027223		12027224		MACS2_peak_355		17.90986																		Exon/CD		chr2		3616619		3616620		AT2G07981		AT2G07981		+		1633		NA		NA		NA

		chr5		12028002		12028003		MACS2_peak_356		11.45607																		Intron		chr2		3616812		3616813		AT2G07981		AT2G07981		+		1826		NA		NA		NA

		chr5		12028260		12028261		MACS2_peak_357		6.83878																		Intron		chr2		3616813		3616814		AT2G07981		AT2G07981		+		1827		NA		NA		NA

		chr5		12028995		12028996		MACS2_peak_358		41.63033																		Exon/CD		chr2		3616969		3616970		AT2G07981		AT2G07981		+		1983		NA		NA		NA

		chr5		12044261		12044262		MACS2_peak_359		54.41461																		Intron		chr2		3617186		3617187		AT2G07981		AT2G07981		+		2200		NA		NA		NA

		chr5		12045168		12045169		MACS2_peak_360		11.31756																		Exon/CD		chr2		3617503		3617504		AT2G07981		AT2G07981		+		2517		NA		NA		NA

		chr5		12045836		12045837		MACS2_peak_361		13.72464																		Exon/CD		chr2		3617507		3617508		AT2G07981		AT2G07981		+		2521		NA		NA		NA

		chr5		12046508		12046509		MACS2_peak_362		16.35592																		Downstream		chr2		3617764		3617765		AT2G07981		AT2G07981		+		2778		NA		NA		NA

		chr5		12046850		12046851		MACS2_peak_363		63.46466																		Downstream		chr2		3617767		3617768		AT2G07981		AT2G07981		+		2781		NA		NA		NA

		chr5		12047397		12047398		MACS2_peak_364		20.72575																		Exon/CD		chr2		3618092		3618093		AT2G08986		AT2G08986		+		34		NA		NA		NA

		chr5		12047745		12047746		MACS2_peak_365		39.74198																		Exon/CD		chr2		3618432		3618433		AT2G08986		AT2G08986		+		374		NA		NA		NA

		chr5		12048258		12048259		MACS2_peak_366		23.52639																		Exon/CD		chr2		3618434		3618435		AT2G08986		AT2G08986		+		376		NA		NA		NA

		chr5		12050920		12050921		MACS2_peak_367		28.552																		Intron		chr2		3618645		3618646		AT2G08986		AT2G08986		+		587		NA		NA		NA

		chr5		12052197		12052198		MACS2_peak_368		14.06171																		Exon/CD		chr2		3618789		3618790		AT2G08986		AT2G08986		+		731		NA		NA		NA

		chr5		12053624		12053625		MACS2_peak_369		12.46504																		Exon/CD		chr2		3618986		3618987		AT2G08986		AT2G08986		+		928		NA		NA		NA

		chr5		12053903		12053904		MACS2_peak_370		25.54436																		Intron		chr2		3619215		3619216		AT2G08986		AT2G08986		+		1157		NA		NA		NA

		chr5		12054688		12054689		MACS2_peak_371		29.07562																		Intron		chr2		3619530		3619531		AT2G08986		AT2G08986		+		1472		NA		NA		NA

		chr5		12055037		12055038		MACS2_peak_372		19.71347																		Intron		chr2		3619709		3619710		AT2G08986		AT2G08986		+		1651		NA		NA		NA

		chr5		12056111		12056112		MACS2_peak_373		31.80616																		Exon/CD		chr2		3620026		3620027		AT2G08986		AT2G08986		+		1968		NA		NA		NA

		chr5		12056462		12056463		MACS2_peak_374		16.58074																		Exon/CD		chr2		3620364		3620365		AT2G08986		AT2G08986		+		2306		NA		NA		NA

		chr5		12057884		12057885		MACS2_peak_375		12.0107																		Exon/CD		chr2		3620366		3620367		AT2G08986		AT2G08986		+		2308		NA		NA		NA

		chr5		12058949		12058950		MACS2_peak_376		4.34608																		Exon/CD		chr2		3620744		3620745		AT2G08986		AT2G08986		+		2686		NA		NA		NA

		chr5		12059483		12059484		MACS2_peak_377		21.55766																		Exon/CD		chr2		3620767		3620768		AT2G08986		AT2G08986		+		2709		NA		NA		NA

		chr5		12060550		12060551		MACS2_peak_378		27.03911																		Exon/CD		chr2		3620916		3620917		AT2G08986		AT2G08986		+		2858		NA		NA		NA

		chr5		12061260		12061261		MACS2_peak_379		12.0398																		Exon/CD		chr2		3620919		3620920		AT2G08986		AT2G08986		+		2861		NA		NA		NA

		chr5		12062153		12062154		MACS2_peak_380		12.49571																		Intron		chr2		3621225		3621226		AT2G08986		AT2G08986		+		3167		NA		NA		NA

		chr5		12062327		12062328		MACS2_peak_381		3.42755																		Intron		chr2		3621669		3621670		AT2G08986		AT2G08986		+		3611		NA		NA		NA

		chr5		12064842		12064843		MACS2_peak_382		23.53587																		Intron		chr2		3621883		3621884		AT2G08986		AT2G08986		+		3825		NA		NA		NA

		chr5		12593530		12593531		MACS2_peak_383		11.26996																		Exon/CD		chr2		3622006		3622007		AT2G08986		AT2G08986		+		3948		NA		NA		NA

		chr5		14182676		14182677		MACS2_peak_384		4.75892																		Exon/CD		chr2		3622132		3622133		AT2G08986		AT2G08986		+		4074		NA		NA		NA

		chr5		16127774		16127775		MACS2_peak_385		2.26639																		Intron		chr2		3622248		3622249		AT2G08986		AT2G08986		+		4190		NA		NA		NA

		chr5		23523509		23523510		MACS2_peak_386		8.8893																		Intron		chr2		3622373		3622374		AT2G08986		AT2G08986		+		4315		NA		NA		NA

		chr5		24741462		24741463		MACS2_peak_387		12.71617																		Exon/CD		chr2		3622520		3622521		AT2G08986		AT2G08986		+		4462		NA		NA		NA

		chr1		270566		270567		MACS2_peak_1		1.52121																		Intron		chr2		3622626		3622627		AT2G08986		AT2G08986		+		4568		NA		NA		NA

		chr1		4015284		4015285		MACS2_peak_2		12.28161																		Exon/CD		chr2		3623254		3623255		AT2G08986		AT2G08986		+		5196		NA		NA		NA

		chr1		4807884		4807885		MACS2_peak_3		13.01027																		Intron		chr2		3623445		3623446		AT2G08986		AT2G08986		+		5387		NA		NA		NA

		chr1		9175773		9175774		MACS2_peak_4		4.89955																		Intron		chr2		3623622		3623623		AT2G08986		AT2G08986		+		5564		NA		NA		NA

		chr1		13102903		13102904		MACS2_peak_5		10.03133																		Exon/CD		chr2		3623732		3623733		AT2G08986		AT2G08986		+		5674		NA		NA		NA

		chr1		13108924		13108925		MACS2_peak_6		11.43453																		Exon/CD		chr2		3623964		3623965		AT2G08986		AT2G08986		+		5906		NA		NA		NA

		chr1		13430293		13430294		MACS2_peak_7		8.52174																		Exon/CD		chr2		3624263		3624264		AT2G08986		AT2G08986		+		6205		NA		NA		NA

		chr1		15082112		15082113		MACS2_peak_8		19.64337																		Exon/CD		chr2		3624493		3624494		AT2G08986		AT2G08986		+		6435		NA		NA		NA

		chr1		15082328		15082329		MACS2_peak_9		42.74005																		Exon/CD		chr2		3624654		3624655		AT2G08986		AT2G08986		+		6596		NA		NA		NA

		chr1		15082473		15082474		MACS2_peak_10		20.00333																		Exon/CD		chr2		3624663		3624664		AT2G08986		AT2G08986		+		6605		NA		NA		NA

		chr1		15082653		15082654		MACS2_peak_11		26.28477																		Exon/CD		chr2		3624968		3624969		AT2G08986		AT2G08986		+		6910		NA		NA		NA

		chr1		15082849		15082850		MACS2_peak_12		39.94821																		Exon/CD		chr2		3625201		3625202		AT2G08986		AT2G08986		+		7143		NA		NA		NA

		chr1		15083239		15083240		MACS2_peak_13		21.39554																		Exon/CD		chr2		3625342		3625343		AT2G08986		AT2G08986		+		7284		NA		NA		NA

		chr1		15083450		15083451		MACS2_peak_14		8.97511																		Exon/CD		chr2		3625347		3625348		AT2G08986		AT2G08986		+		7289		NA		NA		NA

		chr1		15083593		15083594		MACS2_peak_15		8.41672																		Intron		chr2		3625585		3625586		AT2G08986		AT2G08986		+		7527		NA		NA		NA

		chr1		15083729		15083730		MACS2_peak_16		33.645																		Exon/CD		chr2		3625692		3625693		AT2G08986		AT2G08986		+		7634		NA		NA		NA

		chr1		15083903		15083904		MACS2_peak_17		24.30011																		Intron		chr2		3625930		3625931		AT2G08986		AT2G08986		+		7872		NA		NA		NA

		chr1		15084092		15084093		MACS2_peak_18		26.87659																		Exon/CD		chr2		3626256		3626257		AT2G08986		AT2G08986		+		8198		NA		NA		NA

		chr1		15084244		15084245		MACS2_peak_19		21.26766																		Exon/CD		chr2		3626267		3626268		AT2G08986		AT2G08986		+		8209		NA		NA		NA

		chr1		15084415		15084416		MACS2_peak_20		20.51294																		Downstream		chr2		3626998		3626999		AT2G08986		AT2G08986		+		8940		NA		NA		NA

		chr1		15084766		15084767		MACS2_peak_21		24.09706																		Downstream		chr2		3627319		3627320		AT2G08986		AT2G08986		+		9261		NA		NA		NA

		chr1		15084956		15084957		MACS2_peak_22		27.82027																		Downstream		chr2		3627340		3627341		AT2G08986		AT2G08986		+		9282		NA		NA		NA

		chr1		15085144		15085145		MACS2_peak_23		25.42913																		Downstream		chr2		3664221		3664222				NIL		-		713		NA		NA		NA

		chr1		15085338		15085339		MACS2_peak_24		46.94202																		Upstream		chr2		3714281		3714282				NIL		+		-2540		NA		NA		NA

		chr1		15085481		15085482		MACS2_peak_25		25.11796																		Upstream		chr2		3715879		3715880				NIL		+		-942		NA		NA		NA

		chr1		15085665		15085666		MACS2_peak_26		21.33017																		Upstream		chr2		3716581		3716582				NIL		+		-240		NA		NA		NA

		chr1		15085992		15085993		MACS2_peak_27		20.68111																		Downstream		chr2		3718187		3718188				NIL		+		1366		NA		NA		NA

		chr1		16175880		16175881		MACS2_peak_28		10.03133																		Downstream		chr2		3718312		3718313				NIL		+		1491		NA		NA		NA

		chr1		16673638		16673639		MACS2_peak_29		7.37587																		Downstream		chr2		3718316		3718317				NIL		+		1495		NA		NA		NA

		chr1		16868473		16868474		MACS2_peak_30		1.52121																		Exon/CD		chr2		4129398		4129399		AT2G10600		AT2G10600		-		1633		NA		NA		NA

		chr1		17226109		17226110		MACS2_peak_31		108.27787																		Exon/CD		chr2		4130458		4130459		AT2G10600		AT2G10600		-		573		NA		NA		NA

		chr1		17279645		17279646		MACS2_peak_32		8.68093																		Upstream		chr2		4648528		4648529				NIL		+		-257		NA		NA		NA

		chr1		18486571		18486572		MACS2_peak_33		8.68093																		Exon/CD		chr2		4650378		4650379				NIL		+		114		NA		NA		NA

		chr1		18492004		18492005		MACS2_peak_34		6.11749																		Exon/CD		chr2		4650396		4650397				NIL		+		132		NA		NA		NA

		chr1		20958919		20958920		MACS2_peak_35		7.37587																		Downstream		chr2		4733800		4733801		AT2G11790		AT2G11790		-		3039		NA		NA		NA

		chr1		21457631		21457632		MACS2_peak_36		8.52174																		Downstream		chr2		4733807		4733808		AT2G11790		AT2G11790		-		3032		NA		NA		NA

		chr1		30129645		30129646		MACS2_peak_37		4.89955																		Upstream		chr2		5022373		5022374				NIL		-		-485		NA		NA		NA

		chr1		30129880		30129881		MACS2_peak_38		4.89955																		Downstream		chr2		5022386		5022387				NIL		-		628		NA		NA		NA

		chr1		30130040		30130041		MACS2_peak_39		4.89955																		Downstream		chr2		5022475		5022476				NIL		-		539		NA		NA		NA

		chr2		1448		1449		MACS2_peak_40		29.73442																		Upstream		chr2		5100000		5100001				NIL		+		-93		NA		NA		NA

		chr2		1807		1808		MACS2_peak_41		5.21988																		Upstream		chr2		5100007		5100008				NIL		+		-86		NA		NA		NA

		chr2		2209		2210		MACS2_peak_42		8.5201																		Downstream		chr2		5456752		5456753				NIL		-		203		NA		NA		NA

		chr2		2503		2504		MACS2_peak_43		11.44442																		Exon/CD		chr2		5799821		5799822				NIL		-		212		NA		NA		NA

		chr2		2794		2795		MACS2_peak_44		21.39554																		Exon/CD		chr2		6002283		6002284				NIL		-		1553		NA		NA		NA

		chr2		4107		4108		MACS2_peak_45		15.40799																		Exon/CD		chr2		6880836		6880837		AT2G15800		AT2G15800		+		11		NA		NA		NA

		chr2		4323		4324		MACS2_peak_46		8.5201																		5'UTR		chr2		7191100		7191101		AT2G16586		AT2G16586		+		163		NA		NA		NA

		chr2		5326		5327		MACS2_peak_47		11.07888																		5'UTR		chr2		7191119		7191120		AT2G16586		AT2G16586		+		182		NA		NA		NA

		chr2		6359		6360		MACS2_peak_48		13.13234																		5'UTR		chr2		7191397		7191398		AT2G16586		AT2G16586		+		460		NA		NA		NA

		chr2		7433		7434		MACS2_peak_49		14.8951																		Exon/CD		chr2		8021618		8021619				NIL		-		44		NA		NA		NA

		chr2		7612		7613		MACS2_peak_50		13.18097																		Intron		chr2		8381944		8381945		AT2G19360		AT2G19360		+		3280		NA		NA		NA

		chr2		8047		8048		MACS2_peak_51		11.07888																		Exon/CD		chr2		8382045		8382046				NIL		-		427		NA		NA		NA

		chr2		8309		8310		MACS2_peak_52		4.87164																		Exon/CD		chr2		9723284		9723285				NIL		+		52		NA		NA		NA

		chr2		8691		8692		MACS2_peak_53		9.95232																		Exon/CD		chr2		11839621		11839622				NIL		+		55		NA		NA		NA

		chr2		9059		9060		MACS2_peak_54		12.99114																		Exon/CD		chr2		11839623		11839624				NIL		+		57		NA		NA		NA

		chr2		9483		9484		MACS2_peak_55		8.63084																		Exon/CD		chr2		13095201		13095202				NIL		+		85		NA		NA		NA

		chr2		10105		10106		MACS2_peak_56		5.59824																		Intron		chr2		13185687		13185688		AT2G30980		AT2G30980		-		262		NA		NA		NA

		chr2		10292		10293		MACS2_peak_57		28.04181																		Upstream		chr2		13824643		13824644		AT2G32560		AT2G32560		+		-151		NA		NA		NA

		chr2		1803530		1803531		MACS2_peak_58		3.72818																		Intron		chr2		14714890		14714891		AT2G34880		AT2G34880		-		1744		NA		NA		NA

		chr2		3092862		3092863		MACS2_peak_59		4.89955																		Upstream		chr2		17106983		17106984		AT2G40990		AT2G40990		-		-210		NA		NA		NA

		chr2		3605812		3605813		MACS2_peak_60		7.8235																		Upstream		chr2		17107049		17107050		AT2G40990		AT2G40990		-		-276		NA		NA		NA

		chr2		3606228		3606229		MACS2_peak_61		1.81302																		Exon/CD		chr2		18314780		18314781		AT2G44340		AT2G44340		+		501		NA		NA		NA

		chr2		3606528		3606529		MACS2_peak_62		7.00042																		Downstream		chr2		19698189		19698190				NIL		+		755		NA		NA		NA

		chr2		3606682		3606683		MACS2_peak_63		51.31938																		Downstream		chr2		19698244		19698245				NIL		+		810		NA		NA		NA

		chr2		3607139		3607140		MACS2_peak_64		24.09706																		Intron		chr1		270566		270567		AT1G01725		AT1G01725		-		209		NA		NA		NA

		chr2		3607746		3607747		MACS2_peak_65		51.31938																		Exon/CD		chr1		4015282		4015283				NIL		+		21		NA		NA		NA

		chr2		3615007		3615008		MACS2_peak_66		44.81647																		Exon/CD		chr1		4015284		4015285				NIL		+		23		NA		NA		NA

		chr2		3615671		3615672		MACS2_peak_67		13.72441																		Upstream		chr1		4807884		4807885		AT1G14030		AT1G14030		-		-367		NA		NA		NA

		chr2		3615793		3615794		MACS2_peak_68		7.35917																		Intron		chr1		9175738		9175739		AT1G26558		AT1G26558		+		96		NA		NA		NA

		chr2		3616055		3616056		MACS2_peak_69		12.03841																		Intron		chr1		9175773		9175774		AT1G26558		AT1G26558		+		131		NA		NA		NA

		chr2		3616275		3616276		MACS2_peak_70		18.51278																		Exon/CD		chr1		12907657		12907658				NIL		+		1092		NA		NA		NA

		chr2		3616404		3616405		MACS2_peak_71		40.21331																		Downstream		chr1		13102903		13102904				NIL		+		4622		NA		NA		NA

		chr2		3616619		3616620		MACS2_peak_72		25.94084																		Exon/CD		chr1		13108922		13108923				NIL		+		81		NA		NA		NA

		chr2		3616813		3616814		MACS2_peak_73		39.67032																		Exon/CD		chr1		13108924		13108925				NIL		+		83		NA		NA		NA

		chr2		3616969		3616970		MACS2_peak_74		25.94084																		Downstream		chr1		13430258		13430259				NIL		+		3800		NA		NA		NA

		chr2		3617186		3617187		MACS2_peak_75		7.8235																		Downstream		chr1		13430293		13430294				NIL		+		3835		NA		NA		NA

		chr2		3617503		3617504		MACS2_peak_76		23.36451																		Exon/CD		chr1		14139786		14139787				NIL		+		52		NA		NA		NA

		chr2		3617764		3617765		MACS2_peak_77		28.04181																		Downstream		chr1		14363265		14363266				NIL		-		938		NA		NA		NA

		chr2		3618092		3618093		MACS2_peak_78		48.02684																		Downstream		chr1		14408921		14408922				NIL		-		935		NA		NA		NA

		chr2		3618434		3618435		MACS2_peak_79		43.77025																		Downstream		chr1		14473772		14473773				NIL		-		939		NA		NA		NA

		chr2		3618645		3618646		MACS2_peak_80		9.58253																		Downstream		chr1		14474471		14474472				NIL		-		240		NA		NA		NA

		chr2		3618789		3618790		MACS2_peak_81		21.12934																		Upstream		chr1		14484672		14484673				NIL		+		-200		NA		NA		NA

		chr2		3618986		3618987		MACS2_peak_82		39.67032																		Exon/CD		chr1		15082112		15082113		AT1G40104		AT1G40104		+		160		NA		NA		NA

		chr2		3619215		3619216		MACS2_peak_83		10.19333																		Exon/CD		chr1		15082328		15082329		AT1G40104		AT1G40104		+		376		NA		NA		NA

		chr2		3619530		3619531		MACS2_peak_84		14.59054																		Exon/CD		chr1		15082335		15082336		AT1G40104		AT1G40104		+		383		NA		NA		NA

		chr2		3619709		3619710		MACS2_peak_85		7.55365																		Exon/CD		chr1		15082473		15082474		AT1G40104		AT1G40104		+		521		NA		NA		NA

		chr2		3620026		3620027		MACS2_peak_86		42.09579																		Exon/CD		chr1		15082653		15082654		AT1G40104		AT1G40104		+		701		NA		NA		NA

		chr2		3620366		3620367		MACS2_peak_87		32.90111																		Exon/CD		chr1		15082849		15082850		AT1G40104		AT1G40104		+		897		NA		NA		NA

		chr2		3620744		3620745		MACS2_peak_88		20.51294																		Intron		chr1		15083239		15083240		AT1G40104		AT1G40104		+		1287		NA		NA		NA

		chr2		3620916		3620917		MACS2_peak_89		39.67032																		Intron		chr1		15083450		15083451		AT1G40104		AT1G40104		+		1498		NA		NA		NA

		chr2		3621225		3621226		MACS2_peak_90		25.94084																		Exon/CD		chr1		15083593		15083594		AT1G40104		AT1G40104		+		1641		NA		NA		NA

		chr2		3621669		3621670		MACS2_peak_91		28.77284																		Exon/CD		chr1		15083729		15083730		AT1G40104		AT1G40104		+		1777		NA		NA		NA

		chr2		3621883		3621884		MACS2_peak_92		18.95281																		Exon/CD		chr1		15083903		15083904		AT1G40104		AT1G40104		+		1951		NA		NA		NA

		chr2		3622006		3622007		MACS2_peak_93		24.50522																		Exon/CD		chr1		15084092		15084093		AT1G40104		AT1G40104		+		2140		NA		NA		NA

		chr2		3622132		3622133		MACS2_peak_94		6.58649																		Exon/CD		chr1		15084244		15084245		AT1G40104		AT1G40104		+		2292		NA		NA		NA

		chr2		3622248		3622249		MACS2_peak_95		8.96219																		Intron		chr1		15084415		15084416		AT1G40104		AT1G40104		+		2463		NA		NA		NA

		chr2		3622373		3622374		MACS2_peak_96		11.47104																		Exon/CD		chr1		15084766		15084767		AT1G40104		AT1G40104		+		2814		NA		NA		NA

		chr2		3622520		3622521		MACS2_peak_97		41.80011																		Exon/CD		chr1		15084956		15084957		AT1G40104		AT1G40104		+		3004		NA		NA		NA

		chr2		3623254		3623255		MACS2_peak_98		15.56427																		Exon/CD		chr1		15085144		15085145		AT1G40104		AT1G40104		+		3192		NA		NA		NA

		chr2		3623445		3623446		MACS2_peak_99		22.28569																		Exon/CD		chr1		15085338		15085339		AT1G40104		AT1G40104		+		3386		NA		NA		NA

		chr2		3623622		3623623		MACS2_peak_100		10.51101																		Exon/CD		chr1		15085353		15085354		AT1G40104		AT1G40104		+		3401		NA		NA		NA

		chr2		3623732		3623733		MACS2_peak_101		9.37401																		Exon/CD		chr1		15085481		15085482		AT1G40104		AT1G40104		+		3529		NA		NA		NA

		chr2		3623964		3623965		MACS2_peak_102		22.24452																		Exon/CD		chr1		15085665		15085666		AT1G40104		AT1G40104		+		3713		NA		NA		NA

		chr2		3624263		3624264		MACS2_peak_103		14.68566																		Downstream		chr1		15085992		15085993		AT1G40104		AT1G40104		+		4040		NA		NA		NA

		chr2		3624493		3624494		MACS2_peak_104		21.51874																		Downstream		chr1		15437131		15437132				NIL		+		695		NA		NA		NA

		chr2		3624663		3624664		MACS2_peak_105		38.77646																		Upstream		chr1		16175880		16175881				NIL		+		-852		NA		NA		NA

		chr2		3624968		3624969		MACS2_peak_106		16.53614																		Exon/CD		chr1		16673638		16673639				NIL		+		106		NA		NA		NA

		chr2		3625201		3625202		MACS2_peak_107		23.35598																		Intron		chr1		16868473		16868474				NIL		+		711		NA		NA		NA

		chr2		3625342		3625343		MACS2_peak_108		37.75107																		Exon/CD		chr1		17226109		17226110		AT1G46264		AT1G46264		+		1267		NA		NA		NA

		chr2		3625585		3625586		MACS2_peak_109		12.2482																		Exon/CD		chr1		17226125		17226126		AT1G46264		AT1G46264		+		1283		NA		NA		NA

		chr2		3625692		3625693		MACS2_peak_110		15.40799																		Exon/CD		chr1		17279645		17279646				NIL		+		81		NA		NA		NA

		chr2		3625930		3625931		MACS2_peak_111		28.77284																		Exon/CD		chr1		17279658		17279659				NIL		+		94		NA		NA		NA

		chr2		3626256		3626257		MACS2_peak_112		46.94202																		Downstream		chr1		18486571		18486572		AT1G49930		AT1G49930		+		1639		NA		NA		NA

		chr2		3626998		3626999		MACS2_peak_113		69.04247																		Downstream		chr1		18492004		18492005		AT1G49952		AT1G49952		-		1254		NA		NA		NA

		chr2		3627340		3627341		MACS2_peak_114		62.16164																		Exon/CD		chr1		20042387		20042388				NIL		-		31		NA		NA		NA

		chr2		3627484		3627485		MACS2_peak_115		9.33193																		Upstream		chr1		20958919		20958920		AT1G56030		AT1G56030		-		-369		NA		NA		NA

		chr2		3627817		3627818		MACS2_peak_116		13.80779																		Upstream		chr1		21457631		21457632				NIL		-		-131		NA		NA		NA

		chr2		3718187		3718188		MACS2_peak_117		7.00573																		Exon/CD		chr1		23542191		23542192				NIL		+		77		NA		NA		NA

		chr2		3718316		3718317		MACS2_peak_118		32.65802																		Upstream		chr1		30129645		30129646		AT1G80080		AT1G80080		-		-54		NA		NA		NA

		chr2		4648528		4648529		MACS2_peak_119		4.89955																		Upstream		chr1		30129880		30129881		AT1G80090		AT1G80090		+		-224		NA		NA		NA

		chr2		4650378		4650379		MACS2_peak_120		4.89955																		Upstream		chr1		30130040		30130041		AT1G80090		AT1G80090		+		-64		NA		NA		NA

		chr2		4733807		4733808		MACS2_peak_121		2.63556																		Exon/CD		chrc		106643		106644		ATCG00950		ATCG00950		+		1952		NA		NA		NA

		chr2		5022386		5022387		MACS2_peak_122		8.68093																		Exon/CD		chrc		132006		132007		ATCG01180		ATCG01180		-		1952		NA		NA		NA

		chr2		5100000		5100001		MACS2_peak_123		47.35396																		Exon/CD		chrm		362221		362222		ATMG01390		ATMG01390		-		1063		NA		NA		NA

		chr2		5456752		5456753		MACS2_peak_124		14.30631

		chr2		5799821		5799822		MACS2_peak_125		5.42622

		chr2		6002283		6002284		MACS2_peak_126		2.59865

		chr2		6880836		6880837		MACS2_peak_127		7.75925

		chr2		7191119		7191120		MACS2_peak_128		14.59054

		chr2		7191397		7191398		MACS2_peak_129		9.2232

		chr2		8021618		8021619		MACS2_peak_130		4.89955

		chr2		8382045		8382046		MACS2_peak_131		6.11749

		chr2		9723284		9723285		MACS2_peak_132		15.14445

		chr2		11839623		11839624		MACS2_peak_133		23.22388

		chr2		13095201		13095202		MACS2_peak_134		3.72818

		chr2		13185687		13185688		MACS2_peak_135		4.99207

		chr2		14714890		14714891		MACS2_peak_136		6.52942

		chr2		17107049		17107050		MACS2_peak_137		7.37587

		chr2		18314780		18314781		MACS2_peak_138		13.7658

		chr2		19698244		19698245		MACS2_peak_139		6.16077

		chr3		1648766		1648767		MACS2_peak_140		6.11749

		chr3		2132869		2132870		MACS2_peak_141		7.40771

		chr3		8125793		8125794		MACS2_peak_142		30.02871

		chr3		8414122		8414123		MACS2_peak_143		31.00423

		chr3		8676360		8676361		MACS2_peak_144		20.37334

		chr3		9055593		9055594		MACS2_peak_145		8.68093

		chr3		10188136		10188137		MACS2_peak_146		11.43453

		chr3		11486246		11486247		MACS2_peak_147		30.04344

		chr3		11895424		11895425		MACS2_peak_148		8.68093

		chr3		12242964		12242965		MACS2_peak_149		8.68093

		chr3		12670354		12670355		MACS2_peak_150		12.85244

		chr3		13586942		13586943		MACS2_peak_151		41.00957

		chr3		13587208		13587209		MACS2_peak_152		14.68566

		chr3		13587532		13587533		MACS2_peak_153		13.27668

		chr3		13587675		13587676		MACS2_peak_154		50.21206

		chr3		13588961		13588962		MACS2_peak_155		42.74005

		chr3		13589334		13589335		MACS2_peak_156		46.94202

		chr3		13590037		13590038		MACS2_peak_157		17.92324

		chr3		13590804		13590805		MACS2_peak_158		48.02684

		chr3		13592507		13592508		MACS2_peak_159		45.87135

		chr3		13633128		13633129		MACS2_peak_160		5.85035

		chr3		14192187		14192188		MACS2_peak_161		25.0141

		chr3		14193252		14193253		MACS2_peak_162		9.95232

		chr3		14193576		14193577		MACS2_peak_163		7.15296

		chr3		14194005		14194006		MACS2_peak_164		25.94084

		chr3		14195415		14195416		MACS2_peak_165		27.82027

		chr3		14196068		14196069		MACS2_peak_166		15.40799

		chr3		14196764		14196765		MACS2_peak_167		15.40799

		chr3		14197452		14197453		MACS2_peak_168		5.21988

		chr3		14198078		14198079		MACS2_peak_169		17.07497

		chr3		14201462		14201463		MACS2_peak_170		15.40799

		chr3		14204414		14204415		MACS2_peak_171		25.94084

		chr3		14305273		14305274		MACS2_peak_172		17.26678

		chr3		14306182		14306183		MACS2_peak_173		7.37587

		chr3		14762241		14762242		MACS2_peak_174		7.37587

		chr3		18101300		18101301		MACS2_peak_175		6.19475

		chr3		18960834		18960835		MACS2_peak_176		10.03133

		chr3		20564273		20564274		MACS2_peak_177		7.37587

		chr4		366566		366567		MACS2_peak_178		7.30825

		chr4		659501		659502		MACS2_peak_179		20.1161

		chr4		2269207		2269208		MACS2_peak_180		3.72818

		chr4		2297483		2297484		MACS2_peak_181		7.37587

		chr4		3054582		3054583		MACS2_peak_182		4.61528

		chr4		3054724		3054725		MACS2_peak_183		10.6911

		chr4		3055081		3055082		MACS2_peak_184		6.58649

		chr4		3055235		3055236		MACS2_peak_185		8.63084

		chr4		3055590		3055591		MACS2_peak_186		5.21988

		chr4		3056109		3056110		MACS2_peak_187		2.3438

		chr4		3056368		3056369		MACS2_peak_188		2.88035

		chr4		3056586		3056587		MACS2_peak_189		6.4901

		chr4		3057064		3057065		MACS2_peak_190		7.15296

		chr4		3057338		3057339		MACS2_peak_191		2.3438

		chr4		3057699		3057700		MACS2_peak_192		10.07982

		chr4		3058028		3058029		MACS2_peak_193		6.4901

		chr4		3058397		3058398		MACS2_peak_194		5.19637

		chr4		3059013		3059014		MACS2_peak_195		3.44759

		chr4		3059543		3059544		MACS2_peak_196		3.44759

		chr4		3059823		3059824		MACS2_peak_197		2.3438

		chr4		3060189		3060190		MACS2_peak_198		6.50396

		chr4		3060376		3060377		MACS2_peak_199		5.04366

		chr4		3060685		3060686		MACS2_peak_200		6.94351

		chr4		3061150		3061151		MACS2_peak_201		10.32122

		chr4		3655765		3655766		MACS2_peak_202		3.50809

		chr4		3950558		3950559		MACS2_peak_203		38.29126

		chr4		3950885		3950886		MACS2_peak_204		62.54934

		chr4		3951343		3951344		MACS2_peak_205		23.18535

		chr4		3951673		3951674		MACS2_peak_206		9.32867

		chr4		3951922		3951923		MACS2_peak_207		65.94715

		chr4		3952997		3952998		MACS2_peak_208		64.82079

		chr4		3953274		3953275		MACS2_peak_209		8.36845

		chr4		3953533		3953534		MACS2_peak_210		68.21982

		chr4		3953816		3953817		MACS2_peak_211		11.69142

		chr4		3954080		3954081		MACS2_peak_212		27.09298

		chr4		3954404		3954405		MACS2_peak_213		53.53507

		chr4		3955126		3955127		MACS2_peak_214		33.645

		chr4		3955342		3955343		MACS2_peak_215		59.16227

		chr4		3955664		3955665		MACS2_peak_216		35.15692

		chr4		3955874		3955875		MACS2_peak_217		60.66415

		chr4		3965820		3965821		MACS2_peak_218		7.00042

		chr4		3966564		3966565		MACS2_peak_219		5.21988

		chr4		3967204		3967205		MACS2_peak_220		8.11815

		chr4		3970338		3970339		MACS2_peak_221		7.56796

		chr4		3972686		3972687		MACS2_peak_222		2.88035

		chr4		3973983		3973984		MACS2_peak_223		6.621

		chr4		3981456		3981457		MACS2_peak_224		5.30739

		chr4		4001162		4001163		MACS2_peak_225		4.17682

		chr4		4002225		4002226		MACS2_peak_226		7.00042

		chr4		4005963		4005964		MACS2_peak_227		25.0141

		chr4		4007747		4007748		MACS2_peak_228		7.6793

		chr4		4011651		4011652		MACS2_peak_229		7.10862

		chr4		4547964		4547965		MACS2_peak_230		37.37068

		chr4		5203836		5203837		MACS2_peak_231		3.72818

		chr4		5361000		5361001		MACS2_peak_232		34.00143

		chr4		9870060		9870061		MACS2_peak_233		15.26617

		chr4		9969191		9969192		MACS2_peak_234		6.11749

		chr4		15769878		15769879		MACS2_peak_235		10.03133

		chr4		15790440		15790441		MACS2_peak_236		8.25018

		chr4		17548186		17548187		MACS2_peak_237		45.87135

		chr4		18268726		18268727		MACS2_peak_238		7.37587

		chr5		3253079		3253080		MACS2_peak_239		17.92324

		chr5		4569059		4569060		MACS2_peak_240		12.85244

		chr5		4569419		4569420		MACS2_peak_241		8.68093

		chr5		4569774		4569775		MACS2_peak_242		15.78663

		chr5		4569990		4569991		MACS2_peak_243		17.29206

		chr5		5397436		5397437		MACS2_peak_244		7.37587

		chr5		7614581		7614582		MACS2_peak_245		4.09094

		chr5		7870204		7870205		MACS2_peak_246		16.60926

		chr5		8428185		8428186		MACS2_peak_247		10.03133

		chr5		10058523		10058524		MACS2_peak_248		6.11749

		chr5		10418770		10418771		MACS2_peak_249		6.12607

		chr5		10708425		10708426		MACS2_peak_250		12.85244

		chr5		11184612		11184613		MACS2_peak_251		18.78375

		chr5		11185025		11185026		MACS2_peak_252		18.78071

		chr5		11185301		11185302		MACS2_peak_253		12.01549

		chr5		11185964		11185965		MACS2_peak_254		22.28569

		chr5		11186460		11186461		MACS2_peak_255		25.0141

		chr5		11187036		11187037		MACS2_peak_256		20.18823

		chr5		11187173		11187174		MACS2_peak_257		12.86832

		chr5		11187432		11187433		MACS2_peak_258		10.45039

		chr5		11187536		11187537		MACS2_peak_259		20.54391

		chr5		11187911		11187912		MACS2_peak_260		6.72636

		chr5		11188204		11188205		MACS2_peak_261		10.58142

		chr5		11188440		11188441		MACS2_peak_262		8.73885

		chr5		11188664		11188665		MACS2_peak_263		15.32082

		chr5		11701952		11701953		MACS2_peak_264		6.89423

		chr5		11702239		11702240		MACS2_peak_265		14.38528

		chr5		11702401		11702402		MACS2_peak_266		11.70816

		chr5		11702522		11702523		MACS2_peak_267		9.34057

		chr5		11702892		11702893		MACS2_peak_268		6.4901

		chr5		11703270		11703271		MACS2_peak_269		40.99741

		chr5		11703955		11703956		MACS2_peak_270		18.95281

		chr5		11704157		11704158		MACS2_peak_271		31.69151

		chr5		11704595		11704596		MACS2_peak_272		9.95232

		chr5		11704884		11704885		MACS2_peak_273		11.3107

		chr5		11705117		11705118		MACS2_peak_274		10.81695

		chr5		11705388		11705389		MACS2_peak_275		36.19648

		chr5		11705544		11705545		MACS2_peak_276		18.95281

		chr5		11707199		11707200		MACS2_peak_277		6.1809

		chr5		11707593		11707594		MACS2_peak_278		9.76454

		chr5		11708122		11708123		MACS2_peak_279		8.63084

		chr5		11708359		11708360		MACS2_peak_280		12.21224

		chr5		11708813		11708814		MACS2_peak_281		9.03431

		chr5		11709038		11709039		MACS2_peak_282		12.99114

		chr5		11710360		11710361		MACS2_peak_283		7.97876

		chr5		11723466		11723467		MACS2_peak_284		8.63084

		chr5		11723747		11723748		MACS2_peak_285		40.16919

		chr5		11723922		11723923		MACS2_peak_286		10.58142

		chr5		11724316		11724317		MACS2_peak_287		8.73885

		chr5		11724464		11724465		MACS2_peak_288		23.18535

		chr5		11724643		11724644		MACS2_peak_289		4.34569

		chr5		11726291		11726292		MACS2_peak_290		18.09123

		chr5		11726526		11726527		MACS2_peak_291		10.94643

		chr5		11726774		11726775		MACS2_peak_292		9.58012

		chr5		11727094		11727095		MACS2_peak_293		27.97296

		chr5		11727494		11727495		MACS2_peak_294		14.8951

		chr5		11727816		11727817		MACS2_peak_295		32.65802

		chr5		11728155		11728156		MACS2_peak_296		30.67788

		chr5		11728340		11728341		MACS2_peak_297		12.99114

		chr5		11728552		11728553		MACS2_peak_298		22.47882

		chr5		11728671		11728672		MACS2_peak_299		14.23323

		chr5		11728862		11728863		MACS2_peak_300		27.31303

		chr5		11729441		11729442		MACS2_peak_301		20.51294

		chr5		11729751		11729752		MACS2_peak_302		31.67698

		chr5		11729909		11729910		MACS2_peak_303		5.30739

		chr5		11730479		11730480		MACS2_peak_304		26.87659

		chr5		11730757		11730758		MACS2_peak_305		15.40799

		chr5		11731033		11731034		MACS2_peak_306		10.70144

		chr5		11731354		11731355		MACS2_peak_307		10.02566

		chr5		11731479		11731480		MACS2_peak_308		28.77284

		chr5		11731721		11731722		MACS2_peak_309		20.34153

		chr5		11731855		11731856		MACS2_peak_310		19.82129

		chr5		11732061		11732062		MACS2_peak_311		29.64292

		chr5		11732305		11732306		MACS2_peak_312		28.77284

		chr5		11732744		11732745		MACS2_peak_313		35.28788

		chr5		11732950		11732951		MACS2_peak_314		9.2232

		chr5		11733136		11733137		MACS2_peak_315		22.28569

		chr5		11733810		11733811		MACS2_peak_316		39.26944

		chr5		11733974		11733975		MACS2_peak_317		24.39894

		chr5		11734555		11734556		MACS2_peak_318		10.81695

		chr5		11735216		11735217		MACS2_peak_319		35.64383

		chr5		11735455		11735456		MACS2_peak_320		13.38699

		chr5		11735789		11735790		MACS2_peak_321		18.44171

		chr5		11736115		11736116		MACS2_peak_322		35.90231

		chr5		11736257		11736258		MACS2_peak_323		8.26572

		chr5		11737426		11737427		MACS2_peak_324		9.95232

		chr5		11956668		11956669		MACS2_peak_325		11.35001

		chr5		11956836		11956837		MACS2_peak_326		9.133

		chr5		11961337		11961338		MACS2_peak_327		12.62615

		chr5		12044261		12044262		MACS2_peak_328		7.15296

		chr5		12046845		12046846		MACS2_peak_329		6.72636

		chr5		12593533		12593534		MACS2_peak_330		5.88229

		chr5		12809467		12809468		MACS2_peak_331		8.856

		chr5		12810926		12810927		MACS2_peak_332		4.51631

		chr5		12811028		12811029		MACS2_peak_333		9.77821

		chr5		12824273		12824274		MACS2_peak_334		7.11194

		chr5		12852895		12852896		MACS2_peak_335		5.46978

		chr5		16127780		16127781		MACS2_peak_336		6.11749

		chr5		17235128		17235129		MACS2_peak_337		7.37587

		chr5		18118012		18118013		MACS2_peak_338		6.11749

		chr5		18311712		18311713		MACS2_peak_339		2.99435

		chr5		19283121		19283122		MACS2_peak_340		7.37587

		chr5		20097946		20097947		MACS2_peak_341		7.75925

		chr5		23298591		23298592		MACS2_peak_342		8.0809

		chr5		23523514		23523515		MACS2_peak_343		5.35241

		chr5		24741460		24741461		MACS2_peak_344		26.4863

		chrC		106643		106644		MACS2_peak_345		12.25682

		chrC		132006		132007		MACS2_peak_346		12.90338

		chrM		362221		362222		MACS2_peak_347		6.11749





inflorescence SAM

		Chrom		Start		End		Name		Score		Strand		ThickStart		ThickEnd		ItemRGB		BlockCount		BlockSizes		BlockStarts		1472				Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping						Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		chr1		270424		270625		MACS2_peak_1		12.27514																				Exon/CD		chr5		971333		971534		AT5G03710		AT5G03710		+		326		NA		NA		NA						AT2G16586		AT2G16586.1		unknown protein; LOCATED IN: endomembrane system; EXPRESSED IN: sperm cell		protein_coding

		chr1		3224408		3224609		MACS2_peak_2		5.6352																				Exon/CD		chr5		971411		971612		AT5G03710		AT5G03710		+		404		NA		NA		NA						AT5G31702		AT5G31702.1		pseudogene, hypothetical protein		transposable_element_gene

		chr1		4015189		4015390		MACS2_peak_3		10.5353																				Intron		chr5		1409588		1409789		AT5G04850		AT5G04850		-		205		NA		NA		NA						AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		chr1		4546239		4546440		MACS2_peak_4		7.22096																				Intron		chr5		1409589		1409790		AT5G04850		AT5G04850		-		204		NA		NA		NA						AT5G31770		AT5G31770.1		gypsy-like retrotransposon family (Athila), has a 3.7e-53 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		chr1		4807787		4807988		MACS2_peak_5		17.71052																				5'UTR		chr5		1507077		1507278		AT5G05100		AT5G05100		-		47		NA		NA		NA						AT5G31651		AT5G31651.1		gypsy-like retrotransposon family, has a 7.7e-100 P-value blast match to GB:AAD11615 prpol (gypsy_Ty3-element) (Zea mays)		transposable_element_gene

		chr1		6951375		6951576		MACS2_peak_6		8.84224																				Exon/CD		chr5		2222089		2222290				NIL		+		77		NA		NA		NA						AT5G59945		AT5G59945.1		tRNA-Val (anticodon: AAC)		pre_trna

		chr1		7024940		7025141		MACS2_peak_7		10.5353																				3'UTR		chr5		3160365		3160566		AT5G10100		AT5G10100		+		2485		NA		NA		NA						AT1G49930		AT1G49930.1		BEST Arabidopsis thaliana protein match is: Alanyl-tRNA synthetase, class IIc (TAIR:AT5G22800.1)		protein_coding

		chr1		8982527		8982728		MACS2_peak_8		41.88873																				3'UTR		chr5		3160366		3160567		AT5G10100		AT5G10100		+		2486		NA		NA		NA						AT1G01725		AT1G01725.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 14 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G00530.1)		protein_coding

		chr1		9023651		9023852		MACS2_peak_9		10.5353																				Upstream		chr5		3252968		3253169		AT5G10340		AT5G10340		+		-54		NA		NA		NA						AT4G06708		AT4G06708.1		gypsy-like retrotransposon family (Athila), has a 3.9e-289 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		chr1		9175673		9175874		MACS2_peak_10		5.6352																				Upstream		chr5		3252979		3253180		AT5G10340		AT5G10340		+		-43		NA		NA		NA						AT4G33080		AT4G33080.1		AGC (cAMP-dependent, cGMP-dependent and protein kinase C) kinase family protein; FUNCTIONS IN: kinase activity; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Serine/threonine-protein kinase domain (InterPro:IPR002290), Serine/threonine-protein kinase-like domain (InterPro:IPR017442), Protein kinase, C-terminal (InterPro:IPR017892), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271), AGC-kinase, C-terminal (InterPro:IPR000961), Protein kinase, catalytic domain (InterPro:IPR000719); BEST Arabidopsis thaliana protein match is: AGC (cAMP-dependent, cGMP-dependent and protein kinase C) kinase family protein (TAIR:AT2G19400.1)		protein_coding

		chr1		9887345		9887546		MACS2_peak_11		4.11266																				Exon/CD		chr5		3372070		3372271		AT5G10660		AT5G10660		+		1652		NA		NA		NA						AT3G33072		AT3G33072.1		pseudogene, hypothetical protein		transposable_element_gene

		chr1		10019132		10019333		MACS2_peak_12		7.22096																				Intron		chr5		4074080		4074281		AT5G12900		AT5G12900		-		439		NA		NA		NA						AT2G19380		AT2G19380.1		RNA recognition motif (RRM)-containing protein; FUNCTIONS IN: RNA binding, zinc ion binding, nucleotide binding, nucleic acid binding; LOCATED IN: intracellular; EXPRESSED IN: 20 plant structures; EXPRESSED DURING: 10 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2, LYAR-type (InterPro:IPR014898), RNA recognition motif, RNP-1 (InterPro:IPR000504), Zinc finger, U1-type (InterPro:IPR003604), Nucleotide-binding, alpha-beta plait (InterPro:IPR012677); BEST Arabidopsis thaliana protein match is: RNA-binding (RRM/RBD/RNP motifs) family protein (TAIR:AT2G22100.1)		protein_coding

		chr1		10655794		10655995		MACS2_peak_13		4.11266																				Intron		chr5		4074080		4074281		AT5G12900		AT5G12900		-		439		NA		NA		NA						AT2G01010		AT2G01010.1		18SrRNA		ribosomal_rna

		chr1		12091679		12091880		MACS2_peak_14		8.84224																				3'UTR		chr5		4669882		4670083		AT5G14480		AT5G14480		+		2208		NA		NA		NA						AT3G49880		AT3G49880.1		glycosyl hydrolase family protein 43; FUNCTIONS IN: hydrolase activity, hydrolyzing O-glycosyl compounds; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 12 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase, family 43 (InterPro:IPR006710); BEST Arabidopsis thaliana protein match is: Arabinanase/levansucrase/invertase (TAIR:AT5G67540.2)		protein_coding

		chr1		12907541		12907742		MACS2_peak_15		19.59719																				3'UTR		chr5		4669885		4670086		AT5G14480		AT5G14480		+		2211		NA		NA		NA						AT1G26558		AT1G26558.1		Unknown gene		other_rna

		chr1		13102779		13102980		MACS2_peak_16		10.5353																				5'UTR		chr5		5397348		5397549		AT5G16520		AT5G16520		-		7		NA		NA		NA						AT3G31317		AT3G31317.1		non-LTR retrotransposon family (LINE), has a 6.9e-32 P-value blast match to GB:NP_038603 L1 repeat, Tf subfamily, member 23 (LINE-element) (Mus musculus)		transposable_element_gene

		chr1		13108831		13109032		MACS2_peak_17		17.71052																				5'UTR		chr5		5397350		5397551		AT5G16520		AT5G16520		-		5		NA		NA		NA						AT5G37240		AT5G37240.1		unknown protein		protein_coding

		chr1		13430192		13430393		MACS2_peak_18		14.05449																				3'UTR		chr5		6195559		6195760		AT5G18610		AT5G18610		+		3216		NA		NA		NA						AT4G06700		AT4G06700.1		CACTA-like transposase family (En/Spm), has a 5.7e-54 P-value blast match to dbj|BAB64937.1| TdcA1-ORF1-ORF2 (Daucus carota) Spm/En-like (CACTA-like)		transposable_element_gene

		chr1		13850966		13851167		MACS2_peak_19		7.22096																				3'UTR		chr5		6195559		6195760		AT5G18610		AT5G18610		+		3216		NA		NA		NA						AT1G26100		AT1G26100.1		Cytochrome b561/ferric reductase transmembrane protein family; FUNCTIONS IN: carbon-monoxide oxygenase activity; LOCATED IN: endomembrane system, integral to membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Cytochrome b561, eukaryote (InterPro:IPR004877), Cytochrome b561/ferric reductase transmembrane (InterPro:IPR006593); BEST Arabidopsis thaliana protein match is: cytochrome B561-1 (TAIR:AT5G38630.1)		protein_coding

		chr1		14139684		14139885		MACS2_peak_20		27.39535																				Downstream		chr5		7614482		7614683				NIL		-		1170		NA		NA		NA						AT1G56030		AT1G56030.1		RING/U-box superfamily protein; FUNCTIONS IN: ubiquitin-protein ligase activity, RNA binding; INVOLVED IN: translation, protein ubiquitination; LOCATED IN: ubiquitin ligase complex; EXPRESSED IN: flower; EXPRESSED DURING: petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: U box domain (InterPro:IPR003613); BEST Arabidopsis thaliana protein match is: HEAT/U-box domain-containing protein (TAIR:AT1G56040.1)		protein_coding

		chr1		14363166		14363367		MACS2_peak_21		10.82846																				Exon/CD		chr5		7870108		7870309				NIL		+		29		NA		NA		NA						AT3G59340		AT3G59340.1		Eukaryotic protein of unknown function (DUF914); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF914, eukaryotic (InterPro:IPR009262); BEST Arabidopsis thaliana protein match is: Eukaryotic protein of unknown function (DUF914) (TAIR:AT3G59310.1)		protein_coding

		chr1		14408824		14409025		MACS2_peak_22		6.3456																				Exon/CD		chr5		7870111		7870312				NIL		+		32		NA		NA		NA						AT2G07880		AT2G07880.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1)		transposable_element_gene

		chr1		14473678		14473879		MACS2_peak_23		9.0238																				Exon/CD		chr5		8428086		8428287				NIL		-		56		NA		NA		NA						AT2G01020		AT2G01020.1		5.8SrRNA		ribosomal_rna

		chr1		14474391		14474592		MACS2_peak_24		5.27918																				Exon/CD		chr5		8428089		8428290				NIL		-		53		NA		NA		NA						AT3G30580		AT3G30580.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G38790.1)		protein_coding

		chr1		14509534		14509735		MACS2_peak_25		12.90203																				Exon/CD		chr5		10058421		10058622				NIL		-		57		NA		NA		NA						AT3G47910		AT3G47910.2		Ubiquitin carboxyl-terminal hydrolase-related protein; FUNCTIONS IN: ubiquitin thiolesterase activity, zinc ion binding; INVOLVED IN: ubiquitin-dependent protein catabolic process; LOCATED IN: intracellular; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF627 (InterPro:IPR006866), Peptidase C19, ubiquitin carboxyl-terminal hydrolase 2 (InterPro:IPR001394), Zinc finger, C2H2-type (InterPro:IPR007087), Protein of unknown function DUF629 (InterPro:IPR006865); BEST Arabidopsis thaliana protein match is: Ubiquitin carboxyl-terminal hydrolase-related protein (TAIR:AT3G47890.1)		protein_coding

		chr1		15082224		15082425		MACS2_peak_26		111.10944																				Exon/CD		chr5		10058423		10058624				NIL		-		55		NA		NA		NA						AT4G14342		AT4G14342.1		Splicing factor 3B subunit 5/RDS3 complex subunit 10; CONTAINS InterPro DOMAIN/s: Splicing factor 3B subunit 5/RDS3 complex subunit 10 (InterPro:IPR009846), Splicing factor 3B, subunit 5 (InterPro:IPR017089); BEST Arabidopsis thaliana protein match is: Splicing factor 3B subunit 5/RDS3 complex subunit 10 (TAIR:AT3G23325.1)		protein_coding

		chr1		15083141		15083342		MACS2_peak_27		75.18012																				Exon/CD		chr5		10418669		10418870				NIL		-		23		NA		NA		NA						AT4G39235		AT4G39235.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G05570.1)		protein_coding

		chr1		15083613		15083814		MACS2_peak_28		94.88978																				Exon/CD		chr5		10708313		10708514				NIL		+		256		NA		NA		NA						AT5G31804		AT5G31804.1		gypsy-like retrotransposon family (Athila), has a 3.3e-259 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		chr1		15085232		15085433		MACS2_peak_29		109.05914																				Exon/CD		chr5		10708324		10708525				NIL		+		267		NA		NA		NA						AT1G55680		AT1G55680.1		Transducin/WD40 repeat-like superfamily protein; CONTAINS InterPro DOMAIN/s: WD40 repeat-like-containing domain (InterPro:IPR011046), WD40 repeat 2 (InterPro:IPR019782), WD40-repeat-containing domain (InterPro:IPR017986), WD40 repeat (InterPro:IPR001680), WD40/YVTN repeat-like-containing domain (InterPro:IPR015943), WD40 repeat, subgroup (InterPro:IPR019781); BEST Arabidopsis thaliana protein match is: Transducin/WD40 repeat-like superfamily protein (TAIR:AT3G13340.2)		protein_coding

		chr1		15214336		15214537		MACS2_peak_30		10.5353																				Downstream		chr5		11184700		11184901				NIL		-		600		NA		NA		NA						AT4G32530		AT4G32530.2		ATPase, F0/V0 complex, subunit C protein; FUNCTIONS IN: ATPase activity; INVOLVED IN: ATP synthesis coupled proton transport; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: ATPase, F0/V0 complex, subunit C (InterPro:IPR002379), ATPase, V0 complex, proteolipid subunit C (InterPro:IPR000245); BEST Arabidopsis thaliana protein match is: ATPase, F0/V0 complex, subunit C protein (TAIR:AT2G25610.1)		protein_coding

		chr1		15272559		15272760		MACS2_peak_31		6.51827																				Intron		chr5		11185005		11185206				NIL		-		295		NA		NA		NA						AT2G43800		AT2G43800.1		Actin-binding FH2 (formin homology 2) family protein; FUNCTIONS IN: actin binding; INVOLVED IN: cellular component organization, actin cytoskeleton organization; LOCATED IN: plasma membrane; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Actin-binding FH2/DRF autoregulatory (InterPro:IPR003104), Actin-binding FH2 (InterPro:IPR015425); BEST Arabidopsis thaliana protein match is: formin homology 1 (TAIR:AT3G25500.1)		protein_coding

		chr1		15370645		15370846		MACS2_peak_32		11.66371																				Intron		chr5		11186206		11186407				NIL		-		98		NA		NA		NA						AT5G32197		AT5G32197.1		athila retroelement ORF1 protein, contains Pfam PF03078: ATHILA ORF-1 family		transposable_element_gene

		chr1		15645796		15645997		MACS2_peak_33		8.84224																				Upstream		chr5		11186830		11187031				NIL		-		-23		NA		NA		NA						AT5G12900		AT5G12900.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G12330.1)		protein_coding

		chr1		15993702		15993903		MACS2_peak_34		8.84224																				Upstream		chr5		11186932		11187133				NIL		-		-125		NA		NA		NA						AT4G06716		AT4G06716.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G37015.1)		transposable_element_gene

		chr1		16175784		16175985		MACS2_peak_35		10.5353																				Intron		chr5		11187465		11187666				NIL		-		346		NA		NA		NA						AT4G32700		AT4G32700.2		Encodes a homolog of Drosophila MUS308 and mammalian DNA polymerase, which prevent spontaneous or DNA damage-induced production of DNA double strand breaks. Two conserved functional domains: an N-terminal superfamily II DNA/RNA helicase domain and a C-terminal prokaryotic-type DNA polymerase I domain. Required for regulated cell division and differentiation in meristems. Mutant plants show morphological defects, such as short roots, serrated leaves, and fasciation, as well as defective patterns of cell division and differentiation in the meristem. Mutant plants had 2.5 to 4.5-fold higher expression of ATGR1, ATBRCA1 and RAD51 genes. TEB is required for normal  progression of DNA replication and for correct expression of genes during development.		protein_coding

		chr1		16673539		16673740		MACS2_peak_36		12.27514																				Upstream		chr5		11187826		11188027				NIL		-		-15		NA		NA		NA						AT2G34020		AT2G34020.1		Calcium-binding EF-hand family protein; FUNCTIONS IN: calcium ion binding; INVOLVED IN: biological_process unknown; EXPRESSED IN: root; CONTAINS InterPro DOMAIN/s: EF-Hand 1, calcium-binding site (InterPro:IPR018247), EF-HAND 2 (InterPro:IPR018249), EF-hand-like domain (InterPro:IPR011992), Calcium-binding EF-hand (InterPro:IPR002048); BEST Arabidopsis thaliana protein match is: Calcium-binding EF-hand family protein (TAIR:AT2G34030.1)		protein_coding

		chr1		16868338		16868539		MACS2_peak_37		5.6352																				Downstream		chr5		11188183		11188384				NIL		-		634		NA		NA		NA						AT5G66840		AT5G66840.1		SAP domain-containing protein; FUNCTIONS IN: DNA binding, nucleic acid binding; LOCATED IN: nucleus; CONTAINS InterPro DOMAIN/s: DNA-binding SAP (InterPro:IPR003034)		protein_coding

		chr1		17225720		17225921		MACS2_peak_38		2.67118																				Intron		chr5		11188337		11188538				NIL		-		480		NA		NA		NA						AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		chr1		17279574		17279775		MACS2_peak_39		15.85794																				Intron		chr5		11188338		11188539				NIL		-		479		NA		NA		NA						AT3G41761		AT3G41761.1		other RNA		other_rna

		chr1		17339612		17339813		MACS2_peak_40		12.27514																				Intron		chr5		11188474		11188675				NIL		-		343		NA		NA		NA						AT5G66090		AT5G66090.1		unknown protein; FUNCTIONS IN: molecular_function unknown; LOCATED IN: chloroplast, chloroplast stroma; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages		protein_coding

		chr1		17882849		17883050		MACS2_peak_41		10.5353																				Intron		chr5		11188561		11188762				NIL		-		256		NA		NA		NA						AT2G01021		AT2G01021.1		unknown protein		protein_coding

		chr1		18486462		18486663		MACS2_peak_42		7.22096																				Downstream		chr5		11651245		11651446		AT5G31651		AT5G31651		-		1732		NA		NA		NA						AT5G49120		AT5G49120.1		Protein of unknown function (DUF581); FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 7 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF581 (InterPro:IPR007650); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF581) (TAIR:AT1G78020.1)		protein_coding

		chr1		20042272		20042473		MACS2_peak_43		5.6352																				Downstream		chr5		11651249		11651450		AT5G31651		AT5G31651		-		1728		NA		NA		NA						AT2G01023		AT2G01023.1		unknown protein		protein_coding

		chr1		20958818		20959019		MACS2_peak_44		4.11266																				Downstream		chr5		11659866		11660067				NIL		+		207		NA		NA		NA						AT5G42960		AT5G42960.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: mitochondrion, chloroplast, plastid, chloroplast envelope; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G45170.1)		protein_coding

		chr1		20979569		20979770		MACS2_peak_45		12.27514																				Downstream		chr5		11660473		11660674				NIL		+		814		NA		NA		NA						AT2G40995		AT2G40995.1		Encodes a defensin-like (DEFL) family protein.		protein_coding

		chr1		21457535		21457736		MACS2_peak_46		10.5353																				Downstream		chr5		11660740		11660941				NIL		+		1081		NA		NA		NA						AT3G55470		AT3G55470.1		Calcium-dependent lipid-binding (CaLB domain) family protein; CONTAINS InterPro DOMAIN/s: C2 membrane targeting protein (InterPro:IPR018029), C2 calcium/lipid-binding domain, CaLB (InterPro:IPR008973), C2 calcium-dependent membrane targeting (InterPro:IPR000008); BEST Arabidopsis thaliana protein match is: Calcium-dependent lipid-binding (CaLB domain) family protein (TAIR:AT1G63220.1)		protein_coding

		chr1		23542102		23542303		MACS2_peak_47		10.5353																				Downstream		chr5		11660977		11661178				NIL		-		3553		NA		NA		NA						AT5G16520		AT5G16520.1		unknown protein		protein_coding

		chr1		25881206		25881407		MACS2_peak_48		63.93894																				Downstream		chr5		11661490		11661691				NIL		-		3040		NA		NA		NA						AT3G41768		AT3G41768.1		18SrRNA		ribosomal_rna

		chr1		27562877		27563078		MACS2_peak_49		8.84224																				Downstream		chr5		11661495		11661696				NIL		-		3035		NA		NA		NA						AT4G11385		AT4G11385.1		unknown protein		protein_coding

		chr2		1365		1566		MACS2_peak_50		29.73993																				Exon/CD		chr5		11664612		11664813		AT5G31702		AT5G31702		-		2502		NA		NA		NA						AT4G05612		AT4G05612.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		chr2		1521		1722		MACS2_peak_51		5.26456																				Exon/CD		chr5		11665054		11665255		AT5G31702		AT5G31702		-		2060		NA		NA		NA						AT4G06477		AT4G06477.1		gypsy-like retrotransposon family, has a 2.1e-112 P-value blast match to GB:AAD19359 polyprotein (gypsy_Ty3-element) (Sorghum bicolor)		transposable_element_gene

		chr2		1855		2056		MACS2_peak_52		6.22455																				Exon/CD		chr5		11665401		11665602		AT5G31702		AT5G31702		-		1713		NA		NA		NA						AT1G04555		AT1G04555.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G33380.1)		protein_coding

		chr2		2061		2262		MACS2_peak_53		5.31317																				Upstream		chr5		11667284		11667485				NIL		-		-143		NA		NA		NA						AT2G20100		AT2G20100.1		basic helix-loop-helix (bHLH) DNA-binding superfamily protein; FUNCTIONS IN: transcription regulator activity; INVOLVED IN: regulation of transcription; LOCATED IN: nucleus; EXPRESSED IN: 19 plant structures; EXPRESSED DURING: 6 growth stages; CONTAINS InterPro DOMAIN/s: Helix-loop-helix DNA-binding (InterPro:IPR011598); BEST Arabidopsis thaliana protein match is: basic helix-loop-helix (bHLH) DNA-binding superfamily protein (TAIR:AT4G29100.1)		protein_coding

		chr2		2394		2595		MACS2_peak_54		7.29339																				Upstream		chr5		11667296		11667497				NIL		-		-155		NA		NA		NA						AT3G27510		AT3G27510.1		Cysteine/Histidine-rich C1 domain family protein; FUNCTIONS IN: zinc ion binding; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: sperm cell; CONTAINS InterPro DOMAIN/s: DC1 (InterPro:IPR004146), Zinc finger, PHD-type (InterPro:IPR001965), C1-like (InterPro:IPR011424); BEST Arabidopsis thaliana protein match is: Cysteine/Histidine-rich C1 domain family protein (TAIR:AT3G27500.1)		protein_coding

		chr2		2696		2897		MACS2_peak_55		11.29199																				Upstream		chr5		11667449		11667650				NIL		-		-308		NA		NA		NA						AT4G06196		AT4G06196.1		CACTA-like transposase family (Tnp2/En/Spm), has a 1.4e-76 P-value blast match to gb|AAG52024.1|AC022456_5 Tam1-homologous transposon protein TNP2, putative; 12762-16371 (Arabidopsis thaliana) (CACTA-element)		transposable_element_gene

		chr2		3427		3628		MACS2_peak_56		8.59623																				Upstream		chr5		11667457		11667658				NIL		-		-316		NA		NA		NA						AT1G09910		AT1G09910.1		Rhamnogalacturonate lyase family protein; FUNCTIONS IN: lyase activity; INVOLVED IN: carbohydrate metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Glycoside hydrolase-type carbohydrate-binding (InterPro:IPR011013), Rhamnogalacturonate lyase (InterPro:IPR010325), Carbohydrate-binding-like fold (InterPro:IPR013784), Galactose-binding domain-like (InterPro:IPR008979); BEST Arabidopsis thaliana protein match is: Rhamnogalacturonate lyase family protein (TAIR:AT1G09890.1)		protein_coding

		chr2		3974		4175		MACS2_peak_57		6.04475																				Upstream		chr5		11667848		11668049				NIL		-		-707		NA		NA		NA						AT5G14480		AT5G14480.1		beta-1,4-N-acetylglucosaminyltransferase family protein; FUNCTIONS IN: transferase activity, transferring glycosyl groups, acetylglucosaminyltransferase activity; INVOLVED IN: protein amino acid N-linked glycosylation; LOCATED IN: membrane; CONTAINS InterPro DOMAIN/s: Glycosyl transferase, family 17 (InterPro:IPR006813); BEST Arabidopsis thaliana protein match is: beta-1,4-N-acetylglucosaminyltransferase family protein (TAIR:AT3G27540.1)		protein_coding

		chr2		4175		4376		MACS2_peak_58		12.69075																				Upstream		chr5		11667852		11668053				NIL		-		-711		NA		NA		NA						AT2G10600		AT2G10600.1		gypsy-like retrotransposon family (Athila), has a 4.4e-30 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		chr2		4311		4512		MACS2_peak_59		4.84011																				Upstream		chr5		11668392		11668593				NIL		-		-1251		NA		NA		NA						AT1G40104		AT1G40104.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		chr2		4760		4961		MACS2_peak_60		12.69075																				Upstream		chr5		11670447		11670648				NIL		-		-3306		NA		NA		NA						AT5G32430		AT5G32430.2		pseudogene, hypothetical protein		transposable_element_gene

		chr2		4996		5197		MACS2_peak_61		6.13284																				Upstream		chr5		11670448		11670649				NIL		-		-3307		NA		NA		NA						AT2G30230		AT2G30230.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G06980.1)		protein_coding

		chr2		5145		5346		MACS2_peak_62		2.58519																				Upstream		chr5		11671190		11671391				NIL		-		-4049		NA		NA		NA						AT2G32560		AT2G32560.1		F-box family protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364); BEST Arabidopsis thaliana protein match is: F-box family protein (TAIR:AT2G26850.1)		protein_coding

		chr2		5263		5464		MACS2_peak_63		3.71606																				Upstream		chr5		11681714		11681915				NIL		+		-2616		NA		NA		NA						AT5G03710		AT5G03710.1		unknown protein		protein_coding

		chr2		5447		5648		MACS2_peak_64		7.29339																				Upstream		chr5		11681717		11681918				NIL		+		-2613		NA		NA		NA						AT5G10660		AT5G10660.2		calmodulin-binding protein-related; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; EXPRESSED IN: 7 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G24880.1).		protein_coding

		chr2		5636		5837		MACS2_peak_65		8.77855																				Upstream		chr5		11682082		11682283				NIL		+		-2248		NA		NA		NA						AT5G32431		AT5G32431.1		pseudogene, hypothetical protein		transposable_element_gene

		chr2		5840		6041		MACS2_peak_66		4.84011																				Upstream		chr5		11682609		11682810				NIL		+		-1721		NA		NA		NA						AT3G33075		AT3G33075.1		pseudogene, hypothetical protein		transposable_element_gene

		chr2		6201		6402		MACS2_peak_67		2.58519																				Upstream		chr5		11682968		11683169				NIL		+		-1362		NA		NA		NA						AT3G24460		AT3G24460.1		Serinc-domain containing serine and sphingolipid biosynthesis protein; LOCATED IN: membrane; EXPRESSED IN: 10 plant structures; EXPRESSED DURING: LP.06 six leaves visible, LP.04 four leaves visible, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: TMS membrane protein/tumour differentially expressed protein (InterPro:IPR005016); BEST Arabidopsis thaliana protein match is: Serinc-domain containing serine and sphingolipid biosynthesis protein (TAIR:AT4G13345.1)		protein_coding

		chr2		6456		6657		MACS2_peak_68		3.76661																				Exon/CD		chr5		11701580		11701781		AT5G31770		AT5G31770		+		454		NA		NA		NA						AT2G01460		AT2G01460.1		P-loop containing nucleoside triphosphate hydrolases superfamily protein; FUNCTIONS IN: nucleoside-triphosphatase activity, kinase activity, nucleotide binding, phosphotransferase activity, alcohol group as acceptor, ATP binding; INVOLVED IN: biosynthetic process, metabolic process; LOCATED IN: cellular_component unknown; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Phosphoribulokinase/uridine kinase (InterPro:IPR006083), ATPase, AAA+ type, core (InterPro:IPR003593), Uridine kinase (InterPro:IPR000764); BEST Arabidopsis thaliana protein match is: Phosphoribulokinase / Uridine kinase family (TAIR:AT1G26190.1)		protein_coding

		chr2		6588		6789		MACS2_peak_69		3.71606																				Exon/CD		chr5		11701586		11701787		AT5G31770		AT5G31770		+		460		NA		NA		NA						AT5G31821		AT5G31821.1		CACTA-like transposase family (Ptta/En/Spm), has a 6.2e-86 P-value blast match to At5g29026.1/8-244 CACTA-like transposase family (Ptta/En/Spm) (CACTA-element) (Arabidopsis thaliana)		transposable_element_gene

		chr2		6728		6929		MACS2_peak_70		2.58519																				Downstream		chr5		11701696		11701897		AT5G31770		AT5G31770		+		570		NA		NA		NA						AT4G16630		AT4G16630.1		DEA(D/H)-box RNA helicase family protein; FUNCTIONS IN: helicase activity, ATP binding, ATP-dependent helicase activity, nucleic acid binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: cultured cell; CONTAINS InterPro DOMAIN/s: RNA helicase, DEAD-box type, Q motif (InterPro:IPR014014), DNA/RNA helicase, DEAD/DEAH box type, N-terminal (InterPro:IPR011545), RNA helicase, ATP-dependent, DEAD-box, conserved site (InterPro:IPR000629), DEAD-like helicase, N-terminal (InterPro:IPR014001), DNA/RNA helicase, C-terminal (InterPro:IPR001650), Helicase, superfamily 1/2, ATP-binding domain (InterPro:IPR014021); BEST Arabidopsis thaliana protein match is: DEA(D/H)-box RNA helicase family protein (TAIR:AT5G60990.1)		protein_coding

		chr2		6833		7034		MACS2_peak_71		3.71606																				Downstream		chr5		11702141		11702342		AT5G31770		AT5G31770		+		1015		NA		NA		NA						AT4G39900		AT4G39900.1		unknown protein		protein_coding

		chr2		7318		7519		MACS2_peak_72		8.65013																				Downstream		chr5		11702431		11702632		AT5G31770		AT5G31770		+		1305		NA		NA		NA						AT1G27880		AT1G27880.1		DEAD/DEAH box RNA helicase family protein ; FUNCTIONS IN: helicase activity, nucleic acid binding, ATP-dependent helicase activity, ATP binding; INVOLVED IN: DNA recombination; LOCATED IN: cellular_component unknown; EXPRESSED IN: 18 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: DNA/RNA helicase, DEAD/DEAH box type, N-terminal (InterPro:IPR011545), DNA helicase, ATP-dependent, RecQ type (InterPro:IPR004589), DNA helicase, ATP-dependent, RecQ type, N-terminal (InterPro:IPR018329), DNA/RNA helicase, ATP-dependent, DEAH-box type, conserved site (InterPro:IPR002464), DEAD-like helicase, N-terminal (InterPro:IPR014001), DNA/RNA helicase, C-terminal (InterPro:IPR001650), Helicase, superfamily 1/2, ATP-binding domain (InterPro:IPR014021); BEST Arabidopsis thaliana protein match is: DEAD/DEAH box RNA helicase family protein  (TAIR:AT4G35740.1)		protein_coding

		chr2		7776		7977		MACS2_peak_73		8.86521																				Downstream		chr5		11702624		11702825		AT5G31770		AT5G31770		+		1498		NA		NA		NA						AT5G61520		AT5G61520.1		Major facilitator superfamily protein; FUNCTIONS IN: carbohydrate transmembrane transporter activity, sugar:hydrogen symporter activity; INVOLVED IN: transport, transmembrane transport; LOCATED IN: integral to membrane, membrane; EXPRESSED IN: 15 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Sugar transporter, conserved site (InterPro:IPR005829), Major facilitator superfamily (InterPro:IPR020846), General substrate transporter (InterPro:IPR005828), Sugar/inositol transporter (InterPro:IPR003663), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT1G34580.1)		protein_coding

		chr2		8217		8418		MACS2_peak_74		8.81814																				Downstream		chr5		11710876		11711077				NIL		-		12249		NA		NA		NA						AT1G33350		AT1G33350.1		Pentatricopeptide repeat (PPR) superfamily protein; FUNCTIONS IN: binding; INVOLVED IN: N-terminal protein myristoylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: C globular stage, petal differentiation and expansion stage, E expanded cotyledon stage, D bilateral stage; CONTAINS InterPro DOMAIN/s: Pentatricopeptide repeat (InterPro:IPR002885), Tetratricopeptide-like helical (InterPro:IPR011990); BEST Arabidopsis thaliana protein match is: mitochondrial editing factor  21 (TAIR:AT2G20540.1)		protein_coding

		chr2		8627		8828		MACS2_peak_75		7.29339																				Downstream		chr5		11710879		11711080				NIL		-		12246		NA		NA		NA						AT5G54360		AT5G54360.1		C2H2-like zinc finger protein; FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: regulation of transcription; LOCATED IN: intracellular, chloroplast; CONTAINS InterPro DOMAIN/s: Zinc finger, C2H2-like (InterPro:IPR015880), Zinc finger, C2H2-type (InterPro:IPR007087); BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT5G54350.1)		protein_coding

		chr2		8862		9063		MACS2_peak_76		4.84011																				Downstream		chr5		11711035		11711236				NIL		-		12090		NA		NA		NA						AT2G46520		AT2G46520.1		cellular apoptosis susceptibility protein, putative / importin-alpha re-exporter, putative; FUNCTIONS IN: protein transporter activity, importin-alpha export receptor activity, binding; INVOLVED IN: intracellular protein transport, cell proliferation, protein import into nucleus, docking; LOCATED IN: nucleus, nuclear pore, membrane, cytoplasm; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Importin-beta, N-terminal (InterPro:IPR001494), CAS/CSE, C-terminal (InterPro:IPR005043), Armadillo-like helical (InterPro:IPR011989), Armadillo-type fold (InterPro:IPR016024), Exportin/Importin, Cse1-like (InterPro:IPR013713); BEST Arabidopsis thaliana protein match is: ARM repeat superfamily protein (TAIR:AT3G59020.2)		protein_coding

		chr2		9163		9364		MACS2_peak_77		6.04475																				Downstream		chr5		11711244		11711445				NIL		-		11881		NA		NA		NA						AT2G01008		AT2G01008.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: maternal effect embryo arrest 38 (TAIR:AT3G43160.1).		protein_coding

		chr2		9557		9758		MACS2_peak_78		14.11879																				Downstream		chr5		11711410		11711611				NIL		-		11715		NA		NA		NA						AT4G37110		AT4G37110.1		Zinc-finger domain of monoamine-oxidase A repressor R1; FUNCTIONS IN: zinc ion binding; EXPRESSED IN: 21 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, RING-type (InterPro:IPR001841), Cell division cycle-associated protein (InterPro:IPR018866); BEST Arabidopsis thaliana protein match is: Zinc-finger domain of monoamine-oxidase A repressor R1 (TAIR:AT2G23530.1)		protein_coding

		chr2		9839		10040		MACS2_peak_79		3.68321																				Downstream		chr5		11711412		11711613				NIL		-		11713		NA		NA		NA						AT3G41762		AT3G41762.1		unknown protein.		protein_coding

		chr2		10006		10207		MACS2_peak_80		2.64332																				Downstream		chr5		11711744		11711945				NIL		-		11381		NA		NA		NA						AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		chr2		10214		10415		MACS2_peak_81		24.96392																				Upstream		chr5		11723644		11723845		AT5G31804		AT5G31804		-		-2180		NA		NA		NA						AT3G06760		AT3G06760.2		Drought-responsive family protein; INVOLVED IN: response to water deprivation; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Drought induced 19/ RING finger protein 114 (InterPro:IPR008598); BEST Arabidopsis thaliana protein match is: Drought-responsive family protein (TAIR:AT5G49230.1)		protein_coding

		chr2		208210		208411		MACS2_peak_82		10.5353																				Upstream		chr5		11723645		11723846		AT5G31804		AT5G31804		-		-2181		NA		NA		NA						AT2G01022		AT2G01022.1		gypsy-like retrotransposon family, has a 4.3e-208 P-value blast match to GB:AAD27547 polyprotein (Gypsy_Ty3-element) (Oryza sativa subsp. indica)		transposable_element_gene

		chr2		1064132		1064333		MACS2_peak_83		4.11266																				Upstream		chr5		11724362		11724563		AT5G31804		AT5G31804		-		-2898		NA		NA		NA						AT1G28500		AT1G28500.1		Protein of unknown function (DUF626); CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF626, Arabidopsis thaliana (InterPro:IPR006462); BEST Arabidopsis thaliana protein match is: Protein of unknown function (DUF626) (TAIR:AT1G27860.1)		protein_coding

		chr2		1803419		1803620		MACS2_peak_84		8.84224																				Upstream		chr5		11724367		11724568		AT5G31804		AT5G31804		-		-2903		NA		NA		NA						AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		chr2		2460924		2461125		MACS2_peak_85		4.11266																				Upstream		chr5		11724828		11725029		AT5G31804		AT5G31804		-		-3364		NA		NA		NA						AT1G47300		AT1G47300.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT1G47340.1)		protein_coding

		chr2		3092803		3093004		MACS2_peak_86		17.71052																				Upstream		chr5		11724857		11725058		AT5G31804		AT5G31804		-		-3393		NA		NA		NA						AT2G40990		AT2G40990.1		DHHC-type zinc finger family protein; FUNCTIONS IN: zinc ion binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 6 plant structures; EXPRESSED DURING: L mature pollen stage, M germinated pollen stage, 4 anthesis, petal differentiation and expansion stage; CONTAINS InterPro DOMAIN/s: Zinc finger, DHHC-type (InterPro:IPR001594); BEST Arabidopsis thaliana protein match is: DHHC-type zinc finger family protein (TAIR:AT3G56920.1)		protein_coding

		chr2		3110661		3110862		MACS2_peak_87		5.6352																				Upstream		chr5		11726196		11726397		AT5G31804		AT5G31804		-		-4732		NA		NA		NA						AT2G34840		AT2G34840.1		Coatomer epsilon subunit; FUNCTIONS IN: protein transporter activity, structural molecule activity, binding; INVOLVED IN: retrograde vesicle-mediated transport, Golgi to ER; LOCATED IN: COPI vesicle coat; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Tetratricopeptide-like helical (InterPro:IPR011990), Coatomer, epsilon subunit (InterPro:IPR006822); BEST Arabidopsis thaliana protein match is: Coatomer epsilon subunit (TAIR:AT1G30630.1)		protein_coding

		chr2		3605723		3605924		MACS2_peak_88		39.97249																				Upstream		chr5		11726199		11726400		AT5G31804		AT5G31804		-		-4735		NA		NA		NA						AT1G20060		AT1G20060.1		ATP binding microtubule motor family protein; FUNCTIONS IN: microtubule motor activity, ATP binding; INVOLVED IN: microtubule-based movement; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: Kinesin, motor region, conserved site (InterPro:IPR019821), Kinesin, motor domain (InterPro:IPR001752); BEST Arabidopsis thaliana protein match is: P-loop containing nucleoside triphosphate hydrolases superfamily protein (TAIR:AT5G60930.1)		protein_coding

		chr2		3606082		3606283		MACS2_peak_89		34.79628																				Upstream		chr5		11734458		11734659		AT5G31821		AT5G31821		+		-4719		NA		NA		NA						AT1G40125		AT1G40125.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G30670.1)		transposable_element_gene

		chr2		3606578		3606779		MACS2_peak_90		125.58176																				Upstream		chr5		11734709		11734910		AT5G31821		AT5G31821		+		-4468		NA		NA		NA						AT3G31161		AT3G31161.1		pseudogene, hypothetical protein		pseudogene

		chr2		3606779		3606980		MACS2_peak_91		14.19325																				Upstream		chr5		11735103		11735304		AT5G31821		AT5G31821		+		-4074		NA		NA		NA						AT3G58900		AT3G58900.4		F-box/RNI-like superfamily protein; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364); BEST Arabidopsis thaliana protein match is: F-box/RNI-like superfamily protein (TAIR:AT3G58860.1).		protein_coding

		chr2		3607037		3607238		MACS2_peak_92		79.07772																				Upstream		chr5		11735345		11735546		AT5G31821		AT5G31821		+		-3832		NA		NA		NA						AT3G41979		AT3G41979.1		5.8SrRNA		ribosomal_rna

		chr2		3607645		3607846		MACS2_peak_93		125.58176																				Upstream		chr5		11735471		11735672		AT5G31821		AT5G31821		+		-3706		NA		NA		NA						AT2G11790		AT2G11790.1		Mutator-like transposase family, has a 5.6e-58 P-value blast match to O80466 /172-336 Pfam PF03108 MuDR family transposase (MuDr-element domain)		transposable_element_gene

		chr2		3614930		3615131		MACS2_peak_94		83.0018																				Upstream		chr5		11735694		11735895		AT5G31821		AT5G31821		+		-3483		NA		NA		NA						AT3G31406		AT3G31406.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT3G29610.1)		transposable_element_gene

		chr2		3615554		3615755		MACS2_peak_95		49.05037																				Upstream		chr5		11736018		11736219		AT5G31821		AT5G31821		+		-3159		NA		NA		NA						AT5G47540		AT5G47540.1		Mo25 family protein; FUNCTIONS IN: binding; INVOLVED IN: biological_process unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Mo25-like (InterPro:IPR013878), Armadillo-type fold (InterPro:IPR016024); BEST Arabidopsis thaliana protein match is: Mo25 family protein (TAIR:AT4G17270.1)		protein_coding

		chr2		3616304		3616505		MACS2_peak_96		91.77782																				Upstream		chr5		11736020		11736221		AT5G31821		AT5G31821		+		-3157		NA		NA		NA						AT5G05100		AT5G05100.1		Single-stranded nucleic acid binding R3H protein; FUNCTIONS IN: nucleic acid binding; LOCATED IN: cellular_component unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Single-stranded nucleic acid binding R3H (InterPro:IPR001374); BEST Arabidopsis thaliana protein match is: Single-stranded nucleic acid binding R3H protein (TAIR:AT3G10770.2)		protein_coding

		chr2		3616710		3616911		MACS2_peak_97		94.88978																				Upstream		chr5		11736159		11736360		AT5G31821		AT5G31821		+		-3018		NA		NA		NA						AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		chr2		3617090		3617291		MACS2_peak_98		39.97249																				Upstream		chr5		11736759		11736960		AT5G31821		AT5G31821		+		-2418		NA		NA		NA						AT5G54870		AT5G54870.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: vacuole; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT4G27020.1)		protein_coding

		chr2		3617409		3617610		MACS2_peak_99		44.87243																				Upstream		chr5		11736762		11736963		AT5G31821		AT5G31821		+		-2415		NA		NA		NA						AT1G48400		AT1G48400.1		F-box/RNI-like/FBD-like domains-containing protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), FBD-like (InterPro:IPR006566), F-box domain, Skp2-like (InterPro:IPR022364); BEST Arabidopsis thaliana protein match is: RNI-like superfamily protein (TAIR:AT1G48390.1)		protein_coding

		chr2		3617669		3617870		MACS2_peak_100		63.67589																				Upstream		chr5		11736941		11737142		AT5G31821		AT5G31821		+		-2236		NA		NA		NA						AT2G03505		AT2G03505.1		Carbohydrate-binding X8 domain superfamily protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: endomembrane system; CONTAINS InterPro DOMAIN/s: X8 (InterPro:IPR012946); BEST Arabidopsis thaliana protein match is: Carbohydrate-binding X8 domain superfamily protein (TAIR:AT1G13830.1)		protein_coding

		chr2		3618329		3618530		MACS2_peak_101		107.02293																				Upstream		chr5		11737017		11737218		AT5G31821		AT5G31821		+		-2160		NA		NA		NA						AT2G15800		AT2G15800.1		transposable element gene		transposable_element_gene

		chr2		3618896		3619097		MACS2_peak_102		96.89352																				Upstream		chr5		11737335		11737536		AT5G31821		AT5G31821		+		-1842		NA		NA		NA						AT3G62220		AT3G62220.1		Protein kinase superfamily protein; FUNCTIONS IN: protein serine/threonine kinase activity, protein kinase activity, kinase activity, ATP binding; INVOLVED IN: protein amino acid phosphorylation; LOCATED IN: cellular_component unknown; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Protein kinase, ATP binding site (InterPro:IPR017441), Protein kinase, catalytic domain (InterPro:IPR000719), Serine-threonine/tyrosine-protein kinase (InterPro:IPR001245), Protein kinase-like domain (InterPro:IPR011009), Serine/threonine-protein kinase, active site (InterPro:IPR008271); BEST Arabidopsis thaliana protein match is: Protein kinase superfamily protein (TAIR:AT2G47060.4)		protein_coding

		chr2		3619923		3620124		MACS2_peak_103		93.48758																				Upstream		chr5		11737342		11737543		AT5G31821		AT5G31821		+		-1835		NA		NA		NA						AT2G44340		AT2G44340.1		VQ motif-containing protein; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT3G60090.1)		protein_coding

		chr2		3620263		3620464		MACS2_peak_104		88.92168																				Upstream		chr5		11737683		11737884		AT5G31821		AT5G31821		+		-1494		NA		NA		NA						AT2G42380		AT2G42380.2		Encodes a member of the BZIP family of transcription factors. Forms heterodimers with the related protein AtbZIP61. Binds to G-boxes in vitro and is localized to the nucleus in onion epidermal cells.		protein_coding		 (BZIP34)		 (ATBZIP34); (BZIP34)

		chr2		3620417		3620618		MACS2_peak_105		17.23836																				Upstream		chr5		11737683		11737884		AT5G31821		AT5G31821		+		-1494		NA		NA		NA						ATCG00890		ATCG00890.1		NADH dehydrogenase ND2		protein_coding		 (NDHB.1)		 (NDHB.1)

		chr2		3620636		3620837		MACS2_peak_106		52.50816																				Upstream		chr5		11738055		11738256		AT5G31821		AT5G31821		+		-1122		NA		NA		NA						ATCG01250		ATCG01250.1		NADH dehydrogenase ND2		protein_coding		 (NDHB.2)		 (NDHB.2)

		chr2		3620819		3621020		MACS2_peak_107		109.05914																				Upstream		chr5		11738227		11738428		AT5G31821		AT5G31821		+		-950		NA		NA		NA						ATCG01080		ATCG01080.1		NADH dehydrogenase ND6		protein_coding		 (NDHG)		 (NDHG)

		chr2		3621569		3621770		MACS2_peak_108		94.88978																				Upstream		chr5		11738229		11738430		AT5G31821		AT5G31821		+		-948		NA		NA		NA						AT1G22540		AT1G22540.1		Major facilitator superfamily protein; FUNCTIONS IN: transporter activity; INVOLVED IN: oligopeptide transport; LOCATED IN: membrane; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: PTR2 family proton/oligopeptide symporter, conserved site (InterPro:IPR018456), Oligopeptide transporter (InterPro:IPR000109), Major facilitator superfamily, general substrate transporter (InterPro:IPR016196); BEST Arabidopsis thaliana protein match is: Major facilitator superfamily protein (TAIR:AT1G72140.1)		protein_coding		 (NPF5.10)		 (NPF5.10)

		chr2		3622151		3622352		MACS2_peak_109		45.79336																				Downstream		chr5		11753976		11754177				NIL		+		275		NA		NA		NA						AT5G18610		AT5G18610.1		Encodes a receptor-like cytoplasmic kinase that is an immediate downstream component of the chitin receptor CERK1 and contributes to the regulation of chitin-induced immunity.		protein_coding		 (PBL27)		 (PBL27)

		chr2		3622542		3622743		MACS2_peak_110		97.34113																				Downstream		chr5		11753977		11754178				NIL		+		276		NA		NA		NA						ATCG01190		ATCG01190.1		tRNA-Ala		pre_trna		 (TRNA.2)		 (TRNA.2)

		chr2		3623345		3623546		MACS2_peak_111		90.90277																				Downstream		chr5		11754146		11754347				NIL		+		445		NA		NA		NA						AT5G04850		AT5G04850.2		VPS60.2; CONTAINS InterPro DOMAIN/s: Snf7 (InterPro:IPR005024); BEST Arabidopsis thaliana protein match is: SNF7 family protein (TAIR:AT3G10640.1).		protein_coding		 (VPS60.2)		 (VPS60.2)

		chr2		3623866		3624067		MACS2_peak_112		54.08788																				Downstream		chr5		11754161		11754362				NIL		+		460		NA		NA		NA						ATCG01130		ATCG01130.1		YCF1.2; FUNCTIONS IN: protein binding; LOCATED IN: chloroplast, membrane; EXPRESSED IN: cultured cell, leaf; CONTAINS InterPro DOMAIN/s: Ycf1 (InterPro:IPR008896); BEST Arabidopsis thaliana protein match is: Ycf1 protein (TAIR:ATCG01000.1).		protein_coding		 (YCF1.2)		TRANSLOCON AT THE INNER ENVELOPE MEMBRANE OF CHLOROPLASTS 214 (TIC214); (YCF1.2)

		chr2		3624554		3624755		MACS2_peak_113		79.07772																				Downstream		chr5		11754383		11754584				NIL		+		682		NA		NA		NA						ATCG00860		ATCG00860.1		Encodes an unknown protein. This gene is regulated by AtSIG6 transcriptionally.		protein_coding		 (YCF2.1)		 (YCF2.1)

		chr2		3624856		3625057		MACS2_peak_114		45.61902																				Downstream		chr5		11754516		11754717				NIL		+		815		NA		NA		NA						ATCG01280		ATCG01280.1		YCF2.2; FUNCTIONS IN: nucleoside-triphosphatase activity, nucleotide binding, ATP binding; INVOLVED IN: biological_process unknown; LOCATED IN: chloroplast; CONTAINS InterPro DOMAIN/s: ATPase, AAA+ type, core (InterPro:IPR003593), ATPase, AAA-type, core (InterPro:IPR003959), Chloroplast Ycf2 (InterPro:IPR008543); BEST Arabidopsis thaliana protein match is: Chloroplast Ycf2;ATPase, AAA type, core (TAIR:ATCG00860.1).		protein_coding		 (YCF2.2)		 (YCF2.2)

		chr2		3625244		3625445		MACS2_peak_115		105.2291																				Downstream		chr5		11754516		11754717				NIL		+		815		NA		NA		NA						AT1G01480		AT1G01480.1		a member of the 1-aminocyclopropane-1-carboxylate (ACC) synthase (S-adenosyl-L-methionine methylthioadenosine-lyase, EC 4.4.1.14) gene family,  isolated from a flower-specific cDNA library.		protein_coding		1-AMINO-CYCLOPROPANE-1-CARBOXYLATE SYNTHASE 2 (ACS2)		1-AMINO-CYCLOPROPANE-1-CARBOXYLATE SYNTHASE 2 (ACS2); (AT-ACC2)

		chr2		3625588		3625789		MACS2_peak_116		56.18855																				Downstream		chr5		11754691		11754892				NIL		+		990		NA		NA		NA						AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif DNA-binding family protein (TAIR:AT5G46640.1)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		chr2		3626172		3626373		MACS2_peak_117		102.95441																				Downstream		chr5		11754692		11754893				NIL		+		991		NA		NA		NA						AT3G22930		AT3G22930.1		Encodes a calmodulin-like protein.		protein_coding		CALMODULIN-LIKE 11 (CML11)		CALMODULIN-LIKE 11 (CML11); (ATCML11)

		chr2		3626901		3627102		MACS2_peak_118		144.02946																				Downstream		chr5		11762909		11763110				NIL		-		2757		NA		NA		NA						AT3G48160		AT3G48160.2		E2F-like protein, an inhibitor of the endocycle, preserves the mitotic state of proliferating cells by suppressing transcription of genes that are required for cells to enter the DNA endoreduplication cycle.		protein_coding		DP-E2F-LIKE 1 (DEL1)		DP-E2F-LIKE 1 (DEL1); (E2FE);E2F-LIKE 3 (E2L3)

		chr2		3627241		3627442		MACS2_peak_119		133.71645																				Downstream		chr5		11762911		11763112				NIL		-		2755		NA		NA		NA						AT4G22140		AT4G22140.1		EARLY BOLTING IN SHORT DAYS (EBS); FUNCTIONS IN: DNA binding, zinc ion binding; INVOLVED IN: positive regulation of flower development, regulation of transcription, DNA-dependent, seed germination; LOCATED IN: cellular_component unknown; EXPRESSED IN: 23 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Zinc finger, PHD-type, conserved site (InterPro:IPR019786), Zinc finger, PHD-type (InterPro:IPR001965), Bromo adjacent homology (BAH) domain (InterPro:IPR001025), Zinc finger, FYVE/PHD-type (InterPro:IPR011011), Zinc finger, PHD-finger (InterPro:IPR019787); BEST Arabidopsis thaliana protein match is: Bromo-adjacent homology (BAH) domain-containing protein (TAIR:AT4G04260.1)		protein_coding		EARLY BOLTING IN SHORT DAYS (EBS)		EARLY BOLTING IN SHORT DAYS (EBS)

		chr2		3627715		3627916		MACS2_peak_120		59.52743																				Downstream		chr5		11763339		11763540				NIL		-		2327		NA		NA		NA						AT4G34390		AT4G34390.1		extra-large GTP-binding protein 2 (XLG2); FUNCTIONS IN: guanyl nucleotide binding, signal transducer activity; INVOLVED IN: in 7 processes; LOCATED IN: nucleus; EXPRESSED IN: 28 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Guanine nucleotide binding protein (G-protein), alpha subunit (InterPro:IPR001019), G protein alpha subunit, helical insertion (InterPro:IPR011025); BEST Arabidopsis thaliana protein match is: extra-large G-protein 1 (TAIR:AT2G23460.1)		protein_coding		EXTRA-LARGE GTP-BINDING PROTEIN 2 (XLG2)		EXTRA-LARGE GTP-BINDING PROTEIN 2 (XLG2)

		chr2		3627910		3628111		MACS2_peak_121		14.83288																				Downstream		chr5		11763602		11763803				NIL		-		2064		NA		NA		NA						AT4G02810		AT4G02810.1		A member of the FAF family proteins encoded by the FANTASTIC FOUR (FAF) genes:   AT4G02810 (FAF1), AT1G03170 (FAF2), AT5G19260 (FAF3) and AT3G06020 (FAF4).  FAFs have the potential to regulate shoot meristem size in Arabidopsis thaliana. FAFs can repress WUS, which ultimately leads to an arrest of meristem activity in FAF overexpressing lines.		protein_coding		FANTASTIC FOUR 1 (FAF1)		FANTASTIC FOUR 1 (FAF1)

		chr2		3662984		3663185		MACS2_peak_122		14.66609																				Upstream		chr5		11786983		11787184				NIL		-		-413		NA		NA		NA						AT3G59410		AT3G59410.2		Encodes an eIF2alpha kinase that can bind uncharged tRNA via its C-terminus and can phosphorylate both eIF2alpha homologues in Arabidopsis.		protein_coding		GENERAL CONTROL NON-REPRESSIBLE 2 (GCN2)		ARABIDOPSIS THALIANA GENERAL CONTROL NON-REPRESSIBLE 2 (ATGCN2);GENERAL CONTROL NON-REPRESSIBLE 2 (GCN2); (GCN2)

		chr2		3663650		3663851		MACS2_peak_123		13.43605																				Upstream		chr5		11787476		11787677				NIL		-		-906		NA		NA		NA						AT4G17750		AT4G17750.1		native protein is a trimer, interacts with HSP70, also with TBP, DNA interaction is modulated by phosphorylation  and is heat-shock inducible		protein_coding		HEAT SHOCK FACTOR 1 (HSF1)		HEAT SHOCK FACTOR 1 (HSF1);CLASS A HEAT SHOCK FACTOR 1A (HSFA1A);ARABIDOPSIS THALIANA HEAT SHOCK FACTOR 1 (ATHSF1);ARABIDOPSIS THALIANA CLASS A HEAT SHOCK FACTOR 1A (ATHSFA1A)

		chr2		3714173		3714374		MACS2_peak_124		7.21108																				Upstream		chr5		11787860		11788061				NIL		-		-1290		NA		NA		NA						AT1G46264		AT1G46264.1		Encodes SCHIZORIZA, a member of Heat Shock Transcription Factor (Hsf) family. Functions as a nuclear factor regulating asymmetry of stem cell divisions.		protein_coding		HEAT SHOCK TRANSCRIPTION FACTOR  B4 (HSFB4)		 (AT-HSFB4);HEAT SHOCK TRANSCRIPTION FACTOR  B4 (HSFB4);SCHIZORIZA (SCZ)

		chr2		3715538		3715739		MACS2_peak_125		6.32261																				Upstream		chr5		11787870		11788071				NIL		-		-1300		NA		NA		NA						AT4G13430		AT4G13430.1		Encodes a methylthioalkylmalate isomerase involved in glucosinolate biosynthesis.		protein_coding		ISOPROPYL MALATE ISOMERASE LARGE SUBUNIT 1 (IIL1)		ISOPROPYL MALATE ISOMERASE LARGE SUBUNIT 1 (IIL1); (ATLEUC1)

		chr2		3715768		3715969		MACS2_peak_126		7.21108																				Upstream		chr5		11788305		11788506				NIL		-		-1735		NA		NA		NA						AT3G10050		AT3G10050.1		first enzyme in the biosynthetic pathway of isoleucine		protein_coding		L-O-METHYLTHREONINE RESISTANT 1 (OMR1)		L-O-METHYLTHREONINE RESISTANT 1 (OMR1)

		chr2		3718218		3718419		MACS2_peak_127		88.36913																				Upstream		chr5		11788309		11788510				NIL		-		-1739		NA		NA		NA						AT5G44870		AT5G44870.1		Encodes LAZ5, a TIR-class NB-LRR R protein of unknown pathogen specificity with sequence similarity to RPS4, an R protein conferring resistance to Pseudomonas syringae expressing the effector AvrRPS4.  Overexpression of LAZ5 results in hypersensitive cell death (plants did not survive to set seeds).		protein_coding		LAZARUS 5 (LAZ5)		LAZARUS 5 (LAZ5);TOLERANCE TO TOBACCO RINGSPOT VIRUS 1 (TTR1)

		chr2		4103452		4103653		MACS2_peak_128		10.5353																				Upstream		chr5		11788859		11789060				NIL		-		-2289		NA		NA		NA						AT3G06140		AT3G06140.1		Paralog of LOG2 (At3g09770), a ubiquitin ligase that regulates amino acid export.		protein_coding		LOG2-LIKE UBIQUITIN LIGASE4 (LUL4)		LOG2-LIKE UBIQUITIN LIGASE4 (LUL4)

		chr2		4129296		4129497		MACS2_peak_129		6.58551																				Upstream		chr5		11789990		11790191				NIL		-		-3420		NA		NA		NA						AT1G64400		AT1G64400.1		long-chain acyl-CoA synthetase 3 (LACS3); FUNCTIONS IN: catalytic activity; INVOLVED IN: fatty acid biosynthetic process; EXPRESSED IN: 22 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINS InterPro DOMAIN/s: AMP-binding, conserved site (InterPro:IPR020845), AMP-dependent synthetase/ligase (InterPro:IPR000873); BEST Arabidopsis thaliana protein match is: AMP-dependent synthetase and ligase family protein (TAIR:AT4G23850.1)		protein_coding		LONG-CHAIN ACYL-COA SYNTHETASE 3 (LACS3)		LONG-CHAIN ACYL-COA SYNTHETASE 3 (LACS3)

		chr2		4130359		4130560		MACS2_peak_130		17.77649																				Upstream		chr5		11791068		11791269				NIL		-		-4498		NA		NA		NA						AT1G14030		AT1G14030.1		Encodes a lysine methyltransferase whose main soluble physiological substrates are chloroplastic fructose 1,6-bisphosphate aldolases, FBA1, FBA2, and FBA3.  Lysines near the C-terminal end of the target proteins are trimethylated.		protein_coding		LYSINE METHYLTRANSFERASE (LSMT)-LIKE (LSMT-L)		LYSINE METHYLTRANSFERASE (LSMT)-LIKE (LSMT-L)

		chr2		4648438		4648639		MACS2_peak_131		15.85794																				Downstream		chr5		11796262		11796463				NIL		-		11934		NA		NA		NA						AT2G34880		AT2G34880.1		A maternally expressed imprinted gene.		protein_coding		MATERNAL EFFECT EMBRYO ARREST 27 (MEE27)		JUMONJI DOMAIN-CONTAINING PROTEIN 15 (JMJ15);MATERNAL EFFECT EMBRYO ARREST 27 (MEE27); (PKDM7C)

		chr2		4650286		4650487		MACS2_peak_132		17.71052																				Downstream		chr5		11796264		11796465				NIL		-		11932		NA		NA		NA						AT1G28280		AT1G28280.1		VQ motif-containing protein; CONTAINS InterPro DOMAIN/s: VQ (InterPro:IPR008889); BEST Arabidopsis thaliana protein match is: VQ motif-containing protein (TAIR:AT2G33780.1)		protein_coding		MPK3/6-TARGETED VQP 1 (MVQ1)		MPK3/6-TARGETED VQP 1 (MVQ1)

		chr2		4733698		4733899		MACS2_peak_133		14.05449																				Downstream		chr5		11796567		11796768				NIL		-		11629		NA		NA		NA						AT5G40330		AT5G40330.1		Encodes a MYB gene that, when overexpressed ectopically, can induce ectopic trichome formation.  It is a member of subgroup 15, together with WER and GL1.  Members of this subgroup share a conserved motif of 19 amino acids in the putative transcription activation domain at the C-terminal end.  The gene is expressed in leaves, stems, flowers, seeds and roots and quite strongly in trichomes. There is partial functional redundancy between ATMYB23 and GL1.  The two proteins are functionally equivalent with respect to the regulation of trichome initiation but not with respect to trichome branching - which is controlled by MYB23 and not GL1.		protein_coding		MYB DOMAIN PROTEIN 23 (MYB23)		MYB DOMAIN PROTEIN 23 (MYB23);MYB DOMAIN PROTEIN 23 (ATMYB23); (ATMYBRTF)

		chr2		4996844		4997045		MACS2_peak_134		4.11266																				Downstream		chr5		11796574		11796775				NIL		-		11622		NA		NA		NA						AT4G01520		AT4G01520.1		NAC domain containing protein 67 (NAC067); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC with transmembrane motif1 (TAIR:AT4G01540.1)		protein_coding		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)		NAC DOMAIN CONTAINING PROTEIN 67 (anac067);NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)

		chr2		5022283		5022484		MACS2_peak_135		27.39535																				Upstream		chr5		11808269		11808470				NIL		-		-39		NA		NA		NA						AT4G29730		AT4G29730.1		cell cycle-related repressor genes encoding WD-repeat proteins.		protein_coding		NUCLEOSOME/CHROMATIN ASSEMBLY FACTOR GROUP C5 (NFC5)		NUCLEOSOME/CHROMATIN ASSEMBLY FACTOR GROUP C5 (NFC5); (MSI5)

		chr2		5099900		5100101		MACS2_peak_136		91.85499																				Downstream		chr5		11808325		11808526				NIL		-		44		NA		NA		NA						AT4G38770		AT4G38770.1		Encodes one of four proline-rich proteins in Arabidopsis which are predicted to localize to the cell wall.  Transcripts are most abundant in aerial organs of the plant.		protein_coding		PROLINE-RICH PROTEIN 4 (PRP4)		PROLINE-RICH PROTEIN 4 (PRP4);ARABIDOPSIS THALIANA PROLINE-RICH PROTEIN 4 (ATPRP4)

		chr2		5456650		5456851		MACS2_peak_137		8.84224																				Upstream		chr5		11822001		11822202				NIL		-		-414		NA		NA		NA						AT3G24800		AT3G24800.1		Contains two ring finger domains and one ZZ domain. Week similarity to yeast Rad18p. Putative component of the N-end rule pathway (ubiquitin-dependent proteolysis).		protein_coding		PROTEOLYSIS 1 (PRT1)		PROTEOLYSIS 1 (PRT1)

		chr2		5799719		5799920		MACS2_peak_138		10.5353																				Upstream		chr5		11822005		11822206				NIL		-		-418		NA		NA		NA						AT1G68840		AT1G68840.1		Rav2 is part of a complex that has been named `regulator of the (H+)-ATPase of the vacuolar and endosomal membranes' (RAVE) The mRNA is cell-to-cell mobile.		protein_coding		RELATED TO ABI3/VP1 2 (RAV2)		RELATED TO ABI3/VP1 2 (RAV2);RELATED TO AP2 8 (rap2.8);TEMPRANILLO 2 (TEM2);ETHYLENE RESPONSE DNA BINDING FACTOR 2 (EDF2); (AtRAV2)

		chr2		6002301		6002502		MACS2_peak_139		8.84224																				Upstream		chr5		11823072		11823273				NIL		-		-1485		NA		NA		NA						AT5G58130		AT5G58130.1		Encodes ROS3 (repressor of silencing 3), a RNA-binding protein required for DNA demethylation.		protein_coding		REPRESSOR OF SILENCING 3 (ROS3)		REPRESSOR OF SILENCING 3 (ROS3)

		chr2		6880736		6880937		MACS2_peak_140		17.71052																				Upstream		chr5		11823266		11823467				NIL		-		-1679		NA		NA		NA						ATCG01310		ATCG01310.1		encodes a chloroplast ribosomal protein L2, a constituent of the large subunit of the ribosomal complex		protein_coding		RIBOSOMAL PROTEIN L2 (RPL2.2)		RIBOSOMAL PROTEIN L2 (RPL2.2)

		chr2		7190914		7191115		MACS2_peak_141		8.59623																				Upstream		chr5		11823277		11823478				NIL		-		-1690		NA		NA		NA						ATCG01300		ATCG01300.1		One of two chloroplast genes that encode  chloroplast ribosomal protein L23, a constituent of the large subunit of the ribosomal complex		protein_coding		RIBOSOMAL PROTEIN L23 (RPL23.2)		RIBOSOMAL PROTEIN L23 (RPL23.2)

		chr2		7191274		7191475		MACS2_peak_142		6.04475																				Upstream		chr5		11823605		11823806				NIL		-		-2018		NA		NA		NA						ATCG00840		ATCG00840.1		One of two chloroplast genes that encode chloroplast ribosomal protein L23, a constituent of the large subunit of the ribosomal complex		protein_coding		RIBOSOMAL PROTEIN L23.1 (RPL23.1)		RIBOSOMAL PROTEIN L23 (RPL23);RIBOSOMAL PROTEIN L23.1 (RPL23.1)

		chr2		8021468		8021669		MACS2_peak_143		7.22096																				Upstream		chr5		11823978		11824179				NIL		-		-2391		NA		NA		NA						ATCG01230		ATCG01230.1		chloroplast gene encoding ribosomal protein s12. The gene is located in three distinct loci on the chloroplast genome and is transpliced to make one transcript.		protein_coding		RIBOSOMAL PROTEIN S12B (RPS12B)		RIBOSOMAL PROTEIN S12 (RPS12);RIBOSOMAL PROTEIN S12B (RPS12B)

		chr2		8381948		8382149		MACS2_peak_144		12.27514																				Upstream		chr5		11824852		11825053				NIL		-		-3265		NA		NA		NA						ATCG00905		ATCG00905.1		chloroplast gene encoding ribosomal protein s12. The gene is located in three distinct loci on the chloroplast genome and is transpliced to make one transcript.		protein_coding		RIBOSOMAL PROTEIN S12C (RPS12C)		RIBOSOMAL PROTEIN S12C (RPS12C);RIBOSOMAL PROTEIN S12 (RPS12)

		chr2		8678419		8678620		MACS2_peak_145		8.84224																				Upstream		chr5		11826813		11827014				NIL		+		-3849		NA		NA		NA						ATCG01210		ATCG01210.1		chloroplast-encoded 16S ribosomal RNA		ribosomal_rna		RIBOSOMAL RNA 16S (RRN16S.2)		RIBOSOMAL RNA 16S (RRN16S.2)

		chr2		8740239		8740440		MACS2_peak_146		5.6352																				Upstream		chr5		11828061		11828262				NIL		+		-2601		NA		NA		NA						ATCG00920		ATCG00920.1		chloroplast-encoded 16S ribosomal RNA		ribosomal_rna		RIBOSOMAL RNA16S (RRN16S.1)		RIBOSOMAL RNA16S (RRN16S.1)

		chr2		9126217		9126418		MACS2_peak_147		2.67118																				Upstream		chr5		11828566		11828767				NIL		+		-2096		NA		NA		NA						ATCG00950		ATCG00950.1		chloroplast-encoded 23S ribosomal RNA		ribosomal_rna		RIBOSOMAL RNA23S (RRN23S.1)		RIBOSOMAL RNA23S (RRN23S.1)

		chr2		9723186		9723387		MACS2_peak_148		33.49305																				Upstream		chr5		11828576		11828777				NIL		+		-2086		NA		NA		NA						ATCG01180		ATCG01180.1		chloroplast-encoded 23S ribosomal RNA		ribosomal_rna		RIBOSOMAL RNA23S (RRN23S.2)		RIBOSOMAL RNA23S (RRN23S.2)

		chr2		11839519		11839720		MACS2_peak_149		37.66361																				Upstream		chr5		11828901		11829102				NIL		+		-1761		NA		NA		NA						ATCG01160		ATCG01160.1		Chloroplast-encoded 5S ribosomal RNA, which is a component of the 50S large subunit of the plastidic ribosome.		ribosomal_rna		RIBOSOMAL RNA5S (RRN5S)		RIBOSOMAL RNA5S (RRN5S)

		chr2		12280078		12280279		MACS2_peak_150		5.6352																				Upstream		chr5		11830172		11830373				NIL		+		-490		NA		NA		NA						ATCG00970		ATCG00970.1		chloroplast-encoded 5S ribosomal RNA		ribosomal_rna		RIBOSOMAL RNA5S (RRN5S)		RIBOSOMAL RNA5S (RRN5S)

		chr2		13095213		13095414		MACS2_peak_151		8.84224																				Upstream		chr5		11830497		11830698				NIL		+		-165		NA		NA		NA						AT4G27470		AT4G27470.1		Encodes a RING finger E3 ubiquitin ligase.		protein_coding		RING MEMBRANE-ANCHOR 3 (RMA3)		 (ATRMA3);RING MEMBRANE-ANCHOR 3 (RMA3)

		chr2		13185588		13185789		MACS2_peak_152		7.22096																				Downstream		chr5		11839632		11839833		AT5G32197		AT5G32197		+		2945		NA		NA		NA						AT1G73310		AT1G73310.1		serine carboxypeptidase-like 4 (scpl4); FUNCTIONS IN: serine-type carboxypeptidase activity; INVOLVED IN: proteolysis; LOCATED IN: endomembrane system; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 8 growth stages; CONTAINS InterPro DOMAIN/s: Peptidase S10, serine carboxypeptidase (InterPro:IPR001563); BEST Arabidopsis thaliana protein match is: serine carboxypeptidase-like 3 (TAIR:AT1G73280.1)		protein_coding		SERINE CARBOXYPEPTIDASE-LIKE 4 (scpl4)		SERINE CARBOXYPEPTIDASE-LIKE 4 (scpl4)

		chr2		13824545		13824746		MACS2_peak_153		5.6352																				Downstream		chr5		11903222		11903423				NIL		-		6421		NA		NA		NA						AT2G30980		AT2G30980.1		Encodes a GSK3-like protein kinase. This protein can interact with the BZR1 protein involved in brassinosteroid-mediated signaling in a Y2H assay and promotes BZR1 phosphorylation in protoplasts.		protein_coding		SHAGGY-RELATED PROTEIN KINASE DZETA (SKdZeta)		SHAGGY-RELATED PROTEIN KINASE DZETA (ASKdZeta);SHAGGY-LIKE PROTEIN KINASE 23 (ATSK23);BIN2-LIKE 1 (BIL1);A. THALIANA SHAGGY-LIKE KINASE GROUP 2 2 (ATSK2-2);SHAGGY-RELATED PROTEIN KINASE DZETA (SKdZeta)

		chr2		14373711		14373912		MACS2_peak_154		7.22096																				Downstream		chr5		11903228		11903429				NIL		-		6415		NA		NA		NA						AT3G48820		AT3G48820.1		Encodes a homolog of the animal sialyltransferases but sialyltransferase activity was not detected (Plant Biology 2009, 11:284).  Located in the Golgi apparatus.		protein_coding		SIALYLTRANSFERASE-LIKE 2 (SIA2)		SIALYLTRANSFERASE-LIKE 2 (SIA2)

		chr2		14702454		14702655		MACS2_peak_155		4.11266																				Upstream		chr5		11916002		11916203				NIL		+		-600		NA		NA		NA						AT4G00880		AT4G00880.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT2G46690.1)		protein_coding		SMALL AUXIN UPREGULATED RNA 31 (SAUR31)		SMALL AUXIN UPREGULATED RNA 31 (SAUR31)

		chr2		14714784		14714985		MACS2_peak_156		12.27514																				Upstream		chr5		11916541		11916742				NIL		+		-61		NA		NA		NA						AT1G25560		AT1G25560.1		Encodes a member of the RAV transcription factor family that contains AP2 and B3 binding domains. Involved in the regulation of flowering under long days. Loss of function results in early flowering. Overexpression causes late flowering and  repression of expression of FT. Novel transcriptional regulator involved in ethylene signaling. Promoter bound by EIN3. EDF1 in turn, binds to promoter elements in ethylene responsive genes.		protein_coding		TEMPRANILLO 1 (TEM1)		TEMPRANILLO 1 (TEM1);ETHYLENE RESPONSE DNA BINDING FACTOR 1 (EDF1); (ATTEM1)

		chr2		17106947		17107148		MACS2_peak_157		10.5353																				Upstream		chr5		11930252		11930453				NIL		+		-4843		NA		NA		NA						AT3G23890		AT3G23890.1		Encodes a topoisomerase II that is highly expressed in young seedlings. The protein is localized in the nucleus and gene expression levels are increased in proliferative tissues.		protein_coding		TOPOISOMERASE II (TOPII)		TOPOISOMERASE II (TOPII); (ATTOPII)

		chr2		17108409		17108610		MACS2_peak_158		4.11266																				Upstream		chr5		11930865		11931066				NIL		+		-4230		NA		NA		NA						AT5G10100		AT5G10100.1		Haloacid dehalogenase-like hydrolase (HAD) superfamily protein; FUNCTIONS IN: catalytic activity, trehalose-phosphatase activity; INVOLVED IN: trehalose biosynthetic process, metabolic process; LOCATED IN: chloroplast; EXPRESSED IN: embryo, root; EXPRESSED DURING: C globular stage; CONTAINS InterPro DOMAIN/s: HAD-superfamily hydrolase, subfamily IIB (InterPro:IPR006379), Trehalose-phosphatase (InterPro:IPR003337); BEST Arabidopsis thaliana protein match is: Haloacid dehalogenase-like hydrolase (HAD) superfamily protein (TAIR:AT5G65140.1)		protein_coding		TREHALOSE-6-PHOSPHATE PHOSPHATASE I (TPPI)		TREHALOSE-6-PHOSPHATE PHOSPHATASE I (TPPI)

		chr2		17646866		17647067		MACS2_peak_159		4.11266																				Upstream		chr5		11931341		11931542				NIL		+		-3754		NA		NA		NA						AT3G53090		AT3G53090.1		encodes a ubiquitin-protein ligase containing a HECT domain. There are six other HECT-domain UPLs in Arabidopsis.		protein_coding		UBIQUITIN-PROTEIN LIGASE 7 (UPL7)		UBIQUITIN-PROTEIN LIGASE 7 (UPL7)

		chr2		17701276		17701477		MACS2_peak_160		8.84224																				Upstream		chr5		11933106		11933307				NIL		+		-1989		NA		NA		NA						The query for the following terms resulted in no hits: GENE ID  

		chr2		18145513		18145714		MACS2_peak_161		5.6352																				Upstream		chr5		11933121		11933322				NIL		+		-1974		NA		NA		NA

		chr2		18314683		18314884		MACS2_peak_162		15.85794																				Upstream		chr5		11934339		11934540				NIL		+		-756		NA		NA		NA

		chr2		19100400		19100601		MACS2_peak_163		14.05449																				Downstream		chr5		11956569		11956770				NIL		-		907		NA		NA		NA

		chr2		19698046		19698247		MACS2_peak_164		28.08779																				Downstream		chr5		11956570		11956771				NIL		-		906		NA		NA		NA

		chr3		25		226		MACS2_peak_165		8.84224																				Downstream		chr5		11956733		11956934				NIL		-		743		NA		NA		NA

		chr3		1855867		1856068		MACS2_peak_166		8.84224																				Downstream		chr5		11956736		11956937				NIL		-		740		NA		NA		NA

		chr3		2132762		2132963		MACS2_peak_167		15.85794																				Upstream		chr5		11957723		11957924				NIL		-		-247		NA		NA		NA

		chr3		2259683		2259884		MACS2_peak_168		17.71052																				Upstream		chr5		11958115		11958316				NIL		-		-639		NA		NA		NA

		chr3		8125686		8125887		MACS2_peak_169		37.66361																				Upstream		chr5		11958473		11958674				NIL		-		-997		NA		NA		NA

		chr3		8414022		8414223		MACS2_peak_170		57.18774																				Upstream		chr5		11958476		11958677				NIL		-		-1000		NA		NA		NA

		chr3		8624684		8624885		MACS2_peak_171		7.22096																				Upstream		chr5		11958758		11958959				NIL		-		-1282		NA		NA		NA

		chr3		9055505		9055706		MACS2_peak_172		12.27514																				Upstream		chr5		11958759		11958960				NIL		-		-1283		NA		NA		NA

		chr3		10188043		10188244		MACS2_peak_173		14.05449																				Upstream		chr5		11959119		11959320				NIL		-		-1643		NA		NA		NA

		chr3		11486146		11486347		MACS2_peak_174		25.40632																				Upstream		chr5		11959571		11959772				NIL		-		-2095		NA		NA		NA

		chr3		11895318		11895519		MACS2_peak_175		19.59719																				Downstream		chr5		11961238		11961439				NIL		-		1112		NA		NA		NA

		chr3		12168110		12168311		MACS2_peak_176		12.27514																				Downstream		chr5		11961239		11961440				NIL		-		1111		NA		NA		NA

		chr3		12242857		12243058		MACS2_peak_177		10.5353																				Downstream		chr5		11961403		11961604				NIL		-		947		NA		NA		NA

		chr3		12670262		12670463		MACS2_peak_178		21.51208																				Downstream		chr5		11961405		11961606				NIL		-		945		NA		NA		NA

		chr3		12685671		12685872		MACS2_peak_179		7.22096																				Downstream		chr5		11961561		11961762				NIL		-		789		NA		NA		NA

		chr3		12779327		12779528		MACS2_peak_180		7.22096																				Upstream		chr5		11962779		11962980				NIL		-		-429		NA		NA		NA

		chr3		13586843		13587044		MACS2_peak_181		81.02388																				Upstream		chr5		11963176		11963377				NIL		-		-826		NA		NA		NA

		chr3		13587260		13587461		MACS2_peak_182		11.76595																				Upstream		chr5		11963182		11963383				NIL		-		-832		NA		NA		NA

		chr3		13587581		13587782		MACS2_peak_183		100.92184																				Upstream		chr5		11963685		11963886				NIL		-		-1335		NA		NA		NA

		chr3		13589242		13589443		MACS2_peak_184		107.02293																				Upstream		chr5		11964089		11964290				NIL		-		-1739		NA		NA		NA

		chr3		13591200		13591401		MACS2_peak_185		109.05914																				Upstream		chr5		11964612		11964813				NIL		-		-2262		NA		NA		NA

		chr3		13633006		13633207		MACS2_peak_186		34.93526																				Upstream		chr5		11964968		11965169				NIL		-		-2618		NA		NA		NA

		chr3		13641771		13641972		MACS2_peak_187		6.58551																				Upstream		chr5		11965270		11965471				NIL		-		-2920		NA		NA		NA

		chr3		13641860		13642061		MACS2_peak_188		6.94868																				Upstream		chr5		11965460		11965661				NIL		-		-3110		NA		NA		NA

		chr3		13682979		13683180		MACS2_peak_189		4.11266																				Upstream		chr5		11965827		11966028				NIL		-		-3477		NA		NA		NA

		chr3		13836610		13836811		MACS2_peak_190		11.69663																				Upstream		chr5		11966203		11966404				NIL		-		-3853		NA		NA		NA

		chr3		13838640		13838841		MACS2_peak_191		9.55693																				Upstream		chr5		11967267		11967468				NIL		-		-4917		NA		NA		NA

		chr3		13845617		13845818		MACS2_peak_192		5.80793																				Upstream		chr5		11968454		11968655				NIL		+		-4059		NA		NA		NA

		chr3		13849551		13849752		MACS2_peak_193		7.50339																				Upstream		chr5		11968461		11968662				NIL		+		-4052		NA		NA		NA

		chr3		13852061		13852262		MACS2_peak_194		14.31785																				Upstream		chr5		11969604		11969805				NIL		+		-2909		NA		NA		NA

		chr3		13866732		13866933		MACS2_peak_195		8.78076																				Upstream		chr5		11969900		11970101				NIL		+		-2613		NA		NA		NA

		chr3		14191750		14191951		MACS2_peak_196		29.73993																				Upstream		chr5		11970289		11970490				NIL		+		-2224		NA		NA		NA

		chr3		14192657		14192858		MACS2_peak_197		25.91695																				Upstream		chr5		11970608		11970809				NIL		+		-1905		NA		NA		NA

		chr3		14193153		14193354		MACS2_peak_198		15.58261																				Upstream		chr5		11970613		11970814				NIL		+		-1900		NA		NA		NA

		chr3		14193477		14193678		MACS2_peak_199		11.29199																				Upstream		chr5		11970974		11971175				NIL		+		-1539		NA		NA		NA

		chr3		14194417		14194618		MACS2_peak_200		29.73993																				Upstream		chr5		11971830		11972031				NIL		+		-683		NA		NA		NA

		chr3		14195332		14195533		MACS2_peak_201		21.66652																				Downstream		chr5		11974964		11975165				NIL		-		596		NA		NA		NA

		chr3		14196007		14196208		MACS2_peak_202		9.926																				Downstream		chr5		11975152		11975353				NIL		-		408		NA		NA		NA

		chr3		14196353		14196554		MACS2_peak_203		8.59623																				Downstream		chr5		11975153		11975354				NIL		-		407		NA		NA		NA

		chr3		14196665		14196866		MACS2_peak_204		11.29199																				Upstream		chr5		12026096		12026297				NIL		-		-614		NA		NA		NA

		chr3		14197228		14197429		MACS2_peak_205		4.84011																				Upstream		chr5		12026771		12026972				NIL		-		-1289		NA		NA		NA

		chr3		14197539		14197740		MACS2_peak_206		7.29339																				Upstream		chr5		12026777		12026978				NIL		-		-1295		NA		NA		NA

		chr3		14198147		14198348		MACS2_peak_207		11.29199																				Upstream		chr5		12027131		12027332				NIL		-		-1649		NA		NA		NA

		chr3		14198282		14198483		MACS2_peak_208		4.84011																				Upstream		chr5		12027132		12027333				NIL		-		-1650		NA		NA		NA

		chr3		14198867		14199068		MACS2_peak_209		8.59623																				Downstream		chr5		12028596		12028797				NIL		-		593		NA		NA		NA

		chr3		14199234		14199435		MACS2_peak_210		3.68321																				Downstream		chr5		12028896		12029097				NIL		-		293		NA		NA		NA

		chr3		14199553		14199754		MACS2_peak_211		15.58261																				Downstream		chr5		12028899		12029100				NIL		-		290		NA		NA		NA

		chr3		14199811		14200012		MACS2_peak_212		4.84011																				Downstream		chr5		12029163		12029364				NIL		-		26		NA		NA		NA

		chr3		14199928		14200129		MACS2_peak_213		6.04475																				Upstream		chr5		12043511		12043712		AT5G32430		AT5G32430		-		-409		NA		NA		NA

		chr3		14200174		14200375		MACS2_peak_214		2.62385																				Upstream		chr5		12044161		12044362		AT5G32430		AT5G32430		-		-1059		NA		NA		NA

		chr3		14200428		14200629		MACS2_peak_215		4.91017																				Upstream		chr5		12044162		12044363		AT5G32430		AT5G32430		-		-1060		NA		NA		NA

		chr3		14200559		14200760		MACS2_peak_216		3.74616																				Upstream		chr5		12044430		12044631		AT5G32430		AT5G32430		-		-1328		NA		NA		NA

		chr3		14200699		14200900		MACS2_peak_217		2.61433																				Upstream		chr5		12045076		12045277		AT5G32430		AT5G32430		-		-1974		NA		NA		NA

		chr3		14200805		14201006		MACS2_peak_218		3.73128																				Upstream		chr5		12045736		12045937		AT5G32430		AT5G32430		-		-2634		NA		NA		NA

		chr3		14201247		14201448		MACS2_peak_219		7.29339																				Downstream		chr5		12047642		12047843				NIL		-		2763		NA		NA		NA

		chr3		14201745		14201946		MACS2_peak_220		8.65075																				Downstream		chr5		12047648		12047849				NIL		-		2757		NA		NA		NA

		chr3		14202242		14202443		MACS2_peak_221		11.29199																				Downstream		chr5		12048156		12048357				NIL		-		2249		NA		NA		NA

		chr3		14202600		14202801		MACS2_peak_222		8.59623																				Downstream		chr5		12048160		12048361				NIL		-		2245		NA		NA		NA

		chr3		14202954		14203155		MACS2_peak_223		7.30463																				Upstream		chr5		12050814		12051015		AT5G32431		AT5G32431		-		-446		NA		NA		NA

		chr3		14203561		14203762		MACS2_peak_224		14.11879																				Upstream		chr5		12050821		12051022		AT5G32431		AT5G32431		-		-453		NA		NA		NA

		chr3		14204350		14204551		MACS2_peak_225		31.41075																				Upstream		chr5		12051151		12051352		AT5G32431		AT5G32431		-		-783		NA		NA		NA

		chr3		14254329		14254530		MACS2_peak_226		10.5353																				Upstream		chr5		12052099		12052300		AT5G32431		AT5G32431		-		-1731		NA		NA		NA

		chr3		14305172		14305373		MACS2_peak_227		44.03433																				Upstream		chr5		12052457		12052658		AT5G32431		AT5G32431		-		-2089		NA		NA		NA

		chr3		14306083		14306284		MACS2_peak_228		10.5353																				Upstream		chr5		12053525		12053726		AT5G32431		AT5G32431		-		-3157		NA		NA		NA

		chr3		14762142		14762343		MACS2_peak_229		23.44297																				Upstream		chr5		12053526		12053727		AT5G32431		AT5G32431		-		-3158		NA		NA		NA

		chr3		15733047		15733248		MACS2_peak_230		5.6352																				Upstream		chr5		12053796		12053997		AT5G32431		AT5G32431		-		-3428		NA		NA		NA

		chr3		16576921		16577122		MACS2_peak_231		2.67118																				Upstream		chr5		12053805		12054006		AT5G32431		AT5G32431		-		-3437		NA		NA		NA

		chr3		17541220		17541421		MACS2_peak_232		7.22096																				Upstream		chr5		12054586		12054787		AT5G32431		AT5G32431		-		-4218		NA		NA		NA

		chr3		17678408		17678609		MACS2_peak_233		15.85794																				Upstream		chr5		12054590		12054791		AT5G32431		AT5G32431		-		-4222		NA		NA		NA

		chr3		18101213		18101414		MACS2_peak_234		17.71052																				Upstream		chr5		12054947		12055148		AT5G32431		AT5G32431		-		-4579		NA		NA		NA

		chr3		18498428		18498629		MACS2_peak_235		5.46721																				Upstream		chr5		12054948		12055149		AT5G32431		AT5G32431		-		-4580		NA		NA		NA

		chr3		18960735		18960936		MACS2_peak_236		14.05449																				Upstream		chr5		12055228		12055429		AT5G32431		AT5G32431		-		-4860		NA		NA		NA

		chr3		19075441		19075642		MACS2_peak_237		8.84224																				Upstream		chr5		12059374		12059575				NIL		+		-4505		NA		NA		NA

		chr3		20564175		20564376		MACS2_peak_238		5.6352																				Upstream		chr5		12059400		12059601				NIL		+		-4479		NA		NA		NA

		chr3		20762992		20763193		MACS2_peak_239		7.22096																				Upstream		chr5		12059673		12059874				NIL		+		-4206		NA		NA		NA

		chr3		21492059		21492260		MACS2_peak_240		5.6352																				Upstream		chr5		12060450		12060651				NIL		+		-3429		NA		NA		NA

		chr3		21761136		21761337		MACS2_peak_241		5.6352																				Upstream		chr5		12060454		12060655				NIL		+		-3425		NA		NA		NA

		chr3		21774784		21774985		MACS2_peak_242		5.6352																				Upstream		chr5		12061162		12061363				NIL		+		-2717		NA		NA		NA

		chr3		21953046		21953247		MACS2_peak_243		8.84224																				Upstream		chr5		12062051		12062252				NIL		+		-1828		NA		NA		NA

		chr3		23031015		23031216		MACS2_peak_244		5.6352																				Upstream		chr5		12062238		12062439				NIL		+		-1641		NA		NA		NA

		chr4		366469		366670		MACS2_peak_245		8.84224																				Upstream		chr5		12062535		12062736				NIL		+		-1344		NA		NA		NA

		chr4		659410		659611		MACS2_peak_246		50.55989																				Upstream		chr5		12062656		12062857				NIL		+		-1223		NA		NA		NA

		chr4		1025113		1025314		MACS2_peak_247		5.6352																				Upstream		chr5		12063108		12063309				NIL		+		-771		NA		NA		NA

		chr4		1256772		1256973		MACS2_peak_248		4.11266																				Upstream		chr5		12063744		12063945				NIL		+		-135		NA		NA		NA

		chr4		1595560		1595761		MACS2_peak_249		5.6352																				Upstream		chr5		12063839		12064040				NIL		+		-40		NA		NA		NA

		chr4		2269117		2269318		MACS2_peak_250		4.11266																				Downstream		chr5		12064743		12064944				NIL		+		864		NA		NA		NA

		chr4		2297379		2297580		MACS2_peak_251		7.22096																				Downstream		chr5		12064744		12064945				NIL		+		865		NA		NA		NA

		chr4		2949912		2950113		MACS2_peak_252		6.87273																				Exon/CD		chr5		12593437		12593638				NIL		-		421		NA		NA		NA

		chr4		3012529		3012730		MACS2_peak_253		8.5859																				Exon/CD		chr5		12593441		12593642				NIL		-		417		NA		NA		NA

		chr4		3054603		3054804		MACS2_peak_254		23.24613																				Exon/CD		chr5		12671349		12671550				NIL		+		1498		NA		NA		NA

		chr4		3054982		3055183		MACS2_peak_255		12.69075																				Upstream		chr5		12710376		12710577				NIL		+		-182		NA		NA		NA

		chr4		3055101		3055302		MACS2_peak_256		24.84239																				Upstream		chr5		12710463		12710664				NIL		+		-95		NA		NA		NA

		chr4		3055480		3055681		MACS2_peak_257		14.11879																				Downstream		chr5		12807826		12808027				NIL		+		121		NA		NA		NA

		chr4		3055630		3055831		MACS2_peak_258		7.62254																				Downstream		chr5		12809366		12809567				NIL		+		165		NA		NA		NA

		chr4		3055978		3056179		MACS2_peak_259		11.29199																				Downstream		chr5		12809375		12809576				NIL		+		174		NA		NA		NA

		chr4		3056125		3056326		MACS2_peak_260		6.321																				Downstream		chr5		12810187		12810388				NIL		+		238		NA		NA		NA

		chr4		3056376		3056577		MACS2_peak_261		9.926																				Downstream		chr5		12810814		12811015				NIL		+		117		NA		NA		NA

		chr4		3057346		3057547		MACS2_peak_262		15.58261																				Downstream		chr5		12810826		12811027				NIL		+		129		NA		NA		NA

		chr4		3057470		3057671		MACS2_peak_263		4.87826																				Downstream		chr5		12811568		12811769				NIL		+		124		NA		NA		NA

		chr4		3057593		3057794		MACS2_peak_264		14.544																				Downstream		chr5		12811570		12811771				NIL		+		126		NA		NA		NA

		chr4		3058589		3058790		MACS2_peak_265		10.22058																				Downstream		chr5		12812312		12812513				NIL		+		122		NA		NA		NA

		chr4		3058935		3059136		MACS2_peak_266		11.29199																				Downstream		chr5		12813200		12813401				NIL		+		260		NA		NA		NA

		chr4		3059094		3059295		MACS2_peak_267		14.42157																				Downstream		chr5		12813950		12814151				NIL		+		260		NA		NA		NA

		chr4		3059267		3059468		MACS2_peak_268		11.42144																				Downstream		chr5		12814332		12814533				NIL		+		144		NA		NA		NA

		chr4		3059848		3060049		MACS2_peak_269		15.58261																				Downstream		chr5		12814526		12814727				NIL		+		102		NA		NA		NA

		chr4		3059959		3060160		MACS2_peak_270		3.71606																				Upstream		chr5		12814738		12814939				NIL		+		-186		NA		NA		NA

		chr4		3060090		3060291		MACS2_peak_271		17.40765																				Upstream		chr5		12814813		12815014				NIL		+		-111		NA		NA		NA

		chr4		3061046		3061247		MACS2_peak_272		18.57721																				Upstream		chr5		12815243		12815444				NIL		+		-182		NA		NA		NA

		chr4		3655398		3655599		MACS2_peak_273		15.36202																				Upstream		chr5		12815985		12816186				NIL		+		-188		NA		NA		NA

		chr4		3950784		3950985		MACS2_peak_274		135.7336																				Exon/CD		chr5		12816184		12816385				NIL		+		11		NA		NA		NA

		chr4		3953434		3953635		MACS2_peak_275		141.5739																				Upstream		chr5		12816810		12817011				NIL		+		-107		NA		NA		NA

		chr4		3954840		3955041		MACS2_peak_276		111.10944																				Exon/CD		chr5		12816932		12817133				NIL		+		15		NA		NA		NA

		chr4		3955239		3955440		MACS2_peak_277		141.5739																				Exon/CD		chr5		12817177		12817378				NIL		+		12		NA		NA		NA

		chr4		3965724		3965925		MACS2_peak_278		27.41393																				Downstream		chr5		12817780		12817981				NIL		+		115		NA		NA		NA

		chr4		3966469		3966670		MACS2_peak_279		15.58261																				Exon/CD		chr5		12818180		12818381				NIL		+		16		NA		NA		NA

		chr4		3966638		3966839		MACS2_peak_280		22.17959																				Upstream		chr5		12819228		12819429				NIL		+		-185		NA		NA		NA

		chr4		3966842		3967043		MACS2_peak_281		13.65812																				Upstream		chr5		12819967		12820168				NIL		+		-194		NA		NA		NA

		chr4		3967113		3967314		MACS2_peak_282		12.97497																				Exon/CD		chr5		12820172		12820373				NIL		+		11		NA		NA		NA

		chr4		3967589		3967790		MACS2_peak_283		7.68555																				Exon/CD		chr5		12820919		12821120				NIL		+		14		NA		NA		NA

		chr4		3967828		3968029		MACS2_peak_284		8.76099																				Downstream		chr5		12821047		12821248				NIL		+		142		NA		NA		NA

		chr4		3968267		3968468		MACS2_peak_285		35.65858																				Exon/CD		chr5		12821163		12821364				NIL		+		10		NA		NA		NA

		chr4		3968616		3968817		MACS2_peak_286		5.34256																				Downstream		chr5		12821778		12821979				NIL		+		125		NA		NA		NA

		chr4		3968821		3969022		MACS2_peak_287		24.00907																				Exon/CD		chr5		12822911		12823112				NIL		+		12		NA		NA		NA

		chr4		3969112		3969313		MACS2_peak_288		8.65013																				Exon/CD		chr5		12822917		12823118				NIL		+		18		NA		NA		NA

		chr4		3969293		3969494		MACS2_peak_289		18.57721																				Downstream		chr5		12823264		12823465				NIL		+		117		NA		NA		NA

		chr4		3969771		3969972		MACS2_peak_290		8.98463																				Downstream		chr5		12823274		12823475				NIL		+		127		NA		NA		NA

		chr4		3969970		3970171		MACS2_peak_291		26.25795																				Exon/CD		chr5		12823661		12823862				NIL		+		14		NA		NA		NA

		chr4		3970157		3970358		MACS2_peak_292		10.92257																				Exon/CD		chr5		12824177		12824378				NIL		+		32		NA		NA		NA

		chr4		3970521		3970722		MACS2_peak_293		21.45027																				Downstream		chr5		12825355		12825556				NIL		+		216		NA		NA		NA

		chr4		3970695		3970896		MACS2_peak_294		5.00048																				Upstream		chr5		12825538		12825739				NIL		+		-109		NA		NA		NA

		chr4		3970954		3971155		MACS2_peak_295		17.32568																				Upstream		chr5		12826218		12826419				NIL		+		-172		NA		NA		NA

		chr4		3971238		3971439		MACS2_peak_296		6.321																				Upstream		chr5		12828605		12828806				NIL		+		-108		NA		NA		NA

		chr4		3971399		3971600		MACS2_peak_297		4.91811																				Downstream		chr5		12849796		12849997				NIL		+		385		NA		NA		NA

		chr4		3971768		3971969		MACS2_peak_298		24.68142																				Downstream		chr5		12850680		12850881				NIL		+		258		NA		NA		NA

		chr4		3971954		3972155		MACS2_peak_299		10.55704																				Downstream		chr5		12851345		12851546				NIL		+		175		NA		NA		NA

		chr4		3972162		3972363		MACS2_peak_300		6.6643																				Downstream		chr5		12852040		12852241				NIL		+		122		NA		NA		NA

		chr4		3972584		3972785		MACS2_peak_301		24.84239																				Downstream		chr5		12852786		12852987				NIL		+		120		NA		NA		NA

		chr4		3972824		3973025		MACS2_peak_302		6.321																				Downstream		chr5		12852794		12852995				NIL		+		128		NA		NA		NA

		chr4		3972916		3973117		MACS2_peak_303		6.04475																				Downstream		chr5		12852940		12853141				NIL		+		274		NA		NA		NA

		chr4		3973179		3973380		MACS2_peak_304		19.33435																				Downstream		chr5		12853533		12853734				NIL		+		120		NA		NA		NA

		chr4		3973371		3973572		MACS2_peak_305		17.87136																				Downstream		chr5		12854279		12854480				NIL		+		120		NA		NA		NA

		chr4		3973878		3974079		MACS2_peak_306		23.89511																				Downstream		chr5		12855169		12855370				NIL		+		260		NA		NA		NA

		chr4		3974222		3974423		MACS2_peak_307		12.2371																				Downstream		chr5		12856668		12856869				NIL		+		259		NA		NA		NA

		chr4		3974383		3974584		MACS2_peak_308		10.7994																				Downstream		chr5		12857045		12857246				NIL		+		138		NA		NA		NA

		chr4		3974723		3974924		MACS2_peak_309		12.90203																				Downstream		chr5		12857242		12857443				NIL		+		99		NA		NA		NA

		chr4		3974924		3975125		MACS2_peak_310		8.70519																				Upstream		chr5		12857527		12857728				NIL		+		-116		NA		NA		NA

		chr4		3975285		3975486		MACS2_peak_311		29.80562																				Upstream		chr5		12857537		12857738				NIL		+		-106		NA		NA		NA

		chr4		3975476		3975677		MACS2_peak_312		36.76068																				Upstream		chr5		12857961		12858162				NIL		+		-183		NA		NA		NA

		chr4		3975595		3975796		MACS2_peak_313		13.67721																				Upstream		chr5		12857962		12858163				NIL		+		-182		NA		NA		NA

		chr4		3975748		3975949		MACS2_peak_314		17.06801																				Upstream		chr5		12858705		12858906				NIL		+		-187		NA		NA		NA

		chr4		3975985		3976186		MACS2_peak_315		23.89511																				Exon/CD		chr5		12858908		12859109				NIL		+		16		NA		NA		NA

		chr4		3976136		3976337		MACS2_peak_316		12.90203																				Upstream		chr5		12859525		12859726				NIL		+		-111		NA		NA		NA

		chr4		3976381		3976582		MACS2_peak_317		29.86388																				Exon/CD		chr5		12859655		12859856				NIL		+		19		NA		NA		NA

		chr4		3976497		3976698		MACS2_peak_318		7.29339																				Exon/CD		chr5		12859895		12860096				NIL		+		11		NA		NA		NA

		chr4		3976674		3976875		MACS2_peak_319		12.97497																				Upstream		chr5		12861942		12862143				NIL		+		-190		NA		NA		NA

		chr4		3976842		3977043		MACS2_peak_320		8.05691																				Upstream		chr5		12862692		12862893				NIL		+		-188		NA		NA		NA

		chr4		3977021		3977222		MACS2_peak_321		11.42144																				Exon/CD		chr5		12862891		12863092				NIL		+		11		NA		NA		NA

		chr4		3977554		3977755		MACS2_peak_322		17.32568																				Exon/CD		chr5		12863637		12863838				NIL		+		13		NA		NA		NA

		chr4		3977740		3977941		MACS2_peak_323		24.84239																				Exon/CD		chr5		12863882		12864083				NIL		+		10		NA		NA		NA

		chr4		3977909		3978110		MACS2_peak_324		14.11879																				Exon/CD		chr5		12864891		12865092				NIL		+		20		NA		NA		NA

		chr4		3978593		3978794		MACS2_peak_325		21.66652																				Exon/CD		chr5		12864893		12865094				NIL		+		22		NA		NA		NA

		chr4		3978805		3979006		MACS2_peak_326		18.57721																				Exon/CD		chr5		12865630		12865831				NIL		+		12		NA		NA		NA

		chr4		3979187		3979388		MACS2_peak_327		12.76018																				Exon/CD		chr5		12865639		12865840				NIL		+		21		NA		NA		NA

		chr4		3979313		3979514		MACS2_peak_328		8.59623																				Downstream		chr5		12865983		12866184				NIL		+		117		NA		NA		NA

		chr4		3979728		3979929		MACS2_peak_329		23.78274																				Downstream		chr5		12865992		12866193				NIL		+		126		NA		NA		NA

		chr4		3979990		3980191		MACS2_peak_330		7.60164																				Exon/CD		chr5		12866381		12866582				NIL		+		15		NA		NA		NA

		chr4		3980087		3980288		MACS2_peak_331		6.42048																				Exon/CD		chr5		12866887		12867088				NIL		+		23		NA		NA		NA

		chr4		3980391		3980592		MACS2_peak_332		17.23836																				Exon/CD		chr5		12866896		12867097				NIL		+		32		NA		NA		NA

		chr4		3980936		3981137		MACS2_peak_333		14.26872																				Downstream		chr5		12868074		12868275				NIL		+		216		NA		NA		NA

		chr4		3981351		3981552		MACS2_peak_334		11.35612																				Upstream		chr5		12868257		12868458				NIL		+		-109		NA		NA		NA

		chr4		3982007		3982208		MACS2_peak_335		12.90203																				Upstream		chr5		12868927		12869128				NIL		+		-182		NA		NA		NA

		chr4		3982409		3982610		MACS2_peak_336		26.5686																				Upstream		chr5		12868934		12869135				NIL		+		-175		NA		NA		NA

		chr4		3982563		3982764		MACS2_peak_337		5.22024																				Downstream		chr5		12870156		12870357				NIL		+		299		NA		NA		NA

		chr4		3982715		3982916		MACS2_peak_338		12.07657																				Exon/CD		chr5		14182571		14182772				NIL		-		149		NA		NA		NA

		chr4		3982887		3983088		MACS2_peak_339		6.22455																				Exon/CD		chr5		14182575		14182776				NIL		-		145		NA		NA		NA

		chr4		3983044		3983245		MACS2_peak_340		9.98514																				Upstream		chr5		14739511		14739712		AT5G37240		AT5G37240		-		-355		NA		NA		NA

		chr4		3983239		3983440		MACS2_peak_341		12.69075																				Upstream		chr5		14739518		14739719		AT5G37240		AT5G37240		-		-362		NA		NA		NA

		chr4		3983432		3983633		MACS2_peak_342		11.76595																				5'UTR		chr5		16127673		16127874		AT5G40330		AT5G40330		+		48		NA		NA		NA

		chr4		3983602		3983803		MACS2_peak_343		13.04891																				5'UTR		chr5		16127682		16127883		AT5G40330		AT5G40330		+		57		NA		NA		NA

		chr4		3983842		3984043		MACS2_peak_344		14.02613																				5'UTR		chr5		17235031		17235232		AT5G42960		AT5G42960		+		39		NA		NA		NA

		chr4		3984149		3984350		MACS2_peak_345		6.57538																				5'UTR		chr5		17235045		17235246		AT5G42960		AT5G42960		+		53		NA		NA		NA

		chr4		3984922		3985123		MACS2_peak_346		11.35612																				Downstream		chr5		17828579		17828780				NIL		+		348		NA		NA		NA

		chr4		3985204		3985405		MACS2_peak_347		19.81635																				Intron		chr5		18117889		18118090		AT5G44870		AT5G44870		+		3323		NA		NA		NA

		chr4		3985397		3985598		MACS2_peak_348		12.26975																				Intron		chr5		18117897		18118098		AT5G44870		AT5G44870		+		3331		NA		NA		NA

		chr4		3985577		3985778		MACS2_peak_349		3.89779																				Exon/CD		chr5		18311592		18311793				NIL		+		56		NA		NA		NA

		chr4		3985759		3985960		MACS2_peak_350		6.321																				Exon/CD		chr5		18311625		18311826				NIL		+		89		NA		NA		NA

		chr4		3986010		3986211		MACS2_peak_351		17.06801																				3'UTR		chr5		19283027		19283228		AT5G47540		AT5G47540		-		2571		NA		NA		NA

		chr4		3986196		3986397		MACS2_peak_352		6.22455																				3'UTR		chr5		19283030		19283231		AT5G47540		AT5G47540		-		2568		NA		NA		NA

		chr4		3986353		3986554		MACS2_peak_353		8.70519																				Exon/CD		chr5		19909176		19909377		AT5G49120		AT5G49120		-		123		NA		NA		NA

		chr4		3986611		3986812		MACS2_peak_354		19.13671																				Exon/CD		chr5		20097843		20098044				NIL		-		55		NA		NA		NA

		chr4		3986740		3986941		MACS2_peak_355		18.7582																				Exon/CD		chr5		20097850		20098051				NIL		-		48		NA		NA		NA

		chr4		3987310		3987511		MACS2_peak_356		17.32568																				Downstream		chr5		22072985		22073186		AT5G54360		AT5G54360		+		1223		NA		NA		NA

		chr4		3998054		3998255		MACS2_peak_357		12.76018																				Downstream		chr5		22072985		22073186		AT5G54360		AT5G54360		+		1223		NA		NA		NA

		chr4		3998552		3998753		MACS2_peak_358		16.91618																				Exon/CD		chr5		22129270		22129471				NIL		+		69		NA		NA		NA

		chr4		3998748		3998949		MACS2_peak_359		30.49422																				Exon/CD		chr5		22129273		22129474				NIL		+		72		NA		NA		NA

		chr4		3999000		3999201		MACS2_peak_360		18.85093																				Intron		chr5		22289621		22289822		AT5G54870		AT5G54870		+		586		NA		NA		NA

		chr4		3999248		3999449		MACS2_peak_361		20.70054																				Intron		chr5		23523408		23523609		AT5G58130		AT5G58130		-		289		NA		NA		NA

		chr4		3999394		3999595		MACS2_peak_362		17.23836																				Intron		chr5		23523409		23523610		AT5G58130		AT5G58130		-		288		NA		NA		NA

		chr4		3999645		3999846		MACS2_peak_363		26.4545																				Exon/CD		chr5		23775392		23775593				NIL		-		217		NA		NA		NA

		chr4		3999972		4000173		MACS2_peak_364		8.81814																				Exon/CD		chr5		24022826		24023027				NIL		+		127		NA		NA		NA

		chr4		4000124		4000325		MACS2_peak_365		21.96964																				Upstream		chr5		24140050		24140251		AT5G59945		AT5G59945		-		-131		NA		NA		NA

		chr4		4000305		4000506		MACS2_peak_366		25.40632																				Upstream		chr5		24140052		24140253		AT5G59945		AT5G59945		-		-133		NA		NA		NA

		chr4		4000652		4000853		MACS2_peak_367		18.57721																				Upstream		chr5		24741366		24741567		AT5G61520		AT5G61520		-		-243		NA		NA		NA

		chr4		4001055		4001256		MACS2_peak_368		35.51225																				Upstream		chr5		24741369		24741570		AT5G61520		AT5G61520		-		-246		NA		NA		NA

		chr4		4001577		4001778		MACS2_peak_369		2.92568																				Downstream		chr5		26427083		26427284		AT5G66090		AT5G66090		+		1447		NA		NA		NA

		chr4		4002120		4002321		MACS2_peak_370		41.09799																				Downstream		chr5		26427085		26427286		AT5G66090		AT5G66090		+		1449		NA		NA		NA

		chr4		4002645		4002846		MACS2_peak_371		3.71606																				Downstream		chr5		26692609		26692810		AT5G66840		AT5G66840		-		2587		NA		NA		NA

		chr4		4003278		4003479		MACS2_peak_372		6.47145																				3'UTR		chr4		366469		366670		AT4G00880		AT4G00880		-		705		NA		NA		NA

		chr4		4003381		4003582		MACS2_peak_373		9.36485																				Upstream		chr4		659403		659604		AT4G01520		AT4G01520		-		-325		NA		NA		NA

		chr4		4003726		4003927		MACS2_peak_374		23.5624																				Upstream		chr4		659410		659611		AT4G01520		AT4G01520		-		-332		NA		NA		NA

		chr4		4003906		4004107		MACS2_peak_375		31.53664																				Upstream		chr4		1025113		1025314				NIL		-		-931		NA		NA		NA

		chr4		4004423		4004624		MACS2_peak_376		2.68851																				Upstream		chr4		1025118		1025319				NIL		-		-936		NA		NA		NA

		chr4		4004587		4004788		MACS2_peak_377		6.52287																				Exon/CD		chr4		1256766		1256967		AT4G02810		AT4G02810		+		704		NA		NA		NA

		chr4		4005069		4005270		MACS2_peak_378		5.36569																				Exon/CD		chr4		1256772		1256973		AT4G02810		AT4G02810		+		710		NA		NA		NA

		chr4		4005165		4005366		MACS2_peak_379		9.2265																				Exon/CD		chr4		1595559		1595760				NIL		+		60		NA		NA		NA

		chr4		4005253		4005454		MACS2_peak_380		4.0416																				Exon/CD		chr4		1595560		1595761				NIL		+		61		NA		NA		NA

		chr4		4005509		4005710		MACS2_peak_381		26.4545																				Exon/CD		chr4		2269117		2269318				NIL		-		82		NA		NA		NA

		chr4		4005695		4005896		MACS2_peak_382		20.93702																				Exon/CD		chr4		2269125		2269326				NIL		-		74		NA		NA		NA

		chr4		4005865		4006066		MACS2_peak_383		71.31399																				Exon/CD		chr4		2297379		2297580				NIL		-		82		NA		NA		NA

		chr4		4006180		4006381		MACS2_peak_384		26.4545																				Exon/CD		chr4		2297381		2297582				NIL		-		80		NA		NA		NA

		chr4		4006567		4006768		MACS2_peak_385		4.91811																				Upstream		chr4		2955066		2955267		AT4G05612		AT4G05612		+		-3928		NA		NA		NA

		chr4		4006713		4006914		MACS2_peak_386		18.7582																				Downstream		chr4		3012264		3012465				NIL		+		1025		NA		NA		NA

		chr4		4007059		4007260		MACS2_peak_387		12.69075																				Downstream		chr4		3012527		3012728				NIL		+		1288		NA		NA		NA

		chr4		4007227		4007428		MACS2_peak_388		20.11058																				Downstream		chr4		3012529		3012730				NIL		+		1290		NA		NA		NA

		chr4		4007646		4007847		MACS2_peak_389		26.80265																				Upstream		chr4		3012745		3012946				NIL		+		-321		NA		NA		NA

		chr4		4008313		4008514		MACS2_peak_390		11.91099																				Upstream		chr4		3041438		3041639		AT4G06196		AT4G06196		-		-4134		NA		NA		NA

		chr4		4008703		4008904		MACS2_peak_391		4.05622																				Upstream		chr4		3042157		3042358		AT4G06196		AT4G06196		-		-4853		NA		NA		NA

		chr4		4008904		4009105		MACS2_peak_392		5.13037																				Downstream		chr4		3054598		3054799				NIL		-		605		NA		NA		NA

		chr4		4009159		4009360		MACS2_peak_393		12.14376																				Downstream		chr4		3054603		3054804				NIL		-		600		NA		NA		NA

		chr4		4009356		4009557		MACS2_peak_394		10.233																				Intron		chr4		3054982		3055183				NIL		-		221		NA		NA		NA

		chr4		4009606		4009807		MACS2_peak_395		20.11058																				Intron		chr4		3055101		3055302				NIL		-		102		NA		NA		NA

		chr4		4010138		4010339		MACS2_peak_396		48.87103																				Downstream		chr4		3055422		3055623				NIL		-		279		NA		NA		NA

		chr4		4010279		4010480		MACS2_peak_397		9.926																				Downstream		chr4		3055480		3055681				NIL		-		221		NA		NA		NA

		chr4		4010671		4010872		MACS2_peak_398		30.51363																				Downstream		chr4		3055630		3055831				NIL		-		71		NA		NA		NA

		chr4		4010814		4011015		MACS2_peak_399		7.65621																				Downstream		chr4		3055978		3056179				NIL		-		221		NA		NA		NA

		chr4		4011040		4011241		MACS2_peak_400		33.09569																				Downstream		chr4		3056125		3056326				NIL		-		74		NA		NA		NA

		chr4		4011171		4011372		MACS2_peak_401		10.49704																				Upstream		chr4		3056376		3056577				NIL		-		-177		NA		NA		NA

		chr4		4011563		4011764		MACS2_peak_402		44.92608																				Upstream		chr4		3057346		3057547				NIL		-		-182		NA		NA		NA

		chr4		4547873		4548074		MACS2_peak_403		77.75396																				Upstream		chr4		3057470		3057671				NIL		-		-306		NA		NA		NA

		chr4		5203725		5203926		MACS2_peak_404		10.5353																				Upstream		chr4		3057593		3057794				NIL		-		-429		NA		NA		NA

		chr4		5360886		5361087		MACS2_peak_405		29.41055																				Upstream		chr4		3057881		3058082				NIL		-		-717		NA		NA		NA

		chr4		5423351		5423552		MACS2_peak_406		4.11266																				Upstream		chr4		3058589		3058790				NIL		-		-1425		NA		NA		NA

		chr4		7807125		7807326		MACS2_peak_407		4.11266																				Upstream		chr4		3058935		3059136				NIL		-		-1771		NA		NA		NA

		chr4		8255356		8255557		MACS2_peak_408		4.11266																				Downstream		chr4		3059959		3060160		AT4G06477		AT4G06477		-		5235		NA		NA		NA

		chr4		9869966		9870167		MACS2_peak_409		33.49305																				Downstream		chr4		3060090		3060291		AT4G06477		AT4G06477		-		5104		NA		NA		NA

		chr4		9969097		9969298		MACS2_peak_410		4.11266																				Exon/CD		chr4		3061041		3061242		AT4G06477		AT4G06477		-		4153		NA		NA		NA

		chr4		11728587		11728788		MACS2_peak_411		106.22787																				Exon/CD		chr4		3061046		3061247		AT4G06477		AT4G06477		-		4148		NA		NA		NA

		chr4		11728822		11729023		MACS2_peak_412		80.09344																				Downstream		chr4		3061354		3061555				NIL		-		3744		NA		NA		NA

		chr4		11729191		11729392		MACS2_peak_413		130.58569																				Downstream		chr4		3655398		3655599				NIL		-		1158		NA		NA		NA

		chr4		11730081		11730282		MACS2_peak_414		123.31102																				Downstream		chr4		3655823		3656024				NIL		-		733		NA		NA		NA

		chr4		13736240		13736441		MACS2_peak_415		10.5353																				Upstream		chr4		3950784		3950985		AT4G06700		AT4G06700		-		-282		NA		NA		NA

		chr4		14558504		14558705		MACS2_peak_416		14.05449																				Upstream		chr4		3950789		3950990		AT4G06700		AT4G06700		-		-287		NA		NA		NA

		chr4		15694869		15695070		MACS2_peak_417		4.11266																				Upstream		chr4		3953418		3953619		AT4G06700		AT4G06700		-		-2916		NA		NA		NA

		chr4		15769769		15769970		MACS2_peak_418		7.22096																				Upstream		chr4		3953434		3953635		AT4G06700		AT4G06700		-		-2932		NA		NA		NA

		chr4		15790338		15790539		MACS2_peak_419		15.85794																				Upstream		chr4		3965724		3965925		AT4G06708		AT4G06708		-		-188		NA		NA		NA

		chr4		15960029		15960230		MACS2_peak_420		4.11266																				Upstream		chr4		3965729		3965930		AT4G06708		AT4G06708		-		-193		NA		NA		NA

		chr4		18096116		18096317		MACS2_peak_421		4.11266																				Upstream		chr4		3966124		3966325		AT4G06708		AT4G06708		-		-588		NA		NA		NA

		chr4		18510417		18510618		MACS2_peak_422		7.22096																				Upstream		chr4		3966468		3966669		AT4G06708		AT4G06708		-		-932		NA		NA		NA

		chr4		18572894		18573095		MACS2_peak_423		5.6352																				Upstream		chr4		3966469		3966670		AT4G06708		AT4G06708		-		-933		NA		NA		NA

		chr5		971333		971534		MACS2_peak_424		10.42267																				Upstream		chr4		3966638		3966839		AT4G06708		AT4G06708		-		-1102		NA		NA		NA

		chr5		1409588		1409789		MACS2_peak_425		7.22096																				Upstream		chr4		3966646		3966847		AT4G06708		AT4G06708		-		-1110		NA		NA		NA

		chr5		2222089		2222290		MACS2_peak_426		8.84224																				Upstream		chr4		3966842		3967043		AT4G06708		AT4G06708		-		-1306		NA		NA		NA

		chr5		3160366		3160567		MACS2_peak_427		4.11266																				Upstream		chr4		3967113		3967314		AT4G06708		AT4G06708		-		-1577		NA		NA		NA

		chr5		3252968		3253169		MACS2_peak_428		7.57103																				Upstream		chr4		3967589		3967790		AT4G06708		AT4G06708		-		-2053		NA		NA		NA

		chr5		4074080		4074281		MACS2_peak_429		4.11266																				Upstream		chr4		3967828		3968029		AT4G06708		AT4G06708		-		-2292		NA		NA		NA

		chr5		4669882		4670083		MACS2_peak_430		17.71052																				Upstream		chr4		3968262		3968463		AT4G06708		AT4G06708		-		-2726		NA		NA		NA

		chr5		5397348		5397549		MACS2_peak_431		14.05449																				Upstream		chr4		3968267		3968468		AT4G06708		AT4G06708		-		-2731		NA		NA		NA

		chr5		6195559		6195760		MACS2_peak_432		8.84224																				Upstream		chr4		3968400		3968601		AT4G06708		AT4G06708		-		-2864		NA		NA		NA

		chr5		7614482		7614683		MACS2_peak_433		15.85794																				Upstream		chr4		3968616		3968817		AT4G06708		AT4G06708		-		-3080		NA		NA		NA

		chr5		7870108		7870309		MACS2_peak_434		31.43832																				Upstream		chr4		3968818		3969019		AT4G06708		AT4G06708		-		-3282		NA		NA		NA

		chr5		8428086		8428287		MACS2_peak_435		19.59719																				Upstream		chr4		3968821		3969022		AT4G06708		AT4G06708		-		-3285		NA		NA		NA

		chr5		10058421		10058622		MACS2_peak_436		12.27514																				Upstream		chr4		3969112		3969313		AT4G06708		AT4G06708		-		-3576		NA		NA		NA

		chr5		10418669		10418870		MACS2_peak_437		8.84224																				Upstream		chr4		3969291		3969492		AT4G06708		AT4G06708		-		-3755		NA		NA		NA

		chr5		10708324		10708525		MACS2_peak_438		7.22096																				Upstream		chr4		3969293		3969494		AT4G06708		AT4G06708		-		-3757		NA		NA		NA

		chr5		11184700		11184901		MACS2_peak_439		28.70246																				Upstream		chr4		3969619		3969820		AT4G06708		AT4G06708		-		-4083		NA		NA		NA

		chr5		11186206		11186407		MACS2_peak_440		24.84239																				Upstream		chr4		3969771		3969972		AT4G06708		AT4G06708		-		-4235		NA		NA		NA

		chr5		11186932		11187133		MACS2_peak_441		17.32568																				Upstream		chr4		3969788		3969989		AT4G06708		AT4G06708		-		-4252		NA		NA		NA

		chr5		11187465		11187666		MACS2_peak_442		16.80581																				Upstream		chr4		3969966		3970167		AT4G06708		AT4G06708		-		-4430		NA		NA		NA

		chr5		11187826		11188027		MACS2_peak_443		8.25218																				Upstream		chr4		3969970		3970171		AT4G06708		AT4G06708		-		-4434		NA		NA		NA

		chr5		11188183		11188384		MACS2_peak_444		15.58261																				Upstream		chr4		3970157		3970358		AT4G06708		AT4G06708		-		-4621		NA		NA		NA

		chr5		11188337		11188538		MACS2_peak_445		12.90203																				Upstream		chr4		3970521		3970722		AT4G06708		AT4G06708		-		-4985		NA		NA		NA

		chr5		11188474		11188675		MACS2_peak_446		15.36291																				Downstream		chr4		3986740		3986941				NIL		-		11105		NA		NA		NA

		chr5		11651249		11651450		MACS2_peak_447		18.94487																				Downstream		chr4		3986807		3987008				NIL		-		11038		NA		NA		NA

		chr5		11661490		11661691		MACS2_peak_448		7.02651																				Downstream		chr4		3986930		3987131				NIL		-		10915		NA		NA		NA

		chr5		11667296		11667497		MACS2_peak_449		14.75518																				Downstream		chr4		3987009		3987210				NIL		-		10836		NA		NA		NA

		chr5		11667449		11667650		MACS2_peak_450		14.85571																				Downstream		chr4		3987307		3987508				NIL		-		10538		NA		NA		NA

		chr5		11667852		11668053		MACS2_peak_451		5.88292																				Downstream		chr4		3987310		3987511				NIL		-		10535		NA		NA		NA

		chr5		11670448		11670649		MACS2_peak_452		7.37544																				Upstream		chr4		3998054		3998255		AT4G06716		AT4G06716		-		-399		NA		NA		NA

		chr5		11674585		11674786		MACS2_peak_453		10.46164																				Upstream		chr4		3998135		3998336		AT4G06716		AT4G06716		-		-480		NA		NA		NA

		chr5		11678950		11679151		MACS2_peak_454		8.78076																				Upstream		chr4		3998548		3998749		AT4G06716		AT4G06716		-		-893		NA		NA		NA

		chr5		11681714		11681915		MACS2_peak_455		7.50339																				Upstream		chr4		3998552		3998753		AT4G06716		AT4G06716		-		-897		NA		NA		NA

		chr5		11701586		11701787		MACS2_peak_456		4.11266																				Upstream		chr4		3998746		3998947		AT4G06716		AT4G06716		-		-1091		NA		NA		NA

		chr5		11701696		11701897		MACS2_peak_457		1.98894																				Upstream		chr4		3998748		3998949		AT4G06716		AT4G06716		-		-1093		NA		NA		NA

		chr5		11702141		11702342		MACS2_peak_458		49.23192																				Upstream		chr4		3999000		3999201		AT4G06716		AT4G06716		-		-1345		NA		NA		NA

		chr5		11702624		11702825		MACS2_peak_459		17.59098																				Upstream		chr4		3999248		3999449		AT4G06716		AT4G06716		-		-1593		NA		NA		NA

		chr5		11702954		11703155		MACS2_peak_460		41.73166																				Upstream		chr4		3999248		3999449		AT4G06716		AT4G06716		-		-1593		NA		NA		NA

		chr5		11703170		11703371		MACS2_peak_461		114.25456																				Upstream		chr4		3999394		3999595		AT4G06716		AT4G06716		-		-1739		NA		NA		NA

		chr5		11703665		11703866		MACS2_peak_462		34.79628																				Upstream		chr4		3999645		3999846		AT4G06716		AT4G06716		-		-1990		NA		NA		NA

		chr5		11703856		11704057		MACS2_peak_463		79.07772																				Upstream		chr4		3999645		3999846		AT4G06716		AT4G06716		-		-1990		NA		NA		NA

		chr5		11704045		11704246		MACS2_peak_464		63.57721																				Upstream		chr4		3999972		4000173		AT4G06716		AT4G06716		-		-2317		NA		NA		NA

		chr5		11704557		11704758		MACS2_peak_465		33.09569																				Upstream		chr4		3999981		4000182		AT4G06716		AT4G06716		-		-2326		NA		NA		NA

		chr5		11704764		11704965		MACS2_peak_466		26.4545																				Upstream		chr4		4000124		4000325		AT4G06716		AT4G06716		-		-2469		NA		NA		NA

		chr5		11705023		11705224		MACS2_peak_467		29.73993																				Upstream		chr4		4000134		4000335		AT4G06716		AT4G06716		-		-2479		NA		NA		NA

		chr5		11705283		11705484		MACS2_peak_468		119.37266																				Upstream		chr4		4000304		4000505		AT4G06716		AT4G06716		-		-2649		NA		NA		NA

		chr5		11705445		11705646		MACS2_peak_469		61.78604																				Upstream		chr4		4000305		4000506		AT4G06716		AT4G06716		-		-2650		NA		NA		NA

		chr5		11705757		11705958		MACS2_peak_470		34.2504																				Upstream		chr4		4000652		4000853		AT4G06716		AT4G06716		-		-2997		NA		NA		NA

		chr5		11706468		11706669		MACS2_peak_471		26.38719																				Upstream		chr4		4001055		4001256		AT4G06716		AT4G06716		-		-3400		NA		NA		NA

		chr5		11706918		11707119		MACS2_peak_472		33.92719																				Upstream		chr4		4001058		4001259		AT4G06716		AT4G06716		-		-3403		NA		NA		NA

		chr5		11707206		11707407		MACS2_peak_473		46.32436																				Upstream		chr4		4001577		4001778		AT4G06716		AT4G06716		-		-3922		NA		NA		NA

		chr5		11707414		11707615		MACS2_peak_474		31.41075																				Upstream		chr4		4001585		4001786		AT4G06716		AT4G06716		-		-3930		NA		NA		NA

		chr5		11707773		11707974		MACS2_peak_475		13.04891																				Upstream		chr4		4001740		4001941		AT4G06716		AT4G06716		-		-4085		NA		NA		NA

		chr5		11708236		11708437		MACS2_peak_476		54.34283																				Upstream		chr4		4002120		4002321		AT4G06716		AT4G06716		-		-4465		NA		NA		NA

		chr5		11708710		11708911		MACS2_peak_477		43.3231																				Upstream		chr4		4002124		4002325		AT4G06716		AT4G06716		-		-4469		NA		NA		NA

		chr5		11708937		11709138		MACS2_peak_478		58.04506																				Upstream		chr4		4002325		4002526		AT4G06716		AT4G06716		-		-4670		NA		NA		NA

		chr5		11709154		11709355		MACS2_peak_479		22.39532																				Upstream		chr4		4002644		4002845		AT4G06716		AT4G06716		-		-4989		NA		NA		NA

		chr5		11709470		11709671		MACS2_peak_480		37.25026																				Upstream		chr4		4002645		4002846		AT4G06716		AT4G06716		-		-4990		NA		NA		NA

		chr5		11709846		11710047		MACS2_peak_481		23.67473																				Upstream		chr4		4010814		4011015				NIL		+		-4903		NA		NA		NA

		chr5		11710049		11710250		MACS2_peak_482		44.16593																				Upstream		chr4		4010826		4011027				NIL		+		-4891		NA		NA		NA

		chr5		11710391		11710592		MACS2_peak_483		11.94001																				Upstream		chr4		4011039		4011240				NIL		+		-4678		NA		NA		NA

		chr5		11710502		11710703		MACS2_peak_484		11.95983																				Upstream		chr4		4011040		4011241				NIL		+		-4677		NA		NA		NA

		chr5		11710876		11711077		MACS2_peak_485		32.56535																				Upstream		chr4		4011171		4011372				NIL		+		-4546		NA		NA		NA

		chr5		11711035		11711236		MACS2_peak_486		15.82537																				Upstream		chr4		4011563		4011764				NIL		+		-4154		NA		NA		NA

		chr5		11711244		11711445		MACS2_peak_487		5.75795																				Upstream		chr4		4011563		4011764				NIL		+		-4154		NA		NA		NA

		chr5		11711410		11711611		MACS2_peak_488		30.80126																				Upstream		chr4		4547868		4548069		AT4G07747		AT4G07747		-		-140		NA		NA		NA

		chr5		11711744		11711945		MACS2_peak_489		31.93426																				Upstream		chr4		4547873		4548074		AT4G07747		AT4G07747		-		-145		NA		NA		NA

		chr5		11723645		11723846		MACS2_peak_490		115.89822																				Exon/CD		chr4		5203724		5203925				NIL		+		262		NA		NA		NA

		chr5		11724362		11724563		MACS2_peak_491		38.23412																				Exon/CD		chr4		5203725		5203926				NIL		+		263		NA		NA		NA

		chr5		11724828		11725029		MACS2_peak_492		31.93697																				Exon/CD		chr4		5360886		5361087				NIL		+		267		NA		NA		NA

		chr5		11726196		11726397		MACS2_peak_493		55.96401																				Exon/CD		chr4		5360897		5361098				NIL		+		278		NA		NA		NA

		chr5		11726664		11726865		MACS2_peak_494		20.11058																				Exon/CD		chr4		5423351		5423552				NIL		-		236		NA		NA		NA

		chr5		11726999		11727200		MACS2_peak_495		60.982																				Exon/CD		chr4		5423362		5423563				NIL		-		225		NA		NA		NA

		chr5		11727470		11727671		MACS2_peak_496		66.48725																				Upstream		chr4		5628782		5628983				NIL		+		-1157		NA		NA		NA

		chr5		11727705		11727906		MACS2_peak_497		69.39072																				Exon/CD		chr4		6927071		6927272		AT4G11385		AT4G11385		-		507		NA		NA		NA

		chr5		11728451		11728652		MACS2_peak_498		65.57476																				Intron		chr4		7807125		7807326		AT4G13430		AT4G13430		-		646		NA		NA		NA

		chr5		11728766		11728967		MACS2_peak_499		52.50816																				5'UTR		chr4		8255356		8255557		AT4G14342		AT4G14342		-		52		NA		NA		NA

		chr5		11729340		11729541		MACS2_peak_500		81.03703																				Intron		chr4		9362552		9362753		AT4G16630		AT4G16630		-		4096		NA		NA		NA

		chr5		11729632		11729833		MACS2_peak_501		107.02293																				Exon/CD		chr4		9869966		9870167		AT4G17750		AT4G17750		-		1537		NA		NA		NA

		chr5		11729815		11730016		MACS2_peak_502		30.51363																				5'UTR		chr4		9969093		9969294		AT4G17950		AT4G17950		-		39		NA		NA		NA

		chr5		11730406		11730607		MACS2_peak_503		75.18012																				5'UTR		chr4		9969097		9969298		AT4G17950		AT4G17950		-		35		NA		NA		NA

		chr5		11730934		11731135		MACS2_peak_504		69.10905																				Exon/CD		chr4		11728587		11728788		AT4G22140		AT4G22140		-		1822		NA		NA		NA

		chr5		11731386		11731587		MACS2_peak_505		88.92168																				Exon/CD		chr4		11728822		11729023		AT4G22140		AT4G22140		-		1587		NA		NA		NA

		chr5		11732644		11732845		MACS2_peak_506		92.19312																				Exon/CD		chr4		11729191		11729392		AT4G22140		AT4G22140		-		1218		NA		NA		NA

		chr5		11733028		11733229		MACS2_peak_507		81.03703																				Exon/CD		chr4		11730081		11730282		AT4G22140		AT4G22140		-		328		NA		NA		NA

		chr5		11733708		11733909		MACS2_peak_508		99.51572																				3'UTR		chr4		13736239		13736440		AT4G27470		AT4G27470		+		1340		NA		NA		NA

		chr5		11733875		11734076		MACS2_peak_509		40.60311																				3'UTR		chr4		13736240		13736441		AT4G27470		AT4G27470		+		1341		NA		NA		NA

		chr5		11734458		11734659		MACS2_peak_510		43.49866																				Downstream		chr4		14558502		14558703		AT4G29730		AT4G29730		-		3936		NA		NA		NA

		chr5		11735103		11735304		MACS2_peak_511		84.96954																				Downstream		chr4		14558504		14558705		AT4G29730		AT4G29730		-		3934		NA		NA		NA

		chr5		11735345		11735546		MACS2_peak_512		61.60663																				5'UTR		chr4		15694869		15695070		AT4G32530		AT4G32530		-		131		NA		NA		NA

		chr5		11735471		11735672		MACS2_peak_513		12.97497																				Intron		chr4		15769769		15769970		AT4G32700		AT4G32700		+		2552		NA		NA		NA

		chr5		11735694		11735895		MACS2_peak_514		48.33659																				Intron		chr4		15769769		15769970		AT4G32700		AT4G32700		+		2552		NA		NA		NA

		chr5		11736018		11736219		MACS2_peak_515		93.19102																				Exon/CD		chr4		15790338		15790539				NIL		-		75		NA		NA		NA

		chr5		11736159		11736360		MACS2_peak_516		26.92242																				Exon/CD		chr4		15790341		15790542				NIL		-		72		NA		NA		NA

		chr5		11736759		11736960		MACS2_peak_517		29.51284																				5'UTR		chr4		15960025		15960226		AT4G33080		AT4G33080		+		163		NA		NA		NA

		chr5		11736941		11737142		MACS2_peak_518		9.63865																				5'UTR		chr4		15960029		15960230		AT4G33080		AT4G33080		+		167		NA		NA		NA

		chr5		11737335		11737536		MACS2_peak_519		33.22956																				Intron		chr4		16444114		16444315		AT4G34390		AT4G34390		+		3035		NA		NA		NA

		chr5		11737683		11737884		MACS2_peak_520		30.64858																				Downstream		chr4		17483136		17483337		AT4G37110		AT4G37110		-		3040		NA		NA		NA

		chr5		11738227		11738428		MACS2_peak_521		15.09197																				Downstream		chr4		18096116		18096317		AT4G38770		AT4G38770		-		2349		NA		NA		NA

		chr5		11753976		11754177		MACS2_peak_522		24.4795																				Downstream		chr4		18096121		18096322		AT4G38770		AT4G38770		-		2344		NA		NA		NA

		chr5		11754161		11754362		MACS2_peak_523		3.4465																				Intron		chr4		18268633		18268834		AT4G39235		AT4G39235		+		684		NA		NA		NA

		chr5		11754516		11754717		MACS2_peak_524		16.42953																				5'UTR		chr4		18510417		18510618		AT4G39900		AT4G39900		-		36		NA		NA		NA

		chr5		11754692		11754893		MACS2_peak_525		13.43605																				5'UTR		chr4		18510419		18510620		AT4G39900		AT4G39900		-		34		NA		NA		NA

		chr5		11758287		11758488		MACS2_peak_526		4.63665																				Exon/CD		chr4		18572894		18573095				NIL		+		61		NA		NA		NA

		chr5		11762911		11763112		MACS2_peak_527		4.79228																				Downstream		chr3		25		226				NIL		-		237		NA		NA		NA

		chr5		11787860		11788061		MACS2_peak_528		8.25218																				Downstream		chr3		26		227				NIL		-		236		NA		NA		NA

		chr5		11788309		11788510		MACS2_peak_529		5.10062																				Exon/CD		chr3		1514817		1515018				NIL		+		18		NA		NA		NA

		chr5		11794277		11794478		MACS2_peak_530		14.18915																				Exon/CD		chr3		1648664		1648865				NIL		-		76		NA		NA		NA

		chr5		11796264		11796465		MACS2_peak_531		4.93478																				Downstream		chr3		1855867		1856068		AT3G06140		AT3G06140		-		2888		NA		NA		NA

		chr5		11796574		11796775		MACS2_peak_532		8.06366																				Downstream		chr3		1855869		1856070		AT3G06140		AT3G06140		-		2886		NA		NA		NA

		chr5		11808325		11808526		MACS2_peak_533		4.68764																				5'UTR		chr3		2132762		2132963		AT3G06760		AT3G06760		+		104		NA		NA		NA

		chr5		11822001		11822202		MACS2_peak_534		9.9203																				5'UTR		chr3		2132763		2132964		AT3G06760		AT3G06760		+		105		NA		NA		NA

		chr5		11823277		11823478		MACS2_peak_535		4.98928																				Exon/CD		chr3		2259678		2259879				NIL		+		202		NA		NA		NA

		chr5		11828576		11828777		MACS2_peak_536		5.40474																				Exon/CD		chr3		2259683		2259884				NIL		+		207		NA		NA		NA

		chr5		11855481		11855682		MACS2_peak_537		9.2232																				3'UTR		chr3		3098735		3098936		AT3G10050		AT3G10050		-		2926		NA		NA		NA

		chr5		11857979		11858180		MACS2_peak_538		6.51827																				Exon/CD		chr3		4608229		4608430				NIL		+		21		NA		NA		NA

		chr5		11873324		11873525		MACS2_peak_539		6.72596																				Exon/CD		chr3		4929805		4930006				NIL		-		2528		NA		NA		NA

		chr5		11874042		11874243		MACS2_peak_540		7.44006																				Exon/CD		chr3		8125686		8125887		AT3G22930		AT3G22930		-		145		NA		NA		NA

		chr5		11875282		11875483		MACS2_peak_541		18.16889																				Intron		chr3		8414020		8414221		AT3G23460		AT3G23460		+		1801		NA		NA		NA

		chr5		11879902		11880103		MACS2_peak_542		6.65514																				Intron		chr3		8414022		8414223		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		chr5		11887083		11887284		MACS2_peak_543		15.54996																				5'UTR		chr3		8624684		8624885		AT3G23890		AT3G23890		+		34		NA		NA		NA

		chr5		11903222		11903423		MACS2_peak_544		7.41016																				Intron		chr3		8890959		8891160		AT3G24460		AT3G24460		-		1991		NA		NA		NA

		chr5		11933121		11933322		MACS2_peak_545		6.17898																				5'UTR		chr3		9055505		9055706		AT3G24800		AT3G24800		+		96		NA		NA		NA

		chr5		11948993		11949194		MACS2_peak_546		5.66243																				5'UTR		chr3		9055505		9055706		AT3G24800		AT3G24800		+		96		NA		NA		NA

		chr5		11956570		11956771		MACS2_peak_547		58.87762																				Downstream		chr3		10188043		10188244		AT3G27510		AT3G27510		-		2200		NA		NA		NA

		chr5		11956736		11956937		MACS2_peak_548		35.13926																				Downstream		chr3		10188043		10188244		AT3G27510		AT3G27510		-		2200		NA		NA		NA

		chr5		11958476		11958677		MACS2_peak_549		11.69663																				Upstream		chr3		11486141		11486342				NIL		+		-1684		NA		NA		NA

		chr5		11958758		11958959		MACS2_peak_550		21.17871																				Upstream		chr3		11486146		11486347				NIL		+		-1679		NA		NA		NA

		chr5		11960730		11960931		MACS2_peak_551		16.1604																				Downstream		chr3		11895318		11895519				NIL		-		665		NA		NA		NA

		chr5		11961238		11961439		MACS2_peak_552		61.65936																				Downstream		chr3		11895320		11895521				NIL		-		663		NA		NA		NA

		chr5		11961405		11961606		MACS2_peak_553		31.11877																				Upstream		chr3		12168110		12168311		AT3G30580		AT3G30580		-		-57		NA		NA		NA

		chr5		11963182		11963383		MACS2_peak_554		7.21108																				Upstream		chr3		12168110		12168311		AT3G30580		AT3G30580		-		-57		NA		NA		NA

		chr5		11968461		11968662		MACS2_peak_555		5.98369																				Exon/CD		chr3		12242857		12243058				NIL		+		223		NA		NA		NA

		chr5		11970608		11970809		MACS2_peak_556		8.5175																				Exon/CD		chr3		12242888		12243089				NIL		+		254		NA		NA		NA

		chr5		11975152		11975353		MACS2_peak_557		14.1089																				Exon/CD		chr3		12670262		12670463		AT3G31161		AT3G31161		+		86		NA		NA		NA

		chr5		12026771		12026972		MACS2_peak_558		10.36339																				Exon/CD		chr3		12670262		12670463		AT3G31161		AT3G31161		+		86		NA		NA		NA

		chr5		12027132		12027333		MACS2_peak_559		11.98475																				Downstream		chr3		12685671		12685872		AT3G31317		AT3G31317		-		5332		NA		NA		NA

		chr5		12028899		12029100		MACS2_peak_560		38.6983																				Downstream		chr3		12685676		12685877		AT3G31317		AT3G31317		-		5327		NA		NA		NA

		chr5		12044161		12044362		MACS2_peak_561		52.50816																				Upstream		chr3		12779311		12779512		AT3G31406		AT3G31406		+		-127		NA		NA		NA

		chr5		12045736		12045937		MACS2_peak_562		6.62874																				Upstream		chr3		12779327		12779528		AT3G31406		AT3G31406		+		-111		NA		NA		NA

		chr5		12046749		12046950		MACS2_peak_563		73.05173																				Downstream		chr3		13586843		13587044				NIL		+		1289		NA		NA		NA

		chr5		12047293		12047494		MACS2_peak_564		4.48844																				Downstream		chr3		13586939		13587140				NIL		+		1385		NA		NA		NA

		chr5		12047648		12047849		MACS2_peak_565		16.52172																				Downstream		chr3		13587260		13587461				NIL		+		1706		NA		NA		NA

		chr5		12048160		12048361		MACS2_peak_566		8.38262																				Downstream		chr3		13587573		13587774				NIL		+		2019		NA		NA		NA

		chr5		12050814		12051015		MACS2_peak_567		6.42048																				Downstream		chr3		13587581		13587782				NIL		+		2027		NA		NA		NA

		chr5		12053525		12053726		MACS2_peak_568		8.86521																				Upstream		chr3		13592704		13592905				NIL		-		-142		NA		NA		NA

		chr5		12053805		12054006		MACS2_peak_569		10.76839																				Upstream		chr3		13594694		13594895				NIL		-		-109		NA		NA		NA

		chr5		12054590		12054791		MACS2_peak_570		14.1089																				Exon/CD		chr3		13632950		13633151		AT3G33072		AT3G33072		-		979		NA		NA		NA

		chr5		12054947		12055148		MACS2_peak_571		5.00048																				Exon/CD		chr3		13633006		13633207		AT3G33072		AT3G33072		-		923		NA		NA		NA

		chr5		12056010		12056211		MACS2_peak_572		15.45585																				Upstream		chr3		13640951		13641152		AT3G33075		AT3G33075		-		-433		NA		NA		NA

		chr5		12056366		12056567		MACS2_peak_573		12.76714																				Upstream		chr3		13641403		13641604		AT3G33075		AT3G33075		-		-885		NA		NA		NA

		chr5		12059374		12059575		MACS2_peak_574		5.00048																				Upstream		chr3		13641765		13641966		AT3G33075		AT3G33075		-		-1247		NA		NA		NA

		chr5		12060450		12060651		MACS2_peak_575		12.36508																				Upstream		chr3		13641771		13641972		AT3G33075		AT3G33075		-		-1253		NA		NA		NA

		chr5		12064743		12064944		MACS2_peak_576		5.61061																				Upstream		chr3		13641860		13642061				NIL		+		-1271		NA		NA		NA

		chr5		12593437		12593638		MACS2_peak_577		12.27514																				Downstream		chr3		13657072		13657273				NIL		-		510		NA		NA		NA

		chr5		12710376		12710577		MACS2_peak_578		10.5353																				Upstream		chr3		13682979		13683180				NIL		-		-99		NA		NA		NA

		chr5		12809366		12809567		MACS2_peak_579		9.7818																				Upstream		chr3		13693906		13694107				NIL		+		-103		NA		NA		NA

		chr5		12810826		12811027		MACS2_peak_580		12.76714																				Upstream		chr3		13696390		13696591				NIL		+		-110		NA		NA		NA

		chr5		12811570		12811771		MACS2_peak_581		5.46986																				Upstream		chr3		13701942		13702143				NIL		+		-95		NA		NA		NA

		chr5		12814738		12814939		MACS2_peak_582		4.11266																				Upstream		chr3		13702451		13702652				NIL		+		-92		NA		NA		NA

		chr5		12822911		12823112		MACS2_peak_583		6.5236																				Upstream		chr3		13706252		13706453				NIL		+		-100		NA		NA		NA

		chr5		12823274		12823475		MACS2_peak_584		6.08694																				Exon/CD		chr3		13714983		13715184				NIL		+		43		NA		NA		NA

		chr5		12852794		12852995		MACS2_peak_585		11.14285																				Upstream		chr3		13717361		13717562				NIL		+		-104		NA		NA		NA

		chr5		12857527		12857728		MACS2_peak_586		1.54974																				Upstream		chr3		13719366		13719567				NIL		+		-100		NA		NA		NA

		chr5		12857961		12858162		MACS2_peak_587		5.37489																				Upstream		chr3		13720382		13720583				NIL		+		-92		NA		NA		NA

		chr5		12864891		12865092		MACS2_peak_588		4.11266																				Upstream		chr3		13725677		13725878				NIL		+		-92		NA		NA		NA

		chr5		12865630		12865831		MACS2_peak_589		8.17768																				Upstream		chr3		13728146		13728347				NIL		+		-105		NA		NA		NA

		chr5		12865992		12866193		MACS2_peak_590		10.14178																				Upstream		chr3		13735133		13735334				NIL		+		-106		NA		NA		NA

		chr5		12866896		12867097		MACS2_peak_591		6.79856																				Upstream		chr3		13748968		13749169				NIL		+		-94		NA		NA		NA

		chr5		12868934		12869135		MACS2_peak_592		5.6352																				Upstream		chr3		13760212		13760413				NIL		+		-102		NA		NA		NA

		chr5		14182575		14182776		MACS2_peak_593		5.6352																				Upstream		chr3		13768008		13768209				NIL		+		-90		NA		NA		NA

		chr5		14739511		14739712		MACS2_peak_594		5.6352																				Upstream		chr3		13769521		13769722				NIL		+		-95		NA		NA		NA

		chr5		16127682		16127883		MACS2_peak_595		12.27514																				Upstream		chr3		13772528		13772729				NIL		+		-113		NA		NA		NA

		chr5		17235045		17235246		MACS2_peak_596		10.5353																				Upstream		chr3		13788939		13789140				NIL		+		-110		NA		NA		NA

		chr5		18117889		18118090		MACS2_peak_597		12.27514																				Upstream		chr3		13794860		13795061				NIL		+		-91		NA		NA		NA

		chr5		18311625		18311826		MACS2_peak_598		4.11266																				Exon/CD		chr3		13814927		13815128				NIL		-		59		NA		NA		NA

		chr5		19283027		19283228		MACS2_peak_599		10.5353																				Exon/CD		chr3		13815437		13815638				NIL		-		55		NA		NA		NA

		chr5		19909176		19909377		MACS2_peak_600		8.84224																				Intron		chr3		13835273		13835474				NIL		-		407		NA		NA		NA

		chr5		20097843		20098044		MACS2_peak_601		14.05449																				Exon/CD		chr3		13836609		13836810				NIL		-		58		NA		NA		NA

		chr5		22072985		22073186		MACS2_peak_602		12.27514																				Exon/CD		chr3		13836610		13836811				NIL		-		57		NA		NA		NA

		chr5		22129270		22129471		MACS2_peak_603		14.05449																				Exon/CD		chr3		13838636		13838837				NIL		-		57		NA		NA		NA

		chr5		23298488		23298689		MACS2_peak_604		7.22096																				Exon/CD		chr3		13838640		13838841				NIL		-		53		NA		NA		NA

		chr5		23523409		23523610		MACS2_peak_605		17.71052																				Exon/CD		chr3		13839143		13839344				NIL		-		60		NA		NA		NA

		chr5		23775392		23775593		MACS2_peak_606		4.11266																				Downstream		chr3		13839672		13839873				NIL		-		63		NA		NA		NA

		chr5		24140050		24140251		MACS2_peak_607		7.22096																				Upstream		chr3		13845617		13845818				NIL		-		-99		NA		NA		NA

		chr5		24741366		24741567		MACS2_peak_608		39.77358																				Downstream		chr3		13849551		13849752				NIL		-		65		NA		NA		NA

		chr5		26335480		26335681		MACS2_peak_609		5.6352																				Exon/CD		chr3		13849556		13849757				NIL		-		60		NA		NA		NA

		chr5		26427085		26427286		MACS2_peak_610		7.22096																				Exon/CD		chr3		13852061		13852262				NIL		-		58		NA		NA		NA

		chrC		101000		101201		MACS2_peak_611		3.61604																				Exon/CD		chr3		13852062		13852263				NIL		-		57		NA		NA		NA

		chrC		101220		101421		MACS2_peak_612		7.57327																				Exon/CD		chr3		13852411		13852612				NIL		-		58		NA		NA		NA

		chrC		101790		101991		MACS2_peak_613		4.94888																				Exon/CD		chr3		13853423		13853624				NIL		-		60		NA		NA		NA

		chrC		102252		102453		MACS2_peak_614		2.51036																				Upstream		chr3		13854602		13854803				NIL		-		-103		NA		NA		NA

		chrC		104885		105086		MACS2_peak_615		1.38171																				Upstream		chr3		13857625		13857826				NIL		-		-102		NA		NA		NA

		chrC		106546		106747		MACS2_peak_616		11.95511																				Exon/CD		chr3		13861132		13861333				NIL		-		573		NA		NA		NA

		chrC		106877		107078		MACS2_peak_617		3.57283																				Exon/CD		chr3		13861644		13861845				NIL		-		61		NA		NA		NA

		chrC		107177		107378		MACS2_peak_618		2.32888																				Upstream		chr3		13862858		13863059				NIL		-		-103		NA		NA		NA

		chrC		129075		129276		MACS2_peak_619		3.28808																				Upstream		chr3		13863875		13864076				NIL		-		-103		NA		NA		NA

		chrC		131906		132107		MACS2_peak_620		16.59447																				Downstream		chr3		13866724		13866925				NIL		-		65		NA		NA		NA

		chrC		132521		132722		MACS2_peak_621		1.33264																				Exon/CD		chr3		13866732		13866933				NIL		-		57		NA		NA		NA

		chrC		136164		136365		MACS2_peak_622		3.70193																				Intron		chr3		14174617		14174818				NIL		-		367		NA		NA		NA

		chrC		136636		136837		MACS2_peak_623		3.67788																				Intron		chr3		14175590		14175791				NIL		-		406		NA		NA		NA

		chrC		137450		137651		MACS2_peak_624		3.60576																				Upstream		chr3		14177574		14177775				NIL		-		-101		NA		NA		NA

		chr1		176398		176599		MACS2_peak_1		6.72019																				Upstream		chr3		14181058		14181259				NIL		-		-120		NA		NA		NA

		chr1		270427		270628		MACS2_peak_2		22.50312																				Upstream		chr3		14184332		14184533				NIL		-		-120		NA		NA		NA

		chr1		1243187		1243388		MACS2_peak_3		11.10094																				Downstream		chr3		14191750		14191951				NIL		+		663		NA		NA		NA

		chr1		3224403		3224604		MACS2_peak_4		11.10094																				Downstream		chr3		14195332		14195533		AT3G41762		AT3G41762		-		1171		NA		NA		NA

		chr1		3252203		3252404		MACS2_peak_5		12.63264																				Downstream		chr3		14196007		14196208		AT3G41761		AT3G41761		+		190		NA		NA		NA

		chr1		3506338		3506539		MACS2_peak_6		5.35173																				Downstream		chr3		14196353		14196554		AT3G41761		AT3G41761		+		536		NA		NA		NA

		chr1		4015181		4015382		MACS2_peak_7		22.50312																				Downstream		chr3		14196368		14196569		AT3G41761		AT3G41761		+		551		NA		NA		NA

		chr1		4546242		4546443		MACS2_peak_8		5.35173																				Downstream		chr3		14196665		14196866		AT3G41761		AT3G41761		+		848		NA		NA		NA

		chr1		4807782		4807983		MACS2_peak_9		14.20427																				Upstream		chr3		14197228		14197429		AT3G41768		AT3G41768		+		-349		NA		NA		NA

		chr1		6951377		6951578		MACS2_peak_10		9.6002																				Upstream		chr3		14197539		14197740		AT3G41768		AT3G41768		+		-38		NA		NA		NA

		chr1		7025051		7025252		MACS2_peak_11		17.44522																				Exon/CD		chr3		14197888		14198089		AT3G41768		AT3G41768		+		311		NA		NA		NA

		chr1		7964594		7964795		MACS2_peak_12		12.63264																				Exon/CD		chr3		14198147		14198348		AT3G41768		AT3G41768		+		570		NA		NA		NA

		chr1		9023643		9023844		MACS2_peak_13		9.6002																				Exon/CD		chr3		14198282		14198483		AT3G41768		AT3G41768		+		705		NA		NA		NA

		chr1		9175679		9175880		MACS2_peak_14		14.20427																				Exon/CD		chr3		14198758		14198959		AT3G41768		AT3G41768		+		1181		NA		NA		NA

		chr1		9708127		9708328		MACS2_peak_15		8.13662																				Exon/CD		chr3		14198867		14199068		AT3G41768		AT3G41768		+		1290		NA		NA		NA

		chr1		9887340		9887541		MACS2_peak_16		5.35173																				Exon/CD		chr3		14199234		14199435		AT3G41768		AT3G41768		+		1657		NA		NA		NA

		chr1		10019130		10019331		MACS2_peak_17		25.9976																				Exon/CD		chr3		14199356		14199557		AT3G41768		AT3G41768		+		1779		NA		NA		NA

		chr1		10655800		10656001		MACS2_peak_18		11.10094																				Upstream		chr3		14199540		14199741		AT3G41979		AT3G41979		+		-113		NA		NA		NA

		chr1		12091677		12091878		MACS2_peak_19		12.63264																				Upstream		chr3		14199553		14199754		AT3G41979		AT3G41979		+		-100		NA		NA		NA

		chr1		12733273		12733474		MACS2_peak_20		5.35173																				Exon/CD		chr3		14199811		14200012		AT3G41979		AT3G41979		+		158		NA		NA		NA

		chr1		12907551		12907752		MACS2_peak_21		33.22007																				Downstream		chr3		14199928		14200129		AT3G41979		AT3G41979		+		275		NA		NA		NA

		chr1		13102803		13103004		MACS2_peak_22		20.792																				Downstream		chr3		14200174		14200375		AT3G41979		AT3G41979		+		521		NA		NA		NA

		chr1		13108836		13109037		MACS2_peak_23		35.07501																				Downstream		chr3		14200375		14200576		AT3G41979		AT3G41979		+		722		NA		NA		NA

		chr1		13430186		13430387		MACS2_peak_24		29.56626																				Downstream		chr3		14200428		14200629		AT3G41979		AT3G41979		+		775		NA		NA		NA

		chr1		13850959		13851160		MACS2_peak_25		20.792																				Downstream		chr3		14200559		14200760		AT3G41979		AT3G41979		+		906		NA		NA		NA

		chr1		14139686		14139887		MACS2_peak_26		27.77617																				Downstream		chr3		14200617		14200818		AT3G41979		AT3G41979		+		964		NA		NA		NA

		chr1		14363172		14363373		MACS2_peak_27		20.51245																				Downstream		chr3		14200699		14200900		AT3G41979		AT3G41979		+		1046		NA		NA		NA

		chr1		14363343		14363544		MACS2_peak_28		5.35173																				Downstream		chr3		14200805		14201006		AT3G41979		AT3G41979		+		1152		NA		NA		NA

		chr1		14408821		14409022		MACS2_peak_29		30.99311																				Upstream		chr3		14202600		14202801				NIL		+		-2607		NA		NA		NA

		chr1		14408993		14409194		MACS2_peak_30		6.72019																				Upstream		chr3		14202928		14203129				NIL		+		-2279		NA		NA		NA

		chr1		14473675		14473876		MACS2_peak_31		22.50312																				Upstream		chr3		14202954		14203155				NIL		+		-2253		NA		NA		NA

		chr1		14474212		14474413		MACS2_peak_32		11.10094																				Upstream		chr3		14203561		14203762				NIL		+		-1646		NA		NA		NA

		chr1		14474375		14474576		MACS2_peak_33		10.42539																				Upstream		chr3		14204350		14204551				NIL		+		-857		NA		NA		NA

		chr1		14484574		14484775		MACS2_peak_34		23.25302																				Upstream		chr3		14204400		14204601				NIL		+		-807		NA		NA		NA

		chr1		14486896		14487097		MACS2_peak_35		9.6002																				Upstream		chr3		14205619		14205820				NIL		+		-94		NA		NA		NA

		chr1		14509529		14509730		MACS2_peak_36		37.66702																				Downstream		chr3		14217693		14217894				NIL		+		109		NA		NA		NA

		chr1		15083617		15083818		MACS2_peak_37		124.01578																				Upstream		chr3		14223048		14223249				NIL		+		-87		NA		NA		NA

		chr1		15088311		15088512		MACS2_peak_38		2.32299																				Exon/CD		chr3		14254329		14254530				NIL		+		47		NA		NA		NA

		chr1		15143128		15143329		MACS2_peak_39		14.43602																				Exon/CD		chr3		14254344		14254545				NIL		+		62		NA		NA		NA

		chr1		15197157		15197358		MACS2_peak_40		2.03801																				Exon/CD		chr3		14305171		14305372				NIL		+		255		NA		NA		NA

		chr1		15205063		15205264		MACS2_peak_41		3.68156																				Exon/CD		chr3		14305172		14305373				NIL		+		256		NA		NA		NA

		chr1		15207002		15207203		MACS2_peak_42		13.677																				Exon/CD		chr3		14306083		14306284				NIL		+		728		NA		NA		NA

		chr1		15214328		15214529		MACS2_peak_43		19.11029																				Exon/CD		chr3		14306085		14306286				NIL		+		730		NA		NA		NA

		chr1		15249098		15249299		MACS2_peak_44		2.95307																				Exon/CD		chr3		14762141		14762342				NIL		-		38		NA		NA		NA

		chr1		15272548		15272749		MACS2_peak_45		15.37343																				Exon/CD		chr3		14762142		14762343				NIL		-		37		NA		NA		NA

		chr1		15299385		15299586		MACS2_peak_46		2.23801																				Intron		chr3		15703087		15703288				NIL		+		646		NA		NA		NA

		chr1		15349382		15349583		MACS2_peak_47		4.52622																				Exon/CD		chr3		15733036		15733237				NIL		+		249		NA		NA		NA

		chr1		15370649		15370850		MACS2_peak_48		19.36809																				Exon/CD		chr3		15733047		15733248				NIL		+		260		NA		NA		NA

		chr1		15397481		15397682		MACS2_peak_49		2.23801																				Downstream		chr3		16576921		16577122				NIL		-		1348		NA		NA		NA

		chr1		15437030		15437231		MACS2_peak_50		6.9539																				Exon/CD		chr3		17541220		17541421				NIL		+		82		NA		NA		NA

		chr1		15645796		15645997		MACS2_peak_51		22.50312																				Exon/CD		chr3		17541220		17541421				NIL		+		82		NA		NA		NA

		chr1		16175783		16175984		MACS2_peak_52		15.80861																				Upstream		chr3		17640290		17640491				NIL		+		-109		NA		NA		NA

		chr1		16673536		16673737		MACS2_peak_53		29.56626																				Intron		chr3		17678408		17678609		AT3G47910		AT3G47910		-		3214		NA		NA		NA

		chr1		16868370		16868571		MACS2_peak_54		12.63264																				Intron		chr3		17678409		17678610		AT3G47910		AT3G47910		-		3213		NA		NA		NA

		chr1		17279574		17279775		MACS2_peak_55		22.50312																				3'UTR		chr3		17785774		17785975		AT3G48160		AT3G48160		+		2543		NA		NA		NA

		chr1		17339612		17339813		MACS2_peak_56		15.80861																				Intron		chr3		18101196		18101397		AT3G48820		AT3G48820		-		1588		NA		NA		NA

		chr1		20042282		20042483		MACS2_peak_57		12.63264																				Intron		chr3		18101213		18101414		AT3G48820		AT3G48820		-		1571		NA		NA		NA

		chr1		20807798		20807999		MACS2_peak_58		5.35173																				3'UTR		chr3		18498428		18498629		AT3G49880		AT3G49880		+		2279		NA		NA		NA

		chr1		20958821		20959022		MACS2_peak_59		12.63264																				Exon/CD		chr3		18960734		18960935				NIL		-		44		NA		NA		NA

		chr1		20979569		20979770		MACS2_peak_60		8.13662																				Exon/CD		chr3		18960735		18960936				NIL		-		43		NA		NA		NA

		chr1		21457533		21457734		MACS2_peak_61		20.792																				Exon/CD		chr3		19075441		19075642				NIL		-		149		NA		NA		NA

		chr1		23542099		23542300		MACS2_peak_62		14.20427																				Exon/CD		chr3		19075442		19075643				NIL		-		148		NA		NA		NA

		chr1		23918820		23919021		MACS2_peak_63		6.72019																				Upstream		chr3		19679103		19679304		AT3G53090		AT3G53090		+		-5		NA		NA		NA

		chr1		27562876		27563077		MACS2_peak_64		9.6002																				5'UTR		chr3		20564175		20564376		AT3G55470		AT3G55470		+		36		NA		NA		NA

		chr2		1353		1554		MACS2_peak_65		54.98696																				5'UTR		chr3		20564179		20564380		AT3G55470		AT3G55470		+		40		NA		NA		NA

		chr2		1734		1935		MACS2_peak_66		16.45562																				Exon/CD		chr3		20762990		20763191				NIL		+		70		NA		NA		NA

		chr2		2119		2320		MACS2_peak_67		12.54771																				Exon/CD		chr3		20762992		20763193				NIL		+		72		NA		NA		NA

		chr2		2403		2604		MACS2_peak_68		26.31995																				Exon/CD		chr3		21492059		21492260				NIL		-		37		NA		NA		NA

		chr2		2710		2911		MACS2_peak_69		24.85656																				Exon/CD		chr3		21492064		21492265				NIL		-		32		NA		NA		NA

		chr2		3923		4124		MACS2_peak_70		16.64706																				Exon/CD		chr3		21761135		21761336				NIL		-		53		NA		NA		NA

		chr2		4841		5042		MACS2_peak_71		12.54771																				Exon/CD		chr3		21761136		21761337				NIL		-		52		NA		NA		NA

		chr2		5392		5593		MACS2_peak_72		15.21829																				Downstream		chr3		21774782		21774983		AT3G58900		AT3G58900		+		2044		NA		NA		NA

		chr2		5640		5841		MACS2_peak_73		11.66261																				Downstream		chr3		21774784		21774985		AT3G58900		AT3G58900		+		2046		NA		NA		NA

		chr2		6119		6320		MACS2_peak_74		7.9853																				Upstream		chr3		21931765		21931966		AT3G59340		AT3G59340		-		-295		NA		NA		NA

		chr2		6388		6589		MACS2_peak_75		8.01024																				Intron		chr3		21953046		21953247		AT3G59410		AT3G59410		+		2958		NA		NA		NA

		chr2		6903		7104		MACS2_peak_76		4.4058																				Intron		chr3		21953047		21953248		AT3G59410		AT3G59410		+		2959		NA		NA		NA

		chr2		7303		7504		MACS2_peak_77		10.13255																				5'UTR		chr3		23031009		23031210		AT3G62220		AT3G62220		-		46		NA		NA		NA

		chr2		7945		8146		MACS2_peak_78		8.93257																				5'UTR		chr3		23031015		23031216		AT3G62220		AT3G62220		-		40		NA		NA		NA

		chr2		8965		9166		MACS2_peak_79		12.54771																				Intron		chr2		1353		1554		AT2G01008		AT2G01008		+		428		NA		NA		NA

		chr2		9478		9679		MACS2_peak_80		7.70141																				Exon/CD		chr2		1365		1566		AT2G01008		AT2G01008		+		440		NA		NA		NA

		chr2		9720		9921		MACS2_peak_81		4.72858																				Intron		chr2		1521		1722		AT2G01008		AT2G01008		+		596		NA		NA		NA

		chr2		9937		10138		MACS2_peak_82		8.86806																				Intron		chr2		1734		1935		AT2G01008		AT2G01008		+		809		NA		NA		NA

		chr2		10185		10386		MACS2_peak_83		41.75961																				Exon/CD		chr2		1855		2056		AT2G01008		AT2G01008		+		930		NA		NA		NA

		chr2		10367		10568		MACS2_peak_84		9.31614																				3'UTR		chr2		2061		2262		AT2G01008		AT2G01008		+		1136		NA		NA		NA

		chr2		208218		208419		MACS2_peak_85		24.2399																				3'UTR		chr2		2119		2320		AT2G01008		AT2G01008		+		1194		NA		NA		NA

		chr2		1803435		1803636		MACS2_peak_86		19.11029																				3'UTR		chr2		2394		2595		AT2G01008		AT2G01008		+		1469		NA		NA		NA

		chr2		2460946		2461147		MACS2_peak_87		19.11029																				3'UTR		chr2		2403		2604		AT2G01008		AT2G01008		+		1478		NA		NA		NA

		chr2		3092694		3092895		MACS2_peak_88		22.50312																				3'UTR		chr2		2696		2897		AT2G01008		AT2G01008		+		1771		NA		NA		NA

		chr2		3109438		3109639		MACS2_peak_89		12.63264																				3'UTR		chr2		2710		2911		AT2G01008		AT2G01008		+		1785		NA		NA		NA

		chr2		3110681		3110882		MACS2_peak_90		12.63264																				Downstream		chr2		3427		3628		AT2G01008		AT2G01008		+		2502		NA		NA		NA

		chr2		3606074		3606275		MACS2_peak_91		69.0872																				Exon/CD		chr2		3923		4124		AT2G01010		AT2G01010		+		317		NA		NA		NA

		chr2		3606578		3606779		MACS2_peak_92		127.71852																				Exon/CD		chr2		3974		4175		AT2G01010		AT2G01010		+		368		NA		NA		NA

		chr2		3607037		3607238		MACS2_peak_93		116.65176																				Exon/CD		chr2		4175		4376		AT2G01010		AT2G01010		+		569		NA		NA		NA

		chr2		3607642		3607843		MACS2_peak_94		129.41743																				Exon/CD		chr2		4311		4512		AT2G01010		AT2G01010		+		705		NA		NA		NA

		chr2		3614904		3615105		MACS2_peak_95		125.85172																				Exon/CD		chr2		4760		4961		AT2G01010		AT2G01010		+		1154		NA		NA		NA

		chr2		3616295		3616496		MACS2_peak_96		125.85172																				Exon/CD		chr2		4841		5042		AT2G01010		AT2G01010		+		1235		NA		NA		NA

		chr2		3616700		3616901		MACS2_peak_97		118.50587																				Exon/CD		chr2		4996		5197		AT2G01010		AT2G01010		+		1390		NA		NA		NA

		chr2		3617668		3617869		MACS2_peak_98		109.16055																				Exon/CD		chr2		5145		5346		AT2G01010		AT2G01010		+		1539		NA		NA		NA

		chr2		3618338		3618539		MACS2_peak_99		122.16163																				Exon/CD		chr2		5263		5464		AT2G01010		AT2G01010		+		1657		NA		NA		NA

		chr2		3620263		3620464		MACS2_peak_100		127.71852																				Exon/CD		chr2		5392		5593		AT2G01010		AT2G01010		+		1786		NA		NA		NA

		chr2		3625238		3625439		MACS2_peak_101		119.71222																				Downstream		chr2		5447		5648		AT2G01010		AT2G01010		+		1841		NA		NA		NA

		chr2		3625589		3625790		MACS2_peak_102		88.66888																				Upstream		chr2		5636		5837		AT2G01020		AT2G01020		+		-46		NA		NA		NA

		chr2		3626122		3626323		MACS2_peak_103		124.01578																				Upstream		chr2		5640		5841		AT2G01020		AT2G01020		+		-42		NA		NA		NA

		chr2		3626894		3627095		MACS2_peak_104		130.84445																				Exon/CD		chr2		5840		6041		AT2G01020		AT2G01020		+		158		NA		NA		NA

		chr2		3627237		3627438		MACS2_peak_105		128.13051																				Downstream		chr2		6119		6320		AT2G01020		AT2G01020		+		437		NA		NA		NA

		chr2		3627717		3627918		MACS2_peak_106		101.15462																				Upstream		chr2		6201		6402		AT2G01021		AT2G01021		+		-270		NA		NA		NA

		chr2		3627915		3628116		MACS2_peak_107		71.01618																				Upstream		chr2		6388		6589		AT2G01021		AT2G01021		+		-83		NA		NA		NA

		chr2		3661500		3661701		MACS2_peak_108		6.16353																				Upstream		chr2		6456		6657		AT2G01021		AT2G01021		+		-15		NA		NA		NA

		chr2		3662984		3663185		MACS2_peak_109		33.10481																				Downstream		chr2		6588		6789		AT2G01021		AT2G01021		+		117		NA		NA		NA

		chr2		3663650		3663851		MACS2_peak_110		28.00355																				Downstream		chr2		6728		6929		AT2G01021		AT2G01021		+		257		NA		NA		NA

		chr2		3664180		3664381		MACS2_peak_111		11.67339																				Downstream		chr2		6833		7034		AT2G01021		AT2G01021		+		362		NA		NA		NA

		chr2		3713307		3713508		MACS2_peak_112		10.32264																				Downstream		chr2		6903		7104		AT2G01021		AT2G01021		+		432		NA		NA		NA

		chr2		3714174		3714375		MACS2_peak_113		15.76874																				Downstream		chr2		7303		7504		AT2G01021		AT2G01021		+		832		NA		NA		NA

		chr2		3715342		3715543		MACS2_peak_114		10.5074																				Downstream		chr2		7318		7519		AT2G01021		AT2G01021		+		847		NA		NA		NA

		chr2		3715531		3715732		MACS2_peak_115		8.20035																				Downstream		chr2		8627		8828		AT2G01023		AT2G01023		-		1040		NA		NA		NA

		chr2		3715769		3715970		MACS2_peak_116		19.02073																				Downstream		chr2		8862		9063		AT2G01023		AT2G01023		-		805		NA		NA		NA

		chr2		3716490		3716691		MACS2_peak_117		14.69399																				Downstream		chr2		8965		9166		AT2G01023		AT2G01023		-		702		NA		NA		NA

		chr2		3718214		3718415		MACS2_peak_118		123.39927																				Downstream		chr2		9163		9364		AT2G01023		AT2G01023		-		504		NA		NA		NA

		chr2		4103451		4103652		MACS2_peak_119		14.20427																				Downstream		chr2		9478		9679		AT2G01023		AT2G01023		-		189		NA		NA		NA

		chr2		4129300		4129501		MACS2_peak_120		8.79543																				Exon/CD		chr2		9557		9758		AT2G01023		AT2G01023		-		110		NA		NA		NA

		chr2		4130359		4130560		MACS2_peak_121		37.66702																				Upstream		chr2		9720		9921		AT2G01023		AT2G01023		-		-53		NA		NA		NA

		chr2		4648427		4648628		MACS2_peak_122		19.11029																				Upstream		chr2		9839		10040		AT2G01023		AT2G01023		-		-172		NA		NA		NA

		chr2		4650256		4650457		MACS2_peak_123		24.2399																				Upstream		chr2		9937		10138		AT2G01023		AT2G01023		-		-270		NA		NA		NA

		chr2		4733701		4733902		MACS2_peak_124		25.9976																				Upstream		chr2		10006		10207		AT2G01023		AT2G01023		-		-339		NA		NA		NA

		chr2		4996846		4997047		MACS2_peak_125		6.72019																				Downstream		chr2		10185		10386		AT2G01022		AT2G01022		-		2576		NA		NA		NA

		chr2		5022359		5022560		MACS2_peak_126		19.11029																				Downstream		chr2		10214		10415		AT2G01022		AT2G01022		-		2547		NA		NA		NA

		chr2		5099905		5100106		MACS2_peak_127		96.43872																				Downstream		chr2		10367		10568		AT2G01022		AT2G01022		-		2394		NA		NA		NA

		chr2		5456659		5456860		MACS2_peak_128		19.11029																				Intron		chr2		208210		208411		AT2G01460		AT2G01460		+		2174		NA		NA		NA

		chr2		5799719		5799920		MACS2_peak_129		25.9976																				Intron		chr2		208218		208419		AT2G01460		AT2G01460		+		2182		NA		NA		NA

		chr2		6002262		6002463		MACS2_peak_130		19.11029																				Upstream		chr2		1064132		1064333		AT2G03505		AT2G03505		+		-4		NA		NA		NA

		chr2		6738410		6738611		MACS2_peak_131		14.20427																				Downstream		chr2		1803419		1803620				NIL		-		246		NA		NA		NA

		chr2		6880734		6880935		MACS2_peak_132		24.2399																				Exon/CD		chr2		1803435		1803636				NIL		-		230		NA		NA		NA

		chr2		7191009		7191210		MACS2_peak_133		13.82577																				Exon/CD		chr2		2460924		2461125				NIL		+		6		NA		NA		NA

		chr2		7191284		7191485		MACS2_peak_134		10.27574																				Exon/CD		chr2		2460946		2461147				NIL		+		28		NA		NA		NA

		chr2		7191398		7191599		MACS2_peak_135		4.95461																				Exon/CD		chr2		3092694		3092895				NIL		+		23		NA		NA		NA

		chr2		7751318		7751519		MACS2_peak_136		12.63264																				Exon/CD		chr2		3092803		3093004				NIL		+		132		NA		NA		NA

		chr2		8021513		8021714		MACS2_peak_137		25.9976																				Intron		chr2		3109438		3109639				NIL		-		2481		NA		NA		NA

		chr2		8381947		8382148		MACS2_peak_138		22.50312																				Exon/CD		chr2		3110661		3110862				NIL		-		1258		NA		NA		NA

		chr2		8383443		8383644		MACS2_peak_139		9.6002																				Exon/CD		chr2		3110681		3110882				NIL		-		1238		NA		NA		NA

		chr2		8678423		8678624		MACS2_peak_140		22.50312																				Downstream		chr2		3605723		3605924		AT2G07880		AT2G07880		+		1295		NA		NA		NA

		chr2		8740232		8740433		MACS2_peak_141		20.792																				Exon/CD		chr2		3614904		3615105		AT2G07981		AT2G07981		+		18		NA		NA		NA

		chr2		9723186		9723387		MACS2_peak_142		42.64191																				Exon/CD		chr2		3614930		3615131		AT2G07981		AT2G07981		+		44		NA		NA		NA

		chr2		10059063		10059264		MACS2_peak_143		11.10094																				Intron		chr2		3615554		3615755		AT2G07981		AT2G07981		+		668		NA		NA		NA

		chr2		11839532		11839733		MACS2_peak_144		46.52203																				Exon/CD		chr2		3616295		3616496		AT2G07981		AT2G07981		+		1409		NA		NA		NA

		chr2		12280079		12280280		MACS2_peak_145		6.72019																				Exon/CD		chr2		3616304		3616505		AT2G07981		AT2G07981		+		1418		NA		NA		NA

		chr2		12897664		12897865		MACS2_peak_146		5.35173																				Exon/CD		chr2		3616700		3616901		AT2G07981		AT2G07981		+		1814		NA		NA		NA

		chr2		13095194		13095395		MACS2_peak_147		12.63264																				Intron		chr2		3616710		3616911		AT2G07981		AT2G07981		+		1824		NA		NA		NA

		chr2		13185594		13185795		MACS2_peak_148		25.9976																				Intron		chr2		3617090		3617291		AT2G07981		AT2G07981		+		2204		NA		NA		NA

		chr2		13824542		13824743		MACS2_peak_149		17.44522																				Exon/CD		chr2		3617409		3617610		AT2G07981		AT2G07981		+		2523		NA		NA		NA

		chr2		14702457		14702658		MACS2_peak_150		15.80861																				Downstream		chr2		3617668		3617869		AT2G07981		AT2G07981		+		2782		NA		NA		NA

		chr2		14714791		14714992		MACS2_peak_151		20.792																				Downstream		chr2		3617669		3617870		AT2G07981		AT2G07981		+		2783		NA		NA		NA

		chr2		15955341		15955542		MACS2_peak_152		6.72019																				Exon/CD		chr2		3618329		3618530		AT2G08986		AT2G08986		+		371		NA		NA		NA

		chr2		17106902		17107103		MACS2_peak_153		17.44522																				Exon/CD		chr2		3618338		3618539		AT2G08986		AT2G08986		+		380		NA		NA		NA

		chr2		17108420		17108621		MACS2_peak_154		9.6002																				Intron		chr2		3618896		3619097		AT2G08986		AT2G08986		+		938		NA		NA		NA

		chr2		18314680		18314881		MACS2_peak_155		4.03112																				Exon/CD		chr2		3619923		3620124		AT2G08986		AT2G08986		+		1965		NA		NA		NA

		chr2		19100405		19100606		MACS2_peak_156		19.11029																				Exon/CD		chr2		3620263		3620464		AT2G08986		AT2G08986		+		2305		NA		NA		NA

		chr2		19697716		19697917		MACS2_peak_157		17.06969																				Exon/CD		chr2		3620263		3620464		AT2G08986		AT2G08986		+		2305		NA		NA		NA

		chr2		19698088		19698289		MACS2_peak_158		48.2885																				Intron		chr2		3620417		3620618		AT2G08986		AT2G08986		+		2459		NA		NA		NA

		chr3		26		227		MACS2_peak_159		12.63264																				Exon/CD		chr2		3620636		3620837		AT2G08986		AT2G08986		+		2678		NA		NA		NA

		chr3		1514817		1515018		MACS2_peak_160		6.72019																				Exon/CD		chr2		3620819		3621020		AT2G08986		AT2G08986		+		2861		NA		NA		NA

		chr3		1648664		1648865		MACS2_peak_161		12.63264																				Intron		chr2		3621569		3621770		AT2G08986		AT2G08986		+		3611		NA		NA		NA

		chr3		1855869		1856070		MACS2_peak_162		12.63264																				Intron		chr2		3622151		3622352		AT2G08986		AT2G08986		+		4193		NA		NA		NA

		chr3		2132763		2132964		MACS2_peak_163		15.80861																				Intron		chr2		3622542		3622743		AT2G08986		AT2G08986		+		4584		NA		NA		NA

		chr3		2259678		2259879		MACS2_peak_164		6.72019																				Intron		chr2		3623345		3623546		AT2G08986		AT2G08986		+		5387		NA		NA		NA

		chr3		3098735		3098936		MACS2_peak_165		6.72019																				Exon/CD		chr2		3623866		3624067		AT2G08986		AT2G08986		+		5908		NA		NA		NA

		chr3		4608229		4608430		MACS2_peak_166		11.10094																				Exon/CD		chr2		3624554		3624755		AT2G08986		AT2G08986		+		6596		NA		NA		NA

		chr3		4929805		4930006		MACS2_peak_167		8.13662																				Intron		chr2		3624856		3625057		AT2G08986		AT2G08986		+		6898		NA		NA		NA

		chr3		8414020		8414221		MACS2_peak_168		56.43789																				Exon/CD		chr2		3625238		3625439		AT2G08986		AT2G08986		+		7280		NA		NA		NA

		chr3		8890959		8891160		MACS2_peak_169		6.72019																				Exon/CD		chr2		3625244		3625445		AT2G08986		AT2G08986		+		7286		NA		NA		NA

		chr3		9055505		9055706		MACS2_peak_170		15.80861																				Exon/CD		chr2		3625588		3625789		AT2G08986		AT2G08986		+		7630		NA		NA		NA

		chr3		10188043		10188244		MACS2_peak_171		24.2399																				Exon/CD		chr2		3625589		3625790		AT2G08986		AT2G08986		+		7631		NA		NA		NA

		chr3		11486141		11486342		MACS2_peak_172		40.72477																				Exon/CD		chr2		3626122		3626323		AT2G08986		AT2G08986		+		8164		NA		NA		NA

		chr3		11895320		11895521		MACS2_peak_173		35.07501																				Exon/CD		chr2		3626172		3626373		AT2G08986		AT2G08986		+		8214		NA		NA		NA

		chr3		12168110		12168311		MACS2_peak_174		27.77617																				Downstream		chr2		3626894		3627095		AT2G08986		AT2G08986		+		8936		NA		NA		NA

		chr3		12242888		12243089		MACS2_peak_175		14.20427																				Downstream		chr2		3626901		3627102		AT2G08986		AT2G08986		+		8943		NA		NA		NA

		chr3		12670262		12670463		MACS2_peak_176		27.77617																				Downstream		chr2		3627237		3627438		AT2G08986		AT2G08986		+		9279		NA		NA		NA

		chr3		12685676		12685877		MACS2_peak_177		5.35173																				Downstream		chr2		3627241		3627442		AT2G08986		AT2G08986		+		9283		NA		NA		NA

		chr3		12779311		12779512		MACS2_peak_178		12.63264																				Downstream		chr2		3664180		3664381				NIL		-		654		NA		NA		NA

		chr3		13586939		13587140		MACS2_peak_179		100.4899																				Upstream		chr2		3714173		3714374				NIL		+		-2548		NA		NA		NA

		chr3		13587573		13587774		MACS2_peak_180		122.16163																				Upstream		chr2		3714174		3714375				NIL		+		-2547		NA		NA		NA

		chr3		13589237		13589438		MACS2_peak_181		122.16163																				Upstream		chr2		3715342		3715543				NIL		+		-1379		NA		NA		NA

		chr3		13590697		13590898		MACS2_peak_182		127.71852																				Upstream		chr2		3715531		3715732				NIL		+		-1190		NA		NA		NA

		chr3		13592704		13592905		MACS2_peak_183		6.39018																				Upstream		chr2		3715538		3715739				NIL		+		-1183		NA		NA		NA

		chr3		13594694		13594895		MACS2_peak_184		3.68156																				Upstream		chr2		3715768		3715969				NIL		+		-953		NA		NA		NA

		chr3		13632950		13633151		MACS2_peak_185		58.86034																				Upstream		chr2		3715769		3715970				NIL		+		-952		NA		NA		NA

		chr3		13640951		13641152		MACS2_peak_186		8.11156																				Upstream		chr2		3716490		3716691				NIL		+		-231		NA		NA		NA

		chr3		13641403		13641604		MACS2_peak_187		7.58039																				Downstream		chr2		3718214		3718415				NIL		+		1493		NA		NA		NA

		chr3		13641765		13641966		MACS2_peak_188		20.93062																				Downstream		chr2		3718218		3718419				NIL		+		1497		NA		NA		NA

		chr3		13655724		13655925		MACS2_peak_189		3.84743																				Exon/CD		chr2		4103451		4103652				NIL		-		43		NA		NA		NA

		chr3		13657072		13657273		MACS2_peak_190		7.3434																				Exon/CD		chr2		4103452		4103653				NIL		-		42		NA		NA		NA

		chr3		13693906		13694107		MACS2_peak_191		4.03112																				Exon/CD		chr2		4129296		4129497		AT2G10600		AT2G10600		-		1635		NA		NA		NA

		chr3		13696390		13696591		MACS2_peak_192		3.93255																				Exon/CD		chr2		4129300		4129501		AT2G10600		AT2G10600		-		1631		NA		NA		NA

		chr3		13701942		13702143		MACS2_peak_193		9.06065																				Exon/CD		chr2		4130359		4130560		AT2G10600		AT2G10600		-		572		NA		NA		NA

		chr3		13702451		13702652		MACS2_peak_194		6.72019																				Exon/CD		chr2		4130359		4130560		AT2G10600		AT2G10600		-		572		NA		NA		NA

		chr3		13706252		13706453		MACS2_peak_195		6.71007																				Upstream		chr2		4648427		4648628				NIL		+		-258		NA		NA		NA

		chr3		13714983		13715184		MACS2_peak_196		7.87213																				Upstream		chr2		4648438		4648639				NIL		+		-247		NA		NA		NA

		chr3		13717361		13717562		MACS2_peak_197		3.62748																				Exon/CD		chr2		4650256		4650457				NIL		+		92		NA		NA		NA

		chr3		13719366		13719567		MACS2_peak_198		5.32887																				Exon/CD		chr2		4650286		4650487				NIL		+		122		NA		NA		NA

		chr3		13720382		13720583		MACS2_peak_199		4.03112																				Downstream		chr2		4733698		4733899		AT2G11790		AT2G11790		-		3041		NA		NA		NA

		chr3		13725677		13725878		MACS2_peak_200		6.72019																				Downstream		chr2		4733701		4733902		AT2G11790		AT2G11790		-		3038		NA		NA		NA

		chr3		13728146		13728347		MACS2_peak_201		6.72019																				Exon/CD		chr2		4996844		4997045				NIL		+		18		NA		NA		NA

		chr3		13735133		13735334		MACS2_peak_202		3.93255																				Exon/CD		chr2		4996846		4997047				NIL		+		20		NA		NA		NA

		chr3		13748968		13749169		MACS2_peak_203		5.35173																				Downstream		chr2		5022283		5022484				NIL		-		631		NA		NA		NA

		chr3		13760212		13760413		MACS2_peak_204		5.35173																				Downstream		chr2		5022359		5022560				NIL		-		555		NA		NA		NA

		chr3		13768008		13768209		MACS2_peak_205		5.35173																				Upstream		chr2		5099900		5100101				NIL		+		-93		NA		NA		NA

		chr3		13769521		13769722		MACS2_peak_206		5.23421																				Upstream		chr2		5099905		5100106				NIL		+		-88		NA		NA		NA

		chr3		13772528		13772729		MACS2_peak_207		4.03112																				Downstream		chr2		5456650		5456851				NIL		-		205		NA		NA		NA

		chr3		13788939		13789140		MACS2_peak_208		6.72019																				Downstream		chr2		5456659		5456860				NIL		-		196		NA		NA		NA

		chr3		13794860		13795061		MACS2_peak_209		5.35173																				Exon/CD		chr2		5799719		5799920				NIL		-		214		NA		NA		NA

		chr3		13814927		13815128		MACS2_peak_210		14.20427																				Exon/CD		chr2		5799719		5799920				NIL		-		214		NA		NA		NA

		chr3		13815437		13815638		MACS2_peak_211		6.31327																				Exon/CD		chr2		6002262		6002463				NIL		-		1474		NA		NA		NA

		chr3		13835273		13835474		MACS2_peak_212		11.20969																				Exon/CD		chr2		6002301		6002502				NIL		-		1435		NA		NA		NA

		chr3		13836609		13836810		MACS2_peak_213		19.9925																				Exon/CD		chr2		6738410		6738611				NIL		-		151		NA		NA		NA

		chr3		13838636		13838837		MACS2_peak_214		10.86279																				Exon/CD		chr2		6880734		6880935		AT2G15800		AT2G15800		+		9		NA		NA		NA

		chr3		13839143		13839344		MACS2_peak_215		9.18069																				Exon/CD		chr2		6880736		6880937		AT2G15800		AT2G15800		+		11		NA		NA		NA

		chr3		13839672		13839873		MACS2_peak_216		4.96629																				5'UTR		chr2		7190914		7191115		AT2G16586		AT2G16586		+		77		NA		NA		NA

		chr3		13849556		13849757		MACS2_peak_217		21.22021																				5'UTR		chr2		7191009		7191210		AT2G16586		AT2G16586		+		172		NA		NA		NA

		chr3		13852062		13852263		MACS2_peak_218		20.60857																				5'UTR		chr2		7191274		7191475		AT2G16586		AT2G16586		+		437		NA		NA		NA

		chr3		13852411		13852612		MACS2_peak_219		9.6002																				5'UTR		chr2		7191284		7191485		AT2G16586		AT2G16586		+		447		NA		NA		NA

		chr3		13853423		13853624		MACS2_peak_220		14.20427																				5'UTR		chr2		7191398		7191599		AT2G16586		AT2G16586		+		561		NA		NA		NA

		chr3		13854602		13854803		MACS2_peak_221		8.9432																				Downstream		chr2		7751318		7751519				NIL		-		1479		NA		NA		NA

		chr3		13857625		13857826		MACS2_peak_222		7.76044																				Exon/CD		chr2		8021468		8021669				NIL		-		94		NA		NA		NA

		chr3		13861132		13861333		MACS2_peak_223		13.84882																				Exon/CD		chr2		8021513		8021714				NIL		-		49		NA		NA		NA

		chr3		13861644		13861845		MACS2_peak_224		12.59163																				Exon/CD		chr2		8381947		8382148				NIL		-		425		NA		NA		NA

		chr3		13862858		13863059		MACS2_peak_225		5.66856																				Exon/CD		chr2		8381948		8382149				NIL		-		424		NA		NA		NA

		chr3		13863875		13864076		MACS2_peak_226		6.0081																				Upstream		chr2		8383443		8383644		AT2G19380		AT2G19380		+		-313		NA		NA		NA

		chr3		13866724		13866925		MACS2_peak_227		19.2809																				Intron		chr2		8678419		8678620		AT2G20100		AT2G20100		+		469		NA		NA		NA

		chr3		14174617		14174818		MACS2_peak_228		6.09885																				Intron		chr2		8678423		8678624		AT2G20100		AT2G20100		+		473		NA		NA		NA

		chr3		14175590		14175791		MACS2_peak_229		7.02647																				Exon/CD		chr2		8740232		8740433				NIL		+		17		NA		NA		NA

		chr3		14177574		14177775		MACS2_peak_230		3.79446																				Exon/CD		chr2		8740239		8740440				NIL		+		24		NA		NA		NA

		chr3		14181058		14181259		MACS2_peak_231		5.58926																				Exon/CD		chr2		9126217		9126418				NIL		+		52		NA		NA		NA

		chr3		14184332		14184533		MACS2_peak_232		8.13662																				Exon/CD		chr2		9723186		9723387				NIL		+		54		NA		NA		NA

		chr3		14192645		14192846		MACS2_peak_233		48.90215																				Exon/CD		chr2		9723186		9723387				NIL		+		54		NA		NA		NA

		chr3		14193991		14194192		MACS2_peak_234		60.11082																				Exon/CD		chr2		10059063		10059264				NIL		-		67		NA		NA		NA

		chr3		14196368		14196569		MACS2_peak_235		24.85656																				Exon/CD		chr2		11839519		11839720				NIL		+		53		NA		NA		NA

		chr3		14197888		14198089		MACS2_peak_236		15.1634																				Exon/CD		chr2		11839532		11839733				NIL		+		66		NA		NA		NA

		chr3		14198758		14198959		MACS2_peak_237		11.32299																				Downstream		chr2		12280078		12280279				NIL		-		992		NA		NA		NA

		chr3		14199356		14199557		MACS2_peak_238		19.25208																				Downstream		chr2		12280079		12280280				NIL		-		991		NA		NA		NA

		chr3		14199540		14199741		MACS2_peak_239		10.06357																				3'UTR		chr2		12897664		12897865		AT2G30230		AT2G30230		+		693		NA		NA		NA

		chr3		14200375		14200576		MACS2_peak_240		6.62443																				Exon/CD		chr2		13095194		13095395				NIL		+		178		NA		NA		NA

		chr3		14200617		14200818		MACS2_peak_241		3.58027																				Exon/CD		chr2		13095213		13095414				NIL		+		197		NA		NA		NA

		chr3		14200961		14201162		MACS2_peak_242		6.56964																				Intron		chr2		13185588		13185789		AT2G30980		AT2G30980		-		261		NA		NA		NA

		chr3		14201328		14201529		MACS2_peak_243		10.33719																				Intron		chr2		13185594		13185795		AT2G30980		AT2G30980		-		255		NA		NA		NA

		chr3		14202928		14203129		MACS2_peak_244		11.28741																				Upstream		chr2		13824542		13824743		AT2G32560		AT2G32560		+		-152		NA		NA		NA

		chr3		14204400		14204601		MACS2_peak_245		61.83504																				Upstream		chr2		13824545		13824746		AT2G32560		AT2G32560		+		-149		NA		NA		NA

		chr3		14205619		14205820		MACS2_peak_246		9.98396																				5'UTR		chr2		14373711		14373912		AT2G34020		AT2G34020		-		44		NA		NA		NA

		chr3		14217693		14217894		MACS2_peak_247		5.91975																				5'UTR		chr2		14702454		14702655		AT2G34840		AT2G34840		+		66		NA		NA		NA

		chr3		14223048		14223249		MACS2_peak_248		4.7633																				5'UTR		chr2		14702457		14702658		AT2G34840		AT2G34840		+		69		NA		NA		NA

		chr3		14254344		14254545		MACS2_peak_249		15.80861																				Intron		chr2		14714784		14714985		AT2G34880		AT2G34880		-		1750		NA		NA		NA

		chr3		14305171		14305372		MACS2_peak_250		42.64191																				Intron		chr2		14714791		14714992		AT2G34880		AT2G34880		-		1743		NA		NA		NA

		chr3		14306085		14306286		MACS2_peak_251		11.10094																				Exon/CD		chr2		15955341		15955542				NIL		+		82		NA		NA		NA

		chr3		14762141		14762342		MACS2_peak_252		19.11029																				Upstream		chr2		17106902		17107103		AT2G40990		AT2G40990		-		-229		NA		NA		NA

		chr3		15703087		15703288		MACS2_peak_253		12.63264																				Upstream		chr2		17106947		17107148		AT2G40990		AT2G40990		-		-274		NA		NA		NA

		chr3		15733036		15733237		MACS2_peak_254		17.44522																				Upstream		chr2		17108409		17108610		AT2G40995		AT2G40995		+		-885		NA		NA		NA

		chr3		17541220		17541421		MACS2_peak_255		11.10094																				Upstream		chr2		17108420		17108621		AT2G40995		AT2G40995		+		-874		NA		NA		NA

		chr3		17640290		17640491		MACS2_peak_256		8.13662																				3'UTR		chr2		17646866		17647067		AT2G42380		AT2G42380		-		1979		NA		NA		NA

		chr3		17678409		17678610		MACS2_peak_257		20.792																				Exon/CD		chr2		17701276		17701477				NIL		+		32		NA		NA		NA

		chr3		17785774		17785975		MACS2_peak_258		6.72019																				Upstream		chr2		18145513		18145714		AT2G43800		AT2G43800		+		-108		NA		NA		NA

		chr3		18101196		18101397		MACS2_peak_259		27.77617																				Exon/CD		chr2		18314680		18314881		AT2G44340		AT2G44340		+		501		NA		NA		NA

		chr3		18960734		18960935		MACS2_peak_260		19.11029																				Exon/CD		chr2		18314683		18314884		AT2G44340		AT2G44340		+		504		NA		NA		NA

		chr3		19075442		19075643		MACS2_peak_261		8.13662																				Downstream		chr2		19100400		19100601		AT2G46520		AT2G46520		+		3732		NA		NA		NA

		chr3		19679103		19679304		MACS2_peak_262		9.6002																				Downstream		chr2		19100405		19100606		AT2G46520		AT2G46520		+		3737		NA		NA		NA

		chr3		20564179		20564380		MACS2_peak_263		5.35173																				Downstream		chr2		19697716		19697917				NIL		+		382		NA		NA		NA

		chr3		20762990		20763191		MACS2_peak_264		12.63264																				Downstream		chr2		19698046		19698247				NIL		+		712		NA		NA		NA

		chr3		21492064		21492265		MACS2_peak_265		5.35173																				Downstream		chr2		19698088		19698289				NIL		+		754		NA		NA		NA

		chr3		21761135		21761336		MACS2_peak_266		15.80861																				Intron		chr1		176398		176599		AT1G01480		AT1G01480		+		357		NA		NA		NA

		chr3		21774782		21774983		MACS2_peak_267		14.20427																				Intron		chr1		270424		270625		AT1G01725		AT1G01725		-		251		NA		NA		NA

		chr3		21931765		21931966		MACS2_peak_268		5.35173																				Intron		chr1		270427		270628		AT1G01725		AT1G01725		-		248		NA		NA		NA

		chr3		21953047		21953248		MACS2_peak_269		17.44522																				Intron		chr1		1243187		1243388		AT1G04555		AT1G04555		+		729		NA		NA		NA

		chr3		23031009		23031210		MACS2_peak_270		12.63264																				5'UTR		chr1		3224403		3224604		AT1G09910		AT1G09910		-		38		NA		NA		NA

		chr4		659403		659604		MACS2_peak_271		35.07501																				5'UTR		chr1		3224408		3224609		AT1G09910		AT1G09910		-		33		NA		NA		NA

		chr4		1025118		1025319		MACS2_peak_272		9.6002																				Exon/CD		chr1		3252203		3252404				NIL		-		40		NA		NA		NA

		chr4		1256766		1256967		MACS2_peak_273		15.80861																				Exon/CD		chr1		3506338		3506539				NIL		+		78		NA		NA		NA

		chr4		1595559		1595760		MACS2_peak_274		17.44522																				Exon/CD		chr1		4015181		4015382				NIL		+		20		NA		NA		NA

		chr4		2269125		2269326		MACS2_peak_275		11.10094																				Exon/CD		chr1		4015189		4015390				NIL		+		28		NA		NA		NA

		chr4		2297381		2297582		MACS2_peak_276		20.792																				Exon/CD		chr1		4546239		4546440				NIL		+		60		NA		NA		NA

		chr4		2922306		2922507		MACS2_peak_277		16.0349																				Exon/CD		chr1		4546242		4546443				NIL		+		63		NA		NA		NA

		chr4		2924522		2924723		MACS2_peak_278		4.28677																				Upstream		chr1		4807782		4807983		AT1G14030		AT1G14030		-		-365		NA		NA		NA

		chr4		2925944		2926145		MACS2_peak_279		3.85046																				Upstream		chr1		4807787		4807988		AT1G14030		AT1G14030		-		-370		NA		NA		NA

		chr4		2936855		2937056		MACS2_peak_280		2.54029																				Intron		chr1		6951375		6951576		AT1G20060		AT1G20060		-		4818		NA		NA		NA

		chr4		2937393		2937594		MACS2_peak_281		2.54526																				Intron		chr1		6951377		6951578		AT1G20060		AT1G20060		-		4816		NA		NA		NA

		chr4		2940491		2940692		MACS2_peak_282		3.23075																				Exon/CD		chr1		7024940		7025141				NIL		+		5		NA		NA		NA

		chr4		2941440		2941641		MACS2_peak_283		2.56403																				Exon/CD		chr1		7025051		7025252				NIL		+		116		NA		NA		NA

		chr4		2943330		2943531		MACS2_peak_284		6.1916																				Intron		chr1		7964594		7964795		AT1G22540		AT1G22540		+		652		NA		NA		NA

		chr4		2947775		2947976		MACS2_peak_285		6.09885																				Exon/CD		chr1		8982527		8982728		AT1G25560		AT1G25560		-		414		NA		NA		NA

		chr4		2949904		2950105		MACS2_peak_286		12.04766																				Intron		chr1		9023643		9023844		AT1G26100		AT1G26100		-		338		NA		NA		NA

		chr4		2950267		2950468		MACS2_peak_287		4.89271																				Intron		chr1		9023651		9023852		AT1G26100		AT1G26100		-		330		NA		NA		NA

		chr4		2951228		2951429		MACS2_peak_288		4.35649																				Intron		chr1		9175673		9175874		AT1G26558		AT1G26558		+		131		NA		NA		NA

		chr4		2953098		2953299		MACS2_peak_289		14.0131																				Intron		chr1		9175679		9175880		AT1G26558		AT1G26558		+		137		NA		NA		NA

		chr4		2955066		2955267		MACS2_peak_290		5.5125																				Upstream		chr1		9708127		9708328		AT1G27880		AT1G27880		+		-697		NA		NA		NA

		chr4		2967121		2967322		MACS2_peak_291		19.9925																				5'UTR		chr1		9887340		9887541		AT1G28280		AT1G28280		-		38		NA		NA		NA

		chr4		3012264		3012465		MACS2_peak_292		10.43691																				5'UTR		chr1		9887345		9887546		AT1G28280		AT1G28280		-		33		NA		NA		NA

		chr4		3012527		3012728		MACS2_peak_293		14.43602																				Intron		chr1		10019130		10019331		AT1G28500		AT1G28500		+		539		NA		NA		NA

		chr4		3012745		3012946		MACS2_peak_294		2.77696																				Intron		chr1		10019132		10019333		AT1G28500		AT1G28500		+		541		NA		NA		NA

		chr4		3041438		3041639		MACS2_peak_295		8.13662																				Exon/CD		chr1		10655794		10655995				NIL		+		60		NA		NA		NA

		chr4		3042157		3042358		MACS2_peak_296		9.26514																				Exon/CD		chr1		10655800		10656001				NIL		+		66		NA		NA		NA

		chr4		3054598		3054799		MACS2_peak_297		33.86875																				Upstream		chr1		12091677		12091878		AT1G33350		AT1G33350		-		-90		NA		NA		NA

		chr4		3055422		3055623		MACS2_peak_298		33.86875																				Upstream		chr1		12091679		12091880		AT1G33350		AT1G33350		-		-92		NA		NA		NA

		chr4		3057881		3058082		MACS2_peak_299		36.98924																				Exon/CD		chr1		12733273		12733474				NIL		-		68		NA		NA		NA

		chr4		3061041		3061242		MACS2_peak_300		41.75961																				Exon/CD		chr1		12907541		12907742				NIL		+		1076		NA		NA		NA

		chr4		3061354		3061555		MACS2_peak_301		7.27775																				Exon/CD		chr1		12907551		12907752				NIL		+		1086		NA		NA		NA

		chr4		3655823		3656024		MACS2_peak_302		25.9976																				Downstream		chr1		13102779		13102980				NIL		+		4598		NA		NA		NA

		chr4		3950789		3950990		MACS2_peak_303		129.41743																				Downstream		chr1		13102803		13103004				NIL		+		4622		NA		NA		NA

		chr4		3953418		3953619		MACS2_peak_304		130.84445																				Exon/CD		chr1		13108831		13109032				NIL		+		90		NA		NA		NA

		chr4		3965729		3965930		MACS2_peak_305		57.33575																				Exon/CD		chr1		13108836		13109037				NIL		+		95		NA		NA		NA

		chr4		3966124		3966325		MACS2_peak_306		19.60988																				Downstream		chr1		13430186		13430387				NIL		+		3828		NA		NA		NA

		chr4		3966468		3966669		MACS2_peak_307		51.61866																				Downstream		chr1		13430192		13430393				NIL		+		3834		NA		NA		NA

		chr4		3966646		3966847		MACS2_peak_308		40.7711																				Exon/CD		chr1		13850959		13851160				NIL		+		580		NA		NA		NA

		chr4		3968262		3968463		MACS2_peak_309		67.32238																				Exon/CD		chr1		13850966		13851167				NIL		+		587		NA		NA		NA

		chr4		3968400		3968601		MACS2_peak_310		13.3949																				Exon/CD		chr1		14139684		14139885				NIL		+		50		NA		NA		NA

		chr4		3968818		3969019		MACS2_peak_311		54.5947																				Exon/CD		chr1		14139686		14139887				NIL		+		52		NA		NA		NA

		chr4		3969291		3969492		MACS2_peak_312		29.29274																				Downstream		chr1		14363166		14363367				NIL		-		937		NA		NA		NA

		chr4		3969619		3969820		MACS2_peak_313		6.05696																				Downstream		chr1		14363172		14363373				NIL		-		931		NA		NA		NA

		chr4		3969788		3969989		MACS2_peak_314		19.5846																				Downstream		chr1		14363343		14363544				NIL		-		760		NA		NA		NA

		chr4		3969966		3970167		MACS2_peak_315		54.11073																				Downstream		chr1		14408821		14409022				NIL		-		935		NA		NA		NA

		chr4		3971768		3971969		MACS2_peak_316		50.03305																				Downstream		chr1		14408824		14409025				NIL		-		932		NA		NA		NA

		chr4		3972323		3972524		MACS2_peak_317		18.76421																				Downstream		chr1		14408993		14409194				NIL		-		763		NA		NA		NA

		chr4		3972597		3972798		MACS2_peak_318		55.43343																				Downstream		chr1		14473675		14473876				NIL		-		936		NA		NA		NA

		chr4		3973376		3973577		MACS2_peak_319		39.52204																				Downstream		chr1		14473678		14473879				NIL		-		933		NA		NA		NA

		chr4		3973575		3973776		MACS2_peak_320		12.66007																				Downstream		chr1		14474212		14474413				NIL		-		399		NA		NA		NA

		chr4		3973878		3974079		MACS2_peak_321		62.35144																				Downstream		chr1		14474375		14474576				NIL		-		236		NA		NA		NA

		chr4		3974378		3974579		MACS2_peak_322		16.77243																				Downstream		chr1		14474391		14474592				NIL		-		220		NA		NA		NA

		chr4		3974697		3974898		MACS2_peak_323		29.29274																				Upstream		chr1		14484574		14484775				NIL		+		-198		NA		NA		NA

		chr4		3974937		3975138		MACS2_peak_324		29.86667																				Downstream		chr1		14486896		14487097				NIL		+		2124		NA		NA		NA

		chr4		3975106		3975307		MACS2_peak_325		5.22374																				Exon/CD		chr1		15082224		15082425		AT1G40104		AT1G40104		+		372		NA		NA		NA

		chr4		3975284		3975485		MACS2_peak_326		50.14471																				Intron		chr1		15083141		15083342		AT1G40104		AT1G40104		+		1289		NA		NA		NA

		chr4		3975484		3975685		MACS2_peak_327		63.44086																				Exon/CD		chr1		15083613		15083814		AT1G40104		AT1G40104		+		1761		NA		NA		NA

		chr4		3975983		3976184		MACS2_peak_328		49.54121																				Exon/CD		chr1		15083617		15083818		AT1G40104		AT1G40104		+		1765		NA		NA		NA

		chr4		3976381		3976582		MACS2_peak_329		58.39355																				Exon/CD		chr1		15085232		15085433		AT1G40104		AT1G40104		+		3380		NA		NA		NA

		chr4		3977305		3977506		MACS2_peak_330		8.8345																				Exon/CD		chr1		15088311		15088512				NIL		-		1528		NA		NA		NA

		chr4		3977741		3977942		MACS2_peak_331		51.61866																				Exon/CD		chr1		15143128		15143329				NIL		-		1218		NA		NA		NA

		chr4		3978801		3979002		MACS2_peak_332		49.9486																				Intron		chr1		15197157		15197358				NIL		-		484		NA		NA		NA

		chr4		3979190		3979391		MACS2_peak_333		31.8663																				Exon/CD		chr1		15205063		15205264				NIL		-		552		NA		NA		NA

		chr4		3979334		3979535		MACS2_peak_334		29.29274																				Exon/CD		chr1		15207002		15207203				NIL		-		743		NA		NA		NA

		chr4		3979733		3979934		MACS2_peak_335		41.25021																				Exon/CD		chr1		15214328		15214529		AT1G40125		AT1G40125		+		148		NA		NA		NA

		chr4		3979872		3980073		MACS2_peak_336		4.73421																				Exon/CD		chr1		15214336		15214537		AT1G40125		AT1G40125		+		156		NA		NA		NA

		chr4		3980284		3980485		MACS2_peak_337		32.47915																				Exon/CD		chr1		15249098		15249299				NIL		-		2893		NA		NA		NA

		chr4		3980676		3980877		MACS2_peak_338		8.76654																				Intron		chr1		15272548		15272749				NIL		-		1606		NA		NA		NA

		chr4		3980937		3981138		MACS2_peak_339		33.10481																				Intron		chr1		15272559		15272760				NIL		-		1595		NA		NA		NA

		chr4		3981356		3981557		MACS2_peak_340		40.33279																				Exon/CD		chr1		15299385		15299586				NIL		-		234		NA		NA		NA

		chr4		3981745		3981946		MACS2_peak_341		6.36332																				Exon/CD		chr1		15349382		15349583				NIL		-		483		NA		NA		NA

		chr4		3981997		3982198		MACS2_peak_342		34.18243																				Intron		chr1		15370645		15370846				NIL		-		1606		NA		NA		NA

		chr4		3982286		3982487		MACS2_peak_343		15.34732																				Intron		chr1		15370649		15370850				NIL		-		1602		NA		NA		NA

		chr4		3982418		3982619		MACS2_peak_344		55.43343																				Upstream		chr1		15397481		15397682				NIL		+		-775		NA		NA		NA

		chr4		3983429		3983630		MACS2_peak_345		28.93718																				Downstream		chr1		15437030		15437231				NIL		+		694		NA		NA		NA

		chr4		3983845		3984046		MACS2_peak_346		43.93356																				Exon/CD		chr1		15645796		15645997				NIL		-		119		NA		NA		NA

		chr4		3985202		3985403		MACS2_peak_347		55.22847																				Exon/CD		chr1		15645796		15645997				NIL		-		119		NA		NA		NA

		chr4		3985749		3985950		MACS2_peak_348		19.60988																				Exon/CD		chr1		15993702		15993903				NIL		-		62		NA		NA		NA

		chr4		3986027		3986228		MACS2_peak_349		53.5148																				Upstream		chr1		16175783		16175984				NIL		+		-849		NA		NA		NA

		chr4		3986807		3987008		MACS2_peak_350		43.48764																				Upstream		chr1		16175784		16175985				NIL		+		-848		NA		NA		NA

		chr4		3986930		3987131		MACS2_peak_351		8.98723																				Exon/CD		chr1		16673536		16673737				NIL		+		104		NA		NA		NA

		chr4		3987009		3987210		MACS2_peak_352		10.22916																				Exon/CD		chr1		16673539		16673740				NIL		+		107		NA		NA		NA

		chr4		3987307		3987508		MACS2_peak_353		51.01048																				Intron		chr1		16868338		16868539				NIL		+		676		NA		NA		NA

		chr4		3998135		3998336		MACS2_peak_354		32.32849																				Intron		chr1		16868370		16868571				NIL		+		708		NA		NA		NA

		chr4		3998548		3998749		MACS2_peak_355		51.94168																				Exon/CD		chr1		17225720		17225921		AT1G46264		AT1G46264		+		978		NA		NA		NA

		chr4		3998746		3998947		MACS2_peak_356		67.45752																				Exon/CD		chr1		17279574		17279775				NIL		+		110		NA		NA		NA

		chr4		3999248		3999449		MACS2_peak_357		56.12724																				Exon/CD		chr1		17279574		17279775				NIL		+		110		NA		NA		NA

		chr4		3999645		3999846		MACS2_peak_358		53.5148																				Exon/CD		chr1		17339612		17339813		AT1G47300		AT1G47300		-		1260		NA		NA		NA

		chr4		3999981		4000182		MACS2_peak_359		16.94666																				Exon/CD		chr1		17339612		17339813		AT1G47300		AT1G47300		-		1260		NA		NA		NA

		chr4		4000134		4000335		MACS2_peak_360		34.02428																				Exon/CD		chr1		17882849		17883050		AT1G48400		AT1G48400		-		906		NA		NA		NA

		chr4		4000304		4000505		MACS2_peak_361		43.75034																				Downstream		chr1		18486462		18486663		AT1G49930		AT1G49930		+		1630		NA		NA		NA

		chr4		4001058		4001259		MACS2_peak_362		86.25674																				Exon/CD		chr1		20042272		20042473				NIL		-		46		NA		NA		NA

		chr4		4001585		4001786		MACS2_peak_363		19.83531																				Exon/CD		chr1		20042282		20042483				NIL		-		36		NA		NA		NA

		chr4		4001740		4001941		MACS2_peak_364		21.37682																				5'UTR		chr1		20807798		20807999		AT1G55680		AT1G55680		-		42		NA		NA		NA

		chr4		4002124		4002325		MACS2_peak_365		76.80563																				Upstream		chr1		20958818		20959019		AT1G56030		AT1G56030		-		-368		NA		NA		NA

		chr4		4002325		4002526		MACS2_peak_366		7.76159																				Upstream		chr1		20958821		20959022		AT1G56030		AT1G56030		-		-371		NA		NA		NA

		chr4		4002644		4002845		MACS2_peak_367		19.49977																				Exon/CD		chr1		20979569		20979770				NIL		+		246		NA		NA		NA

		chr4		4002810		4003011		MACS2_peak_368		20.792																				Exon/CD		chr1		20979569		20979770				NIL		+		246		NA		NA		NA

		chr4		4002999		4003200		MACS2_peak_369		15.88137																				Upstream		chr1		21457533		21457734				NIL		-		-133		NA		NA		NA

		chr4		4003376		4003577		MACS2_peak_370		36.61308																				Upstream		chr1		21457535		21457736				NIL		-		-135		NA		NA		NA

		chr4		4003908		4004109		MACS2_peak_371		83.47829																				Exon/CD		chr1		23542099		23542300				NIL		+		85		NA		NA		NA

		chr4		4004592		4004793		MACS2_peak_372		24.42233																				Exon/CD		chr1		23542102		23542303				NIL		+		88		NA		NA		NA

		chr4		4004774		4004975		MACS2_peak_373		9.41465																				Intron		chr1		23918820		23919021		AT1G64400		AT1G64400		-		863		NA		NA		NA

		chr4		4005690		4005891		MACS2_peak_374		43.28197																				Exon/CD		chr1		25881206		25881407		AT1G68840		AT1G68840		+		983		NA		NA		NA

		chr4		4005864		4006065		MACS2_peak_375		96.40545																				Intron		chr1		27562876		27563077		AT1G73310		AT1G73310		-		2201		NA		NA		NA

		chr4		4006166		4006367		MACS2_peak_376		43.37529																				Intron		chr1		27562877		27563078		AT1G73310		AT1G73310		-		2200		NA		NA		NA

		chr4		4006563		4006764		MACS2_peak_377		18.0092																				Exon/CD		chrc		86030		86231		ATCG00840		ATCG00840		-		13		NA		NA		NA

		chr4		4006713		4006914		MACS2_peak_378		53.73465																				Exon/CD		chrc		86862		87063		ATCG00860		ATCG00860		+		488		NA		NA		NA

		chr4		4007231		4007432		MACS2_peak_379		37.15527																				Exon/CD		chrc		89862		90063		ATCG00860		ATCG00860		+		3488		NA		NA		NA

		chr4		4007646		4007847		MACS2_peak_380		85.61956																				Exon/CD		chrc		90632		90833		ATCG00860		ATCG00860		+		4258		NA		NA		NA

		chr4		4007846		4008047		MACS2_peak_381		8.76813																				Exon/CD		chrc		95364		95565		ATCG00890		ATCG00890		-		1331		NA		NA		NA

		chr4		4008309		4008510		MACS2_peak_382		34.67085																				Intron		chrc		95849		96050		ATCG00890		ATCG00890		-		846		NA		NA		NA

		chr4		4008524		4008725		MACS2_peak_383		8.01024																				Upstream		chrc		96930		97131		ATCG00890		ATCG00890		-		-235		NA		NA		NA

		chr4		4008804		4009005		MACS2_peak_384		41.17562																				Exon/CD		chrc		98642		98843		ATCG00905		ATCG00905		-		51		NA		NA		NA

		chr4		4009607		4009808		MACS2_peak_385		41.75961																				Exon/CD		chrc		101000		101201		ATCG00920		ATCG00920		+		88		NA		NA		NA

		chr4		4009947		4010148		MACS2_peak_386		8.60201																				Exon/CD		chrc		101005		101206		ATCG00920		ATCG00920		+		93		NA		NA		NA

		chr4		4010132		4010333		MACS2_peak_387		74.15368																				Exon/CD		chrc		101220		101421		ATCG00920		ATCG00920		+		308		NA		NA		NA

		chr4		4010666		4010867		MACS2_peak_388		69.0872																				Exon/CD		chrc		101473		101674		ATCG00920		ATCG00920		+		561		NA		NA		NA

		chr4		4010826		4011027		MACS2_peak_389		35.35291																				Exon/CD		chrc		101776		101977		ATCG00920		ATCG00920		+		864		NA		NA		NA

		chr4		4011039		4011240		MACS2_peak_390		69.0872																				Exon/CD		chrc		101790		101991		ATCG00920		ATCG00920		+		878		NA		NA		NA

		chr4		4011563		4011764		MACS2_peak_391		76.5124																				Exon/CD		chrc		102030		102231		ATCG00920		ATCG00920		+		1118		NA		NA		NA

		chr4		4547868		4548069		MACS2_peak_392		70.79457																				Exon/CD		chrc		102162		102363		ATCG00920		ATCG00920		+		1250		NA		NA		NA

		chr4		5203724		5203925		MACS2_peak_393		20.792																				Exon/CD		chrc		102252		102453		ATCG00920		ATCG00920		+		1340		NA		NA		NA

		chr4		5360897		5361098		MACS2_peak_394		52.43092																				Exon/CD		chrc		104729		104930		ATCG00950		ATCG00950		+		138		NA		NA		NA

		chr4		5423362		5423563		MACS2_peak_395		14.20427																				Exon/CD		chrc		104885		105086		ATCG00950		ATCG00950		+		294		NA		NA		NA

		chr4		5628782		5628983		MACS2_peak_396		14.20427																				Exon/CD		chrc		104960		105161		ATCG00950		ATCG00950		+		369		NA		NA		NA

		chr4		6927071		6927272		MACS2_peak_397		11.10094																				Exon/CD		chrc		105590		105791		ATCG00950		ATCG00950		+		999		NA		NA		NA

		chr4		9362552		9362753		MACS2_peak_398		5.35173																				Exon/CD		chrc		106034		106235		ATCG00950		ATCG00950		+		1443		NA		NA		NA

		chr4		9969093		9969294		MACS2_peak_399		8.13662																				Exon/CD		chrc		106289		106490		ATCG00950		ATCG00950		+		1698		NA		NA		NA

		chr4		13736239		13736440		MACS2_peak_400		17.44522																				Exon/CD		chrc		106546		106747		ATCG00950		ATCG00950		+		1955		NA		NA		NA

		chr4		14558502		14558703		MACS2_peak_401		5.35173																				Exon/CD		chrc		106589		106790		ATCG00950		ATCG00950		+		1998		NA		NA		NA

		chr4		15769769		15769970		MACS2_peak_402		9.6002																				Exon/CD		chrc		106791		106992		ATCG00950		ATCG00950		+		2200		NA		NA		NA

		chr4		15790341		15790542		MACS2_peak_403		19.11029																				Exon/CD		chrc		106877		107078		ATCG00950		ATCG00950		+		2286		NA		NA		NA

		chr4		15960025		15960226		MACS2_peak_404		11.10094																				Exon/CD		chrc		106974		107175		ATCG00950		ATCG00950		+		2383		NA		NA		NA

		chr4		16444114		16444315		MACS2_peak_405		5.35173																				Exon/CD		chrc		107177		107378		ATCG00950		ATCG00950		+		2586		NA		NA		NA

		chr4		17483136		17483337		MACS2_peak_406		12.63264																				Exon/CD		chrc		107180		107381		ATCG00950		ATCG00950		+		2589		NA		NA		NA

		chr4		18096121		18096322		MACS2_peak_407		14.20427																				Exon/CD		chrc		107275		107476		ATCG00950		ATCG00950		+		2684		NA		NA		NA

		chr4		18268633		18268834		MACS2_peak_408		5.35173																				Upstream		chrc		107843		108044		ATCG00970		ATCG00970		+		-6		NA		NA		NA

		chr4		18510419		18510620		MACS2_peak_409		12.63264																				Upstream		chrc		118966		119167		ATCG01080		ATCG01080		-		-159		NA		NA		NA

		chr5		971411		971612		MACS2_peak_410		20.792																				Exon/CD		chrc		129075		129276		ATCG01130		ATCG01130		-		69		NA		NA		NA

		chr5		1409589		1409790		MACS2_peak_411		17.44522																				Upstream		chrc		130604		130805		ATCG01160		ATCG01160		-		-4		NA		NA		NA

		chr5		1507077		1507278		MACS2_peak_412		8.13662																				Exon/CD		chrc		131165		131366		ATCG01180		ATCG01180		-		2693		NA		NA		NA

		chr5		3160365		3160566		MACS2_peak_413		11.10094																				Exon/CD		chrc		131348		131549		ATCG01180		ATCG01180		-		2510		NA		NA		NA

		chr5		3252979		3253180		MACS2_peak_414		27.86912																				Exon/CD		chrc		131490		131691		ATCG01180		ATCG01180		-		2368		NA		NA		NA

		chr5		3372070		3372271		MACS2_peak_415		6.72019																				Exon/CD		chrc		131858		132059		ATCG01180		ATCG01180		-		2000		NA		NA		NA

		chr5		4074080		4074281		MACS2_peak_416		6.72019																				Exon/CD		chrc		131906		132107		ATCG01180		ATCG01180		-		1952		NA		NA		NA

		chr5		4669885		4670086		MACS2_peak_417		15.80861																				Exon/CD		chrc		132158		132359		ATCG01180		ATCG01180		-		1700		NA		NA		NA

		chr5		5397350		5397551		MACS2_peak_418		11.10094																				Exon/CD		chrc		132411		132612		ATCG01180		ATCG01180		-		1447		NA		NA		NA

		chr5		6195559		6195760		MACS2_peak_419		11.10094																				Exon/CD		chrc		132521		132722		ATCG01180		ATCG01180		-		1337		NA		NA		NA

		chr5		7870111		7870312		MACS2_peak_420		40.72477																				Exon/CD		chrc		132856		133057		ATCG01180		ATCG01180		-		1002		NA		NA		NA

		chr5		8428089		8428290		MACS2_peak_421		20.792																				Exon/CD		chrc		133032		133233		ATCG01180		ATCG01180		-		826		NA		NA		NA

		chr5		10058423		10058624		MACS2_peak_422		31.38228																				Exon/CD		chrc		133145		133346		ATCG01180		ATCG01180		-		713		NA		NA		NA

		chr5		10708313		10708514		MACS2_peak_423		17.44522																				Exon/CD		chrc		133487		133688		ATCG01180		ATCG01180		-		371		NA		NA		NA

		chr5		11185005		11185206		MACS2_peak_424		46.63985																				Exon/CD		chrc		133787		133988		ATCG01180		ATCG01180		-		71		NA		NA		NA

		chr5		11186830		11187031		MACS2_peak_425		33.76479																				Intron		chrc		134549		134750		ATCG01190		ATCG01190		-		335		NA		NA		NA

		chr5		11188338		11188539		MACS2_peak_426		34.67085																				Intron		chrc		134689		134890		ATCG01190		ATCG01190		-		195		NA		NA		NA

		chr5		11188561		11188762		MACS2_peak_427		27.85336																				Exon/CD		chrc		136164		136365		ATCG01210		ATCG01210		-		1373		NA		NA		NA

		chr5		11651245		11651446		MACS2_peak_428		43.56158																				Exon/CD		chrc		136636		136837		ATCG01210		ATCG01210		-		901		NA		NA		NA

		chr5		11659866		11660067		MACS2_peak_429		12.35112																				Exon/CD		chrc		136676		136877		ATCG01210		ATCG01210		-		861		NA		NA		NA

		chr5		11660473		11660674		MACS2_peak_430		8.19881																				Exon/CD		chrc		136949		137150		ATCG01210		ATCG01210		-		588		NA		NA		NA

		chr5		11660740		11660941		MACS2_peak_431		6.1916																				Exon/CD		chrc		137338		137539		ATCG01210		ATCG01210		-		199		NA		NA		NA

		chr5		11660977		11661178		MACS2_peak_432		15.15181																				Exon/CD		chrc		137450		137651		ATCG01210		ATCG01210		-		87		NA		NA		NA

		chr5		11661495		11661696		MACS2_peak_433		13.1																				Exon/CD		chrc		137514		137715		ATCG01210		ATCG01210		-		23		NA		NA		NA

		chr5		11664612		11664813		MACS2_peak_434		10.63973																				Upstream		chrc		139706		139907		ATCG01230		ATCG01230		+		-50		NA		NA		NA

		chr5		11665054		11665255		MACS2_peak_435		3.46655																				Upstream		chrc		141517		141718		ATCG01250		ATCG01250		+		-237		NA		NA		NA

		chr5		11665401		11665602		MACS2_peak_436		12.28931																				Intron		chrc		142594		142795		ATCG01250		ATCG01250		+		840		NA		NA		NA

		chr5		11667284		11667485		MACS2_peak_437		36.19594																				Exon/CD		chrc		147409		147610		ATCG01280		ATCG01280		-		4666		NA		NA		NA

		chr5		11667457		11667658		MACS2_peak_438		41.20428																				Exon/CD		chrc		147839		148040		ATCG01280		ATCG01280		-		4236		NA		NA		NA

		chr5		11667848		11668049		MACS2_peak_439		7.14875																				Exon/CD		chrc		148584		148785		ATCG01280		ATCG01280		-		3491		NA		NA		NA

		chr5		11668392		11668593		MACS2_peak_440		6.09885																				Exon/CD		chrc		151590		151791		ATCG01280		ATCG01280		-		485		NA		NA		NA

		chr5		11670447		11670648		MACS2_peak_441		14.92154																				Exon/CD		chrc		152429		152630		ATCG01300		ATCG01300		+		23		NA		NA		NA

		chr5		11671190		11671391		MACS2_peak_442		10.65178																				Intron		chrc		153521		153722		ATCG01310		ATCG01310		+		815		NA		NA		NA

		chr5		11672987		11673188		MACS2_peak_443		12.17569																				Exon/CD		chrc		153918		154119		ATCG01310		ATCG01310		+		1212		NA		NA		NA

		chr5		11674590		11674791		MACS2_peak_444		19.55664

		chr5		11674951		11675152		MACS2_peak_445		6.78701

		chr5		11675482		11675683		MACS2_peak_446		11.10094

		chr5		11677023		11677224		MACS2_peak_447		4.03112

		chr5		11677346		11677547		MACS2_peak_448		11.21933

		chr5		11678626		11678827		MACS2_peak_449		2.77145

		chr5		11678955		11679156		MACS2_peak_450		17.43143

		chr5		11679317		11679518		MACS2_peak_451		6.62655

		chr5		11681717		11681918		MACS2_peak_452		13.41144

		chr5		11682082		11682283		MACS2_peak_453		5.02059

		chr5		11682609		11682810		MACS2_peak_454		12.63264

		chr5		11682968		11683169		MACS2_peak_455		11.9304

		chr5		11701580		11701781		MACS2_peak_456		15.0964

		chr5		11702431		11702632		MACS2_peak_457		84.9992

		chr5		11703168		11703369		MACS2_peak_458		131.44582

		chr5		11704547		11704748		MACS2_peak_459		74.15368

		chr5		11705281		11705482		MACS2_peak_460		128.13051

		chr5		11705449		11705650		MACS2_peak_461		92.68888

		chr5		11705934		11706135		MACS2_peak_462		11.59918

		chr5		11708261		11708462		MACS2_peak_463		103.52441

		chr5		11708945		11709146		MACS2_peak_464		90.51175

		chr5		11709317		11709518		MACS2_peak_465		64.06853

		chr5		11709647		11709848		MACS2_peak_466		12.99956

		chr5		11710215		11710416		MACS2_peak_467		75.94617

		chr5		11710385		11710586		MACS2_peak_468		26.04889

		chr5		11710507		11710708		MACS2_peak_469		57.22781

		chr5		11710879		11711080		MACS2_peak_470		78.18955

		chr5		11711412		11711613		MACS2_peak_471		62.1269

		chr5		11723644		11723845		MACS2_peak_472		130.84445

		chr5		11724367		11724568		MACS2_peak_473		86.83158

		chr5		11724857		11725058		MACS2_peak_474		50.79199

		chr5		11726199		11726400		MACS2_peak_475		87.56696

		chr5		11726993		11727194		MACS2_peak_476		96.25728

		chr5		11727705		11727906		MACS2_peak_477		105.40312

		chr5		11729340		11729541		MACS2_peak_478		107.28053

		chr5		11729632		11729833		MACS2_peak_479		125.85172

		chr5		11730412		11730613		MACS2_peak_480		116.65176

		chr5		11733041		11733242		MACS2_peak_481		107.28053

		chr5		11733706		11733907		MACS2_peak_482		118.50587

		chr5		11734709		11734910		MACS2_peak_483		109.16055

		chr5		11736020		11736221		MACS2_peak_484		123.82245

		chr5		11736762		11736963		MACS2_peak_485		58.46347

		chr5		11737017		11737218		MACS2_peak_486		14.63011

		chr5		11737342		11737543		MACS2_peak_487		61.07898

		chr5		11737683		11737884		MACS2_peak_488		67.69843

		chr5		11738055		11738256		MACS2_peak_489		12.62391

		chr5		11738229		11738430		MACS2_peak_490		56.60297

		chr5		11753977		11754178		MACS2_peak_491		43.93356

		chr5		11754146		11754347		MACS2_peak_492		11.38191

		chr5		11754383		11754584		MACS2_peak_493		5.37882

		chr5		11754516		11754717		MACS2_peak_494		52.34988

		chr5		11754691		11754892		MACS2_peak_495		29.54816

		chr5		11754855		11755056		MACS2_peak_496		6.1678

		chr5		11755124		11755325		MACS2_peak_497		10.51712

		chr5		11755397		11755598		MACS2_peak_498		5.61859

		chr5		11755560		11755761		MACS2_peak_499		9.07881

		chr5		11756138		11756339		MACS2_peak_500		13.86657

		chr5		11757151		11757352		MACS2_peak_501		4.88947

		chr5		11757557		11757758		MACS2_peak_502		4.20173

		chr5		11758019		11758220		MACS2_peak_503		6.78701

		chr5		11758256		11758457		MACS2_peak_504		10.97389

		chr5		11759028		11759229		MACS2_peak_505		5.14282

		chr5		11760435		11760636		MACS2_peak_506		4.46967

		chr5		11761154		11761355		MACS2_peak_507		5.83347

		chr5		11761807		11762008		MACS2_peak_508		3.22469

		chr5		11762909		11763110		MACS2_peak_509		23.23767

		chr5		11763339		11763540		MACS2_peak_510		9.36576

		chr5		11763602		11763803		MACS2_peak_511		7.4147

		chr5		11786983		11787184		MACS2_peak_512		7.89811

		chr5		11787476		11787677		MACS2_peak_513		8.99337

		chr5		11787870		11788071		MACS2_peak_514		12.80315

		chr5		11788305		11788506		MACS2_peak_515		14.07937

		chr5		11788859		11789060		MACS2_peak_516		14.26204

		chr5		11789990		11790191		MACS2_peak_517		15.788

		chr5		11791068		11791269		MACS2_peak_518		12.53594

		chr5		11792110		11792311		MACS2_peak_519		4.46967

		chr5		11793176		11793377		MACS2_peak_520		10.97389

		chr5		11794276		11794477		MACS2_peak_521		30.19839

		chr5		11795286		11795487		MACS2_peak_522		10.09948

		chr5		11795625		11795826		MACS2_peak_523		7.10138

		chr5		11796262		11796463		MACS2_peak_524		11.38191

		chr5		11796567		11796768		MACS2_peak_525		20.66744

		chr5		11808269		11808470		MACS2_peak_526		28.57087

		chr5		11822005		11822206		MACS2_peak_527		26.55218

		chr5		11823072		11823273		MACS2_peak_528		5.81324

		chr5		11823266		11823467		MACS2_peak_529		22.00784

		chr5		11823605		11823806		MACS2_peak_530		12.79106

		chr5		11823978		11824179		MACS2_peak_531		11.45322

		chr5		11824852		11825053		MACS2_peak_532		5.81324

		chr5		11826813		11827014		MACS2_peak_533		9.06065

		chr5		11828061		11828262		MACS2_peak_534		9.46994

		chr5		11828566		11828767		MACS2_peak_535		11.99284

		chr5		11828901		11829102		MACS2_peak_536		11.7156

		chr5		11830172		11830373		MACS2_peak_537		6.09885

		chr5		11830497		11830698		MACS2_peak_538		8.5295

		chr5		11839632		11839833		MACS2_peak_539		8.13662

		chr5		11849256		11849457		MACS2_peak_540		6.72019

		chr5		11852471		11852672		MACS2_peak_541		8.9432

		chr5		11853336		11853537		MACS2_peak_542		12.28931

		chr5		11854234		11854435		MACS2_peak_543		14.58661

		chr5		11854790		11854991		MACS2_peak_544		8.8345

		chr5		11855487		11855688		MACS2_peak_545		28.05717

		chr5		11856734		11856935		MACS2_peak_546		5.5125

		chr5		11857624		11857825		MACS2_peak_547		7.24507

		chr5		11857974		11858175		MACS2_peak_548		21.09994

		chr5		11858864		11859065		MACS2_peak_549		5.15739

		chr5		11859410		11859611		MACS2_peak_550		5.35173

		chr5		11859540		11859741		MACS2_peak_551		4.03112

		chr5		11859733		11859934		MACS2_peak_552		12.54292

		chr5		11860297		11860498		MACS2_peak_553		6.09885

		chr5		11861526		11861727		MACS2_peak_554		8.29994

		chr5		11861963		11862164		MACS2_peak_555		8.29994

		chr5		11864814		11865015		MACS2_peak_556		8.13662

		chr5		11866027		11866228		MACS2_peak_557		10.13255

		chr5		11866913		11867114		MACS2_peak_558		6.1916

		chr5		11867818		11868019		MACS2_peak_559		10.32264

		chr5		11868891		11869092		MACS2_peak_560		8.9749

		chr5		11870322		11870523		MACS2_peak_561		9.78841

		chr5		11872095		11872296		MACS2_peak_562		4.79995

		chr5		11872444		11872645		MACS2_peak_563		11.84865

		chr5		11872986		11873187		MACS2_peak_564		4.79995

		chr5		11873329		11873530		MACS2_peak_565		26.98221

		chr5		11873715		11873916		MACS2_peak_566		18.88907

		chr5		11874039		11874240		MACS2_peak_567		26.80824

		chr5		11874584		11874785		MACS2_peak_568		7.76044

		chr5		11875284		11875485		MACS2_peak_569		31.41228

		chr5		11876507		11876708		MACS2_peak_570		5.5125

		chr5		11877227		11877428		MACS2_peak_571		12.28577

		chr5		11878104		11878305		MACS2_peak_572		12.92825

		chr5		11878672		11878873		MACS2_peak_573		8.13662

		chr5		11878993		11879194		MACS2_peak_574		5.36466

		chr5		11880772		11880973		MACS2_peak_575		5.5125

		chr5		11881672		11881873		MACS2_peak_576		7.98719

		chr5		11882644		11882845		MACS2_peak_577		10.37913

		chr5		11883526		11883727		MACS2_peak_578		7.05432

		chr5		11884094		11884295		MACS2_peak_579		7.98719

		chr5		11884979		11885180		MACS2_peak_580		5.23421

		chr5		11885307		11885508		MACS2_peak_581		7.17764

		chr5		11886194		11886395		MACS2_peak_582		14.15372

		chr5		11886757		11886958		MACS2_peak_583		4.88243

		chr5		11887088		11887289		MACS2_peak_584		57.94079

		chr5		11887967		11888168		MACS2_peak_585		5.88063

		chr5		11888858		11889059		MACS2_peak_586		8.50551

		chr5		11889421		11889622		MACS2_peak_587		4.79995

		chr5		11889754		11889955		MACS2_peak_588		10.42539

		chr5		11890314		11890515		MACS2_peak_589		5.32887

		chr5		11890632		11890833		MACS2_peak_590		9.78841

		chr5		11891179		11891380		MACS2_peak_591		10.32264

		chr5		11892413		11892614		MACS2_peak_592		6.1916

		chr5		11892975		11893176		MACS2_peak_593		5.35173

		chr5		11893101		11893302		MACS2_peak_594		5.35173

		chr5		11893291		11893492		MACS2_peak_595		11.09648

		chr5		11893860		11894061		MACS2_peak_596		11.20969

		chr5		11894194		11894395		MACS2_peak_597		6.9539

		chr5		11895073		11895274		MACS2_peak_598		7.05432

		chr5		11895959		11896160		MACS2_peak_599		6.48755

		chr5		11896856		11897057		MACS2_peak_600		10.37913

		chr5		11897408		11897609		MACS2_peak_601		7.24507

		chr5		11897910		11898111		MACS2_peak_602		10.5074

		chr5		11900206		11900407		MACS2_peak_603		9.18069

		chr5		11900541		11900742		MACS2_peak_604		11.7156

		chr5		11901624		11901825		MACS2_peak_605		11.06199

		chr5		11902529		11902730		MACS2_peak_606		7.44496

		chr5		11903228		11903429		MACS2_peak_607		21.81591

		chr5		11916002		11916203		MACS2_peak_608		19.88696

		chr5		11916541		11916742		MACS2_peak_609		6.87447

		chr5		11928291		11928492		MACS2_peak_610		6.28781

		chr5		11929026		11929227		MACS2_peak_611		9.67716

		chr5		11929447		11929648		MACS2_peak_612		10.74935

		chr5		11930252		11930453		MACS2_peak_613		11.99284

		chr5		11930865		11931066		MACS2_peak_614		9.4326

		chr5		11931341		11931542		MACS2_peak_615		4.35649

		chr5		11933106		11933307		MACS2_peak_616		6.78701

		chr5		11934339		11934540		MACS2_peak_617		15.80861

		chr5		11946962		11947163		MACS2_peak_618		7.76044

		chr5		11947361		11947562		MACS2_peak_619		11.10094

		chr5		11947891		11948092		MACS2_peak_620		5.66856

		chr5		11948514		11948715		MACS2_peak_621		8.9432

		chr5		11948989		11949190		MACS2_peak_622		6.09885

		chr5		11950212		11950413		MACS2_peak_623		14.20427

		chr5		11950834		11951035		MACS2_peak_624		3.85271

		chr5		11952705		11952906		MACS2_peak_625		5.35173

		chr5		11953307		11953508		MACS2_peak_626		11.45322

		chr5		11955338		11955539		MACS2_peak_627		7.61564

		chr5		11956033		11956234		MACS2_peak_628		13.36197

		chr5		11956569		11956770		MACS2_peak_629		103.47067

		chr5		11956733		11956934		MACS2_peak_630		63.06241

		chr5		11957723		11957924		MACS2_peak_631		9.31614

		chr5		11958115		11958316		MACS2_peak_632		4.363

		chr5		11958473		11958674		MACS2_peak_633		15.77442

		chr5		11958759		11958960		MACS2_peak_634		27.41839

		chr5		11959119		11959320		MACS2_peak_635		16.8513

		chr5		11959571		11959772		MACS2_peak_636		6.87447

		chr5		11960714		11960915		MACS2_peak_637		23.53095

		chr5		11961239		11961440		MACS2_peak_638		108.07955

		chr5		11961403		11961604		MACS2_peak_639		62.15469

		chr5		11961561		11961762		MACS2_peak_640		14.69399

		chr5		11962779		11962980		MACS2_peak_641		5.37882

		chr5		11963176		11963377		MACS2_peak_642		29.12705

		chr5		11963685		11963886		MACS2_peak_643		6.68206

		chr5		11964089		11964290		MACS2_peak_644		5.88063

		chr5		11964612		11964813		MACS2_peak_645		6.4696

		chr5		11964968		11965169		MACS2_peak_646		3.73711

		chr5		11965270		11965471		MACS2_peak_647		8.50551

		chr5		11965460		11965661		MACS2_peak_648		11.30157

		chr5		11965827		11966028		MACS2_peak_649		11.09018

		chr5		11966203		11966404		MACS2_peak_650		8.9749

		chr5		11967267		11967468		MACS2_peak_651		22.7625

		chr5		11968454		11968655		MACS2_peak_652		12.04462

		chr5		11969604		11969805		MACS2_peak_653		2.36732

		chr5		11969900		11970101		MACS2_peak_654		12.63264

		chr5		11970289		11970490		MACS2_peak_655		4.7633

		chr5		11970613		11970814		MACS2_peak_656		27.7215

		chr5		11970974		11971175		MACS2_peak_657		11.70408

		chr5		11971830		11972031		MACS2_peak_658		15.27137

		chr5		11974964		11975165		MACS2_peak_659		6.48755

		chr5		11975153		11975354		MACS2_peak_660		28.93594

		chr5		12026096		12026297		MACS2_peak_661		7.33443

		chr5		12026777		12026978		MACS2_peak_662		40.87571

		chr5		12027131		12027332		MACS2_peak_663		37.31384

		chr5		12027901		12028102		MACS2_peak_664		19.36809

		chr5		12028152		12028353		MACS2_peak_665		5.36466

		chr5		12028596		12028797		MACS2_peak_666		5.21301

		chr5		12028896		12029097		MACS2_peak_667		71.28669

		chr5		12029163		12029364		MACS2_peak_668		4.03112

		chr5		12043511		12043712		MACS2_peak_669		13.58176

		chr5		12044162		12044363		MACS2_peak_670		85.30743

		chr5		12044430		12044631		MACS2_peak_671		7.4969

		chr5		12045076		12045277		MACS2_peak_672		10.26524

		chr5		12045825		12046026		MACS2_peak_673		39.72269

		chr5		12046405		12046606		MACS2_peak_674		6.8823

		chr5		12046750		12046951		MACS2_peak_675		116.84295

		chr5		12047028		12047229		MACS2_peak_676		7.75337

		chr5		12047296		12047497		MACS2_peak_677		7.02647

		chr5		12047642		12047843		MACS2_peak_678		63.35882

		chr5		12048156		12048357		MACS2_peak_679		40.76227

		chr5		12050821		12051022		MACS2_peak_680		35.00106

		chr5		12051151		12051352		MACS2_peak_681		9.31614

		chr5		12052099		12052300		MACS2_peak_682		18.76012

		chr5		12052457		12052658		MACS2_peak_683		8.99337

		chr5		12053526		12053727		MACS2_peak_684		26.85279

		chr5		12053796		12053997		MACS2_peak_685		42.2337

		chr5		12054586		12054787		MACS2_peak_686		25.10744

		chr5		12054948		12055149		MACS2_peak_687		21.37682

		chr5		12055228		12055429		MACS2_peak_688		9.78841

		chr5		12056007		12056208		MACS2_peak_689		27.5574

		chr5		12056349		12056550		MACS2_peak_690		14.92154

		chr5		12056663		12056864		MACS2_peak_691		8.36076

		chr5		12057782		12057983		MACS2_peak_692		12.7711

		chr5		12058864		12059065		MACS2_peak_693		8.0748

		chr5		12059400		12059601		MACS2_peak_694		22.94572

		chr5		12059673		12059874		MACS2_peak_695		5.55695

		chr5		12060454		12060655		MACS2_peak_696		21.31025

		chr5		12061162		12061363		MACS2_peak_697		11.83617

		chr5		12062051		12062252		MACS2_peak_698		13.86657

		chr5		12062238		12062439		MACS2_peak_699		11.67339

		chr5		12062535		12062736		MACS2_peak_700		9.57478

		chr5		12062656		12062857		MACS2_peak_701		6.68206

		chr5		12063108		12063309		MACS2_peak_702		4.41483

		chr5		12063744		12063945		MACS2_peak_703		5.26949

		chr5		12063839		12064040		MACS2_peak_704		6.71007

		chr5		12064744		12064945		MACS2_peak_705		26.47617

		chr5		12593441		12593642		MACS2_peak_706		27.77617

		chr5		12671349		12671550		MACS2_peak_707		5.35173

		chr5		12710463		12710664		MACS2_peak_708		19.11029

		chr5		12807826		12808027		MACS2_peak_709		7.3434

		chr5		12809375		12809576		MACS2_peak_710		23.53095

		chr5		12810187		12810388		MACS2_peak_711		5.35173

		chr5		12810814		12811015		MACS2_peak_712		18.14401

		chr5		12811568		12811769		MACS2_peak_713		6.78701

		chr5		12812312		12812513		MACS2_peak_714		13.23845

		chr5		12813200		12813401		MACS2_peak_715		5.35173

		chr5		12813950		12814151		MACS2_peak_716		5.35173

		chr5		12814332		12814533		MACS2_peak_717		6.48755

		chr5		12814526		12814727		MACS2_peak_718		12.16746

		chr5		12814813		12815014		MACS2_peak_719		14.95816

		chr5		12815243		12815444		MACS2_peak_720		11.10094

		chr5		12815985		12816186		MACS2_peak_721		5.35173

		chr5		12816184		12816385		MACS2_peak_722		10.01984

		chr5		12816810		12817011		MACS2_peak_723		13.06837

		chr5		12816932		12817133		MACS2_peak_724		14.15757

		chr5		12817177		12817378		MACS2_peak_725		5.23421

		chr5		12817780		12817981		MACS2_peak_726		6.69293

		chr5		12818180		12818381		MACS2_peak_727		11.10094

		chr5		12819228		12819429		MACS2_peak_728		15.80861

		chr5		12819967		12820168		MACS2_peak_729		6.72019

		chr5		12820172		12820373		MACS2_peak_730		12.28577

		chr5		12820919		12821120		MACS2_peak_731		7.44496

		chr5		12821047		12821248		MACS2_peak_732		5.35173

		chr5		12821163		12821364		MACS2_peak_733		5.23421

		chr5		12821778		12821979		MACS2_peak_734		5.91975

		chr5		12822917		12823118		MACS2_peak_735		12.63264

		chr5		12823264		12823465		MACS2_peak_736		20.23317

		chr5		12823661		12823862		MACS2_peak_737		9.4326

		chr5		12824177		12824378		MACS2_peak_738		10.86279

		chr5		12825355		12825556		MACS2_peak_739		8.20035

		chr5		12825538		12825739		MACS2_peak_740		12.79106

		chr5		12826218		12826419		MACS2_peak_741		15.80861

		chr5		12828605		12828806		MACS2_peak_742		13.48797

		chr5		12849796		12849997		MACS2_peak_743		10.01984

		chr5		12850680		12850881		MACS2_peak_744		5.35173

		chr5		12851345		12851546		MACS2_peak_745		23.4164

		chr5		12852040		12852241		MACS2_peak_746		8.9432

		chr5		12852786		12852987		MACS2_peak_747		16.50584

		chr5		12852940		12853141		MACS2_peak_748		4.96629

		chr5		12853533		12853734		MACS2_peak_749		12.28931

		chr5		12854279		12854480		MACS2_peak_750		12.79106

		chr5		12855169		12855370		MACS2_peak_751		9.6002

		chr5		12856668		12856869		MACS2_peak_752		9.6002

		chr5		12857045		12857246		MACS2_peak_753		6.48755

		chr5		12857242		12857443		MACS2_peak_754		10.32264

		chr5		12857537		12857738		MACS2_peak_755		10.01984

		chr5		12857962		12858163		MACS2_peak_756		11.10094

		chr5		12858705		12858906		MACS2_peak_757		5.35173

		chr5		12858908		12859109		MACS2_peak_758		9.30464

		chr5		12859525		12859726		MACS2_peak_759		11.99284

		chr5		12859655		12859856		MACS2_peak_760		10.63973

		chr5		12859895		12860096		MACS2_peak_761		5.23421

		chr5		12861942		12862143		MACS2_peak_762		14.20427

		chr5		12862692		12862893		MACS2_peak_763		4.03112

		chr5		12862891		12863092		MACS2_peak_764		13.36041

		chr5		12863637		12863838		MACS2_peak_765		11.99284

		chr5		12863882		12864083		MACS2_peak_766		6.72019

		chr5		12864893		12865094		MACS2_peak_767		8.13662

		chr5		12865639		12865840		MACS2_peak_768		5.35173

		chr5		12865983		12866184		MACS2_peak_769		18.76012

		chr5		12866381		12866582		MACS2_peak_770		10.63973

		chr5		12866887		12867088		MACS2_peak_771		12.04766

		chr5		12868074		12868275		MACS2_peak_772		10.42539

		chr5		12868257		12868458		MACS2_peak_773		17.00225

		chr5		12868927		12869128		MACS2_peak_774		9.6002

		chr5		12870156		12870357		MACS2_peak_775		22.50312

		chr5		14182571		14182772		MACS2_peak_776		14.20427

		chr5		14739518		14739719		MACS2_peak_777		5.35173

		chr5		16127673		16127874		MACS2_peak_778		12.63264

		chr5		17235031		17235232		MACS2_peak_779		11.10094

		chr5		17828579		17828780		MACS2_peak_780		8.13662

		chr5		18117897		18118098		MACS2_peak_781		22.50312

		chr5		18311592		18311793		MACS2_peak_782		20.792

		chr5		19283030		19283231		MACS2_peak_783		11.10094

		chr5		20097850		20098051		MACS2_peak_784		22.50312

		chr5		22072985		22073186		MACS2_peak_785		22.50312

		chr5		22129273		22129474		MACS2_peak_786		14.20427

		chr5		22289621		22289822		MACS2_peak_787		6.72019

		chr5		23298492		23298693		MACS2_peak_788		19.11029

		chr5		23523408		23523609		MACS2_peak_789		19.11029

		chr5		24022826		24023027		MACS2_peak_790		4.03112

		chr5		24140052		24140253		MACS2_peak_791		14.20427

		chr5		24741369		24741570		MACS2_peak_792		36.94747

		chr5		26335477		26335678		MACS2_peak_793		5.35173

		chr5		26427083		26427284		MACS2_peak_794		14.20427

		chr5		26692609		26692810		MACS2_peak_795		5.35173

		chrC		86030		86231		MACS2_peak_796		2.11528

		chrC		86862		87063		MACS2_peak_797		2.35849

		chrC		89862		90063		MACS2_peak_798		4.8221

		chrC		90632		90833		MACS2_peak_799		3.42232

		chrC		95364		95565		MACS2_peak_800		1.39308

		chrC		95849		96050		MACS2_peak_801		4.68432

		chrC		96930		97131		MACS2_peak_802		4.48476

		chrC		98642		98843		MACS2_peak_803		4.70236

		chrC		101005		101206		MACS2_peak_804		6.53285

		chrC		101473		101674		MACS2_peak_805		5.35274

		chrC		101776		101977		MACS2_peak_806		9.32916

		chrC		102030		102231		MACS2_peak_807		6.72754

		chrC		102162		102363		MACS2_peak_808		1.97348

		chrC		104729		104930		MACS2_peak_809		4.03112

		chrC		104960		105161		MACS2_peak_810		6.8663

		chrC		105590		105791		MACS2_peak_811		2.00948

		chrC		106034		106235		MACS2_peak_812		9.41123

		chrC		106289		106490		MACS2_peak_813		7.93942

		chrC		106589		106790		MACS2_peak_814		5.29571

		chrC		106791		106992		MACS2_peak_815		2.87955

		chrC		106974		107175		MACS2_peak_816		2.82523

		chrC		107180		107381		MACS2_peak_817		3.89194

		chrC		107275		107476		MACS2_peak_818		2.74774

		chrC		107843		108044		MACS2_peak_819		6.13591

		chrC		118966		119167		MACS2_peak_820		6.22094

		chrC		130604		130805		MACS2_peak_821		2.65793

		chrC		131165		131366		MACS2_peak_822		2.74774

		chrC		131348		131549		MACS2_peak_823		7.58564

		chrC		131490		131691		MACS2_peak_824		2.80808

		chrC		131858		132059		MACS2_peak_825		5.24767

		chrC		132158		132359		MACS2_peak_826		10.58612

		chrC		132411		132612		MACS2_peak_827		9.34243

		chrC		132856		133057		MACS2_peak_828		3.10372

		chrC		133032		133233		MACS2_peak_829		5.53028

		chrC		133145		133346		MACS2_peak_830		3.10908

		chrC		133487		133688		MACS2_peak_831		4.32244

		chrC		133787		133988		MACS2_peak_832		3.01497

		chrC		134549		134750		MACS2_peak_833		4.82613

		chrC		134689		134890		MACS2_peak_834		3.22469

		chrC		136676		136877		MACS2_peak_835		5.33376

		chrC		136949		137150		MACS2_peak_836		6.54703

		chrC		137338		137539		MACS2_peak_837		4.0245

		chrC		137514		137715		MACS2_peak_838		5.18214

		chrC		139706		139907		MACS2_peak_839		2.82717

		chrC		141517		141718		MACS2_peak_840		4.46967

		chrC		142594		142795		MACS2_peak_841		2.5054

		chrC		147409		147610		MACS2_peak_842		1.42841

		chrC		147839		148040		MACS2_peak_843		3.4699

		chrC		148584		148785		MACS2_peak_844		4.84613

		chrC		151590		151791		MACS2_peak_845		3.86541

		chrC		152429		152630		MACS2_peak_846		4.41483

		chrC		153521		153722		MACS2_peak_847		3.64243

		chrC		153918		154119		MACS2_peak_848		3.46896
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		1		2		3		4		5		6		7		8		9		10		Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		1		4015261		4015310		MACS2_peak_1		122		.		9.69236		16.26215		12.2635		24		Intron		chr5		1409663		1409707		AT5G04850		AT5G04850		-		208		NA		NA		NA				AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		1		13102866		13102924		MACS2_peak_4		102		.		8.80013		14.16281		10.25231		36		Exon/CD		chr5		4569288		4569457		AT5G14170		AT5G14170		-		1575		NA		NA		NA				AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		1		17279614		17279675		MACS2_peak_31		88		.		8.1232		12.72644		8.88733		36		Exon/CD		chr5		4569539		4569822		AT5G14170		AT5G14170		-		1267		NA		NA		NA				AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		2		3605708		3605931		MACS2_peak_58		75		.		4.40638		11.31766		7.54799		104		Exon/CD		chr5		4569917		4570341		AT5G14170		AT5G14170		-		818		NA		NA		NA				AT5G16520		AT5G16520.1		unknown protein		protein_coding

		2		3606180		3606240		MACS2_peak_59		20		.		2.99005		5.4322		2.05565		37		5'UTR		chr5		5397429		5397474		AT5G16520		AT5G16520		-		4		NA		NA		NA				AT3G06760		AT3G06760.2		Drought-responsive family protein; INVOLVED IN: response to water deprivation; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Drought induced 19/ RING finger protein 114 (InterPro:IPR008598); BEST Arabidopsis thaliana protein match is: Drought-responsive family protein (TAIR:AT5G49230.1)		protein_coding

		2		3606509		3606554		MACS2_peak_60		66		.		4.2546		10.31376		6.60761		21		Exon/CD		chr5		8428154		8428200				NIL		-		65		NA		NA		NA				AT2G07880		AT2G07880.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1)		transposable_element_gene

		2		3606637		3606732		MACS2_peak_61		492		.		11.48807		54.74714		49.23974		42		Exon/CD		chr5		10708370		10708455				NIL		+		255		NA		NA		NA				AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		2		3607091		3607323		MACS2_peak_62		230		.		7.39643		27.43736		23.03032		48		Upstream		chr4		659452		659540		AT4G01520		AT4G01520		-		-318		NA		NA		NA				AT5G14170		AT5G14170.1		CHC1 is predicted to encode a protein that belongs to the chromodomain remodeling complex. Two RNAi knock-down lines have a dwarf phenotype and reduced rates of Agrobacterium-mediated transformation. The low rate of root-mediated transformation rate may result from altered root morphology or reduced root growth rates. Also named as SWP73B, a subunit of the SWI/SNF chromatin remodeling complex. Acts as important modulator of major developmental pathways.		protein_coding		 (CHC1)		 (CHC1); (BAF60);SWP73B (SWP73B)

		2		3607703		3607809		MACS2_peak_63		481		.		11.3307		53.61206		48.13834		43		Upstream		chr4		659491		659540		AT4G01520		AT4G01520		-		-337		NA		NA		NA				AT5G04850		AT5G04850.2		VPS60.2; CONTAINS InterPro DOMAIN/s: Snf7 (InterPro:IPR005024); BEST Arabidopsis thaliana protein match is: SNF7 family protein (TAIR:AT3G10640.1).		protein_coding		 (VPS60.2)		 (VPS60.2)

		2		3614937		3615088		MACS2_peak_64		437		.		10.70122		49.13238		43.79873		58		Exon/CD		chr4		2297447		2297505				NIL		-		85		NA		NA		NA				AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif DNA-binding family protein (TAIR:AT5G46640.1)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		2		3615639		3615689		MACS2_peak_65		130		.		5.61552		17.06342		13.03671		26		Downstream		chr4		3655684		3655788				NIL		-		920		NA		NA		NA				AT3G22930		AT3G22930.1		Encodes a calmodulin-like protein.		protein_coding		CALMODULIN-LIKE 11 (CML11)		CALMODULIN-LIKE 11 (CML11); (ATCML11)

		2		3615778		3615822		MACS2_peak_66		70		.		4.33197		10.81479		7.07397		19		Upstream		chr4		4547845		4548004		AT4G07747		AT4G07747		-		-96		NA		NA		NA				AT4G01520		AT4G01520.1		NAC domain containing protein 67 (NAC067); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC with transmembrane motif1 (TAIR:AT4G01540.1)		protein_coding		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)		NAC DOMAIN CONTAINING PROTEIN 67 (anac067);NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)

		2		3615990		3616170		MACS2_peak_67		124		.		5.68299		16.45912		12.45731		63		Upstream		chr4		4547940		4548003		AT4G07747		AT4G07747		-		-143		NA		NA		NA				AT3G24800		AT3G24800.1		Contains two ring finger domains and one ZZ domain. Week similarity to yeast Rad18p. Putative component of the N-end rule pathway (ubiquitin-dependent proteolysis).		protein_coding		PROTEOLYSIS 1 (PRT1)		PROTEOLYSIS 1 (PRT1)

		2		3616251		3616304		MACS2_peak_68		191		.		7.15726		23.3854		19.14484		24		Exon/CD		chr4		5203791		5203835				NIL		+		251		NA		NA		NA				The query for the following terms resulted in no hits:   GENE ID  

		2		3616365		3616441		MACS2_peak_69		369		.		10.34334		41.85604		36.91164		40		Exon/CD		chr4		5203801		5203888				NIL		+		282		NA		NA		NA

		2		3616520		3616701		MACS2_peak_70		258		.		7.86854		30.3248		25.8107		98		Exon/CD		chr4		5360883		5361033				NIL		+		239		NA		NA		NA

		2		3616759		3616858		MACS2_peak_71		376		.		9.75699		42.60461		37.60549		43		Exon/CD		chr4		5360930		5361022				NIL		+		257		NA		NA		NA

		2		3616914		3617014		MACS2_peak_72		248		.		7.71117		29.35353		24.8735		39		5'UTR		chr4		9969177		9969221		AT4G17950		AT4G17950		-		33		NA		NA		NA

		2		3617171		3617215		MACS2_peak_73		75		.		4.40638		11.31766		7.54799		16		Exon/CD		chr4		15790419		15790464				NIL		-		72		NA		NA		NA

		2		3617431		3617537		MACS2_peak_74		232		.		7.83159		27.65721		23.24588		72		5'UTR		chr3		2132836		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA

		2		3617728		3617805		MACS2_peak_75		269		.		8.10351		31.5319		26.97901		36		5'UTR		chr3		2132837		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA

		3		2132836		2132882		MACS2_peak_138		74		.		6.88172		11.15325		7.40552		34		Exon/CD		chr3		8125763		8125809		AT3G22930		AT3G22930		-		145		NA		NA		NA

		3		8125764		8125821		MACS2_peak_139		310		.		17.408		35.78076		31.08574		30		Exon/CD		chr3		8125764		8125821		AT3G22930		AT3G22930		-		139		NA		NA		NA

		3		8414095		8414150		MACS2_peak_140		321		.		15.00344		36.90712		32.17788		27		Intron		chr3		8414095		8414150		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		3		9055573		9055620		MACS2_peak_142		88		.		8.1232		12.72644		8.88733		21		Intron		chr3		8414097		8414150		AT3G23460		AT3G23460		+		1804		NA		NA		NA

		3		14762205		14762250		MACS2_peak_176		74		.		7.39861		11.23412		7.48421		36		5'UTR		chr3		9055573		9055620		AT3G24800		AT3G24800		+		87		NA		NA		NA

		4		659452		659540		MACS2_peak_181		200		.		12.42009		24.36855		20.09304		50		Exon/CD		chr3		14762205		14762248				NIL		-		53		NA		NA		NA

		4		2297447		2297505		MACS2_peak_183		62		.		6.76933		9.96037		6.26948		36		Exon/CD		chr3		14762205		14762250				NIL		-		52		NA		NA		NA

		4		3655684		3655788		MACS2_peak_202		28		.		4.24723		6.27196		2.83769		82		Downstream		chr2		3605708		3605931		AT2G07880		AT2G07880		+		1291		NA		NA		NA

		4		4547845		4548004		MACS2_peak_229		359		.		19.27314		40.85983		35.96201		122		Downstream		chr2		3605683		3605963		AT2G07880		AT2G07880		+		1295		NA		NA		NA

		4		5203801		5203888		MACS2_peak_230		38		.		5.41546		7.35928		3.84479		32		Exon/CD		chr2		3614937		3615088		AT2G07981		AT2G07981		+		26		NA		NA		NA

		4		5360883		5361033		MACS2_peak_231		336		.		18.83283		38.44324		33.64497		116		Intron		chr2		3614931		3615354		AT2G07981		AT2G07981		+		156		NA		NA		NA

		4		9969177		9969221		MACS2_peak_233		62		.		6.76933		9.96037		6.26948		14		Exon/CD		chr2		3615493		3615538		AT2G07981		AT2G07981		+		529		NA		NA		NA

		4		15790419		15790464		MACS2_peak_235		87		.		8.07121		12.62738		8.7966		21		Intron		chr2		3615639		3615689		AT2G07981		AT2G07981		+		678		NA		NA		NA

		5		4569288		4569457		MACS2_peak_240		75		.		7.44626		11.32464		7.54799		131		Intron		chr2		3615778		3615822		AT2G07981		AT2G07981		+		814		NA		NA		NA

		5		4569539		4569822		MACS2_peak_241		145		.		10.83093		18.65559		14.57197		243		Exon/CD		chr2		3615590		3616443		AT2G07981		AT2G07981		+		1030		NA		NA		NA

		5		4569917		4570341		MACS2_peak_242		160		.		11.50786		20.20799		16.07016		71		Exon/CD		chr2		3615990		3616170		AT2G07981		AT2G07981		+		1094		NA		NA		NA

		5		5397429		5397474		MACS2_peak_243		69		.		7.10773		10.69558		6.96291		17		Intron		chr2		3616251		3616304		AT2G07981		AT2G07981		+		1291		NA		NA		NA

		5		8428154		8428200		MACS2_peak_246		102		.		8.80013		14.16281		10.25231		34		Exon/CD		chr2		3616365		3616441		AT2G07981		AT2G07981		+		1417		NA		NA		NA

		5		10708370		10708455		MACS2_peak_249		130		.		10.154		17.12944		13.09939		55		Exon/CD		chr2		3616520		3616701		AT2G07981		AT2G07981		+		1624		NA		NA		NA

		5		23298569		23298613		MACS2_peak_344		89		.		8.08228		12.84431		8.98658		22		Intron		chr2		3616759		3616858		AT2G07981		AT2G07981		+		1822		NA		NA		NA

		1		4015261		4015305		MACS2_peak_1		75		.		7.25694		10.93397		7.55645		21		Intron		chr2		3616516		3617295		AT2G07981		AT2G07981		+		1919		NA		NA		NA

		1		12907620		12907671		MACS2_peak_3		89		.		7.98264		12.39916		8.98693		37		Exon/CD		chr2		3616914		3617014		AT2G07981		AT2G07981		+		1978		NA		NA		NA

		1		17279650		17279695		MACS2_peak_17		61		.		6.53125		9.50992		6.16749		8		Intron		chr2		3617171		3617215		AT2G07981		AT2G07981		+		2207		NA		NA		NA

		1		23542165		23542208		MACS2_peak_19		48		.		5.80555		8.13128		4.82755		26		Exon/CD		chr2		3617357		3617544		AT2G07981		AT2G07981		+		2464		NA		NA		NA

		2		3605683		3605963		MACS2_peak_28		372		.		9.91731		41.27657		37.29108		241		Exon/CD		chr2		3617431		3617537		AT2G07981		AT2G07981		+		2498		NA		NA		NA

		2		3606019		3606301		MACS2_peak_29		397		.		9.96775		43.8358		39.79119		181		Exon/CD		chr2		3617595		3617811		AT2G07981		AT2G07981		+		2717		NA		NA		NA

		2		3606400		3606759		MACS2_peak_30		654		.		13.76499		71.45033		65.45537		276		Downstream		chr2		3617728		3617805		AT2G07981		AT2G07981		+		2780		NA		NA		NA

		2		3606836		3607369		MACS2_peak_31		618		.		13.13212		66.62506		61.86621		307		Intron		chr2		3617955		3620127		AT2G08986		AT2G08986		+		983		NA		NA		NA

		2		3607468		3607833		MACS2_peak_32		639		.		13.44855		69.02756		63.92844		274		Exon/CD		chr1		4015261		4015305				NIL		+		22		NA		NA		NA

		2		3614931		3615354		MACS2_peak_33		648		.		13.60677		70.23643		64.89667		96		Exon/CD		chr1		4015261		4015310				NIL		+		24		NA		NA		NA

		2		3615493		3615538		MACS2_peak_34		128		.		5.79745		16.35599		12.85771		12		Exon/CD		chr1		12907620		12907671				NIL		+		1080		NA		NA		NA

		2		3615590		3616443		MACS2_peak_35		639		.		13.95147		69.07279		63.97093		811		Downstream		chr1		13102866		13102924				NIL		+		4614		NA		NA		NA

		2		3616516		3617295		MACS2_peak_36		639		.		13.44855		69.02756		63.92844		297		Exon/CD		chr1		17279614		17279675				NIL		+		80		NA		NA		NA

		2		3617357		3617544		MACS2_peak_37		457		.		11.65292		49.92939		45.76799		150		Exon/CD		chr1		17279650		17279695				NIL		+		108		NA		NA		NA

		2		3617595		3617811		MACS2_peak_38		643		.		13.58149		69.43276		64.3169		172		Exon/CD		chr1		23542165		23542208				NIL		+		72		NA		NA		NA

		2		3617955		3620127		MACS2_peak_39		648		.		13.60677		70.23643		64.89667		1034

		3		2132837		2132882		MACS2_peak_72		75		.		7.25694		10.93397		7.55645		25

		3		8125763		8125809		MACS2_peak_73		91		.		7.01641		12.5295		9.11467		19

		3		8414097		8414150		MACS2_peak_74		325		.		18.06118		36.49175		32.59575		25

		3		14762205		14762248		MACS2_peak_103		48		.		5.80555		8.13128		4.82755		33

		4		659491		659540		MACS2_peak_107		134		.		10.15972		17.00876		13.49677		16

		4		4547940		4548003		MACS2_peak_213		119		.		9.43402		15.43932		11.96013		32

		4		5203791		5203835		MACS2_peak_214		61		.		6.53125		9.50992		6.16749		33

		4		5360930		5361022		MACS2_peak_215		61		.		6.53125		9.50992		6.16749		62

		5		1409663		1409707		MACS2_peak_217		48		.		5.80555		8.13128		4.82755		21
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		1		2		3		4		5		6		7		8		9		10		Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping				Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		1		4015261		4015310		MACS2_peak_1		122		.		9.69236		16.26215		12.2635		24		Intron		chr5		1409663		1409707		AT5G04850		AT5G04850		-		208		NA		NA		NA				AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		1		9175714		9175800		MACS2_peak_3		50		.		6.0924		8.63717		5.03027		60		Exon/CD		chr5		3253046		3253219		AT5G10340		AT5G10340		+		10		NA		NA		NA				AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		1		13102866		13102924		MACS2_peak_4		102		.		8.80013		14.16281		10.25231		36		Exon/CD		chr5		4569917		4570341		AT5G14170		AT5G14170		-		818		NA		NA		NA				AT3G06760		AT3G06760.2		Drought-responsive family protein; INVOLVED IN: response to water deprivation; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Drought induced 19/ RING finger protein 114 (InterPro:IPR008598); BEST Arabidopsis thaliana protein match is: Drought-responsive family protein (TAIR:AT5G49230.1)		protein_coding

		1		13108902		13108950		MACS2_peak_5		115		.		9.41642		15.51504		11.55051		25		5'UTR		chr5		5397429		5397474		AT5G16520		AT5G16520		-		4		NA		NA		NA				AT1G26558		AT1G26558.1		Unknown gene		other_rna

		1		17279614		17279675		MACS2_peak_31		88		.		8.1232		12.72644		8.88733		36		Exon/CD		chr5		8428154		8428200				NIL		-		65		NA		NA		NA				AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		2		3605708		3605931		MACS2_peak_58		75		.		4.40638		11.31766		7.54799		104		Exon/CD		chr5		10708370		10708455				NIL		+		255		NA		NA		NA				AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		2		3606180		3606240		MACS2_peak_59		20		.		2.99005		5.4322		2.05565		37		5'UTR		chr5		16127744		16127788		AT5G40330		AT5G40330		+		41		NA		NA		NA				AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		2		3606509		3606554		MACS2_peak_60		66		.		4.2546		10.31376		6.60761		21		5'UTR		chr5		16127757		16127800		AT5G40330		AT5G40330		+		53		NA		NA		NA				AT5G16520		AT5G16520.1		unknown protein		protein_coding

		2		3606637		3606732		MACS2_peak_61		492		.		11.48807		54.74714		49.23974		42		Exon/CD		chr5		20097925		20097970				NIL		-		51		NA		NA		NA				AT2G07880		AT2G07880.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1)		transposable_element_gene

		2		3607091		3607323		MACS2_peak_62		230		.		7.39643		27.43736		23.03032		48		Upstream		chr4		659452		659540		AT4G01520		AT4G01520		-		-318		NA		NA		NA				AT5G14170		AT5G14170.1		CHC1 is predicted to encode a protein that belongs to the chromodomain remodeling complex. Two RNAi knock-down lines have a dwarf phenotype and reduced rates of Agrobacterium-mediated transformation. The low rate of root-mediated transformation rate may result from altered root morphology or reduced root growth rates. Also named as SWP73B, a subunit of the SWI/SNF chromatin remodeling complex. Acts as important modulator of major developmental pathways.		protein_coding		 (CHC1)		 (CHC1); (BAF60);SWP73B (SWP73B)

		2		3607703		3607809		MACS2_peak_63		481		.		11.3307		53.61206		48.13834		43		Upstream		chr4		659491		659540		AT4G01520		AT4G01520		-		-337		NA		NA		NA				AT5G04850		AT5G04850.2		VPS60.2; CONTAINS InterPro DOMAIN/s: Snf7 (InterPro:IPR005024); BEST Arabidopsis thaliana protein match is: SNF7 family protein (TAIR:AT3G10640.1).		protein_coding		 (VPS60.2)		 (VPS60.2)

		2		3614937		3615088		MACS2_peak_64		437		.		10.70122		49.13238		43.79873		58		Exon/CD		chr4		2297447		2297505				NIL		-		85		NA		NA		NA				AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif DNA-binding family protein (TAIR:AT5G46640.1)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		2		3615639		3615689		MACS2_peak_65		130		.		5.61552		17.06342		13.03671		26		Downstream		chr4		3655684		3655788				NIL		-		920		NA		NA		NA				AT3G22930		AT3G22930.1		Encodes a calmodulin-like protein.		protein_coding		CALMODULIN-LIKE 11 (CML11)		CALMODULIN-LIKE 11 (CML11); (ATCML11)

		2		3615778		3615822		MACS2_peak_66		70		.		4.33197		10.81479		7.07397		19		Upstream		chr4		4547845		4548004		AT4G07747		AT4G07747		-		-96		NA		NA		NA				AT5G40330		AT5G40330.1		Encodes a MYB gene that, when overexpressed ectopically, can induce ectopic trichome formation.  It is a member of subgroup 15, together with WER and GL1.  Members of this subgroup share a conserved motif of 19 amino acids in the putative transcription activation domain at the C-terminal end.  The gene is expressed in leaves, stems, flowers, seeds and roots and quite strongly in trichomes. There is partial functional redundancy between ATMYB23 and GL1.  The two proteins are functionally equivalent with respect to the regulation of trichome initiation but not with respect to trichome branching - which is controlled by MYB23 and not GL1.		protein_coding		MYB DOMAIN PROTEIN 23 (MYB23)		MYB DOMAIN PROTEIN 23 (MYB23);MYB DOMAIN PROTEIN 23 (ATMYB23); (ATMYBRTF)

		2		3615990		3616170		MACS2_peak_67		124		.		5.68299		16.45912		12.45731		63		Upstream		chr4		4547940		4548003		AT4G07747		AT4G07747		-		-143		NA		NA		NA				AT4G01520		AT4G01520.1		NAC domain containing protein 67 (NAC067); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC with transmembrane motif1 (TAIR:AT4G01540.1)		protein_coding		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)		NAC DOMAIN CONTAINING PROTEIN 67 (anac067);NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)

		2		3616251		3616304		MACS2_peak_68		191		.		7.15726		23.3854		19.14484		24		Exon/CD		chr4		5203791		5203835				NIL		+		251		NA		NA		NA				AT3G24800		AT3G24800.1		Contains two ring finger domains and one ZZ domain. Week similarity to yeast Rad18p. Putative component of the N-end rule pathway (ubiquitin-dependent proteolysis).		protein_coding		PROTEOLYSIS 1 (PRT1)		PROTEOLYSIS 1 (PRT1)

		2		3616365		3616441		MACS2_peak_69		369		.		10.34334		41.85604		36.91164		40		Exon/CD		chr4		5203801		5203888				NIL		+		282		NA		NA		NA				The query for the following terms resulted in no hits:   GENE ID  

		2		3616520		3616701		MACS2_peak_70		258		.		7.86854		30.3248		25.8107		98		Exon/CD		chr4		5360883		5361033				NIL		+		239		NA		NA		NA

		2		3616759		3616858		MACS2_peak_71		376		.		9.75699		42.60461		37.60549		43		Exon/CD		chr4		5360930		5361022				NIL		+		257		NA		NA		NA

		2		3616914		3617014		MACS2_peak_72		248		.		7.71117		29.35353		24.8735		39		5'UTR		chr4		9969177		9969221		AT4G17950		AT4G17950		-		33		NA		NA		NA

		2		3617171		3617215		MACS2_peak_73		75		.		4.40638		11.31766		7.54799		16		Exon/CD		chr4		15790419		15790464				NIL		-		72		NA		NA		NA

		2		3617431		3617537		MACS2_peak_74		232		.		7.83159		27.65721		23.24588		72		5'UTR		chr3		2132836		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA

		2		3617728		3617805		MACS2_peak_75		269		.		8.10351		31.5319		26.97901		36		5'UTR		chr3		2132837		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA

		2		3618053		3618193		MACS2_peak_76		448		.		10.85859		50.24303		44.87096		38		Exon/CD		chr3		8125763		8125809		AT3G22930		AT3G22930		-		145		NA		NA		NA

		3		2132836		2132882		MACS2_peak_138		74		.		6.88172		11.15325		7.40552		34		Exon/CD		chr3		8125764		8125821		AT3G22930		AT3G22930		-		139		NA		NA		NA

		3		8125764		8125821		MACS2_peak_139		310		.		17.408		35.78076		31.08574		30		Intron		chr3		8414095		8414150		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		3		8414095		8414150		MACS2_peak_140		321		.		15.00344		36.90712		32.17788		27		Intron		chr3		8414097		8414150		AT3G23460		AT3G23460		+		1804		NA		NA		NA

		3		9055573		9055620		MACS2_peak_142		88		.		8.1232		12.72644		8.88733		21		5'UTR		chr3		9055573		9055620		AT3G24800		AT3G24800		+		87		NA		NA		NA

		3		14762205		14762250		MACS2_peak_176		74		.		7.39861		11.23412		7.48421		36		Exon/CD		chr3		14762205		14762248				NIL		-		53		NA		NA		NA

		4		659452		659540		MACS2_peak_181		200		.		12.42009		24.36855		20.09304		50		Exon/CD		chr3		14762205		14762250				NIL		-		52		NA		NA		NA

		4		2297447		2297505		MACS2_peak_183		62		.		6.76933		9.96037		6.26948		36		Exon/CD		chr2		3110744		3110822				NIL		-		1236		NA		NA		NA

		4		3655684		3655788		MACS2_peak_202		28		.		4.24723		6.27196		2.83769		82		Downstream		chr2		3605708		3605931		AT2G07880		AT2G07880		+		1291		NA		NA		NA

		4		4547845		4548004		MACS2_peak_229		359		.		19.27314		40.85983		35.96201		122		Downstream		chr2		3605683		3605963		AT2G07880		AT2G07880		+		1295		NA		NA		NA

		4		5203801		5203888		MACS2_peak_230		38		.		5.41546		7.35928		3.84479		32		Exon/CD		chr2		3614937		3615088		AT2G07981		AT2G07981		+		26		NA		NA		NA

		4		5360883		5361033		MACS2_peak_231		336		.		18.83283		38.44324		33.64497		116		Intron		chr2		3614931		3615354		AT2G07981		AT2G07981		+		156		NA		NA		NA

		4		9969177		9969221		MACS2_peak_233		62		.		6.76933		9.96037		6.26948		14		Exon/CD		chr2		3615493		3615538		AT2G07981		AT2G07981		+		529		NA		NA		NA

		4		15790419		15790464		MACS2_peak_235		87		.		8.07121		12.62738		8.7966		21		Intron		chr2		3615639		3615689		AT2G07981		AT2G07981		+		678		NA		NA		NA

		5		3253046		3253219		MACS2_peak_238		173		.		7.60933		21.56767		17.39347		32		Intron		chr2		3615778		3615822		AT2G07981		AT2G07981		+		814		NA		NA		NA

		5		4569917		4570341		MACS2_peak_242		160		.		11.50786		20.20799		16.07016		71		Exon/CD		chr2		3615590		3616443		AT2G07981		AT2G07981		+		1030		NA		NA		NA

		5		5397429		5397474		MACS2_peak_243		69		.		7.10773		10.69558		6.96291		17		Exon/CD		chr2		3615990		3616170		AT2G07981		AT2G07981		+		1094		NA		NA		NA

		5		8428154		8428200		MACS2_peak_246		102		.		8.80013		14.16281		10.25231		34		Intron		chr2		3616251		3616304		AT2G07981		AT2G07981		+		1291		NA		NA		NA

		5		10708370		10708455		MACS2_peak_249		130		.		10.154		17.12944		13.09939		55		Exon/CD		chr2		3616365		3616441		AT2G07981		AT2G07981		+		1417		NA		NA		NA

		5		16127744		16127788		MACS2_peak_338		50		.		6.0924		8.63717		5.03027		37		Exon/CD		chr2		3616520		3616701		AT2G07981		AT2G07981		+		1624		NA		NA		NA

		5		20097925		20097970		MACS2_peak_343		87		.		8.07121		12.62738		8.7966		20		Intron		chr2		3616759		3616858		AT2G07981		AT2G07981		+		1822		NA		NA		NA

		1		4015261		4015305		MACS2_peak_1		75		.		7.25694		10.93397		7.55645		21		Intron		chr2		3616516		3617295		AT2G07981		AT2G07981		+		1919		NA		NA		NA

		1		9175701		9175779		MACS2_peak_2		48		.		5.80555		8.13128		4.82755		37		Exon/CD		chr2		3616914		3617014		AT2G07981		AT2G07981		+		1978		NA		NA		NA

		1		13108900		13108943		MACS2_peak_4		48		.		5.80555		8.13128		4.82755		23		Intron		chr2		3617171		3617215		AT2G07981		AT2G07981		+		2207		NA		NA		NA

		1		17279650		17279695		MACS2_peak_17		61		.		6.53125		9.50992		6.16749		8		Exon/CD		chr2		3617357		3617544		AT2G07981		AT2G07981		+		2464		NA		NA		NA

		1		23542165		23542208		MACS2_peak_19		48		.		5.80555		8.13128		4.82755		26		Exon/CD		chr2		3617431		3617537		AT2G07981		AT2G07981		+		2498		NA		NA		NA

		2		3110744		3110822		MACS2_peak_27		35		.		5.1388		6.85428		3.59192		9		Exon/CD		chr2		3617595		3617811		AT2G07981		AT2G07981		+		2717		NA		NA		NA

		2		3605683		3605963		MACS2_peak_28		372		.		9.91731		41.27657		37.29108		241		Downstream		chr2		3617728		3617805		AT2G07981		AT2G07981		+		2780		NA		NA		NA

		2		3606019		3606301		MACS2_peak_29		397		.		9.96775		43.8358		39.79119		181		Intron		chr2		3618053		3618193		AT2G08986		AT2G08986		+		65		NA		NA		NA

		2		3606400		3606759		MACS2_peak_30		654		.		13.76499		71.45033		65.45537		276		Intron		chr2		3617955		3620127		AT2G08986		AT2G08986		+		983		NA		NA		NA

		2		3606836		3607369		MACS2_peak_31		618		.		13.13212		66.62506		61.86621		307		Exon/CD		chr1		4015261		4015305				NIL		+		22		NA		NA		NA

		2		3607468		3607833		MACS2_peak_32		639		.		13.44855		69.02756		63.92844		274		Exon/CD		chr1		4015261		4015310				NIL		+		24		NA		NA		NA

		2		3614931		3615354		MACS2_peak_33		648		.		13.60677		70.23643		64.89667		96		Intron		chr1		9175701		9175779		AT1G26558		AT1G26558		+		98		NA		NA		NA

		2		3615493		3615538		MACS2_peak_34		128		.		5.79745		16.35599		12.85771		12		Intron		chr1		9175714		9175800		AT1G26558		AT1G26558		+		115		NA		NA		NA

		2		3615590		3616443		MACS2_peak_35		639		.		13.95147		69.07279		63.97093		811		Downstream		chr1		13102866		13102924				NIL		+		4614		NA		NA		NA

		2		3616516		3617295		MACS2_peak_36		639		.		13.44855		69.02756		63.92844		297		Exon/CD		chr1		13108900		13108943				NIL		+		80		NA		NA		NA

		2		3617357		3617544		MACS2_peak_37		457		.		11.65292		49.92939		45.76799		150		Exon/CD		chr1		13108902		13108950				NIL		+		85		NA		NA		NA

		2		3617595		3617811		MACS2_peak_38		643		.		13.58149		69.43276		64.3169		172		Exon/CD		chr1		17279614		17279675				NIL		+		80		NA		NA		NA

		2		3617955		3620127		MACS2_peak_39		648		.		13.60677		70.23643		64.89667		1034		Exon/CD		chr1		17279650		17279695				NIL		+		108		NA		NA		NA

		3		2132837		2132882		MACS2_peak_72		75		.		7.25694		10.93397		7.55645		25		Exon/CD		chr1		23542165		23542208				NIL		+		72		NA		NA		NA

		3		8125763		8125809		MACS2_peak_73		91		.		7.01641		12.5295		9.11467		19

		3		8414097		8414150		MACS2_peak_74		325		.		18.06118		36.49175		32.59575		25

		3		14762205		14762248		MACS2_peak_103		48		.		5.80555		8.13128		4.82755		33

		4		659491		659540		MACS2_peak_107		134		.		10.15972		17.00876		13.49677		16

		4		4547940		4548003		MACS2_peak_213		119		.		9.43402		15.43932		11.96013		32

		4		5203791		5203835		MACS2_peak_214		61		.		6.53125		9.50992		6.16749		33

		4		5360930		5361022		MACS2_peak_215		61		.		6.53125		9.50992		6.16749		62

		5		1409663		1409707		MACS2_peak_217		48		.		5.80555		8.13128		4.82755		21

		5		11679037		11679085		MACS2_peak_236		85		.		4.93482		11.99765		8.59644		15

		5		16127757		16127800		MACS2_peak_385		23		.		4.35417		5.53267		2.31729		17
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		1		2		3		4		5		6		7		8		9		10		Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping		Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		1		4015261		4015310		MACS2_peak_1		122		.		9.69236		16.26215		12.2635		24		Exon/CD		chr5		3253046		3253219		AT5G10340		AT5G10340		+		10		NA		NA		NA		AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		1		17279614		17279675		MACS2_peak_31		88		.		8.1232		12.72644		8.88733		36		5'UTR		chr5		5397429		5397474		AT5G16520		AT5G16520		-		4		NA		NA		NA		AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		2		3605708		3605931		MACS2_peak_58		75		.		4.40638		11.31766		7.54799		104		Upstream		chr5		12044219		12044300		AT5G32430		AT5G32430		-		-1057		NA		NA		NA		AT3G06760		AT3G06760.2		Drought-responsive family protein; INVOLVED IN: response to water deprivation; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Drought induced 19/ RING finger protein 114 (InterPro:IPR008598); BEST Arabidopsis thaliana protein match is: Drought-responsive family protein (TAIR:AT5G49230.1)		protein_coding

		2		3606180		3606240		MACS2_peak_59		20		.		2.99005		5.4322		2.05565		37		Upstream		chr5		12044237		12044281		AT5G32430		AT5G32430		-		-1057		NA		NA		NA		AT5G32430		AT5G32430.2		pseudogene, hypothetical protein		transposable_element_gene

		2		3606509		3606554		MACS2_peak_60		66		.		4.2546		10.31376		6.60761		21		5'UTR		chr4		9969177		9969221		AT4G17950		AT4G17950		-		33		NA		NA		NA		AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		2		3606637		3606732		MACS2_peak_61		492		.		11.48807		54.74714		49.23974		42		5'UTR		chr3		2132836		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA		AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		2		3607091		3607323		MACS2_peak_62		230		.		7.39643		27.43736		23.03032		48		5'UTR		chr3		2132837		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA		AT5G16520		AT5G16520.1		unknown protein		protein_coding

		2		3607703		3607809		MACS2_peak_63		481		.		11.3307		53.61206		48.13834		43		Intron		chr3		8414095		8414150		AT3G23460		AT3G23460		+		1803		NA		NA		NA		AT2G07880		AT2G07880.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1)		transposable_element_gene

		2		3614937		3615088		MACS2_peak_64		437		.		10.70122		49.13238		43.79873		58		Intron		chr3		8414097		8414150		AT3G23460		AT3G23460		+		1804		NA		NA		NA		AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif DNA-binding family protein (TAIR:AT5G46640.1)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		2		3615639		3615689		MACS2_peak_65		130		.		5.61552		17.06342		13.03671		26		5'UTR		chr3		9055573		9055620		AT3G24800		AT3G24800		+		87		NA		NA		NA		AT3G24800		AT3G24800.1		Contains two ring finger domains and one ZZ domain. Week similarity to yeast Rad18p. Putative component of the N-end rule pathway (ubiquitin-dependent proteolysis).		protein_coding		PROTEOLYSIS 1 (PRT1)		PROTEOLYSIS 1 (PRT1)

		2		3615778		3615822		MACS2_peak_66		70		.		4.33197		10.81479		7.07397		19		Downstream		chr2		3605708		3605931		AT2G07880		AT2G07880		+		1291		NA		NA		NA		The query for the following terms resulted in no hits:   GENE ID  

		2		3615990		3616170		MACS2_peak_67		124		.		5.68299		16.45912		12.45731		63		Downstream		chr2		3605683		3605963		AT2G07880		AT2G07880		+		1295		NA		NA		NA

		2		3616251		3616304		MACS2_peak_68		191		.		7.15726		23.3854		19.14484		24		Exon/CD		chr2		3614937		3615088		AT2G07981		AT2G07981		+		26		NA		NA		NA

		2		3616365		3616441		MACS2_peak_69		369		.		10.34334		41.85604		36.91164		40		Intron		chr2		3614931		3615354		AT2G07981		AT2G07981		+		156		NA		NA		NA

		2		3616520		3616701		MACS2_peak_70		258		.		7.86854		30.3248		25.8107		98		Exon/CD		chr2		3615493		3615538		AT2G07981		AT2G07981		+		529		NA		NA		NA

		2		3616759		3616858		MACS2_peak_71		376		.		9.75699		42.60461		37.60549		43		Intron		chr2		3615639		3615689		AT2G07981		AT2G07981		+		678		NA		NA		NA

		2		3616914		3617014		MACS2_peak_72		248		.		7.71117		29.35353		24.8735		39		Intron		chr2		3615778		3615822		AT2G07981		AT2G07981		+		814		NA		NA		NA

		2		3617171		3617215		MACS2_peak_73		75		.		4.40638		11.31766		7.54799		16		Exon/CD		chr2		3615590		3616443		AT2G07981		AT2G07981		+		1030		NA		NA		NA

		2		3617431		3617537		MACS2_peak_74		232		.		7.83159		27.65721		23.24588		72		Exon/CD		chr2		3615990		3616170		AT2G07981		AT2G07981		+		1094		NA		NA		NA

		2		3617728		3617805		MACS2_peak_75		269		.		8.10351		31.5319		26.97901		36		Intron		chr2		3616251		3616304		AT2G07981		AT2G07981		+		1291		NA		NA		NA

		2		3618053		3618193		MACS2_peak_76		448		.		10.85859		50.24303		44.87096		38		Exon/CD		chr2		3616365		3616441		AT2G07981		AT2G07981		+		1417		NA		NA		NA

		3		2132836		2132882		MACS2_peak_138		74		.		6.88172		11.15325		7.40552		34		Exon/CD		chr2		3616520		3616701		AT2G07981		AT2G07981		+		1624		NA		NA		NA

		3		8414095		8414150		MACS2_peak_140		321		.		15.00344		36.90712		32.17788		27		Intron		chr2		3616759		3616858		AT2G07981		AT2G07981		+		1822		NA		NA		NA

		3		9055573		9055620		MACS2_peak_142		88		.		8.1232		12.72644		8.88733		21		Intron		chr2		3616516		3617295		AT2G07981		AT2G07981		+		1919		NA		NA		NA

		4		9969177		9969221		MACS2_peak_233		62		.		6.76933		9.96037		6.26948		14		Exon/CD		chr2		3616914		3617014		AT2G07981		AT2G07981		+		1978		NA		NA		NA

		5		3253046		3253219		MACS2_peak_238		173		.		7.60933		21.56767		17.39347		32		Intron		chr2		3617171		3617215		AT2G07981		AT2G07981		+		2207		NA		NA		NA

		5		5397429		5397474		MACS2_peak_243		69		.		7.10773		10.69558		6.96291		17		Exon/CD		chr2		3617357		3617544		AT2G07981		AT2G07981		+		2464		NA		NA		NA

		5		12044237		12044281		MACS2_peak_330		75		.		4.40638		11.31766		7.54799		24		Exon/CD		chr2		3617431		3617537		AT2G07981		AT2G07981		+		2498		NA		NA		NA

		1		4015261		4015305		MACS2_peak_1		75		.		7.25694		10.93397		7.55645		21		Exon/CD		chr2		3617595		3617811		AT2G07981		AT2G07981		+		2717		NA		NA		NA

		1		17279650		17279695		MACS2_peak_17		61		.		6.53125		9.50992		6.16749		8		Downstream		chr2		3617728		3617805		AT2G07981		AT2G07981		+		2780		NA		NA		NA

		1		23542165		23542208		MACS2_peak_19		48		.		5.80555		8.13128		4.82755		26		Intron		chr2		3618053		3618193		AT2G08986		AT2G08986		+		65		NA		NA		NA

		2		3605683		3605963		MACS2_peak_28		372		.		9.91731		41.27657		37.29108		241		Intron		chr2		3617955		3620127		AT2G08986		AT2G08986		+		983		NA		NA		NA

		2		3606019		3606301		MACS2_peak_29		397		.		9.96775		43.8358		39.79119		181		Exon/CD		chr1		4015261		4015305				NIL		+		22		NA		NA		NA

		2		3606400		3606759		MACS2_peak_30		654		.		13.76499		71.45033		65.45537		276		Exon/CD		chr1		4015261		4015310				NIL		+		24		NA		NA		NA

		2		3606836		3607369		MACS2_peak_31		618		.		13.13212		66.62506		61.86621		307		Exon/CD		chr1		17279614		17279675				NIL		+		80		NA		NA		NA

		2		3607468		3607833		MACS2_peak_32		639		.		13.44855		69.02756		63.92844		274		Exon/CD		chr1		17279650		17279695				NIL		+		108		NA		NA		NA

		2		3614931		3615354		MACS2_peak_33		648		.		13.60677		70.23643		64.89667		96		Exon/CD		chr1		23542165		23542208				NIL		+		72		NA		NA		NA

		2		3615493		3615538		MACS2_peak_34		128		.		5.79745		16.35599		12.85771		12

		2		3615590		3616443		MACS2_peak_35		639		.		13.95147		69.07279		63.97093		811

		2		3616516		3617295		MACS2_peak_36		639		.		13.44855		69.02756		63.92844		297

		2		3617357		3617544		MACS2_peak_37		457		.		11.65292		49.92939		45.76799		150

		2		3617595		3617811		MACS2_peak_38		643		.		13.58149		69.43276		64.3169		172

		2		3617955		3620127		MACS2_peak_39		648		.		13.60677		70.23643		64.89667		1034

		3		2132837		2132882		MACS2_peak_72		75		.		7.25694		10.93397		7.55645		25

		3		8414097		8414150		MACS2_peak_74		325		.		18.06118		36.49175		32.59575		25

		5		12044219		12044300		MACS2_peak_359		547		.		12.26469		59.10698		54.73114		42
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		1		9175714		9175800		MACS2_peak_3		50		.		6.0924		8.63717		5.03027		60		Intron		chr5		1409663		1409707		AT5G04850		AT5G04850		-		208		NA		NA		NA		AT3G41761		AT3G41761.1		other RNA		other_rna

		1		13102866		13102924		MACS2_peak_4		102		.		8.80013		14.16281		10.25231		36		Exon/CD		chr5		3253046		3253219		AT5G10340		AT5G10340		+		10		NA		NA		NA		AT3G41762		AT3G41762.1		unknown protein.		protein_coding

		1		13108902		13108950		MACS2_peak_5		115		.		9.41642		15.51504		11.55051		25		Exon/CD		chr5		8428154		8428200				NIL		-		65		NA		NA		NA		AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		2		1022		1636		MACS2_peak_39		286		.		8.34066		33.28931		28.67362		423		Exon/CD		chr5		10058489		10058533				NIL		-		67		NA		NA		NA		AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		2		1789		1885		MACS2_peak_40		49		.		3.87957		8.52176		4.93634		18		Exon/CD		chr5		10708370		10708455				NIL		+		255		NA		NA		NA		AT2G01021		AT2G01021.1		unknown protein		protein_coding

		2		2153		2353		MACS2_peak_41		89		.		4.72113		12.80591		8.94889		56		Downstream		chr5		11808336		11808458				NIL		-		72		NA		NA		NA		AT2G01010		AT2G01010.1		18SrRNA		ribosomal_rna

		2		2430		2558		MACS2_peak_42		111		.		5.19324		15.14258		11.18643		79		Upstream		chr5		11822080		11822130				NIL		-		-418		NA		NA		NA		AT3G41979		AT3G41979.1		5.8SrRNA		ribosomal_rna

		2		2659		3137		MACS2_peak_43		203		.		6.92432		24.63181		20.33311		136		Upstream		chr5		11823151		11823194				NIL		-		-1485		NA		NA		NA		AT1G26558		AT1G26558.1		Unknown gene		other_rna

		2		3255		4161		MACS2_peak_44		143		.		5.82272		18.43612		14.35965		852		Upstream		chr5		11823344		11823395				NIL		-		-1682		NA		NA		NA		AT2G01022		AT2G01022.1		gypsy-like retrotransposon family, has a 4.3e-208 P-value blast match to GB:AAD27547 polyprotein (Gypsy_Ty3-element) (Oryza sativa subsp. indica)		transposable_element_gene

		2		4231		4992		MACS2_peak_45		82		.		4.56376		12.05454		8.24184		90		Upstream		chr5		11824052		11824095				NIL		-		-2386		NA		NA		NA		AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		2		5071		5603		MACS2_peak_46		100		.		5.02278		13.96196		10.06077		258		Downstream		chr5		11903306		11903353				NIL		-		6414		NA		NA		NA		AT2G01023		AT2G01023.1		unknown protein		protein_coding

		2		5714		7049		MACS2_peak_47		128		.		5.56123		16.91327		12.88921		645		Upstream		chr4		659452		659540		AT4G01520		AT4G01520		-		-318		NA		NA		NA		AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		2		7114		7503		MACS2_peak_48		155		.		6.09685		19.61709		15.50303		319		Upstream		chr4		659491		659540		AT4G01520		AT4G01520		-		-337		NA		NA		NA		AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		2		7581		7635		MACS2_peak_49		120		.		5.81426		15.99693		12.00681		33		Exon/CD		chr4		2269192		2269236				NIL		-		85		NA		NA		NA		AT3G41768		AT3G41768.1		18SrRNA		ribosomal_rna

		2		7752		8120		MACS2_peak_50		108		.		5.18481		14.75595		10.81895		295		Exon/CD		chr4		2297447		2297505				NIL		-		85		NA		NA		NA		AT2G01008		AT2G01008.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: maternal effect embryo arrest 38 (TAIR:AT3G43160.1).		protein_coding

		2		8251		8338		MACS2_peak_51		45		.		3.72658		8.14055		4.57707		57		Downstream		chr4		3655684		3655788				NIL		-		920		NA		NA		NA		AT5G04850		AT5G04850.2		VPS60.2; CONTAINS InterPro DOMAIN/s: Snf7 (InterPro:IPR005024); BEST Arabidopsis thaliana protein match is: SNF7 family protein (TAIR:AT3G10640.1).		protein_coding		 (VPS60.2)		 (VPS60.2)

		2		8421		8808		MACS2_peak_52		96		.		4.8785		13.57133		9.68074		268		Upstream		chr4		4547845		4548004		AT4G07747		AT4G07747		-		-96		NA		NA		NA		AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif DNA-binding family protein (TAIR:AT5G46640.1)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		2		8866		9340		MACS2_peak_53		127		.		5.50798		16.76512		12.74557		200		Upstream		chr4		4547940		4548003		AT4G07747		AT4G07747		-		-143		NA		NA		NA		AT4G01520		AT4G01520.1		NAC domain containing protein 67 (NAC067); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC with transmembrane motif1 (TAIR:AT4G01540.1)		protein_coding		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)		NAC DOMAIN CONTAINING PROTEIN 67 (anac067);NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)

		2		9421		9701		MACS2_peak_54		82		.		4.56376		12.05454		8.24184		61		Exon/CD		chr4		5203791		5203835				NIL		+		251		NA		NA		NA		The query for the following terms resulted in no hits:   GENE ID  

		2		10223		10488		MACS2_peak_55		269		.		8.10351		31.5319		26.97901		70		Exon/CD		chr4		5203801		5203888				NIL		+		282		NA		NA		NA

		2		1803471		1803571		MACS2_peak_56		38		.		5.41546		7.35928		3.84479		56		Exon/CD		chr4		5360883		5361033				NIL		+		239		NA		NA		NA

		2		3614937		3615088		MACS2_peak_64		437		.		10.70122		49.13238		43.79873		58		Exon/CD		chr4		5360930		5361022				NIL		+		257		NA		NA		NA

		2		3615639		3615689		MACS2_peak_65		130		.		5.61552		17.06342		13.03671		26		5'UTR		chr4		9969177		9969221		AT4G17950		AT4G17950		-		33		NA		NA		NA

		2		3615778		3615822		MACS2_peak_66		70		.		4.33197		10.81479		7.07397		19		Exon/CD		chr4		15790419		15790464				NIL		-		72		NA		NA		NA

		2		3615990		3616170		MACS2_peak_67		124		.		5.68299		16.45912		12.45731		63		Intron		chr3		8414095		8414150		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		2		3616251		3616304		MACS2_peak_68		191		.		7.15726		23.3854		19.14484		24		Intron		chr3		8414097		8414150		AT3G23460		AT3G23460		+		1804		NA		NA		NA

		2		3616365		3616441		MACS2_peak_69		369		.		10.34334		41.85604		36.91164		40		Downstream		chr3		13591862		13592565				NIL		-		449		NA		NA		NA

		2		3616520		3616701		MACS2_peak_70		258		.		7.86854		30.3248		25.8107		98		Downstream		chr3		14191805		14192052				NIL		+		741		NA		NA		NA

		2		3616759		3616858		MACS2_peak_71		376		.		9.75699		42.60461		37.60549		43		Downstream		chr3		14192103		14192218				NIL		+		973		NA		NA		NA

		2		3616914		3617014		MACS2_peak_72		248		.		7.71117		29.35353		24.8735		39		Downstream		chr3		14191698		14192793				NIL		+		1058		NA		NA		NA

		2		3617171		3617215		MACS2_peak_73		75		.		4.40638		11.31766		7.54799		16		Downstream		chr3		14194363		14195625		AT3G41762		AT3G41762		-		1609		NA		NA		NA

		2		3617431		3617537		MACS2_peak_74		232		.		7.83159		27.65721		23.24588		72		Downstream		chr3		14195105		14195190		AT3G41762		AT3G41762		-		1456		NA		NA		NA

		2		3617728		3617805		MACS2_peak_75		269		.		8.10351		31.5319		26.97901		36		Downstream		chr3		14195382		14195457		AT3G41762		AT3G41762		-		1184		NA		NA		NA

		2		3618053		3618193		MACS2_peak_76		448		.		10.85859		50.24303		44.87096		38		3'UTR		chr3		14195672		14195843		AT3G41762		AT3G41762		-		846		NA		NA		NA

		3		8414095		8414150		MACS2_peak_140		321		.		15.00344		36.90712		32.17788		27		Downstream		chr3		14195942		14196253		AT3G41761		AT3G41761		+		180		NA		NA		NA

		3		13591862		13592565		MACS2_peak_156		437		.		10.70122		49.13238		43.79873		647		Downstream		chr3		14196462		14196596		AT3G41761		AT3G41761		+		612		NA		NA		NA

		3		14191698		14192793		MACS2_peak_159		248		.		7.71117		29.35353		24.8735		490		Downstream		chr3		14196713		14196833		AT3G41761		AT3G41761		+		856		NA		NA		NA

		3		14192904		14193415		MACS2_peak_160		96		.		4.8785		13.57133		9.68074		347		Upstream		chr3		14196396		14197371		AT3G41768		AT3G41768		+		-794		NA		NA		NA

		3		14193538		14193633		MACS2_peak_161		68		.		4.24901		10.59578		6.86575		27		Upstream		chr3		14197036		14197089		AT3G41768		AT3G41768		+		-615		NA		NA		NA

		3		14193738		14194306		MACS2_peak_162		248		.		7.71117		29.35353		24.8735		264		Upstream		chr3		14197430		14197474		AT3G41768		AT3G41768		+		-225		NA		NA		NA

		3		14194363		14195625		MACS2_peak_163		248		.		7.71117		29.35353		24.8735		1049		Exon/CD		chr3		14197567		14199702		AT3G41768		AT3G41768		+		957		NA		NA		NA

		3		14195672		14195843		MACS2_peak_164		96		.		4.8785		13.57133		9.68074		38		Downstream		chr3		14199785		14200177		AT3G41979		AT3G41979		+		228		NA		NA		NA

		3		14195942		14196253		MACS2_peak_165		151		.		5.98009		19.28899		15.18065		125		Upstream		chr3		14203943		14204039				NIL		+		-1316		NA		NA		NA

		3		14196396		14197371		MACS2_peak_166		151		.		5.98009		19.28899		15.18065		678		Upstream		chr3		14204219		14204276				NIL		+		-1060		NA		NA		NA

		3		14197430		14197474		MACS2_peak_167		49		.		3.7769		8.52552		4.93634		22		Upstream		chr3		14204147		14204715				NIL		+		-876		NA		NA		NA

		3		14197567		14199702		MACS2_peak_168		160		.		6.13746		20.15304		16.0177		511		Upstream		chr3		14204353		14204541				NIL		+		-860		NA		NA		NA

		3		14199785		14200177		MACS2_peak_169		127		.		5.50798		16.76512		12.74557		39		Upstream		chr3		14204652		14204701				NIL		+		-631		NA		NA		NA

		3		14200235		14203819		MACS2_peak_170		145		.		5.87902		18.59414		14.51262		1176		Upstream		chr3		14204761		14205187				NIL		+		-333		NA		NA		NA

		3		14203943		14204039		MACS2_peak_171		82		.		4.56376		12.05454		8.24184		46		Upstream		chr3		14204891		14205184				NIL		+		-270		NA		NA		NA

		3		14204147		14204715		MACS2_peak_172		248		.		7.71117		29.35353		24.8735		265		Exon/CD		chr2		1155		1230		AT2G01008		AT2G01008		+		167		NA		NA		NA

		3		14204761		14205187		MACS2_peak_173		221		.		7.23906		26.49282		22.12058		273		Intron		chr2		1022		1636		AT2G01008		AT2G01008		+		304		NA		NA		NA

		4		659452		659540		MACS2_peak_181		200		.		12.42009		24.36855		20.09304		50		Intron		chr2		1339		1485		AT2G01008		AT2G01008		+		387		NA		NA		NA

		4		2269192		2269236		MACS2_peak_182		38		.		5.41546		7.35928		3.84479		15		Intron		chr2		1789		1885		AT2G01008		AT2G01008		+		812		NA		NA		NA

		4		2297447		2297505		MACS2_peak_183		62		.		6.76933		9.96037		6.26948		36		3'UTR		chr2		2153		2353		AT2G01008		AT2G01008		+		1228		NA		NA		NA

		4		3655684		3655788		MACS2_peak_202		28		.		4.24723		6.27196		2.83769		82		3'UTR		chr2		2430		2558		AT2G01008		AT2G01008		+		1469		NA		NA		NA

		4		4547845		4548004		MACS2_peak_229		359		.		19.27314		40.85983		35.96201		122		3'UTR		chr2		2494		2547		AT2G01008		AT2G01008		+		1495		NA		NA		NA

		4		5203801		5203888		MACS2_peak_230		38		.		5.41546		7.35928		3.84479		32		Downstream		chr2		2764		2871		AT2G01008		AT2G01008		+		1792		NA		NA		NA

		4		5360883		5361033		MACS2_peak_231		336		.		18.83283		38.44324		33.64497		116		Downstream		chr2		2659		3137		AT2G01008		AT2G01008		+		1873		NA		NA		NA

		4		9969177		9969221		MACS2_peak_233		62		.		6.76933		9.96037		6.26948		14		Downstream		chr2		3075		3118		AT2G01008		AT2G01008		+		2071		NA		NA		NA

		4		15790419		15790464		MACS2_peak_235		87		.		8.07121		12.62738		8.7966		21		Exon/CD		chr2		3255		4161		AT2G01010		AT2G01010		+		2		NA		NA		NA

		5		3253046		3253219		MACS2_peak_238		173		.		7.60933		21.56767		17.39347		32		Exon/CD		chr2		4231		4992		AT2G01010		AT2G01010		+		905		NA		NA		NA

		5		8428154		8428200		MACS2_peak_246		102		.		8.80013		14.16281		10.25231		34		Exon/CD		chr2		5071		5603		AT2G01010		AT2G01010		+		1631		NA		NA		NA

		5		10058489		10058533		MACS2_peak_247		62		.		6.76933		9.96037		6.26948		34		Upstream		chr2		5714		7049		AT2G01021		AT2G01021		+		-190		NA		NA		NA

		5		10708370		10708455		MACS2_peak_249		130		.		10.154		17.12944		13.09939		55		Downstream		chr2		7114		7503		AT2G01021		AT2G01021		+		737		NA		NA		NA

		1		9175701		9175779		MACS2_peak_2		48		.		5.80555		8.13128		4.82755		37		Downstream		chr2		7581		7635		AT2G01021		AT2G01021		+		1037		NA		NA		NA

		1		12907620		12907671		MACS2_peak_3		89		.		7.98264		12.39916		8.98693		37		Downstream		chr2		8866		9340		AT2G01023		AT2G01023		-		664		NA		NA		NA

		1		13108900		13108943		MACS2_peak_4		48		.		5.80555		8.13128		4.82755		23		Downstream		chr2		9421		9701		AT2G01023		AT2G01023		-		206		NA		NA		NA

		1		14509515		14509661		MACS2_peak_12		333		.		9.3421		37.2877		33.38173		117		Downstream		chr2		10254		10343		AT2G01022		AT2G01022		-		2563		NA		NA		NA

		2		1155		1230		MACS2_peak_20		28		.		3.16437		6.05312		2.81974		65		Downstream		chr2		10223		10488		AT2G01022		AT2G01022		-		2506		NA		NA		NA

		2		1339		1485		MACS2_peak_21		102		.		4.90477		13.64295		10.20359		109		Downstream		chr2		1803471		1803571				NIL		-		244		NA		NA		NA

		2		2494		2547		MACS2_peak_22		34		.		3.32258		6.65573		3.40357		25		Downstream		chr2		1803496		1803550				NIL		-		242		NA		NA		NA

		2		2764		2871		MACS2_peak_23		52		.		3.79724		8.57794		5.26234		67		Exon/CD		chr2		3110744		3110822				NIL		-		1236		NA		NA		NA

		2		3075		3118		MACS2_peak_24		34		.		3.32258		6.65573		3.40357		2		Exon/CD		chr2		3614937		3615088		AT2G07981		AT2G07981		+		26		NA		NA		NA

		2		10254		10343		MACS2_peak_25		110		.		5.21079		14.46132		11.00329		53		Intron		chr2		3614931		3615354		AT2G07981		AT2G07981		+		156		NA		NA		NA

		2		1803496		1803550		MACS2_peak_26		35		.		5.07986		6.80332		3.54231		27		Exon/CD		chr2		3615493		3615538		AT2G07981		AT2G07981		+		529		NA		NA		NA

		2		3110744		3110822		MACS2_peak_27		35		.		5.1388		6.85428		3.59192		9		Intron		chr2		3615639		3615689		AT2G07981		AT2G07981		+		678		NA		NA		NA

		2		3614931		3615354		MACS2_peak_33		648		.		13.60677		70.23643		64.89667		96		Intron		chr2		3615778		3615822		AT2G07981		AT2G07981		+		814		NA		NA		NA

		2		3615493		3615538		MACS2_peak_34		128		.		5.79745		16.35599		12.85771		12		Exon/CD		chr2		3615590		3616443		AT2G07981		AT2G07981		+		1030		NA		NA		NA

		2		3615590		3616443		MACS2_peak_35		639		.		13.95147		69.07279		63.97093		811		Exon/CD		chr2		3615990		3616170		AT2G07981		AT2G07981		+		1094		NA		NA		NA

		2		3616516		3617295		MACS2_peak_36		639		.		13.44855		69.02756		63.92844		297		Intron		chr2		3616251		3616304		AT2G07981		AT2G07981		+		1291		NA		NA		NA

		2		3617357		3617544		MACS2_peak_37		457		.		11.65292		49.92939		45.76799		150		Exon/CD		chr2		3616365		3616441		AT2G07981		AT2G07981		+		1417		NA		NA		NA

		2		3617595		3617811		MACS2_peak_38		643		.		13.58149		69.43276		64.3169		172		Exon/CD		chr2		3616520		3616701		AT2G07981		AT2G07981		+		1624		NA		NA		NA

		2		3617955		3620127		MACS2_peak_39		648		.		13.60677		70.23643		64.89667		1034		Intron		chr2		3616759		3616858		AT2G07981		AT2G07981		+		1822		NA		NA		NA

		3		8414097		8414150		MACS2_peak_74		325		.		18.06118		36.49175		32.59575		25		Intron		chr2		3616516		3617295		AT2G07981		AT2G07981		+		1919		NA		NA		NA

		3		13589841		13592593		MACS2_peak_82		654		.		13.76499		71.45033		65.45537		1776		Exon/CD		chr2		3616914		3617014		AT2G07981		AT2G07981		+		1978		NA		NA		NA

		3		14191805		14192052		MACS2_peak_85		109		.		5.06299		14.42472		10.96771		67		Intron		chr2		3617171		3617215		AT2G07981		AT2G07981		+		2207		NA		NA		NA

		3		14192103		14192218		MACS2_peak_86		94		.		4.74655		12.87478		9.45264		89		Exon/CD		chr2		3617357		3617544		AT2G07981		AT2G07981		+		2464		NA		NA		NA

		3		14192470		14192528		MACS2_peak_87		40		.		3.4808		7.27794		4.00196		34		Exon/CD		chr2		3617431		3617537		AT2G07981		AT2G07981		+		2498		NA		NA		NA

		3		14192717		14192784		MACS2_peak_88		106		.		5.20196		14.07437		10.6253		39		Exon/CD		chr2		3617595		3617811		AT2G07981		AT2G07981		+		2717		NA		NA		NA

		3		14193810		14193864		MACS2_peak_89		66		.		4.15434		10.05372		6.69811		22		Downstream		chr2		3617728		3617805		AT2G07981		AT2G07981		+		2780		NA		NA		NA

		3		14193918		14194132		MACS2_peak_90		117		.		5.2212		15.2197		11.7459		183		Intron		chr2		3618053		3618193		AT2G08986		AT2G08986		+		65		NA		NA		NA

		3		14194189		14194298		MACS2_peak_91		28		.		3.16437		6.05312		2.81974		74		Intron		chr2		3617955		3620127		AT2G08986		AT2G08986		+		983		NA		NA		NA

		3		14194475		14194886		MACS2_peak_92		102		.		4.90477		13.64295		10.20359		62		Intron		chr1		9175701		9175779		AT1G26558		AT1G26558		+		98		NA		NA		NA

		3		14195105		14195190		MACS2_peak_93		22		.		3.00615		5.471		2.26172		64		Intron		chr1		9175714		9175800		AT1G26558		AT1G26558		+		115		NA		NA		NA

		3		14195382		14195457		MACS2_peak_94		87		.		4.58833		12.12066		8.71488		30		Exon/CD		chr1		12907620		12907671				NIL		+		1080		NA		NA		NA

		3		14196462		14196596		MACS2_peak_95		46		.		3.63902		7.91892		4.62402		23		Downstream		chr1		13102866		13102924				NIL		+		4614		NA		NA		NA

		3		14196713		14196833		MACS2_peak_96		52		.		3.79724		8.57794		5.26234		35		Exon/CD		chr1		13108900		13108943				NIL		+		80		NA		NA		NA

		3		14197036		14197089		MACS2_peak_97		34		.		3.32258		6.65573		3.40357		12		Exon/CD		chr1		13108902		13108950				NIL		+		85		NA		NA		NA

		3		14204219		14204276		MACS2_peak_98		66		.		4.12932		9.98831		6.63515		35

		3		14204353		14204541		MACS2_peak_99		109		.		5.06299		14.42472		10.96771		92

		3		14204652		14204701		MACS2_peak_100		40		.		3.4808		7.27794		4.00196		19

		3		14204891		14205184		MACS2_peak_101		102		.		4.90477		13.64295		10.20359		146

		4		659491		659540		MACS2_peak_107		134		.		10.15972		17.00876		13.49677		16

		4		4547940		4548003		MACS2_peak_213		119		.		9.43402		15.43932		11.96013		32

		4		5203791		5203835		MACS2_peak_214		61		.		6.53125		9.50992		6.16749		33

		4		5360930		5361022		MACS2_peak_215		61		.		6.53125		9.50992		6.16749		62

		5		1409663		1409707		MACS2_peak_217		48		.		5.80555		8.13128		4.82755		21

		5		11677430		11677478		MACS2_peak_235		58		.		4.03416		9.17846		5.84865		20

		5		11679037		11679085		MACS2_peak_236		85		.		4.93482		11.99765		8.59644		15

		5		11808336		11808458		MACS2_peak_321		222		.		7.96898		25.96127		22.26797		22

		5		11822080		11822130		MACS2_peak_322		174		.		7.60245		21.05811		17.46844		25

		5		11823151		11823194		MACS2_peak_323		82		.		5.09349		11.66516		8.27008		16

		5		11823344		11823395		MACS2_peak_324		106		.		5.37793		14.14741		10.6972		23

		5		11824052		11824095		MACS2_peak_325		100		.		5.9533		13.49402		10.05942		28

		5		11853428		11853474		MACS2_peak_326		89		.		5.23696		12.34256		8.93283		30

		5		11855565		11855615		MACS2_peak_327		185		.		7.04694		22.1517		18.53737		25

		5		11858051		11858102		MACS2_peak_328		174		.		6.78367		21.01451		17.42513		20

		5		11873350		11873449		MACS2_peak_329		90		.		4.85808		12.49337		9.07902		24

		5		11873779		11873839		MACS2_peak_330		140		.		5.9631		17.59296		14.07263		31

		5		11874118		11874167		MACS2_peak_331		182		.		7.10607		21.82868		18.22299		24

		5		11875363		11875410		MACS2_peak_332		173		.		7.14652		20.97983		17.39081		18

		5		11887156		11887221		MACS2_peak_333		243		.		7.81339		28.11826		24.38268		33

		5		11893390		11893433		MACS2_peak_334		60		.		4.49321		9.35797		6.02141		21

		5		11903306		11903353		MACS2_peak_335		88		.		4.89473		12.24375		8.83502		18
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		1		2		3		4		5		6		7		8		9		10		Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping		Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		1		9175714		9175800		MACS2_peak_3		50		.		6.0924		8.63717		5.03027		60		Intron		chr5		1409663		1409707		AT5G04850		AT5G04850		-		208		NA		NA		NA		AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		1		13102866		13102924		MACS2_peak_4		102		.		8.80013		14.16281		10.25231		36		Exon/CD		chr5		3253046		3253219		AT5G10340		AT5G10340		+		10		NA		NA		NA		AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		1		13108902		13108950		MACS2_peak_5		115		.		9.41642		15.51504		11.55051		25		5'UTR		chr5		5397429		5397474		AT5G16520		AT5G16520		-		4		NA		NA		NA		AT2G01021		AT2G01021.1		unknown protein		protein_coding

		2		1022		1636		MACS2_peak_39		286		.		8.34066		33.28931		28.67362		423		Exon/CD		chr5		7870177		7870220				NIL		+		19		NA		NA		NA		AT2G01010		AT2G01010.1		18SrRNA		ribosomal_rna

		2		1789		1885		MACS2_peak_40		49		.		3.87957		8.52176		4.93634		18		Exon/CD		chr5		7870176		7870242				NIL		+		30		NA		NA		NA		AT1G26558		AT1G26558.1		Unknown gene		other_rna

		2		2153		2353		MACS2_peak_41		89		.		4.72113		12.80591		8.94889		56		Exon/CD		chr5		8428154		8428200				NIL		-		65		NA		NA		NA		AT2G01022		AT2G01022.1		gypsy-like retrotransposon family, has a 4.3e-208 P-value blast match to GB:AAD27547 polyprotein (Gypsy_Ty3-element) (Oryza sativa subsp. indica)		transposable_element_gene

		2		2430		2558		MACS2_peak_42		111		.		5.19324		15.14258		11.18643		79		Exon/CD		chr5		10058489		10058533				NIL		-		67		NA		NA		NA		AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		2		2659		3137		MACS2_peak_43		203		.		6.92432		24.63181		20.33311		136		Exon/CD		chr5		10418753		10418799				NIL		-		16		NA		NA		NA		AT2G01023		AT2G01023.1		unknown protein		protein_coding

		2		3255		4161		MACS2_peak_44		143		.		5.82272		18.43612		14.35965		852		Exon/CD		chr5		10708370		10708455				NIL		+		255		NA		NA		NA		AT5G16520		AT5G16520.1		unknown protein		protein_coding

		2		4231		4992		MACS2_peak_45		82		.		4.56376		12.05454		8.24184		90		Upstream		chr4		659452		659540		AT4G01520		AT4G01520		-		-318		NA		NA		NA		AT4G39235		AT4G39235.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT3G05570.1)		protein_coding

		2		5071		5603		MACS2_peak_46		100		.		5.02278		13.96196		10.06077		258		Upstream		chr4		659491		659540		AT4G01520		AT4G01520		-		-337		NA		NA		NA		AT2G01008		AT2G01008.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: maternal effect embryo arrest 38 (TAIR:AT3G43160.1).		protein_coding

		2		5714		7049		MACS2_peak_47		128		.		5.56123		16.91327		12.88921		645		Exon/CD		chr4		2269192		2269236				NIL		-		85		NA		NA		NA		AT5G04850		AT5G04850.2		VPS60.2; CONTAINS InterPro DOMAIN/s: Snf7 (InterPro:IPR005024); BEST Arabidopsis thaliana protein match is: SNF7 family protein (TAIR:AT3G10640.1).		protein_coding		 (VPS60.2)		 (VPS60.2)

		2		7114		7503		MACS2_peak_48		155		.		6.09685		19.61709		15.50303		319		Exon/CD		chr4		2297447		2297505				NIL		-		85		NA		NA		NA		AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif DNA-binding family protein (TAIR:AT5G46640.1)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		2		7581		7635		MACS2_peak_49		120		.		5.81426		15.99693		12.00681		33		Downstream		chr4		3655684		3655788				NIL		-		920		NA		NA		NA		AT4G01520		AT4G01520.1		NAC domain containing protein 67 (NAC067); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC with transmembrane motif1 (TAIR:AT4G01540.1)		protein_coding		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)		NAC DOMAIN CONTAINING PROTEIN 67 (anac067);NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)

		2		7752		8120		MACS2_peak_50		108		.		5.18481		14.75595		10.81895		295		Upstream		chr4		4547845		4548004		AT4G07747		AT4G07747		-		-96		NA		NA		NA		The query for the following terms resulted in no hits:   GENE ID  

		2		8251		8338		MACS2_peak_51		45		.		3.72658		8.14055		4.57707		57		Upstream		chr4		4547940		4548003		AT4G07747		AT4G07747		-		-143		NA		NA		NA

		2		8421		8808		MACS2_peak_52		96		.		4.8785		13.57133		9.68074		268		Exon/CD		chr4		5203791		5203835				NIL		+		251		NA		NA		NA

		2		8866		9340		MACS2_peak_53		127		.		5.50798		16.76512		12.74557		200		Exon/CD		chr4		5203801		5203888				NIL		+		282		NA		NA		NA

		2		9421		9701		MACS2_peak_54		82		.		4.56376		12.05454		8.24184		61		Exon/CD		chr4		5360883		5361033				NIL		+		239		NA		NA		NA

		2		10223		10488		MACS2_peak_55		269		.		8.10351		31.5319		26.97901		70		Exon/CD		chr4		5360930		5361022				NIL		+		257		NA		NA		NA

		3		1648746		1648790		MACS2_peak_137		62		.		6.76933		9.96037		6.26948		19		5'UTR		chr4		9969177		9969221		AT4G17950		AT4G17950		-		33		NA		NA		NA

		3		8414095		8414150		MACS2_peak_140		321		.		15.00344		36.90712		32.17788		27		Exon/CD		chr4		15790419		15790464				NIL		-		72		NA		NA		NA

		3		13591862		13592565		MACS2_peak_156		437		.		10.70122		49.13238		43.79873		647		Intron		chr4		18268705		18268749		AT4G39235		AT4G39235		+		678		NA		NA		NA

		4		659452		659540		MACS2_peak_181		200		.		12.42009		24.36855		20.09304		50		Exon/CD		chr3		1648746		1648790				NIL		-		72		NA		NA		NA

		4		2269192		2269236		MACS2_peak_182		38		.		5.41546		7.35928		3.84479		15		Intron		chr3		8414095		8414150		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		4		2297447		2297505		MACS2_peak_183		62		.		6.76933		9.96037		6.26948		36		Intron		chr3		8414097		8414150		AT3G23460		AT3G23460		+		1804		NA		NA		NA

		4		3655684		3655788		MACS2_peak_202		28		.		4.24723		6.27196		2.83769		82		Downstream		chr3		13591862		13592565				NIL		-		449		NA		NA		NA

		4		4547845		4548004		MACS2_peak_229		359		.		19.27314		40.85983		35.96201		122		Exon/CD		chr2		1155		1230		AT2G01008		AT2G01008		+		167		NA		NA		NA

		4		5203801		5203888		MACS2_peak_230		38		.		5.41546		7.35928		3.84479		32		Intron		chr2		1022		1636		AT2G01008		AT2G01008		+		304		NA		NA		NA

		4		5360883		5361033		MACS2_peak_231		336		.		18.83283		38.44324		33.64497		116		Intron		chr2		1339		1485		AT2G01008		AT2G01008		+		387		NA		NA		NA

		4		9969177		9969221		MACS2_peak_233		62		.		6.76933		9.96037		6.26948		14		Intron		chr2		1789		1885		AT2G01008		AT2G01008		+		812		NA		NA		NA

		4		15790419		15790464		MACS2_peak_235		87		.		8.07121		12.62738		8.7966		21		3'UTR		chr2		2153		2353		AT2G01008		AT2G01008		+		1228		NA		NA		NA

		4		18268705		18268749		MACS2_peak_237		75		.		7.44626		11.32464		7.54799		21		3'UTR		chr2		2430		2558		AT2G01008		AT2G01008		+		1469		NA		NA		NA

		5		3253046		3253219		MACS2_peak_238		173		.		7.60933		21.56767		17.39347		32		3'UTR		chr2		2494		2547		AT2G01008		AT2G01008		+		1495		NA		NA		NA

		5		5397429		5397474		MACS2_peak_243		69		.		7.10773		10.69558		6.96291		17		Downstream		chr2		2764		2871		AT2G01008		AT2G01008		+		1792		NA		NA		NA

		5		7870176		7870242		MACS2_peak_245		158		.		11.19085		19.94035		15.82302		34		Downstream		chr2		2659		3137		AT2G01008		AT2G01008		+		1873		NA		NA		NA

		5		8428154		8428200		MACS2_peak_246		102		.		8.80013		14.16281		10.25231		34		Downstream		chr2		3075		3118		AT2G01008		AT2G01008		+		2071		NA		NA		NA

		5		10058489		10058533		MACS2_peak_247		62		.		6.76933		9.96037		6.26948		34		Exon/CD		chr2		3255		4161		AT2G01010		AT2G01010		+		2		NA		NA		NA

		5		10418753		10418799		MACS2_peak_248		61		.		6.58958		9.78518		6.12534		18		Exon/CD		chr2		4231		4992		AT2G01010		AT2G01010		+		905		NA		NA		NA

		5		10708370		10708455		MACS2_peak_249		130		.		10.154		17.12944		13.09939		55		Exon/CD		chr2		5071		5603		AT2G01010		AT2G01010		+		1631		NA		NA		NA

		1		9175701		9175779		MACS2_peak_2		48		.		5.80555		8.13128		4.82755		37		Upstream		chr2		5714		7049		AT2G01021		AT2G01021		+		-190		NA		NA		NA

		1		12907620		12907671		MACS2_peak_3		89		.		7.98264		12.39916		8.98693		37		Downstream		chr2		7114		7503		AT2G01021		AT2G01021		+		737		NA		NA		NA

		1		13108900		13108943		MACS2_peak_4		48		.		5.80555		8.13128		4.82755		23		Downstream		chr2		7581		7635		AT2G01021		AT2G01021		+		1037		NA		NA		NA

		2		1155		1230		MACS2_peak_20		28		.		3.16437		6.05312		2.81974		65		Downstream		chr2		8866		9340		AT2G01023		AT2G01023		-		664		NA		NA		NA

		2		1339		1485		MACS2_peak_21		102		.		4.90477		13.64295		10.20359		109		Downstream		chr2		9421		9701		AT2G01023		AT2G01023		-		206		NA		NA		NA

		2		2494		2547		MACS2_peak_22		34		.		3.32258		6.65573		3.40357		25		Downstream		chr2		10254		10343		AT2G01022		AT2G01022		-		2563		NA		NA		NA

		2		2764		2871		MACS2_peak_23		52		.		3.79724		8.57794		5.26234		67		Downstream		chr2		10223		10488		AT2G01022		AT2G01022		-		2506		NA		NA		NA

		2		3075		3118		MACS2_peak_24		34		.		3.32258		6.65573		3.40357		2		Intron		chr1		9175701		9175779		AT1G26558		AT1G26558		+		98		NA		NA		NA

		2		10254		10343		MACS2_peak_25		110		.		5.21079		14.46132		11.00329		53		Intron		chr1		9175714		9175800		AT1G26558		AT1G26558		+		115		NA		NA		NA

		3		8414097		8414150		MACS2_peak_74		325		.		18.06118		36.49175		32.59575		25		Exon/CD		chr1		12907620		12907671				NIL		+		1080		NA		NA		NA

		3		13589841		13592593		MACS2_peak_82		654		.		13.76499		71.45033		65.45537		1776		Downstream		chr1		13102866		13102924				NIL		+		4614		NA		NA		NA

		4		659491		659540		MACS2_peak_107		134		.		10.15972		17.00876		13.49677		16		Exon/CD		chr1		13108900		13108943				NIL		+		80		NA		NA		NA

		4		4547940		4548003		MACS2_peak_213		119		.		9.43402		15.43932		11.96013		32		Exon/CD		chr1		13108902		13108950				NIL		+		85		NA		NA		NA

		4		5203791		5203835		MACS2_peak_214		61		.		6.53125		9.50992		6.16749		33

		4		5360930		5361022		MACS2_peak_215		61		.		6.53125		9.50992		6.16749		62

		5		1409663		1409707		MACS2_peak_217		48		.		5.80555		8.13128		4.82755		21

		5		7870177		7870220		MACS2_peak_218		48		.		5.80555		8.13128		4.82755		23

		5		11677430		11677478		MACS2_peak_235		58		.		4.03416		9.17846		5.84865		20

		5		11679037		11679085		MACS2_peak_236		85		.		4.93482		11.99765		8.59644		15
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		1		2		3		4		5		6		7		8		9		10		Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping		Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		1		13102866		13102924		MACS2_peak_4		102		.		8.80013		14.16281		10.25231		36		Exon/CD		chr5		3253046		3253219		AT5G10340		AT5G10340		+		10		NA		NA		NA		AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		2		3605708		3605931		MACS2_peak_58		75		.		4.40638		11.31766		7.54799		104		Upstream		chr5		12044219		12044300		AT5G32430		AT5G32430		-		-1057		NA		NA		NA		AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		2		3606180		3606240		MACS2_peak_59		20		.		2.99005		5.4322		2.05565		37		Upstream		chr5		12044237		12044281		AT5G32430		AT5G32430		-		-1057		NA		NA		NA		AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		2		3606509		3606554		MACS2_peak_60		66		.		4.2546		10.31376		6.60761		21		3'UTR		chr4		366547		366593		AT4G00880		AT4G00880		-		704		NA		NA		NA		AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		2		3606637		3606732		MACS2_peak_61		492		.		11.48807		54.74714		49.23974		42		Downstream		chr4		2508930		2508973				NIL		+		404		NA		NA		NA		AT2G07880		AT2G07880.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1)		transposable_element_gene

		2		3607091		3607323		MACS2_peak_62		230		.		7.39643		27.43736		23.03032		48		Downstream		chr4		3655684		3655788				NIL		-		920		NA		NA		NA		AT5G32430		AT5G32430.2		pseudogene, hypothetical protein		transposable_element_gene

		2		3607703		3607809		MACS2_peak_63		481		.		11.3307		53.61206		48.13834		43		Upstream		chr4		4547845		4548004		AT4G07747		AT4G07747		-		-96		NA		NA		NA		AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		2		3614937		3615088		MACS2_peak_64		437		.		10.70122		49.13238		43.79873		58		Upstream		chr4		4547940		4548003		AT4G07747		AT4G07747		-		-143		NA		NA		NA		AT4G17750		AT4G17750.1		native protein is a trimer, interacts with HSP70, also with TBP, DNA interaction is modulated by phosphorylation  and is heat-shock inducible		protein_coding		HEAT SHOCK FACTOR 1 (HSF1)		HEAT SHOCK FACTOR 1 (HSF1);CLASS A HEAT SHOCK FACTOR 1A (HSFA1A);ARABIDOPSIS THALIANA HEAT SHOCK FACTOR 1 (ATHSF1);ARABIDOPSIS THALIANA CLASS A HEAT SHOCK FACTOR 1A (ATHSFA1A)

		2		3615639		3615689		MACS2_peak_65		130		.		5.61552		17.06342		13.03671		26		Exon/CD		chr4		5360883		5361033				NIL		+		239		NA		NA		NA		AT4G00880		AT4G00880.1		SAUR-like auxin-responsive protein family ; CONTAINS InterPro DOMAIN/s: Auxin responsive SAUR protein (InterPro:IPR003676); BEST Arabidopsis thaliana protein match is: SAUR-like auxin-responsive protein family  (TAIR:AT2G46690.1)		protein_coding		SMALL AUXIN UPREGULATED RNA 31 (SAUR31)		SMALL AUXIN UPREGULATED RNA 31 (SAUR31)

		2		3615778		3615822		MACS2_peak_66		70		.		4.33197		10.81479		7.07397		19		Exon/CD		chr4		5360930		5361022				NIL		+		257		NA		NA		NA		The query for the following terms resulted in no hits:   GENE ID  

		2		3615990		3616170		MACS2_peak_67		124		.		5.68299		16.45912		12.45731		63		Exon/CD		chr4		9870040		9870090		AT4G17750		AT4G17750		-		1538		NA		NA		NA

		2		3616251		3616304		MACS2_peak_68		191		.		7.15726		23.3854		19.14484		24		Intron		chr3		8414095		8414150		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		2		3616365		3616441		MACS2_peak_69		369		.		10.34334		41.85604		36.91164		40		Intron		chr3		8414097		8414150		AT3G23460		AT3G23460		+		1804		NA		NA		NA

		2		3616520		3616701		MACS2_peak_70		258		.		7.86854		30.3248		25.8107		98		Exon/CD		chr3		18960810		18960856				NIL		-		45		NA		NA		NA

		2		3616759		3616858		MACS2_peak_71		376		.		9.75699		42.60461		37.60549		43		Exon/CD		chr3		18960811		18960855				NIL		-		45		NA		NA		NA

		2		3616914		3617014		MACS2_peak_72		248		.		7.71117		29.35353		24.8735		39		Downstream		chr2		3605708		3605931		AT2G07880		AT2G07880		+		1291		NA		NA		NA

		2		3617171		3617215		MACS2_peak_73		75		.		4.40638		11.31766		7.54799		16		Downstream		chr2		3605683		3605963		AT2G07880		AT2G07880		+		1295		NA		NA		NA

		2		3617431		3617537		MACS2_peak_74		232		.		7.83159		27.65721		23.24588		72		Exon/CD		chr2		3614937		3615088		AT2G07981		AT2G07981		+		26		NA		NA		NA

		2		3617728		3617805		MACS2_peak_75		269		.		8.10351		31.5319		26.97901		36		Intron		chr2		3614931		3615354		AT2G07981		AT2G07981		+		156		NA		NA		NA

		2		3618053		3618193		MACS2_peak_76		448		.		10.85859		50.24303		44.87096		38		Exon/CD		chr2		3615493		3615538		AT2G07981		AT2G07981		+		529		NA		NA		NA

		3		8414095		8414150		MACS2_peak_140		321		.		15.00344		36.90712		32.17788		27		Intron		chr2		3615639		3615689		AT2G07981		AT2G07981		+		678		NA		NA		NA

		3		18960810		18960856		MACS2_peak_178		102		.		8.80013		14.16281		10.25231		25		Intron		chr2		3615778		3615822		AT2G07981		AT2G07981		+		814		NA		NA		NA

		4		366547		366593		MACS2_peak_180		77		.		7.46057		11.51309		7.72953		19		Exon/CD		chr2		3615590		3616443		AT2G07981		AT2G07981		+		1030		NA		NA		NA

		4		3655684		3655788		MACS2_peak_202		28		.		4.24723		6.27196		2.83769		82		Exon/CD		chr2		3615990		3616170		AT2G07981		AT2G07981		+		1094		NA		NA		NA

		4		4547845		4548004		MACS2_peak_229		359		.		19.27314		40.85983		35.96201		122		Intron		chr2		3616251		3616304		AT2G07981		AT2G07981		+		1291		NA		NA		NA

		4		5360883		5361033		MACS2_peak_231		336		.		18.83283		38.44324		33.64497		116		Exon/CD		chr2		3616365		3616441		AT2G07981		AT2G07981		+		1417		NA		NA		NA

		4		9870040		9870090		MACS2_peak_232		152		.		10.60864		19.34585		15.23658		25		Exon/CD		chr2		3616520		3616701		AT2G07981		AT2G07981		+		1624		NA		NA		NA

		5		3253046		3253219		MACS2_peak_238		173		.		7.60933		21.56767		17.39347		32		Intron		chr2		3616759		3616858		AT2G07981		AT2G07981		+		1822		NA		NA		NA

		5		12044237		12044281		MACS2_peak_330		75		.		4.40638		11.31766		7.54799		24		Intron		chr2		3616516		3617295		AT2G07981		AT2G07981		+		1919		NA		NA		NA

		2		3605683		3605963		MACS2_peak_28		372		.		9.91731		41.27657		37.29108		241		Exon/CD		chr2		3616914		3617014		AT2G07981		AT2G07981		+		1978		NA		NA		NA

		2		3606019		3606301		MACS2_peak_29		397		.		9.96775		43.8358		39.79119		181		Intron		chr2		3617171		3617215		AT2G07981		AT2G07981		+		2207		NA		NA		NA

		2		3606400		3606759		MACS2_peak_30		654		.		13.76499		71.45033		65.45537		276		Exon/CD		chr2		3617357		3617544		AT2G07981		AT2G07981		+		2464		NA		NA		NA

		2		3606836		3607369		MACS2_peak_31		618		.		13.13212		66.62506		61.86621		307		Exon/CD		chr2		3617431		3617537		AT2G07981		AT2G07981		+		2498		NA		NA		NA

		2		3607468		3607833		MACS2_peak_32		639		.		13.44855		69.02756		63.92844		274		Exon/CD		chr2		3617595		3617811		AT2G07981		AT2G07981		+		2717		NA		NA		NA

		2		3614931		3615354		MACS2_peak_33		648		.		13.60677		70.23643		64.89667		96		Downstream		chr2		3617728		3617805		AT2G07981		AT2G07981		+		2780		NA		NA		NA

		2		3615493		3615538		MACS2_peak_34		128		.		5.79745		16.35599		12.85771		12		Intron		chr2		3618053		3618193		AT2G08986		AT2G08986		+		65		NA		NA		NA

		2		3615590		3616443		MACS2_peak_35		639		.		13.95147		69.07279		63.97093		811		Intron		chr2		3617955		3620127		AT2G08986		AT2G08986		+		983		NA		NA		NA

		2		3616516		3617295		MACS2_peak_36		639		.		13.44855		69.02756		63.92844		297		Downstream		chr1		13102866		13102924				NIL		+		4614		NA		NA		NA

		2		3617357		3617544		MACS2_peak_37		457		.		11.65292		49.92939		45.76799		150

		2		3617595		3617811		MACS2_peak_38		643		.		13.58149		69.43276		64.3169		172

		2		3617955		3620127		MACS2_peak_39		648		.		13.60677		70.23643		64.89667		1034

		3		8414097		8414150		MACS2_peak_74		325		.		18.06118		36.49175		32.59575		25

		3		18960811		18960855		MACS2_peak_106		61		.		6.53125		9.50992		6.16749		28

		4		2508930		2508973		MACS2_peak_108		48		.		5.80555		8.13128		4.82755		28

		4		4547940		4548003		MACS2_peak_213		119		.		9.43402		15.43932		11.96013		32

		4		5360930		5361022		MACS2_peak_215		61		.		6.53125		9.50992		6.16749		62

		5		12044219		12044300		MACS2_peak_359		547		.		12.26469		59.10698		54.73114		42
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		1		4015261		4015310		MACS2_peak_1		122		.		9.69236		16.26215		12.2635		24		Intron		chr5		1409663		1409707		AT5G04850		AT5G04850		-		208		NA		NA		NA		AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		1		13102866		13102924		MACS2_peak_4		102		.		8.80013		14.16281		10.25231		36		Exon/CD		chr5		3253046		3253219		AT5G10340		AT5G10340		+		10		NA		NA		NA		AT3G23460		AT3G23460.1		S-adenosyl-L-methionine-dependent methyltransferases superfamily protein; INVOLVED IN: lipid biosynthetic process; LOCATED IN: chloroplast; EXPRESSED IN: sepal, male gametophyte, carpel; EXPRESSED DURING: 4 anthesis; CONTAINS InterPro DOMAIN/s: Cyclopropane-fatty-acyl-phospholipid/mycolic acid synthase (InterPro:IPR003333); BEST Arabidopsis thaliana protein match is: Cyclopropane-fatty-acyl-phospholipid synthase (TAIR:AT3G23510.1)		protein_coding

		1		13108902		13108950		MACS2_peak_5		115		.		9.41642		15.51504		11.55051		25		Exon/CD		chr5		4569539		4569822		AT5G14170		AT5G14170		-		1267		NA		NA		NA		AT3G06760		AT3G06760.2		Drought-responsive family protein; INVOLVED IN: response to water deprivation; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Drought induced 19/ RING finger protein 114 (InterPro:IPR008598); BEST Arabidopsis thaliana protein match is: Drought-responsive family protein (TAIR:AT5G49230.1)		protein_coding

		1		17279614		17279675		MACS2_peak_31		88		.		8.1232		12.72644		8.88733		36		Exon/CD		chr5		4569917		4570341		AT5G14170		AT5G14170		-		818		NA		NA		NA		AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		2		3605708		3605931		MACS2_peak_58		75		.		4.40638		11.31766		7.54799		104		5'UTR		chr5		5397429		5397474		AT5G16520		AT5G16520		-		4		NA		NA		NA		AT5G47540		AT5G47540.1		Mo25 family protein; FUNCTIONS IN: binding; INVOLVED IN: biological_process unknown; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Mo25-like (InterPro:IPR013878), Armadillo-type fold (InterPro:IPR016024); BEST Arabidopsis thaliana protein match is: Mo25 family protein (TAIR:AT4G17270.1)		protein_coding

		2		3606180		3606240		MACS2_peak_59		20		.		2.99005		5.4322		2.05565		37		Exon/CD		chr5		8428154		8428200				NIL		-		65		NA		NA		NA		AT5G42960		AT5G42960.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: mitochondrion, chloroplast, plastid, chloroplast envelope; EXPRESSED IN: 24 plant structures; EXPRESSED DURING: 13 growth stages; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G45170.1)		protein_coding

		2		3606509		3606554		MACS2_peak_60		66		.		4.2546		10.31376		6.60761		21		Exon/CD		chr5		10708370		10708455				NIL		+		255		NA		NA		NA		AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		2		3606637		3606732		MACS2_peak_61		492		.		11.48807		54.74714		49.23974		42		5'UTR		chr5		17235111		17235155		AT5G42960		AT5G42960		+		41		NA		NA		NA		AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		2		3607091		3607323		MACS2_peak_62		230		.		7.39643		27.43736		23.03032		48		3'UTR		chr5		19283107		19283152		AT5G47540		AT5G47540		-		2569		NA		NA		NA		AT5G16520		AT5G16520.1		unknown protein		protein_coding

		2		3607703		3607809		MACS2_peak_63		481		.		11.3307		53.61206		48.13834		43		Exon/CD		chr5		20097925		20097970				NIL		-		51		NA		NA		NA		AT2G07880		AT2G07880.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1)		transposable_element_gene

		2		3614937		3615088		MACS2_peak_64		437		.		10.70122		49.13238		43.79873		58		Upstream		chr4		659452		659540		AT4G01520		AT4G01520		-		-318		NA		NA		NA		AT5G14170		AT5G14170.1		CHC1 is predicted to encode a protein that belongs to the chromodomain remodeling complex. Two RNAi knock-down lines have a dwarf phenotype and reduced rates of Agrobacterium-mediated transformation. The low rate of root-mediated transformation rate may result from altered root morphology or reduced root growth rates. Also named as SWP73B, a subunit of the SWI/SNF chromatin remodeling complex. Acts as important modulator of major developmental pathways.		protein_coding		 (CHC1)		 (CHC1); (BAF60);SWP73B (SWP73B)

		2		3615639		3615689		MACS2_peak_65		130		.		5.61552		17.06342		13.03671		26		Upstream		chr4		659491		659540		AT4G01520		AT4G01520		-		-337		NA		NA		NA		AT5G04850		AT5G04850.2		VPS60.2; CONTAINS InterPro DOMAIN/s: Snf7 (InterPro:IPR005024); BEST Arabidopsis thaliana protein match is: SNF7 family protein (TAIR:AT3G10640.1).		protein_coding		 (VPS60.2)		 (VPS60.2)

		2		3615778		3615822		MACS2_peak_66		70		.		4.33197		10.81479		7.07397		19		Exon/CD		chr4		2297447		2297505				NIL		-		85		NA		NA		NA		AT4G17950		AT4G17950.1		AT hook motif DNA-binding family protein; FUNCTIONS IN: DNA binding; INVOLVED IN: regulation of transcription, DNA-dependent; LOCATED IN: nucleus; EXPRESSED IN: 16 plant structures; EXPRESSED DURING: 11 growth stages; CONTAINS InterPro DOMAIN/s: Protein of unknown function DUF296 (InterPro:IPR005175), AT hook, DNA-binding motif (InterPro:IPR017956); BEST Arabidopsis thaliana protein match is: AT hook motif DNA-binding family protein (TAIR:AT5G46640.1)		protein_coding		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)		AT-HOOK MOTIF NUCLEAR LOCALIZED PROTEIN 13 (AHL13)

		2		3615990		3616170		MACS2_peak_67		124		.		5.68299		16.45912		12.45731		63		Downstream		chr4		3655684		3655788				NIL		-		920		NA		NA		NA		AT4G37280		AT4G37280.1		MRG family protein; FUNCTIONS IN: chromatin binding; INVOLVED IN: chromatin assembly or disassembly; LOCATED IN: chromatin, nucleus; EXPRESSED IN: 25 plant structures; EXPRESSED DURING: 15 growth stages; CONTAINS InterPro DOMAIN/s: Histone H4 acetyltransferase, NuA4 complex, Eaf3/MRG15 subunit (InterPro:IPR017398), MRG (InterPro:IPR008676), Chromo domain (InterPro:IPR000953); BEST Arabidopsis thaliana protein match is: MRG family protein (TAIR:AT1G02740.1)		protein_coding		MORF RELATED GENE 1 (MRG1)		MORF RELATED GENE 1 (MRG1)

		2		3616251		3616304		MACS2_peak_68		191		.		7.15726		23.3854		19.14484		24		Upstream		chr4		4547845		4548004		AT4G07747		AT4G07747		-		-96		NA		NA		NA		AT4G01520		AT4G01520.1		NAC domain containing protein 67 (NAC067); FUNCTIONS IN: sequence-specific DNA binding transcription factor activity; INVOLVED IN: multicellular organismal development, regulation of transcription; LOCATED IN: cellular_component unknown; CONTAINS InterPro DOMAIN/s: No apical meristem (NAM) protein (InterPro:IPR003441); BEST Arabidopsis thaliana protein match is: NAC with transmembrane motif1 (TAIR:AT4G01540.1)		protein_coding		NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)		NAC DOMAIN CONTAINING PROTEIN 67 (anac067);NAC DOMAIN CONTAINING PROTEIN 67 (NAC067)

		2		3616365		3616441		MACS2_peak_69		369		.		10.34334		41.85604		36.91164		40		Upstream		chr4		4547940		4548003		AT4G07747		AT4G07747		-		-143		NA		NA		NA		AT3G24800		AT3G24800.1		Contains two ring finger domains and one ZZ domain. Week similarity to yeast Rad18p. Putative component of the N-end rule pathway (ubiquitin-dependent proteolysis).		protein_coding		PROTEOLYSIS 1 (PRT1)		PROTEOLYSIS 1 (PRT1)

		2		3616520		3616701		MACS2_peak_70		258		.		7.86854		30.3248		25.8107		98		Exon/CD		chr4		5203791		5203835				NIL		+		251		NA		NA		NA		AT3G48820		AT3G48820.1		Encodes a homolog of the animal sialyltransferases but sialyltransferase activity was not detected (Plant Biology 2009, 11:284).  Located in the Golgi apparatus.		protein_coding		SIALYLTRANSFERASE-LIKE 2 (SIA2)		SIALYLTRANSFERASE-LIKE 2 (SIA2)

		2		3616759		3616858		MACS2_peak_71		376		.		9.75699		42.60461		37.60549		43		Exon/CD		chr4		5203801		5203888				NIL		+		282		NA		NA		NA		The query for the following terms resulted in no hits:   GENE ID  

		2		3616914		3617014		MACS2_peak_72		248		.		7.71117		29.35353		24.8735		39		Exon/CD		chr4		5360883		5361033				NIL		+		239		NA		NA		NA

		2		3617171		3617215		MACS2_peak_73		75		.		4.40638		11.31766		7.54799		16		Exon/CD		chr4		5360930		5361022				NIL		+		257		NA		NA		NA

		2		3617431		3617537		MACS2_peak_74		232		.		7.83159		27.65721		23.24588		72		5'UTR		chr4		9969177		9969221		AT4G17950		AT4G17950		-		33		NA		NA		NA

		2		3617728		3617805		MACS2_peak_75		269		.		8.10351		31.5319		26.97901		36		Exon/CD		chr4		15790419		15790464				NIL		-		72		NA		NA		NA

		2		3618053		3618193		MACS2_peak_76		448		.		10.85859		50.24303		44.87096		38		Intron		chr4		17547845		17548307		AT4G37280		AT4G37280		-		1348		NA		NA		NA

		2		13095196		13095240		MACS2_peak_131		38		.		5.41546		7.35928		3.84479		6		Exon/CD		chr4		17547831		17548335		AT4G37280		AT4G37280		-		1341		NA		NA		NA

		3		2132836		2132882		MACS2_peak_138		74		.		6.88172		11.15325		7.40552		34		5'UTR		chr3		2132836		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA

		3		8414095		8414150		MACS2_peak_140		321		.		15.00344		36.90712		32.17788		27		5'UTR		chr3		2132837		2132882		AT3G06760		AT3G06760		+		101		NA		NA		NA

		3		9055573		9055620		MACS2_peak_142		88		.		8.1232		12.72644		8.88733		21		Intron		chr3		8414095		8414150		AT3G23460		AT3G23460		+		1803		NA		NA		NA

		3		18101265		18101350		MACS2_peak_177		61		.		6.48005		9.85671		6.1953		36		Intron		chr3		8414097		8414150		AT3G23460		AT3G23460		+		1804		NA		NA		NA

		4		659452		659540		MACS2_peak_181		200		.		12.42009		24.36855		20.09304		50		5'UTR		chr3		9055573		9055620		AT3G24800		AT3G24800		+		87		NA		NA		NA

		4		2297447		2297505		MACS2_peak_183		62		.		6.76933		9.96037		6.26948		36		Intron		chr3		18101265		18101313		AT3G48820		AT3G48820		-		1595		NA		NA		NA

		4		3655684		3655788		MACS2_peak_202		28		.		4.24723		6.27196		2.83769		82		Intron		chr3		18101265		18101350		AT3G48820		AT3G48820		-		1577		NA		NA		NA

		4		4547845		4548004		MACS2_peak_229		359		.		19.27314		40.85983		35.96201		122		Downstream		chr2		3605708		3605931		AT2G07880		AT2G07880		+		1291		NA		NA		NA

		4		5203801		5203888		MACS2_peak_230		38		.		5.41546		7.35928		3.84479		32		Downstream		chr2		3605683		3605963		AT2G07880		AT2G07880		+		1295		NA		NA		NA

		4		5360883		5361033		MACS2_peak_231		336		.		18.83283		38.44324		33.64497		116		Exon/CD		chr2		3614937		3615088		AT2G07981		AT2G07981		+		26		NA		NA		NA

		4		9969177		9969221		MACS2_peak_233		62		.		6.76933		9.96037		6.26948		14		Intron		chr2		3614931		3615354		AT2G07981		AT2G07981		+		156		NA		NA		NA

		4		15790419		15790464		MACS2_peak_235		87		.		8.07121		12.62738		8.7966		21		Exon/CD		chr2		3615493		3615538		AT2G07981		AT2G07981		+		529		NA		NA		NA

		4		17547831		17548335		MACS2_peak_236		442		.		23.01572		49.59408		44.25808		119		Intron		chr2		3615639		3615689		AT2G07981		AT2G07981		+		678		NA		NA		NA

		5		3253046		3253219		MACS2_peak_238		173		.		7.60933		21.56767		17.39347		32		Intron		chr2		3615778		3615822		AT2G07981		AT2G07981		+		814		NA		NA		NA

		5		4569539		4569822		MACS2_peak_241		145		.		10.83093		18.65559		14.57197		243		Exon/CD		chr2		3615590		3616443		AT2G07981		AT2G07981		+		1030		NA		NA		NA

		5		4569917		4570341		MACS2_peak_242		160		.		11.50786		20.20799		16.07016		71		Exon/CD		chr2		3615990		3616170		AT2G07981		AT2G07981		+		1094		NA		NA		NA

		5		5397429		5397474		MACS2_peak_243		69		.		7.10773		10.69558		6.96291		17		Intron		chr2		3616251		3616304		AT2G07981		AT2G07981		+		1291		NA		NA		NA

		5		8428154		8428200		MACS2_peak_246		102		.		8.80013		14.16281		10.25231		34		Exon/CD		chr2		3616365		3616441		AT2G07981		AT2G07981		+		1417		NA		NA		NA

		5		10708370		10708455		MACS2_peak_249		130		.		10.154		17.12944		13.09939		55		Exon/CD		chr2		3616520		3616701		AT2G07981		AT2G07981		+		1624		NA		NA		NA

		5		17235111		17235155		MACS2_peak_339		74		.		7.39861		11.23412		7.48421		18		Intron		chr2		3616759		3616858		AT2G07981		AT2G07981		+		1822		NA		NA		NA

		5		19283107		19283152		MACS2_peak_342		75		.		7.44626		11.32464		7.54799		21		Intron		chr2		3616516		3617295		AT2G07981		AT2G07981		+		1919		NA		NA		NA

		5		20097925		20097970		MACS2_peak_343		87		.		8.07121		12.62738		8.7966		20		Exon/CD		chr2		3616914		3617014		AT2G07981		AT2G07981		+		1978		NA		NA		NA

		1		4015261		4015305		MACS2_peak_1		75		.		7.25694		10.93397		7.55645		21		Intron		chr2		3617171		3617215		AT2G07981		AT2G07981		+		2207		NA		NA		NA

		1		13108900		13108943		MACS2_peak_4		48		.		5.80555		8.13128		4.82755		23		Exon/CD		chr2		3617357		3617544		AT2G07981		AT2G07981		+		2464		NA		NA		NA

		1		17279650		17279695		MACS2_peak_17		61		.		6.53125		9.50992		6.16749		8		Exon/CD		chr2		3617431		3617537		AT2G07981		AT2G07981		+		2498		NA		NA		NA

		1		23542165		23542208		MACS2_peak_19		48		.		5.80555		8.13128		4.82755		26		Exon/CD		chr2		3617595		3617811		AT2G07981		AT2G07981		+		2717		NA		NA		NA

		2		3605683		3605963		MACS2_peak_28		372		.		9.91731		41.27657		37.29108		241		Downstream		chr2		3617728		3617805		AT2G07981		AT2G07981		+		2780		NA		NA		NA

		2		3606019		3606301		MACS2_peak_29		397		.		9.96775		43.8358		39.79119		181		Intron		chr2		3618053		3618193		AT2G08986		AT2G08986		+		65		NA		NA		NA

		2		3606400		3606759		MACS2_peak_30		654		.		13.76499		71.45033		65.45537		276		Intron		chr2		3617955		3620127		AT2G08986		AT2G08986		+		983		NA		NA		NA

		2		3606836		3607369		MACS2_peak_31		618		.		13.13212		66.62506		61.86621		307		Exon/CD		chr2		13095196		13095240				NIL		+		102		NA		NA		NA

		2		3607468		3607833		MACS2_peak_32		639		.		13.44855		69.02756		63.92844		274		Exon/CD		chr1		4015261		4015305				NIL		+		22		NA		NA		NA

		2		3614931		3615354		MACS2_peak_33		648		.		13.60677		70.23643		64.89667		96		Exon/CD		chr1		4015261		4015310				NIL		+		24		NA		NA		NA

		2		3615493		3615538		MACS2_peak_34		128		.		5.79745		16.35599		12.85771		12		Downstream		chr1		13102866		13102924				NIL		+		4614		NA		NA		NA

		2		3615590		3616443		MACS2_peak_35		639		.		13.95147		69.07279		63.97093		811		Exon/CD		chr1		13108900		13108943				NIL		+		80		NA		NA		NA

		2		3616516		3617295		MACS2_peak_36		639		.		13.44855		69.02756		63.92844		297		Exon/CD		chr1		13108902		13108950				NIL		+		85		NA		NA		NA

		2		3617357		3617544		MACS2_peak_37		457		.		11.65292		49.92939		45.76799		150		Exon/CD		chr1		17279614		17279675				NIL		+		80		NA		NA		NA

		2		3617595		3617811		MACS2_peak_38		643		.		13.58149		69.43276		64.3169		172		Exon/CD		chr1		17279650		17279695				NIL		+		108		NA		NA		NA

		2		3617955		3620127		MACS2_peak_39		648		.		13.60677		70.23643		64.89667		1034		Exon/CD		chr1		23542165		23542208				NIL		+		72		NA		NA		NA

		3		2132837		2132882		MACS2_peak_72		75		.		7.25694		10.93397		7.55645		25

		3		8414097		8414150		MACS2_peak_74		325		.		18.06118		36.49175		32.59575		25

		3		18101265		18101313		MACS2_peak_105		75		.		7.25694		10.93397		7.55645		26

		4		659491		659540		MACS2_peak_107		134		.		10.15972		17.00876		13.49677		16

		4		4547940		4548003		MACS2_peak_213		119		.		9.43402		15.43932		11.96013		32

		4		5203791		5203835		MACS2_peak_214		61		.		6.53125		9.50992		6.16749		33

		4		5360930		5361022		MACS2_peak_215		61		.		6.53125		9.50992		6.16749		62

		4		17547845		17548307		MACS2_peak_216		119		.		9.43402		15.43932		11.96013		395

		5		1409663		1409707		MACS2_peak_217		48		.		5.80555		8.13128		4.82755		21
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		ARMS		31

		Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping		Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		Exon/CD		chr5		3253046		3253219		AT5G10340		AT5G10340		+		10		NA		NA		NA		AT5G10340		AT5G10340.1		F-box family protein; CONTAINS InterPro DOMAIN/s: F-box domain, cyclin-like (InterPro:IPR001810), F-box domain, Skp2-like (InterPro:IPR022364), F-box associated domain, type 1 (InterPro:IPR006527), F-box associated interaction domain (InterPro:IPR017451); BEST Arabidopsis thaliana protein match is: F-box and associated interaction domains-containing protein (TAIR:AT2G34280.1)		protein_coding

		Exon/CD		chr2		1155		1230		AT2G01008		AT2G01008		+		167		NA		NA		NA		AT2G01023		AT2G01023.1		unknown protein		protein_coding

		Intron		chr2		1022		1636		AT2G01008		AT2G01008		+		304		NA		NA		NA		AT2G01021		AT2G01021.1		unknown protein		protein_coding

		Intron		chr2		1339		1485		AT2G01008		AT2G01008		+		387		NA		NA		NA		AT2G01010		AT2G01010.1		18SrRNA		ribosomal_rna

		Intron		chr2		1789		1885		AT2G01008		AT2G01008		+		812		NA		NA		NA		AT2G01008		AT2G01008.1		FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: maternal effect embryo arrest 38 (TAIR:AT3G43160.1).		protein_coding

		3'UTR		chr2		2153		2353		AT2G01008		AT2G01008		+		1228		NA		NA		NA		AT1G26558		AT1G26558.1		Unknown gene		other_rna

		3'UTR		chr2		2430		2558		AT2G01008		AT2G01008		+		1469		NA		NA		NA		AT2G01022		AT2G01022.1		gypsy-like retrotransposon family, has a 4.3e-208 P-value blast match to GB:AAD27547 polyprotein (Gypsy_Ty3-element) (Oryza sativa subsp. indica)		transposable_element_gene

		3'UTR		chr2		2494		2547		AT2G01008		AT2G01008		+		1495		NA		NA		NA		The query for the following terms resulted in no hits:   GENE ID  

		Downstream		chr2		2764		2871		AT2G01008		AT2G01008		+		1792		NA		NA		NA

		Downstream		chr2		2659		3137		AT2G01008		AT2G01008		+		1873		NA		NA		NA

		Downstream		chr2		3075		3118		AT2G01008		AT2G01008		+		2071		NA		NA		NA

		Exon/CD		chr2		3255		4161		AT2G01010		AT2G01010		+		2		NA		NA		NA

		Exon/CD		chr2		4231		4992		AT2G01010		AT2G01010		+		905		NA		NA		NA

		Exon/CD		chr2		5071		5603		AT2G01010		AT2G01010		+		1631		NA		NA		NA

		Upstream		chr2		5714		7049		AT2G01021		AT2G01021		+		-190		NA		NA		NA

		Downstream		chr2		7114		7503		AT2G01021		AT2G01021		+		737		NA		NA		NA

		Downstream		chr2		7581		7635		AT2G01021		AT2G01021		+		1037		NA		NA		NA

		Downstream		chr2		8866		9340		AT2G01023		AT2G01023		-		664		NA		NA		NA

		Downstream		chr2		9421		9701		AT2G01023		AT2G01023		-		206		NA		NA		NA

		Downstream		chr2		10254		10343		AT2G01022		AT2G01022		-		2563		NA		NA		NA

		Downstream		chr2		10223		10488		AT2G01022		AT2G01022		-		2506		NA		NA		NA

		Downstream		chr2		8381910		8382041				NIL		-		497		NA		NA		NA

		Downstream		chr2		8381921		8382068				NIL		-		478		NA		NA		NA

		Exon/CD		chr2		13095196		13095240				NIL		+		102		NA		NA		NA

		Downstream		chr2		19698055		19698274				NIL		+		730		NA		NA		NA

		Downstream		chr2		19698174		19698267				NIL		+		786		NA		NA		NA

		Intron		chr1		9175701		9175779		AT1G26558		AT1G26558		+		98		NA		NA		NA

		Intron		chr1		9175714		9175800		AT1G26558		AT1G26558		+		115		NA		NA		NA



		chromocenters		558

		Category		Chromosome		Loci Start		Loci End		Gene ID		Gene Symbol		Strand		Distance to TSS		Description		Conservation Score		Fractional Overlaping		Locus Identifier		Gene Model Name		Gene Model Description		Gene Model Type		Primary Gene Symbol		All Gene Symbols

		Exon/CD		chr5		10058489		10058533				NIL		-		67		NA		NA		NA		AT3G41762		AT3G41762.1		unknown protein.		protein_coding

		Exon/CD		chr5		10418753		10418799				NIL		-		16		NA		NA		NA		AT2G16586		AT2G16586.1		unknown protein; LOCATED IN: endomembrane system; EXPRESSED IN: sperm cell		protein_coding

		Exon/CD		chr5		10708370		10708455				NIL		+		255		NA		NA		NA		AT2G10600		AT2G10600.1		gypsy-like retrotransposon family (Athila), has a 4.4e-30 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		Upstream		chr5		11184583		11184732				NIL		-		-112		NA		NA		NA		AT1G40104		AT1G40104.1		unknown protein; FUNCTIONS IN: molecular_function unknown; INVOLVED IN: biological_process unknown; LOCATED IN: cellular_component unknown; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		Exon/CD		chr5		11184779		11184925				NIL		-		548		NA		NA		NA		AT5G32430		AT5G32430.2		pseudogene, hypothetical protein		transposable_element_gene

		Intron		chr5		11184971		11185195				NIL		-		317		NA		NA		NA		AT2G07981		AT2G07981.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT2G08986.1)		protein_coding

		Intron		chr5		11185252		11185327				NIL		-		111		NA		NA		NA		AT5G31770		AT5G31770.1		gypsy-like retrotransposon family (Athila), has a 3.7e-53 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		Downstream		chr5		11185787		11185830				NIL		-		596		NA		NA		NA		AT4G07747		AT4G07747.1		pseudogene, hypothetical protein		pseudogene

		Exon/CD		chr5		11185482		11186199				NIL		-		564		NA		NA		NA		AT5G31804		AT5G31804.1		gypsy-like retrotransposon family (Athila), has a 3.3e-259 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		Intron		chr5		11186248		11186354				NIL		-		103		NA		NA		NA		AT4G06708		AT4G06708.1		gypsy-like retrotransposon family (Athila), has a 3.9e-289 P-value blast match to GB:CAA57397 Athila ORF 1 (Arabidopsis thaliana)		transposable_element_gene

		Intron		chr5		11186291		11186334				NIL		-		92		NA		NA		NA		AT3G33072		AT3G33072.1		pseudogene, hypothetical protein		transposable_element_gene

		Upstream		chr5		11186402		11186700				NIL		-		-147		NA		NA		NA		AT4G06716		AT4G06716.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT1G37015.1)		transposable_element_gene

		Exon/CD		chr5		11186849		11186953				NIL		-		6		NA		NA		NA		AT3G41761		AT3G41761.1		other RNA		other_rna

		Upstream		chr5		11187004		11187079				NIL		-		-134		NA		NA		NA		AT5G32431		AT5G32431.1		pseudogene, hypothetical protein		transposable_element_gene

		Downstream		chr5		11187130		11187204				NIL		-		744		NA		NA		NA		AT3G31161		AT3G31161.1		pseudogene, hypothetical protein		pseudogene

		Exon/CD		chr5		11187353		11187456				NIL		-		507		NA		NA		NA		AT3G41979		AT3G41979.1		5.8SrRNA		ribosomal_rna

		Intron		chr5		11187504		11187782				NIL		-		268		NA		NA		NA		AT5G31821		AT5G31821.1		CACTA-like transposase family (Ptta/En/Spm), has a 6.2e-86 P-value blast match to At5g29026.1/8-244 CACTA-like transposase family (Ptta/En/Spm) (CACTA-element) (Arabidopsis thaliana)		transposable_element_gene

		Exon/CD		chr5		11187846		11187941				NIL		-		18		NA		NA		NA		AT4G06700		AT4G06700.1		CACTA-like transposase family (En/Spm), has a 5.7e-54 P-value blast match to dbj|BAB64937.1| TdcA1-ORF1-ORF2 (Daucus carota) Spm/En-like (CACTA-like)		transposable_element_gene

		Downstream		chr5		11188044		11188303				NIL		-		744		NA		NA		NA		AT2G08986		AT2G08986.1		unknown protein; BEST Arabidopsis thaliana protein match is: unknown protein (TAIR:AT1G40104.1)		protein_coding

		Intron		chr5		11188406		11188470				NIL		-		479		NA		NA		NA		AT3G41768		AT3G41768.1		18SrRNA		ribosomal_rna

		Intron		chr5		11188543		11188784				NIL		-		254		NA		NA		NA		AT2G07880		AT2G07880.1		similar to unknown protein [Arabidopsis thaliana] (TAIR:AT2G11090.1)		transposable_element_gene

		Downstream		chr5		11659941		11659987				NIL		+		205		NA		NA		NA		AT4G06477		AT4G06477.1		gypsy-like retrotransposon family, has a 2.1e-112 P-value blast match to GB:AAD19359 polyprotein (gypsy_Ty3-element) (Sorghum bicolor)		transposable_element_gene

		Downstream		chr5		11660540		11660597				NIL		+		809		NA		NA		NA

		Downstream		chr5		11661524		11661624				NIL		-		3056		NA		NA		NA

		Upstream		chr5		11667358		11667411				NIL		-		-143		NA		NA		NA

		Upstream		chr5		11667528		11667586				NIL		-		-316		NA		NA		NA

		Upstream		chr5		11667927		11667971				NIL		-		-708		NA		NA		NA

		Upstream		chr5		11670536		11670581				NIL		-		-3317		NA		NA		NA

		Upstream		chr5		11681791		11681851				NIL		+		-2609		NA		NA		NA

		Exon/CD		chr5		11701651		11701702		AT5G31770		AT5G31770		+		450		NA		NA		NA

		Downstream		chr5		11701785		11701863		AT5G31770		AT5G31770		+		598		NA		NA		NA

		Downstream		chr5		11701923		11702032		AT5G31770		AT5G31770		+		751		NA		NA		NA

		Downstream		chr5		11702218		11702267		AT5G31770		AT5G31770		+		1016		NA		NA		NA

		Downstream		chr5		11701915		11702592		AT5G31770		AT5G31770		+		1027		NA		NA		NA

		Downstream		chr5		11702374		11702544		AT5G31770		AT5G31770		+		1233		NA		NA		NA

		Downstream		chr5		11702649		11702757		AT5G31770		AT5G31770		+		1477		NA		NA		NA

		Downstream		chr5		11710906		11711016				NIL		-		12264		NA		NA		NA

		Downstream		chr5		11711103		11711170				NIL		-		12089		NA		NA		NA

		Downstream		chr5		11711267		11711373				NIL		-		11905		NA		NA		NA

		Downstream		chr5		11711437		11711884				NIL		-		11565		NA		NA		NA

		Upstream		chr5		11723234		11723281		AT5G31804		AT5G31804		-		-1693		NA		NA		NA

		Upstream		chr5		11723396		11723584		AT5G31804		AT5G31804		-		-1926		NA		NA		NA

		Upstream		chr5		11723332		11723785		AT5G31804		AT5G31804		-		-1994		NA		NA		NA

		Upstream		chr5		11723660		11723783		AT5G31804		AT5G31804		-		-2157		NA		NA		NA

		Upstream		chr5		11723895		11723940		AT5G31804		AT5G31804		-		-2353		NA		NA		NA

		Upstream		chr5		11723891		11724144		AT5G31804		AT5G31804		-		-2453		NA		NA		NA

		Upstream		chr5		11724214		11724375		AT5G31804		AT5G31804		-		-2730		NA		NA		NA

		Upstream		chr5		11724424		11724505		AT5G31804		AT5G31804		-		-2900		NA		NA		NA

		Upstream		chr5		11724200		11724807		AT5G31804		AT5G31804		-		-2939		NA		NA		NA

		Upstream		chr5		11724639		11724685		AT5G31804		AT5G31804		-		-3098		NA		NA		NA

		Upstream		chr5		11724894		11725004		AT5G31804		AT5G31804		-		-3385		NA		NA		NA

		Upstream		chr5		11726068		11726223		AT5G31804		AT5G31804		-		-4581		NA		NA		NA

		Upstream		chr5		11726048		11726568		AT5G31804		AT5G31804		-		-4744		NA		NA		NA

		Upstream		chr5		11726269		11726424		AT5G31804		AT5G31804		-		-4782		NA		NA		NA

		Upstream		chr5		11726508		11726557		AT5G31804		AT5G31804		-		-4968		NA		NA		NA

		Upstream		chr5		11734374		11734603		AT5G31821		AT5G31821		+		-4789		NA		NA		NA

		Upstream		chr5		11734521		11734572		AT5G31821		AT5G31821		+		-4731		NA		NA		NA

		Upstream		chr5		11734653		11735362		AT5G31821		AT5G31821		+		-4270		NA		NA		NA

		Upstream		chr5		11734776		11735277		AT5G31821		AT5G31821		+		-4251		NA		NA		NA

		Upstream		chr5		11735425		11735475		AT5G31821		AT5G31821		+		-3827		NA		NA		NA

		Upstream		chr5		11735421		11735481		AT5G31821		AT5G31821		+		-3826		NA		NA		NA

		Upstream		chr5		11735531		11735696		AT5G31821		AT5G31821		+		-3664		NA		NA		NA

		Upstream		chr5		11735751		11735840		AT5G31821		AT5G31821		+		-3482		NA		NA		NA

		Upstream		chr5		11735765		11735826		AT5G31821		AT5G31821		+		-3482		NA		NA		NA

		Upstream		chr5		11735933		11736163		AT5G31821		AT5G31821		+		-3229		NA		NA		NA

		Upstream		chr5		11735910		11736298		AT5G31821		AT5G31821		+		-3173		NA		NA		NA

		Upstream		chr5		11736251		11736296		AT5G31821		AT5G31821		+		-3004		NA		NA		NA

		Upstream		chr5		11736833		11736896		AT5G31821		AT5G31821		+		-2413		NA		NA		NA

		Upstream		chr5		11737011		11737144		AT5G31821		AT5G31821		+		-2200		NA		NA		NA

		Upstream		chr5		11737411		11737457		AT5G31821		AT5G31821		+		-1843		NA		NA		NA

		Upstream		chr5		11737406		11737515		AT5G31821		AT5G31821		+		-1817		NA		NA		NA

		Upstream		chr5		11737759		11737823		AT5G31821		AT5G31821		+		-1486		NA		NA		NA

		Upstream		chr5		11738103		11738181		AT5G31821		AT5G31821		+		-1135		NA		NA		NA

		Upstream		chr5		11738299		11738359		AT5G31821		AT5G31821		+		-948		NA		NA		NA

		Downstream		chr5		11754462		11754507				NIL		+		683		NA		NA		NA

		Downstream		chr5		11754584		11754650				NIL		+		816		NA		NA		NA

		Downstream		chr5		11754759		11754814				NIL		+		985		NA		NA		NA

		Downstream		chr5		11762921		11763026				NIL		-		2793		NA		NA		NA

		Upstream		chr5		11787921		11787994				NIL		-		-1287		NA		NA		NA

		Upstream		chr5		11788947		11789043				NIL		-		-2325		NA		NA		NA

		Upstream		chr5		11791072		11791173				NIL		-		-4452		NA		NA		NA

		Downstream		chr5		11796343		11796390				NIL		-		11930		NA		NA		NA

		Downstream		chr5		11796592		11796708				NIL		-		11646		NA		NA		NA

		Upstream		chr5		11822080		11822130				NIL		-		-418		NA		NA		NA

		Downstream		chr5		11956640		11956694				NIL		-		909		NA		NA		NA

		Downstream		chr5		11956622		11956715				NIL		-		908		NA		NA		NA

		Downstream		chr5		11956804		11956867				NIL		-		741		NA		NA		NA

		Downstream		chr5		11956817		11956862				NIL		-		737		NA		NA		NA

		Upstream		chr5		11958547		11958599				NIL		-		-997		NA		NA		NA

		Upstream		chr5		11958838		11958885				NIL		-		-1285		NA		NA		NA

		Upstream		chr5		11959200		11959245				NIL		-		-1646		NA		NA		NA

		Downstream		chr5		11961305		11961359				NIL		-		1118		NA		NA		NA

		Downstream		chr5		11961297		11961385				NIL		-		1109		NA		NA		NA

		Downstream		chr5		11961474		11961537				NIL		-		945		NA		NA		NA

		Upstream		chr5		11963238		11963303				NIL		-		-820		NA		NA		NA

		Upstream		chr5		11963768		11963830				NIL		-		-1349		NA		NA		NA

		Upstream		chr5		11967305		11967396				NIL		-		-4900		NA		NA		NA

		Upstream		chr5		11970688		11970743				NIL		+		-1898		NA		NA		NA

		Upstream		chr5		11972236		11972280				NIL		+		-355		NA		NA		NA

		Downstream		chr5		11975227		11975282				NIL		-		406		NA		NA		NA

		Upstream		chr5		12026832		12026942				NIL		-		-1305		NA		NA		NA

		Upstream		chr5		12027189		12027266				NIL		-		-1645		NA		NA		NA

		Downstream		chr5		12028966		12029031				NIL		-		291		NA		NA		NA

		Upstream		chr5		12044219		12044300		AT5G32430		AT5G32430		-		-1057		NA		NA		NA

		Upstream		chr5		12044237		12044281		AT5G32430		AT5G32430		-		-1057		NA		NA		NA

		Upstream		chr5		12045145		12045192		AT5G32430		AT5G32430		-		-1966		NA		NA		NA

		Downstream		chr5		12047705		12047818				NIL		-		2744		NA		NA		NA

		Downstream		chr5		12048235		12048289				NIL		-		2243		NA		NA		NA

		Upstream		chr5		12053871		12053930		AT5G32431		AT5G32431		-		-3432		NA		NA		NA

		Upstream		chr5		12061220		12061299				NIL		+		-2720		NA		NA		NA

		Downstream		chr5		12064798		12064880				NIL		+		860		NA		NA		NA

		Downstream		chr5		12809450		12809497				NIL		+		172		NA		NA		NA

		Downstream		chr5		12810898		12810963				NIL		+		133		NA		NA		NA

		Downstream		chr5		12811016		12811061				NIL		+		241		NA		NA		NA

		Downstream		chr5		12852871		12852931				NIL		+		135		NA		NA		NA

		Exon/CD		chr5		14182664		14182714				NIL		-		131		NA		NA		NA

		Exon/CD		chr4		2269192		2269236				NIL		-		85		NA		NA		NA

		Downstream		chr4		3054554		3054609				NIL		-		722		NA		NA		NA

		Downstream		chr4		3054673		3054743				NIL		-		595		NA		NA		NA

		Downstream		chr4		3054671		3054766				NIL		-		585		NA		NA		NA

		Intron		chr4		3055048		3055111				NIL		-		224		NA		NA		NA

		Intron		chr4		3055170		3055230				NIL		-		103		NA		NA		NA

		Intron		chr4		3055187		3055268				NIL		-		76		NA		NA		NA

		Downstream		chr4		3055561		3055610				NIL		-		216		NA		NA		NA

		Downstream		chr4		3056097		3056146				NIL		-		178		NA		NA		NA

		Upstream		chr4		3056363		3056444				NIL		-		-104		NA		NA		NA

		Upstream		chr4		3056500		3056639				NIL		-		-270		NA		NA		NA

		Downstream		chr4		3056983		3057084				NIL		-		231		NA		NA		NA

		Upstream		chr4		3057328		3057407				NIL		-		-103		NA		NA		NA

		Upstream		chr4		3057677		3057725				NIL		-		-437		NA		NA		NA

		Upstream		chr4		3057954		3058079				NIL		-		-752		NA		NA		NA

		Upstream		chr4		3058363		3058559				NIL		-		-1197		NA		NA		NA

		Upstream		chr4		3058970		3059057				NIL		-		-1749		NA		NA		NA

		Downstream		chr4		3060283		3060597		AT4G06477		AT4G06477		-		4854		NA		NA		NA

		Downstream		chr4		3060665		3060754		AT4G06477		AT4G06477		-		4585		NA		NA		NA

		Exon/CD		chr4		3061015		3061191		AT4G06477		AT4G06477		-		4191		NA		NA		NA

		Exon/CD		chr4		3061110		3061177		AT4G06477		AT4G06477		-		4151		NA		NA		NA

		Upstream		chr4		3950523		3950758		AT4G06700		AT4G06700		-		-38		NA		NA		NA

		Upstream		chr4		3950838		3951076		AT4G06700		AT4G06700		-		-355		NA		NA		NA

		Upstream		chr4		3950522		3951983		AT4G06700		AT4G06700		-		-650		NA		NA		NA

		Upstream		chr4		3951185		3951563		AT4G06700		AT4G06700		-		-772		NA		NA		NA

		Upstream		chr4		3951650		3951701		AT4G06700		AT4G06700		-		-1073		NA		NA		NA

		Upstream		chr4		3951750		3951968		AT4G06700		AT4G06700		-		-1257		NA		NA		NA

		Upstream		chr4		3952049		3953200		AT4G06700		AT4G06700		-		-2022		NA		NA		NA

		Upstream		chr4		3952040		3953709		AT4G06700		AT4G06700		-		-2272		NA		NA		NA

		Upstream		chr4		3953251		3953296		AT4G06700		AT4G06700		-		-2671		NA		NA		NA

		Upstream		chr4		3953393		3953684		AT4G06700		AT4G06700		-		-2936		NA		NA		NA

		Upstream		chr4		3965612		3965978		AT4G06708		AT4G06708		-		-159		NA		NA		NA

		Upstream		chr4		3965799		3965850		AT4G06708		AT4G06708		-		-188		NA		NA		NA

		Upstream		chr4		3966198		3966257		AT4G06708		AT4G06708		-		-591		NA		NA		NA

		Upstream		chr4		3966353		3966782		AT4G06708		AT4G06708		-		-931		NA		NA		NA

		Upstream		chr4		3967185		3967231		AT4G06708		AT4G06708		-		-1572		NA		NA		NA

		Upstream		chr4		3966917		3967510		AT4G06708		AT4G06708		-		-1577		NA		NA		NA

		Upstream		chr4		3967566		3968404		AT4G06708		AT4G06708		-		-2349		NA		NA		NA

		Upstream		chr4		3968456		3968523		AT4G06708		AT4G06708		-		-2853		NA		NA		NA

		Upstream		chr4		3968603		3968960		AT4G06708		AT4G06708		-		-3145		NA		NA		NA

		Upstream		chr4		3969164		3969566		AT4G06708		AT4G06708		-		-3729		NA		NA		NA

		Upstream		chr4		3969665		3969756		AT4G06708		AT4G06708		-		-4074		NA		NA		NA

		Upstream		chr4		3969856		3969914		AT4G06708		AT4G06708		-		-4249		NA		NA		NA

		Upstream		chr4		3970045		3970409		AT4G06708		AT4G06708		-		-4591		NA		NA		NA

		Upstream		chr4		3970313		3970364		AT4G06708		AT4G06708		-		-4702		NA		NA		NA

		Upstream		chr4		3970490		3970648		AT4G06708		AT4G06708		-		-4933		NA		NA		NA

		Downstream		chr4		3986802		3986933				NIL		-		11078		NA		NA		NA

		Downstream		chr4		3987093		3987226				NIL		-		10786		NA		NA		NA

		Downstream		chr4		3987296		3987603				NIL		-		10496		NA		NA		NA

		Upstream		chr4		3998050		3998361		AT4G06716		AT4G06716		-		-450		NA		NA		NA

		Upstream		chr4		3998626		3998981		AT4G06716		AT4G06716		-		-1048		NA		NA		NA

		Upstream		chr4		3999048		3999256		AT4G06716		AT4G06716		-		-1397		NA		NA		NA

		Upstream		chr4		3999306		3999582		AT4G06716		AT4G06716		-		-1689		NA		NA		NA

		Upstream		chr4		3999679		3999990		AT4G06716		AT4G06716		-		-2079		NA		NA		NA

		Upstream		chr4		4000039		4000130		AT4G06716		AT4G06716		-		-2329		NA		NA		NA

		Upstream		chr4		4000191		4000293		AT4G06716		AT4G06716		-		-2487		NA		NA		NA

		Upstream		chr4		4000363		4000456		AT4G06716		AT4G06716		-		-2654		NA		NA		NA

		Upstream		chr4		4000505		4000831		AT4G06716		AT4G06716		-		-2913		NA		NA		NA

		Upstream		chr4		4001139		4001183		AT4G06716		AT4G06716		-		-3406		NA		NA		NA

		Upstream		chr4		4001040		4001296		AT4G06716		AT4G06716		-		-3413		NA		NA		NA

		Upstream		chr4		4001641		4001721		AT4G06716		AT4G06716		-		-3926		NA		NA		NA

		Upstream		chr4		4001807		4001884		AT4G06716		AT4G06716		-		-4090		NA		NA		NA

		Upstream		chr4		4001981		4002060		AT4G06716		AT4G06716		-		-4265		NA		NA		NA

		Upstream		chr4		4002205		4002251		AT4G06716		AT4G06716		-		-4473		NA		NA		NA

		Upstream		chr4		4002107		4002433		AT4G06716		AT4G06716		-		-4515		NA		NA		NA

		Upstream		chr4		4002639		4002784		AT4G06716		AT4G06716		-		-4956		NA		NA		NA

		Upstream		chr4		4010889		4010943				NIL		+		-4901		NA		NA		NA

		Upstream		chr4		4011048		4011424				NIL		+		-4581		NA		NA		NA

		Upstream		chr4		4011580		4011695				NIL		+		-4180		NA		NA		NA

		Upstream		chr4		4011607		4011684				NIL		+		-4172		NA		NA		NA

		Upstream		chr4		4547845		4548004		AT4G07747		AT4G07747		-		-96		NA		NA		NA

		Exon/CD		chr4		5203791		5203835				NIL		+		251		NA		NA		NA

		Exon/CD		chr4		5203801		5203888				NIL		+		282		NA		NA		NA

		Exon/CD		chr4		5360883		5361033				NIL		+		239		NA		NA		NA

		Exon/CD		chr4		5360930		5361022				NIL		+		257		NA		NA		NA

		Upstream		chr3		11486168		11486278				NIL		+		-1702		NA		NA		NA

		Upstream		chr3		11486169		11486280				NIL		+		-1701		NA		NA		NA

		Exon/CD		chr3		12242931		12242977				NIL		+		220		NA		NA		NA

		Exon/CD		chr3		12670323		12670466		AT3G31161		AT3G31161		+		118		NA		NA		NA

		Exon/CD		chr3		12670319		12670477		AT3G31161		AT3G31161		+		122		NA		NA		NA

		Downstream		chr3		13586908		13587076				NIL		+		1338		NA		NA		NA

		Downstream		chr3		13586908		13587251				NIL		+		1425		NA		NA		NA

		Downstream		chr3		13587165		13587250				NIL		+		1553		NA		NA		NA

		Downstream		chr3		13587307		13587401				NIL		+		1700		NA		NA		NA

		Downstream		chr3		13587500		13587559				NIL		+		1875		NA		NA		NA

		Downstream		chr3		13587471		13587780				NIL		+		1971		NA		NA		NA

		Downstream		chr3		13587635		13587779				NIL		+		2053		NA		NA		NA

		Downstream		chr3		13591862		13592565				NIL		-		449		NA		NA		NA

		Exon/CD		chr3		13633013		13633156		AT3G33072		AT3G33072		-		945		NA		NA		NA

		Exon/CD		chr3		13633008		13633171		AT3G33072		AT3G33072		-		940		NA		NA		NA

		Exon/CD		chr3		13866813		13866857				NIL		-		54		NA		NA		NA

		Downstream		chr3		14191805		14192052				NIL		+		741		NA		NA		NA

		Downstream		chr3		14192103		14192218				NIL		+		973		NA		NA		NA

		Downstream		chr3		14191698		14192793				NIL		+		1058		NA		NA		NA

		Downstream		chr3		14194363		14195625		AT3G41762		AT3G41762		-		1609		NA		NA		NA

		Downstream		chr3		14195105		14195190		AT3G41762		AT3G41762		-		1456		NA		NA		NA

		Downstream		chr3		14195382		14195457		AT3G41762		AT3G41762		-		1184		NA		NA		NA

		3'UTR		chr3		14195672		14195843		AT3G41762		AT3G41762		-		846		NA		NA		NA

		Downstream		chr3		14195942		14196253		AT3G41761		AT3G41761		+		180		NA		NA		NA

		Downstream		chr3		14196462		14196596		AT3G41761		AT3G41761		+		612		NA		NA		NA

		Downstream		chr3		14196713		14196833		AT3G41761		AT3G41761		+		856		NA		NA		NA

		Upstream		chr3		14196396		14197371		AT3G41768		AT3G41768		+		-794		NA		NA		NA

		Upstream		chr3		14197036		14197089		AT3G41768		AT3G41768		+		-615		NA		NA		NA

		Upstream		chr3		14197430		14197474		AT3G41768		AT3G41768		+		-225		NA		NA		NA

		Exon/CD		chr3		14197567		14199702		AT3G41768		AT3G41768		+		957		NA		NA		NA

		Downstream		chr3		14199785		14200177		AT3G41979		AT3G41979		+		228		NA		NA		NA

		Upstream		chr3		14203943		14204039				NIL		+		-1316		NA		NA		NA

		Upstream		chr3		14204219		14204276				NIL		+		-1060		NA		NA		NA

		Upstream		chr3		14204147		14204715				NIL		+		-876		NA		NA		NA

		Upstream		chr3		14204353		14204541				NIL		+		-860		NA		NA		NA

		Upstream		chr3		14204652		14204701				NIL		+		-631		NA		NA		NA

		Upstream		chr3		14204761		14205187				NIL		+		-333		NA		NA		NA

		Upstream		chr3		14204891		14205184				NIL		+		-270		NA		NA		NA

		Exon/CD		chr3		14305234		14305298				NIL		+		250		NA		NA		NA

		Exon/CD		chr3		14305241		14305297				NIL		+		253		NA		NA		NA

		Exon/CD		chr3		14306166		14306213				NIL		+		734		NA		NA		NA

		Exon/CD		chr3		14762205		14762248				NIL		-		53		NA		NA		NA

		Exon/CD		chr3		14762205		14762250				NIL		-		52		NA		NA		NA

		Downstream		chr2		1803471		1803571				NIL		-		244		NA		NA		NA

		Downstream		chr2		1803496		1803550				NIL		-		242		NA		NA		NA

		Downstream		chr2		3605708		3605931		AT2G07880		AT2G07880		+		1291		NA		NA		NA

		Downstream		chr2		3605683		3605963		AT2G07880		AT2G07880		+		1295		NA		NA		NA

		Exon/CD		chr2		3614937		3615088		AT2G07981		AT2G07981		+		26		NA		NA		NA

		Intron		chr2		3614931		3615354		AT2G07981		AT2G07981		+		156		NA		NA		NA

		Exon/CD		chr2		3615493		3615538		AT2G07981		AT2G07981		+		529		NA		NA		NA

		Intron		chr2		3615639		3615689		AT2G07981		AT2G07981		+		678		NA		NA		NA

		Intron		chr2		3615778		3615822		AT2G07981		AT2G07981		+		814		NA		NA		NA

		Exon/CD		chr2		3615590		3616443		AT2G07981		AT2G07981		+		1030		NA		NA		NA

		Exon/CD		chr2		3615990		3616170		AT2G07981		AT2G07981		+		1094		NA		NA		NA

		Intron		chr2		3616251		3616304		AT2G07981		AT2G07981		+		1291		NA		NA		NA

		Exon/CD		chr2		3616365		3616441		AT2G07981		AT2G07981		+		1417		NA		NA		NA

		Exon/CD		chr2		3616520		3616701		AT2G07981		AT2G07981		+		1624		NA		NA		NA

		Intron		chr2		3616759		3616858		AT2G07981		AT2G07981		+		1822		NA		NA		NA

		Intron		chr2		3616516		3617295		AT2G07981		AT2G07981		+		1919		NA		NA		NA

		Exon/CD		chr2		3616914		3617014		AT2G07981		AT2G07981		+		1978		NA		NA		NA

		Intron		chr2		3617171		3617215		AT2G07981		AT2G07981		+		2207		NA		NA		NA

		Exon/CD		chr2		3617357		3617544		AT2G07981		AT2G07981		+		2464		NA		NA		NA

		Exon/CD		chr2		3617431		3617537		AT2G07981		AT2G07981		+		2498		NA		NA		NA

		Exon/CD		chr2		3617595		3617811		AT2G07981		AT2G07981		+		2717		NA		NA		NA

		Downstream		chr2		3617728		3617805		AT2G07981		AT2G07981		+		2780		NA		NA		NA

		Intron		chr2		3618053		3618193		AT2G08986		AT2G08986		+		65		NA		NA		NA

		Exon/CD		chr2		3618392		3618518		AT2G08986		AT2G08986		+		397		NA		NA		NA

		Intron		chr2		3618585		3618684		AT2G08986		AT2G08986		+		576		NA		NA		NA

		Exon/CD		chr2		3618764		3618823		AT2G08986		AT2G08986		+		735		NA		NA		NA

		Intron		chr2		3618949		3619103		AT2G08986		AT2G08986		+		968		NA		NA		NA

		Intron		chr2		3617955		3620127		AT2G08986		AT2G08986		+		983		NA		NA		NA

		Intron		chr2		3619188		3619239		AT2G08986		AT2G08986		+		1155		NA		NA		NA

		Exon/CD		chr2		3619421		3619636		AT2G08986		AT2G08986		+		1470		NA		NA		NA

		Intron		chr2		3619689		3619805		AT2G08986		AT2G08986		+		1689		NA		NA		NA

		Exon/CD		chr2		3619859		3620099		AT2G08986		AT2G08986		+		1921		NA		NA		NA

		Exon/CD		chr2		3620334		3620409		AT2G08986		AT2G08986		+		2313		NA		NA		NA

		Intron		chr2		3620311		3620552		AT2G08986		AT2G08986		+		2373		NA		NA		NA

		Exon/CD		chr2		3620609		3620809		AT2G08986		AT2G08986		+		2651		NA		NA		NA

		Exon/CD		chr2		3620704		3620797		AT2G08986		AT2G08986		+		2692		NA		NA		NA

		Exon/CD		chr2		3620868		3620991		AT2G08986		AT2G08986		+		2871		NA		NA		NA

		Intron		chr2		3621103		3621290		AT2G08986		AT2G08986		+		3138		NA		NA		NA

		Exon/CD		chr2		3620860		3622291		AT2G08986		AT2G08986		+		3517		NA		NA		NA

		Exon/CD		chr2		3621517		3621778		AT2G08986		AT2G08986		+		3589		NA		NA		NA

		Intron		chr2		3621827		3621916		AT2G08986		AT2G08986		+		3813		NA		NA		NA

		Exon/CD		chr2		3621986		3622043		AT2G08986		AT2G08986		+		3956		NA		NA		NA

		Exon/CD		chr2		3622105		3622182		AT2G08986		AT2G08986		+		4085		NA		NA		NA

		Intron		chr2		3622236		3622281		AT2G08986		AT2G08986		+		4200		NA		NA		NA

		Intron		chr2		3622350		3622402		AT2G08986		AT2G08986		+		4318		NA		NA		NA

		Intron		chr2		3622470		3622678		AT2G08986		AT2G08986		+		4516		NA		NA		NA

		Exon/CD		chr2		3622340		3623768		AT2G08986		AT2G08986		+		4996		NA		NA		NA

		Intron		chr2		3623235		3623290		AT2G08986		AT2G08986		+		5204		NA		NA		NA

		Exon/CD		chr2		3623356		3623483		AT2G08986		AT2G08986		+		5361		NA		NA		NA

		Intron		chr2		3623593		3623643		AT2G08986		AT2G08986		+		5560		NA		NA		NA

		Exon/CD		chr2		3623714		3623758		AT2G08986		AT2G08986		+		5678		NA		NA		NA

		Exon/CD		chr2		3623814		3624001		AT2G08986		AT2G08986		+		5849		NA		NA		NA

		Exon/CD		chr2		3623886		3623991		AT2G08986		AT2G08986		+		5880		NA		NA		NA

		Intron		chr2		3624227		3624283		AT2G08986		AT2G08986		+		6197		NA		NA		NA

		Exon/CD		chr2		3624189		3624710		AT2G08986		AT2G08986		+		6391		NA		NA		NA

		Exon/CD		chr2		3624472		3624527		AT2G08986		AT2G08986		+		6441		NA		NA		NA

		Exon/CD		chr2		3624583		3624698		AT2G08986		AT2G08986		+		6582		NA		NA		NA

		Intron		chr2		3624935		3624992		AT2G08986		AT2G08986		+		6905		NA		NA		NA

		Exon/CD		chr2		3624895		3625501		AT2G08986		AT2G08986		+		7140		NA		NA		NA

		Exon/CD		chr2		3625181		3625233		AT2G08986		AT2G08986		+		7149		NA		NA		NA

		Intron		chr2		3625302		3625483		AT2G08986		AT2G08986		+		7334		NA		NA		NA

		Intron		chr2		3625555		3625601		AT2G08986		AT2G08986		+		7520		NA		NA		NA

		Exon/CD		chr2		3625660		3625740		AT2G08986		AT2G08986		+		7642		NA		NA		NA

		Exon/CD		chr2		3625822		3625986		AT2G08986		AT2G08986		+		7846		NA		NA		NA

		Exon/CD		chr2		3625551		3626522		AT2G08986		AT2G08986		+		7978		NA		NA		NA

		Exon/CD		chr2		3626040		3626499		AT2G08986		AT2G08986		+		8211		NA		NA		NA

		Downstream		chr2		3626771		3627047		AT2G08986		AT2G08986		+		8851		NA		NA		NA

		Downstream		chr2		3626681		3627524		AT2G08986		AT2G08986		+		9044		NA		NA		NA

		Downstream		chr2		3627250		3627385		AT2G08986		AT2G08986		+		9259		NA		NA		NA

		Downstream		chr2		3664183		3664403				NIL		-		641		NA		NA		NA

		Upstream		chr2		3714254		3714311				NIL		+		-2539		NA		NA		NA

		Downstream		chr2		3718025		3718362				NIL		+		1372		NA		NA		NA

		Exon/CD		chr2		4130330		4130495		AT2G10600		AT2G10600		-		619		NA		NA		NA

		Upstream		chr2		4648500		4648570				NIL		+		-250		NA		NA		NA

		Upstream		chr2		5022346		5022400				NIL		-		-485		NA		NA		NA

		Downstream		chr2		5022353		5022481				NIL		-		597		NA		NA		NA

		Downstream		chr2		5022451		5022494				NIL		-		542		NA		NA		NA

		Upstream		chr2		5099965		5100041				NIL		+		-90		NA		NA		NA

		Upstream		chr2		5099972		5100040				NIL		+		-87		NA		NA		NA

		Downstream		chr2		5456711		5456792				NIL		-		204		NA		NA		NA

		Exon/CD		chr2		5799786		5799858				NIL		-		211		NA		NA		NA

		5'UTR		chr2		7190950		7191268		AT2G16586		AT2G16586		+		172		NA		NA		NA

		5'UTR		chr2		7191092		7191136		AT2G16586		AT2G16586		+		177		NA		NA		NA

		5'UTR		chr2		7191342		7191520		AT2G16586		AT2G16586		+		494		NA		NA		NA

		Exon/CD		chr1		12907620		12907671				NIL		+		1080		NA		NA		NA

		Exon/CD		chr1		13108900		13108943				NIL		+		80		NA		NA		NA

		Exon/CD		chr1		13108902		13108950				NIL		+		85		NA		NA		NA

		Downstream		chr1		13430245		13430288				NIL		+		3808		NA		NA		NA

		Downstream		chr1		13430253		13430321				NIL		+		3829		NA		NA		NA

		Exon/CD		chr1		14139774		14139818				NIL		+		62		NA		NA		NA

		Exon/CD		chr1		15082074		15082203		AT1G40104		AT1G40104		+		186		NA		NA		NA

		Exon/CD		chr1		15082268		15082383		AT1G40104		AT1G40104		+		373		NA		NA		NA

		Exon/CD		chr1		15082430		15082508		AT1G40104		AT1G40104		+		517		NA		NA		NA

		Exon/CD		chr1		15082564		15082689		AT1G40104		AT1G40104		+		674		NA		NA		NA

		Exon/CD		chr1		15082743		15082913		AT1G40104		AT1G40104		+		876		NA		NA		NA

		Intron		chr1		15083206		15083272		AT1G40104		AT1G40104		+		1287		NA		NA		NA

		Intron		chr1		15081948		15084559		AT1G40104		AT1G40104		+		1301		NA		NA		NA

		Exon/CD		chr1		15083339		15083474		AT1G40104		AT1G40104		+		1454		NA		NA		NA

		Exon/CD		chr1		15083560		15083609		AT1G40104		AT1G40104		+		1632		NA		NA		NA

		Exon/CD		chr1		15083673		15083793		AT1G40104		AT1G40104		+		1781		NA		NA		NA

		Exon/CD		chr1		15083848		15083943		AT1G40104		AT1G40104		+		1943		NA		NA		NA

		Exon/CD		chr1		15084055		15084145		AT1G40104		AT1G40104		+		2148		NA		NA		NA

		Exon/CD		chr1		15084201		15084278		AT1G40104		AT1G40104		+		2287		NA		NA		NA

		Intron		chr1		15084341		15084533		AT1G40104		AT1G40104		+		2485		NA		NA		NA

		Exon/CD		chr1		15084717		15084839		AT1G40104		AT1G40104		+		2826		NA		NA		NA

		Exon/CD		chr1		15084893		15085050		AT1G40104		AT1G40104		+		3019		NA		NA		NA

		Exon/CD		chr1		15085115		15085182		AT1G40104		AT1G40104		+		3196		NA		NA		NA

		Exon/CD		chr1		15085238		15085391		AT1G40104		AT1G40104		+		3362		NA		NA		NA

		Exon/CD		chr1		15084617		15086039		AT1G40104		AT1G40104		+		3376		NA		NA		NA

		Exon/CD		chr1		15085439		15085518		AT1G40104		AT1G40104		+		3526		NA		NA		NA

		Intron		chr1		15085572		15085694		AT1G40104		AT1G40104		+		3681		NA		NA		NA

		Downstream		chr1		15085756		15086033		AT1G40104		AT1G40104		+		3942		NA		NA		NA

		Downstream		chr1		15437107		15437157				NIL		+		696		NA		NA		NA

		Exon/CD		chr1		16673571		16673682				NIL		+		94		NA		NA		NA

		Intron		chr1		16868439		16868483				NIL		+		699		NA		NA		NA

		Exon/CD		chr1		17279614		17279675				NIL		+		80		NA		NA		NA

		Exon/CD		chr1		17279650		17279695				NIL		+		108		NA		NA		NA
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