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TRINITY_DN0_c0_g1sp|Q8WVX3|CD003_HUMANC4orf3 Uncharacterized protein C4orf3 OS=Homo sapiens GN=C4orf3 PE=1 SV=2100.00 0.00

TRINITY_DN10078_c0_g1sp|Q92522|H1X_HUMANH1FX Histone H1x OS=Homo sapiens GN=H1FX PE=1 SV=1100.00 0.00

TRINITY_DN10114_c0_g1sp|Q9Y365|PCTL_HUMANSTARD10 PCTP-like protein OS=Homo sapiens GN=STARD10 PE=1 SV=2100.00 0.00

TRINITY_DN1011_c0_g1sp|O15511|ARPC5_HUMANARPC5 Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens GN=ARPC5 PE=1 SV=3100.00 0.00

TRINITY_DN10154_c0_g1sp|Q15025|TNIP1_HUMANTNIP1 TNFAIP3-interacting protein 1 OS=Homo sapiens GN=TNIP1 PE=1 SV=2100.00 0.00

TRINITY_DN10175_c0_g1sp|P14128|RS1_PROSPrpsA 30S ribosomal protein S1 (Fragment) OS=Providencia sp. GN=rpsA PE=3 SV=1100.00 0.00

TRINITY_DN10297_c0_g1sp|Q9GZT3|SLIRP_HUMANSLIRP SRA stem-loop-interacting RNA-binding protein, mitochondrial OS=Homo sapiens GN=SLIRP PE=1 SV=1100.00 0.00

TRINITY_DN10327_c0_g1sp|Q9NZ42|PEN2_HUMANPSENEN Gamma-secretase subunit PEN-2 OS=Homo sapiens GN=PSENEN PE=1 SV=1100.00 0.00

TRINITY_DN1033_c0_g1sp|P48634|PRC2A_HUMANPRRC2A Protein PRRC2A OS=Homo sapiens GN=PRRC2A PE=1 SV=3100.00 0.00

TRINITY_DN10620_c0_g1sp|Q05423|FABP7_CHICKFABP7 Fatty acid-binding protein, brain OS=Gallus gallus GN=FABP7 PE=2 SV=2100.00 0.00

TRINITY_DN10710_c0_g1sp|Q5M9B7|OSTCB_XENLAostc-b Oligosaccharyltransferase complex subunit ostc-B OS=Xenopus laevis GN=ostc-b PE=2 SV=1100.00 0.00

TRINITY_DN10718_c0_g1sp|Q9Y5V3|MAGD1_HUMANMAGED1 Melanoma-associated antigen D1 OS=Homo sapiens GN=MAGED1 PE=1 SV=3100.00 0.00

TRINITY_DN10745_c0_g1sp|Q27971|CAN2_BOVINCAPN2 Calpain-2 catalytic subunit OS=Bos taurus GN=CAPN2 PE=2 SV=2100.00 0.00

TRINITY_DN10756_c0_g1sp|Q95L46|IF4G2_BOVINEIF4G2 Eukaryotic translation initiation factor 4 gamma 2 OS=Bos taurus GN=EIF4G2 PE=2 SV=2100.00 0.00

TRINITY_DN1100_c0_g1sp|P12246|SAMP_MOUSEApcs Serum amyloid P-component OS=Mus musculus GN=Apcs PE=1 SV=2100.00 0.00

TRINITY_DN11037_c0_g2sp|P00860|DCOR_MOUSEOdc1 Ornithine decarboxylase OS=Mus musculus GN=Odc1 PE=1 SV=2100.00 0.00

TRINITY_DN11124_c0_g1sp|Q3UB74|TBRG1_MOUSETbrg1 Transforming growth factor beta regulator 1 OS=Mus musculus GN=Tbrg1 PE=1 SV=2100.00 0.00

TRINITY_DN11162_c0_g1sp|P15170|ERF3A_HUMANGSPT1 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1100.00 0.00

TRINITY_DN11257_c0_g1sp|Q9H0U6|RM18_HUMANMRPL18 39S ribosomal protein L18, mitochondrial OS=Homo sapiens GN=MRPL18 PE=1 SV=1100.00 0.00

TRINITY_DN11343_c0_g1sp|Q3SZK1|AAMP_BOVINAAMP Angio-associated migratory cell protein OS=Bos taurus GN=AAMP PE=2 SV=1100.00 0.00

TRINITY_DN11353_c0_g1sp|Q9UK41|VPS28_HUMANVPS28 Vacuolar protein sorting-associated protein 28 homolog OS=Homo sapiens GN=VPS28 PE=1 SV=1100.00 0.00

TRINITY_DN11396_c0_g1sp|P43883|PLIN2_MOUSEPlin2 Perilipin-2 OS=Mus musculus GN=Plin2 PE=1 SV=2100.00 0.00

TRINITY_DN11424_c0_g1sp|Q90WI4|MXRA8_CHICKMXRA8 Matrix-remodeling-associated protein 8 OS=Gallus gallus GN=MXRA8 PE=2 SV=1100.00 0.00

TRINITY_DN11480_c0_g2sp|Q16864|VATF_HUMANATP6V1F V-type proton ATPase subunit F OS=Homo sapiens GN=ATP6V1F PE=1 SV=2100.00 0.00

TRINITY_DN11580_c0_g1sp|Q5E954|DNJA1_BOVINDNAJA1 DnaJ homolog subfamily A member 1 OS=Bos taurus GN=DNAJA1 PE=2 SV=2100.00 0.00

TRINITY_DN11608_c0_g2sp|Q3SZC0|ERH_BOVINERH Enhancer of rudimentary homolog OS=Bos taurus GN=ERH PE=3 SV=1100.00 0.00

TRINITY_DN11630_c0_g1sp|P10244|MYBB_HUMANMYBL2 Myb-related protein B OS=Homo sapiens GN=MYBL2 PE=1 SV=1100.00 0.00

TRINITY_DN11658_c0_g1sp|Q0P5L0|RBM42_BOVINRBM42 RNA-binding protein 42 OS=Bos taurus GN=RBM42 PE=2 SV=1100.00 0.00

TRINITY_DN11726_c0_g1sp|Q9Y5M8|SRPRB_HUMANSRPRB Signal recognition particle receptor subunit beta OS=Homo sapiens GN=SRPRB PE=1 SV=3100.00 0.00

TRINITY_DN11837_c0_g1sp|P07268|PRZN_SERME- Serralysin OS=Serratia marcescens (strain ATCC 21074 / E-15) PE=1 SV=2100.00 0.00

TRINITY_DN11877_c0_g1sp|P29788|VTNC_MOUSEVtn Vitronectin OS=Mus musculus GN=Vtn PE=1 SV=2100.00 0.00

TRINITY_DN12070_c0_g1sp|P56391|CX6B1_MOUSECox6b1 Cytochrome c oxidase subunit 6B1 OS=Mus musculus GN=Cox6b1 PE=1 SV=2100.00 0.00

TRINITY_DN12070_c0_g2sp|P14854|CX6B1_HUMANCOX6B1 Cytochrome c oxidase subunit 6B1 OS=Homo sapiens GN=COX6B1 PE=1 SV=2100.00 0.00

TRINITY_DN12080_c0_g1sp|Q0MQC2|ACPM_GORGONDUFAB1 Acyl carrier protein, mitochondrial OS=Gorilla gorilla gorilla GN=NDUFAB1 PE=2 SV=1100.00 0.00

TRINITY_DN1212_c0_g1sp|P50462|CSRP3_MOUSECsrp3 Cysteine and glycine-rich protein 3 OS=Mus musculus GN=Csrp3 PE=1 SV=1100.00 0.00

TRINITY_DN12159_c0_g1sp|P41250|SYG_HUMANGARS Glycine--tRNA ligase OS=Homo sapiens GN=GARS PE=1 SV=3100.00 0.00

TRINITY_DN1227_c0_g1sp|P10244|MYBB_HUMANMYBL2 Myb-related protein B OS=Homo sapiens GN=MYBL2 PE=1 SV=1100.00 0.00

TRINITY_DN12283_c0_g1sp|O00244|ATOX1_HUMANATOX1 Copper transport protein ATOX1 OS=Homo sapiens GN=ATOX1 PE=1 SV=1100.00 0.00

TRINITY_DN1235_c0_g2sp|P07900|HS90A_HUMANHSP90AA1Heat shock protein HSP 90-alpha OS=Homo sapiens GN=HSP90AA1 PE=1 SV=5100.00 0.00

TRINITY_DN12456_c0_g1sp|P61457|PHS_HUMANPCBD1 Pterin-4-alpha-carbinolamine dehydratase OS=Homo sapiens GN=PCBD1 PE=1 SV=2100.00 0.00

TRINITY_DN12480_c0_g1sp|Q3T199|RS23_BOVINRPS23 40S ribosomal protein S23 OS=Bos taurus GN=RPS23 PE=2 SV=1100.00 0.00

TRINITY_DN12480_c0_g2sp|Q3T199|RS23_BOVINRPS23 40S ribosomal protein S23 OS=Bos taurus GN=RPS23 PE=2 SV=1100.00 0.00

TRINITY_DN12500_c0_g1sp|P11586|C1TC_HUMANMTHFD1 C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens GN=MTHFD1 PE=1 SV=3100.00 0.00

TRINITY_DN12652_c0_g1sp|Q6ZWV7|RL35_MOUSERpl35 60S ribosomal protein L35 OS=Mus musculus GN=Rpl35 PE=1 SV=1100.00 0.00

TRINITY_DN12652_c0_g2sp|P42766|RL35_HUMANRPL35 60S ribosomal protein L35 OS=Homo sapiens GN=RPL35 PE=1 SV=2100.00 0.00

TRINITY_DN12776_c0_g2sp|P61603|CH10_BOVINHSPE1 10 kDa heat shock protein, mitochondrial OS=Bos taurus GN=HSPE1 PE=3 SV=2100.00 0.00

TRINITY_DN12885_c0_g1sp|P61485|RL36A_DANRErpl36a 60S ribosomal protein L36a OS=Danio rerio GN=rpl36a PE=3 SV=2100.00 0.00

TRINITY_DN12912_c0_g1sp|Q61838|PZP_MOUSEPzp Pregnancy zone protein OS=Mus musculus GN=Pzp PE=1 SV=3100.00 0.00

TRINITY_DN12945_c0_g1sp|Q15155|NOMO1_HUMANNOMO1 Nodal modulator 1 OS=Homo sapiens GN=NOMO1 PE=1 SV=5100.00 0.00

TRINITY_DN13007_c0_g1sp|Q96A35|RM24_HUMANMRPL24 39S ribosomal protein L24, mitochondrial OS=Homo sapiens GN=MRPL24 PE=1 SV=1100.00 0.00

TRINITY_DN13046_c0_g1sp|O70433|FHL2_MOUSEFhl2 Four and a half LIM domains protein 2 OS=Mus musculus GN=Fhl2 PE=1 SV=1100.00 0.00

TRINITY_DN1316_c0_g1sp|Q56JX8|RS13_BOVINRPS13 40S ribosomal protein S13 OS=Bos taurus GN=RPS13 PE=2 SV=3100.00 0.00

TRINITY_DN13235_c0_g1sp|Q9R069|BCAM_MOUSEBcam Basal cell adhesion molecule OS=Mus musculus GN=Bcam PE=1 SV=1100.00 0.00

TRINITY_DN13250_c0_g2sp|P08559|ODPA_HUMANPDHA1 Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial OS=Homo sapiens GN=PDHA1 PE=1 SV=3100.00 0.00

TRINITY_DN13257_c0_g1sp|Q9CQ01|RNT2_MOUSERnaset2 Ribonuclease T2 OS=Mus musculus GN=Rnaset2 PE=1 SV=1100.00 0.00



TRINITY_DN13317_c0_g1sp|Q13547|HDAC1_HUMANHDAC1 Histone deacetylase 1 OS=Homo sapiens GN=HDAC1 PE=1 SV=1100.00 0.00

TRINITY_DN13320_c0_g1sp|P26638|SYSC_MOUSESars Serine--tRNA ligase, cytoplasmic OS=Mus musculus GN=Sars PE=1 SV=3100.00 0.00

TRINITY_DN13377_c0_g1sp|P41731|CD63_MOUSECd63 CD63 antigen OS=Mus musculus GN=Cd63 PE=1 SV=2100.00 0.00

TRINITY_DN13447_c0_g1sp|Q3MHL8|SMAP_BOVINSMAP Small acidic protein OS=Bos taurus GN=SMAP PE=2 SV=1100.00 0.00

TRINITY_DN13469_c0_g2sp|O70548|TELT_MOUSETcap Telethonin OS=Mus musculus GN=Tcap PE=1 SV=1100.00 0.00

TRINITY_DN13586_c0_g1sp|Q9DBM2|ECHP_MOUSEEhhadh Peroxisomal bifunctional enzyme OS=Mus musculus GN=Ehhadh PE=1 SV=4100.00 0.00

TRINITY_DN13596_c0_g1sp|P70663|SPRL1_MOUSESparcl1 SPARC-like protein 1 OS=Mus musculus GN=Sparcl1 PE=1 SV=3100.00 0.00

TRINITY_DN13737_c0_g2sp|P05125|ANF_MOUSENppa Natriuretic peptides A OS=Mus musculus GN=Nppa PE=1 SV=2100.00 0.00

TRINITY_DN13763_c0_g1sp|P15170|ERF3A_HUMANGSPT1 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1100.00 0.00

TRINITY_DN13790_c0_g1sp|Q29RH4|THOC3_BOVINTHOC3 THO complex subunit 3 OS=Bos taurus GN=THOC3 PE=2 SV=1100.00 0.00

TRINITY_DN1379_c0_g1sp|Q12797|ASPH_HUMANASPH Aspartyl/asparaginyl beta-hydroxylase OS=Homo sapiens GN=ASPH PE=1 SV=3100.00 0.00

TRINITY_DN13876_c0_g1sp|Q8WUM9|S20A1_HUMANSLC20A1 Sodium-dependent phosphate transporter 1 OS=Homo sapiens GN=SLC20A1 PE=1 SV=1100.00 0.00

TRINITY_DN13990_c0_g1sp|P63302|SELW_HUMANSEPW1 Selenoprotein W OS=Homo sapiens GN=SEPW1 PE=1 SV=3100.00 0.00

TRINITY_DN14121_c0_g1sp|Q3T0Z3|UBL5_BOVINUBL5 Ubiquitin-like protein 5 OS=Bos taurus GN=UBL5 PE=3 SV=1100.00 0.00

TRINITY_DN14121_c0_g2sp|Q3T0Z3|UBL5_BOVINUBL5 Ubiquitin-like protein 5 OS=Bos taurus GN=UBL5 PE=3 SV=1100.00 0.00

TRINITY_DN14281_c0_g1sp|Q16774|KGUA_HUMANGUK1 Guanylate kinase OS=Homo sapiens GN=GUK1 PE=1 SV=2100.00 0.00

TRINITY_DN14283_c0_g1sp|P30408|T4S1_HUMANTM4SF1 Transmembrane 4 L6 family member 1 OS=Homo sapiens GN=TM4SF1 PE=1 SV=1100.00 0.00

TRINITY_DN14283_c0_g2sp|P30408|T4S1_HUMANTM4SF1 Transmembrane 4 L6 family member 1 OS=Homo sapiens GN=TM4SF1 PE=1 SV=1100.00 0.00

TRINITY_DN14655_c0_g1sp|O75083|WDR1_HUMANWDR1 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=4100.00 0.00

TRINITY_DN14689_c0_g1sp|O75643|U520_HUMANSNRNP200U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=2100.00 0.00

TRINITY_DN14709_c0_g2sp|Q91VS7|MGST1_MOUSEMgst1 Microsomal glutathione S-transferase 1 OS=Mus musculus GN=Mgst1 PE=1 SV=3100.00 0.00

TRINITY_DN14795_c0_g1sp|Q07065|CKAP4_HUMANCKAP4 Cytoskeleton-associated protein 4 OS=Homo sapiens GN=CKAP4 PE=1 SV=2100.00 0.00

TRINITY_DN14924_c0_g1sp|P30626|SORCN_HUMANSRI Sorcin OS=Homo sapiens GN=SRI PE=1 SV=1100.00 0.00

TRINITY_DN15035_c0_g1sp|Q5BIN6|CNIH1_BOVINCNIH1 Protein cornichon homolog 1 OS=Bos taurus GN=CNIH1 PE=2 SV=1100.00 0.00

TRINITY_DN15067_c0_g1sp|P31093|PSAN_HORVUPSAN Photosystem I reaction center subunit N, chloroplastic OS=Hordeum vulgare GN=PSAN PE=2 SV=1100.00 0.00

TRINITY_DN15104_c0_g1sp|Q07456|AMBP_MOUSEAmbp Protein AMBP OS=Mus musculus GN=Ambp PE=1 SV=2100.00 0.00

TRINITY_DN15104_c0_g2sp|Q07456|AMBP_MOUSEAmbp Protein AMBP OS=Mus musculus GN=Ambp PE=1 SV=2100.00 0.00

TRINITY_DN15184_c0_g1sp|Q6NZJ6|IF4G1_MOUSEEif4g1 Eukaryotic translation initiation factor 4 gamma 1 OS=Mus musculus GN=Eif4g1 PE=1 SV=1100.00 0.00

TRINITY_DN15194_c0_g1sp|Q8VC19|HEM1_MOUSEAlas1 5-aminolevulinate synthase, nonspecific, mitochondrial OS=Mus musculus GN=Alas1 PE=1 SV=2100.00 0.00

TRINITY_DN1520_c0_g1sp|P97450|ATP5J_MOUSEAtp5j ATP synthase-coupling factor 6, mitochondrial OS=Mus musculus GN=Atp5j PE=1 SV=1100.00 0.00

TRINITY_DN15272_c0_g2sp|O75821|EIF3G_HUMANEIF3G Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens GN=EIF3G PE=1 SV=2100.00 0.00

TRINITY_DN15323_c0_g1sp|P49005|DPOD2_HUMANPOLD2 DNA polymerase delta subunit 2 OS=Homo sapiens GN=POLD2 PE=1 SV=1100.00 0.00

TRINITY_DN15432_c0_g2sp|O88833|CP4AA_MOUSECyp4a10 Cytochrome P450 4A10 OS=Mus musculus GN=Cyp4a10 PE=2 SV=2100.00 0.00

TRINITY_DN15557_c0_g1sp|Q7Z2W9|RM21_HUMANMRPL21 39S ribosomal protein L21, mitochondrial OS=Homo sapiens GN=MRPL21 PE=1 SV=2100.00 0.00

TRINITY_DN15580_c0_g2sp|P32429|RL7A_CHICKRPL7A 60S ribosomal protein L7a OS=Gallus gallus GN=RPL7A PE=2 SV=2100.00 0.00

TRINITY_DN15626_c0_g1sp|Q28165|PABP2_BOVINPABPN1 Polyadenylate-binding protein 2 OS=Bos taurus GN=PABPN1 PE=1 SV=3100.00 0.00

TRINITY_DN1563_c0_g1sp|Q9UK45|LSM7_HUMANLSM7 U6 snRNA-associated Sm-like protein LSm7 OS=Homo sapiens GN=LSM7 PE=1 SV=1100.00 0.00

TRINITY_DN15735_c0_g1sp|P21673|SAT1_HUMANSAT1 Diamine acetyltransferase 1 OS=Homo sapiens GN=SAT1 PE=1 SV=1100.00 0.00

TRINITY_DN15735_c0_g2sp|Q3T0Q0|SAT1_BOVINSAT1 Diamine acetyltransferase 1 OS=Bos taurus GN=SAT1 PE=2 SV=1100.00 0.00

TRINITY_DN15782_c0_g1sp|Q9DCX2|ATP5H_MOUSEAtp5h ATP synthase subunit d, mitochondrial OS=Mus musculus GN=Atp5h PE=1 SV=3100.00 0.00

TRINITY_DN15782_c0_g2sp|Q9CZ13|QCR1_MOUSEUqcrc1 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Mus musculus GN=Uqcrc1 PE=1 SV=2100.00 0.00

TRINITY_DN15878_c0_g1sp|Q13228|SBP1_HUMANSELENBP1Selenium-binding protein 1 OS=Homo sapiens GN=SELENBP1 PE=1 SV=2100.00 0.00

TRINITY_DN15878_c0_g2sp|P17563|SBP1_MOUSESelenbp1Selenium-binding protein 1 OS=Mus musculus GN=Selenbp1 PE=1 SV=2100.00 0.00

TRINITY_DN15946_c0_g1sp|P50461|CSRP3_HUMANCSRP3 Cysteine and glycine-rich protein 3 OS=Homo sapiens GN=CSRP3 PE=1 SV=1100.00 0.00

TRINITY_DN1597_c0_g1sp|P07758|A1AT1_MOUSESerpina1aAlpha-1-antitrypsin 1-1 OS=Mus musculus GN=Serpina1a PE=1 SV=4100.00 0.00

TRINITY_DN16024_c0_g1sp|Q9CQG9|TM100_MOUSETmem100 Transmembrane protein 100 OS=Mus musculus GN=Tmem100 PE=1 SV=1100.00 0.00

TRINITY_DN16059_c0_g1sp|P39656|OST48_HUMANDDOST Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Homo sapiens GN=DDOST PE=1 SV=4100.00 0.00

TRINITY_DN16076_c0_g1sp|Q9H354|YJ001_HUMANPRO1933 Putative uncharacterized protein PRO1933 OS=Homo sapiens GN=PRO1933 PE=5 SV=1100.00 0.00

TRINITY_DN16172_c0_g1sp|Q9QYG0|NDRG2_MOUSENdrg2 Protein NDRG2 OS=Mus musculus GN=Ndrg2 PE=1 SV=1100.00 0.00

TRINITY_DN16184_c0_g1sp|P38402|GNAI2_CAVPOGNAI2 Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Cavia porcellus GN=GNAI2 PE=2 SV=3100.00 0.00

TRINITY_DN16275_c0_g1sp|P02612|MLRM_CHICK- Myosin regulatory light chain 2, smooth muscle major isoform OS=Gallus gallus PE=1 SV=2100.00 0.00

TRINITY_DN16276_c0_g1sp|Q61425|HCDH_MOUSEHadh Hydroxyacyl-coenzyme A dehydrogenase, mitochondrial OS=Mus musculus GN=Hadh PE=1 SV=2100.00 0.00

TRINITY_DN16342_c0_g1sp|P79126|PPM1G_BOVINPPM1G Protein phosphatase 1G OS=Bos taurus GN=PPM1G PE=2 SV=2100.00 0.00

TRINITY_DN16375_c0_g1sp|Q0MQF8|NDUC2_GORGONDUFC2 NADH dehydrogenase [ubiquinone] 1 subunit C2 OS=Gorilla gorilla gorilla GN=NDUFC2 PE=3 SV=1100.00 0.00

TRINITY_DN1648_c0_g1sp|Q8BK30|NDUV3_MOUSENdufv3 NADH dehydrogenase [ubiquinone] flavoprotein 3, mitochondrial OS=Mus musculus GN=Ndufv3 PE=1 SV=1100.00 0.00

TRINITY_DN16492_c0_g1sp|P09102|PDIA1_CHICKP4HB Protein disulfide-isomerase OS=Gallus gallus GN=P4HB PE=1 SV=3100.00 0.00



TRINITY_DN16610_c0_g1sp|P21291|CSRP1_HUMANCSRP1 Cysteine and glycine-rich protein 1 OS=Homo sapiens GN=CSRP1 PE=1 SV=3100.00 0.00

TRINITY_DN1667_c0_g1sp|P07583|LEG4_CHICK- Beta-galactoside-binding lectin OS=Gallus gallus PE=1 SV=2100.00 0.00

TRINITY_DN16696_c0_g2sp|Q5E9B7|CLIC1_BOVINCLIC1 Chloride intracellular channel protein 1 OS=Bos taurus GN=CLIC1 PE=2 SV=3100.00 0.00

TRINITY_DN16704_c0_g1sp|Q04941|PLP2_HUMANPLP2 Proteolipid protein 2 OS=Homo sapiens GN=PLP2 PE=1 SV=1100.00 0.00

TRINITY_DN1672_c0_g1sp|Q9JJW5|MYOZ2_MOUSEMyoz2 Myozenin-2 OS=Mus musculus GN=Myoz2 PE=1 SV=1100.00 0.00

TRINITY_DN16752_c0_g1sp|P26599|PTBP1_HUMANPTBP1 Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=1100.00 0.00

TRINITY_DN16759_c0_g1sp|Q3ZBD0|PSMD7_BOVINPSMD7 26S proteasome non-ATPase regulatory subunit 7 OS=Bos taurus GN=PSMD7 PE=2 SV=1100.00 0.00

TRINITY_DN16945_c0_g1sp|Q96G23|CERS2_HUMANCERS2 Ceramide synthase 2 OS=Homo sapiens GN=CERS2 PE=1 SV=1100.00 0.00

TRINITY_DN1696_c0_g1sp|Q6P8J7|KCRS_MOUSECkmt2 Creatine kinase S-type, mitochondrial OS=Mus musculus GN=Ckmt2 PE=1 SV=1100.00 0.00

TRINITY_DN17017_c0_g1sp|Q28250|SPCS2_CANLFSPCS2 Signal peptidase complex subunit 2 OS=Canis lupus familiaris GN=SPCS2 PE=1 SV=1100.00 0.00

TRINITY_DN17033_c0_g1sp|P97430|SLPI_MOUSESlpi Antileukoproteinase OS=Mus musculus GN=Slpi PE=1 SV=1100.00 0.00

TRINITY_DN1714_c0_g1sp|P33622|APOC3_MOUSEApoc3 Apolipoprotein C-III OS=Mus musculus GN=Apoc3 PE=1 SV=2100.00 0.00

TRINITY_DN1715_c0_g1sp|Q5JTY5|CBWD3_HUMANCBWD3 COBW domain-containing protein 3 OS=Homo sapiens GN=CBWD3 PE=2 SV=1100.00 0.00

TRINITY_DN17228_c0_g1sp|Q32PD5|RS19_BOVINRPS19 40S ribosomal protein S19 OS=Bos taurus GN=RPS19 PE=2 SV=3100.00 0.00

TRINITY_DN17249_c0_g1sp|Q16270|IBP7_HUMANIGFBP7 Insulin-like growth factor-binding protein 7 OS=Homo sapiens GN=IGFBP7 PE=1 SV=1100.00 0.00

TRINITY_DN17259_c0_g1sp|P55164|CRBA2_CHICKCRYBA2 Beta-crystallin A2 OS=Gallus gallus GN=CRYBA2 PE=2 SV=1100.00 0.00

TRINITY_DN17420_c0_g1sp|Q61147|CERU_MOUSECp Ceruloplasmin OS=Mus musculus GN=Cp PE=1 SV=2100.00 0.00

TRINITY_DN17464_c0_g3sp|P49410|EFTU_BOVINTUFM Elongation factor Tu, mitochondrial OS=Bos taurus GN=TUFM PE=1 SV=1100.00 0.00

TRINITY_DN17533_c0_g1sp|Q15582|BGH3_HUMANTGFBI Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=1100.00 0.00

TRINITY_DN1753_c0_g1sp|O41515|MLP3B_BOVINMAP1LC3BMicrotubule-associated proteins 1A/1B light chain 3B OS=Bos taurus GN=MAP1LC3B PE=1 SV=4100.00 0.00

TRINITY_DN17546_c0_g2sp|Q7L2H7|EIF3M_HUMANEIF3M Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens GN=EIF3M PE=1 SV=1100.00 0.00

TRINITY_DN17616_c0_g1sp|P28072|PSB6_HUMANPSMB6 Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4100.00 0.00

TRINITY_DN17616_c0_g2sp|P28072|PSB6_HUMANPSMB6 Proteasome subunit beta type-6 OS=Homo sapiens GN=PSMB6 PE=1 SV=4100.00 0.00

TRINITY_DN17758_c0_g1sp|Q7L5N1|CSN6_HUMANCOPS6 COP9 signalosome complex subunit 6 OS=Homo sapiens GN=COPS6 PE=1 SV=1100.00 0.00

TRINITY_DN17852_c0_g1sp|Q8CEI1|BOLA3_MOUSEBola3 BolA-like protein 3 OS=Mus musculus GN=Bola3 PE=1 SV=1100.00 0.00

TRINITY_DN17862_c0_g1sp|Q969G3|SMCE1_HUMANSMARCE1 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily E member 1 OS=Homo sapiens GN=SMARCE1 PE=1 SV=2100.00 0.00

TRINITY_DN17895_c0_g2sp|Q9NPE2|NGRN_HUMANNGRN Neugrin OS=Homo sapiens GN=NGRN PE=1 SV=2100.00 0.00

TRINITY_DN17905_c0_g1sp|Q08117|AES_HUMANAES Amino-terminal enhancer of split OS=Homo sapiens GN=AES PE=1 SV=4100.00 0.00

TRINITY_DN17905_c0_g2sp|Q08117|AES_HUMANAES Amino-terminal enhancer of split OS=Homo sapiens GN=AES PE=1 SV=4100.00 0.00

TRINITY_DN1791_c0_g1sp|Q16512|PKN1_HUMANPKN1 Serine/threonine-protein kinase N1 OS=Homo sapiens GN=PKN1 PE=1 SV=2100.00 0.00

TRINITY_DN17922_c0_g1sp|P13249|PUAC_STRADpac Puromycin N-acetyltransferase OS=Streptomyces alboniger GN=pac PE=3 SV=2100.00 0.00

TRINITY_DN1813_c0_g2sp|P37837|TALDO_HUMANTALDO1 Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2100.00 0.00

TRINITY_DN18148_c0_g1sp|P61157|ARP3_BOVINACTR3 Actin-related protein 3 OS=Bos taurus GN=ACTR3 PE=1 SV=3100.00 0.00

TRINITY_DN18390_c0_g1sp|P51965|UB2E1_HUMANUBE2E1 Ubiquitin-conjugating enzyme E2 E1 OS=Homo sapiens GN=UBE2E1 PE=1 SV=1100.00 0.00

TRINITY_DN1849_c0_g1sp|Q9BV57|MTND_HUMANADI1 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Homo sapiens GN=ADI1 PE=1 SV=1100.00 0.00

TRINITY_DN18537_c0_g1sp|Q9ERS2|NDUAD_MOUSENdufa13 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 13 OS=Mus musculus GN=Ndufa13 PE=1 SV=3100.00 0.00

TRINITY_DN185_c0_g1sp|P09525|ANXA4_HUMANANXA4 Annexin A4 OS=Homo sapiens GN=ANXA4 PE=1 SV=4100.00 0.00

TRINITY_DN18766_c0_g1sp|Q5BIN2|SNF5_BOVINSMARCB1 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily B member 1 OS=Bos taurus GN=SMARCB1 PE=2 SV=1100.00 0.00

TRINITY_DN18791_c0_g1sp|P52788|SPSY_HUMANSMS Spermine synthase OS=Homo sapiens GN=SMS PE=1 SV=2100.00 0.00

TRINITY_DN1879_c0_g1sp|P08621|RU17_HUMANSNRNP70 U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens GN=SNRNP70 PE=1 SV=2100.00 0.00

TRINITY_DN18838_c0_g1sp|Q148J6|ARPC4_BOVINARPC4 Actin-related protein 2/3 complex subunit 4 OS=Bos taurus GN=ARPC4 PE=1 SV=3100.00 0.00

TRINITY_DN19147_c0_g1sp|Q9D6U8|F162A_MOUSEFam162a Protein FAM162A OS=Mus musculus GN=Fam162a PE=1 SV=1100.00 0.00

TRINITY_DN19147_c0_g2sp|Q96A26|F162A_HUMANFAM162A Protein FAM162A OS=Homo sapiens GN=FAM162A PE=1 SV=2100.00 0.00

TRINITY_DN19183_c0_g1sp|P10909|CLUS_HUMANCLU Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1100.00 0.00

TRINITY_DN19310_c0_g1sp|Q6CZW6|EFTU_PECAStuf1 Elongation factor Tu OS=Pectobacterium atrosepticum (strain SCRI 1043 / ATCC BAA-672) GN=tuf1 PE=3 SV=1100.00 0.00

TRINITY_DN19316_c0_g1sp|P09936|UCHL1_HUMANUCHL1 Ubiquitin carboxyl-terminal hydrolase isozyme L1 OS=Homo sapiens GN=UCHL1 PE=1 SV=2100.00 0.00

TRINITY_DN19405_c0_g1sp|P78371|TCPB_HUMANCCT2 T-complex protein 1 subunit beta OS=Homo sapiens GN=CCT2 PE=1 SV=4100.00 0.00

TRINITY_DN19546_c0_g2sp|Q9JM76|ARPC3_MOUSEArpc3 Actin-related protein 2/3 complex subunit 3 OS=Mus musculus GN=Arpc3 PE=1 SV=3100.00 0.00

TRINITY_DN1955_c0_g1sp|Q56JU9|RS24_BOVINRPS24 40S ribosomal protein S24 OS=Bos taurus GN=RPS24 PE=2 SV=2100.00 0.00

TRINITY_DN19660_c0_g1sp|P61638|COX7C_GORGOCOX7C Cytochrome c oxidase subunit 7C, mitochondrial OS=Gorilla gorilla gorilla GN=COX7C PE=3 SV=1100.00 0.00

TRINITY_DN19660_c0_g2sp|P17665|COX7C_MOUSECox7c Cytochrome c oxidase subunit 7C, mitochondrial OS=Mus musculus GN=Cox7c PE=1 SV=1100.00 0.00

TRINITY_DN1972_c0_g1sp|P99028|QCR6_MOUSEUqcrh Cytochrome b-c1 complex subunit 6, mitochondrial OS=Mus musculus GN=Uqcrh PE=1 SV=2100.00 0.00

TRINITY_DN1973_c0_g1sp|P82921|RT21_HUMANMRPS21 28S ribosomal protein S21, mitochondrial OS=Homo sapiens GN=MRPS21 PE=1 SV=2100.00 0.00

TRINITY_DN19741_c0_g1sp|P50990|TCPQ_HUMANCCT8 T-complex protein 1 subunit theta OS=Homo sapiens GN=CCT8 PE=1 SV=4100.00 0.00

TRINITY_DN19744_c0_g1sp|P26039|TLN1_MOUSETln1 Talin-1 OS=Mus musculus GN=Tln1 PE=1 SV=2100.00 0.00

TRINITY_DN19744_c0_g2sp|P26039|TLN1_MOUSETln1 Talin-1 OS=Mus musculus GN=Tln1 PE=1 SV=2100.00 0.00



TRINITY_DN19746_c0_g1sp|P21333|FLNA_HUMANFLNA Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4100.00 0.00

TRINITY_DN19753_c0_g1sp|P06737|PYGL_HUMANPYGL Glycogen phosphorylase, liver form OS=Homo sapiens GN=PYGL PE=1 SV=4100.00 0.00

TRINITY_DN19849_c0_g1sp|O35386|PAHX_MOUSEPhyh Phytanoyl-CoA dioxygenase, peroxisomal OS=Mus musculus GN=Phyh PE=1 SV=1100.00 0.00

TRINITY_DN1990_c0_g1sp|Q9UMY1|NOL7_HUMANNOL7 Nucleolar protein 7 OS=Homo sapiens GN=NOL7 PE=1 SV=2100.00 0.00

TRINITY_DN19960_c0_g1sp|P07310|KCRM_MOUSECkm Creatine kinase M-type OS=Mus musculus GN=Ckm PE=1 SV=1100.00 0.00

TRINITY_DN19960_c0_g3sp|P07310|KCRM_MOUSECkm Creatine kinase M-type OS=Mus musculus GN=Ckm PE=1 SV=1100.00 0.00

TRINITY_DN2003_c0_g1sp|P29699|FETUA_MOUSEAhsg Alpha-2-HS-glycoprotein OS=Mus musculus GN=Ahsg PE=1 SV=1100.00 0.00

TRINITY_DN20049_c0_g2sp|P48556|PSMD8_HUMANPSMD8 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=2100.00 0.00

TRINITY_DN20202_c0_g1sp|P11722|FINC_CHICKFN1 Fibronectin (Fragments) OS=Gallus gallus GN=FN1 PE=2 SV=3100.00 0.00

TRINITY_DN20360_c0_g1sp|Q9BRT2|UQCC2_HUMANUQCC2 Ubiquinol-cytochrome-c reductase complex assembly factor 2 OS=Homo sapiens GN=UQCC2 PE=1 SV=1100.00 0.00

TRINITY_DN20434_c0_g1sp|P48556|PSMD8_HUMANPSMD8 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens GN=PSMD8 PE=1 SV=2100.00 0.00

TRINITY_DN20534_c0_g1sp|Q32PE9|LSM3_BOVINLSM3 U6 snRNA-associated Sm-like protein LSm3 OS=Bos taurus GN=LSM3 PE=3 SV=3100.00 0.00

TRINITY_DN20542_c0_g1sp|Q8QZT1|THIL_MOUSEAcat1 Acetyl-CoA acetyltransferase, mitochondrial OS=Mus musculus GN=Acat1 PE=1 SV=1100.00 0.00

TRINITY_DN20587_c0_g1sp|Q2M2T6|ASTER_BOVINWDR83OS Protein Asterix OS=Bos taurus GN=WDR83OS PE=3 SV=1100.00 0.00

TRINITY_DN20798_c0_g2sp|Q78IK2|USMG5_MOUSEUsmg5 Up-regulated during skeletal muscle growth protein 5 OS=Mus musculus GN=Usmg5 PE=1 SV=1100.00 0.00

TRINITY_DN20887_c0_g1sp|P99027|RLA2_MOUSERplp2 60S acidic ribosomal protein P2 OS=Mus musculus GN=Rplp2 PE=1 SV=3100.00 0.00

TRINITY_DN20887_c0_g2sp|P05387|RLA2_HUMANRPLP2 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=1100.00 0.00

TRINITY_DN20926_c0_g1sp|Q9NZZ3|CHMP5_HUMANCHMP5 Charged multivesicular body protein 5 OS=Homo sapiens GN=CHMP5 PE=1 SV=1100.00 0.00

TRINITY_DN21001_c0_g1sp|P49821|NDUV1_HUMANNDUFV1 NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Homo sapiens GN=NDUFV1 PE=1 SV=4100.00 0.00

TRINITY_DN21003_c0_g1sp|Q9D0M3|CY1_MOUSECyc1 Cytochrome c1, heme protein, mitochondrial OS=Mus musculus GN=Cyc1 PE=1 SV=1100.00 0.00

TRINITY_DN21089_c0_g1sp|P26639|SYTC_HUMANTARS Threonine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=3100.00 0.00

TRINITY_DN21089_c0_g2sp|P26639|SYTC_HUMANTARS Threonine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=TARS PE=1 SV=3100.00 0.00

TRINITY_DN21170_c0_g2sp|Q04467|IDHP_BOVINIDH2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Bos taurus GN=IDH2 PE=1 SV=2100.00 0.00

TRINITY_DN2118_c0_g1sp|Q9HB71|CYBP_HUMANCACYBP Calcyclin-binding protein OS=Homo sapiens GN=CACYBP PE=1 SV=2100.00 0.00

TRINITY_DN21268_c0_g1sp|Q8BMS1|ECHA_MOUSEHadha Trifunctional enzyme subunit alpha, mitochondrial OS=Mus musculus GN=Hadha PE=1 SV=1100.00 0.00

TRINITY_DN21284_c0_g1sp|Q9R0Y5|KAD1_MOUSEAk1 Adenylate kinase isoenzyme 1 OS=Mus musculus GN=Ak1 PE=1 SV=1100.00 0.00

TRINITY_DN21320_c0_g1sp|Q92769|HDAC2_HUMANHDAC2 Histone deacetylase 2 OS=Homo sapiens GN=HDAC2 PE=1 SV=2100.00 0.00

TRINITY_DN21346_c0_g1sp|P21333|FLNA_HUMANFLNA Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4100.00 0.00

TRINITY_DN21354_c0_g1sp|Q8MJJ9|FBLN1_CHLAEFBLN1 Fibulin-1 (Fragment) OS=Chlorocebus aethiops GN=FBLN1 PE=1 SV=1100.00 0.00

TRINITY_DN21358_c0_g1sp|Q16881|TRXR1_HUMANTXNRD1 Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=3100.00 0.00

TRINITY_DN21359_c0_g1sp|Q15853|USF2_HUMANUSF2 Upstream stimulatory factor 2 OS=Homo sapiens GN=USF2 PE=1 SV=1100.00 0.00

TRINITY_DN21400_c0_g1sp|Q9W6H5|UBC9A_DANREube2ia SUMO-conjugating enzyme UBC9-A OS=Danio rerio GN=ube2ia PE=1 SV=1100.00 0.00

TRINITY_DN21433_c0_g1sp|P11501|HS90A_CHICKHSP90AA1Heat shock protein HSP 90-alpha OS=Gallus gallus GN=HSP90AA1 PE=3 SV=3100.00 0.00

TRINITY_DN21441_c0_g1sp|Q9NX14|NDUBB_HUMANNDUFB11 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 11, mitochondrial OS=Homo sapiens GN=NDUFB11 PE=1 SV=1100.00 0.00

TRINITY_DN21558_c0_g1sp|P56701|PSMD2_BOVINPSMD2 26S proteasome non-ATPase regulatory subunit 2 OS=Bos taurus GN=PSMD2 PE=1 SV=2100.00 0.00

TRINITY_DN2156_c0_g1sp|P78527|PRKDC_HUMANPRKDC DNA-dependent protein kinase catalytic subunit OS=Homo sapiens GN=PRKDC PE=1 SV=3100.00 0.00

TRINITY_DN21580_c0_g1sp|Q9Z0M6|CD97_MOUSECd97 CD97 antigen OS=Mus musculus GN=Cd97 PE=1 SV=2100.00 0.00

TRINITY_DN21594_c0_g1sp|P00352|AL1A1_HUMANALDH1A1 Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=2100.00 0.00

TRINITY_DN2187_c0_g1sp|Q56JU9|RS24_BOVINRPS24 40S ribosomal protein S24 OS=Bos taurus GN=RPS24 PE=2 SV=2100.00 0.00

TRINITY_DN21911_c0_g2sp|P62194|PRS8_BOVINPSMC5 26S protease regulatory subunit 8 OS=Bos taurus GN=PSMC5 PE=2 SV=1100.00 0.00

TRINITY_DN21956_c0_g1sp|P51903|PGK_CHICKPGK Phosphoglycerate kinase OS=Gallus gallus GN=PGK PE=2 SV=2100.00 0.00

TRINITY_DN2195_c0_g1sp|Q9NX24|NHP2_HUMANNHP2 H/ACA ribonucleoprotein complex subunit 2 OS=Homo sapiens GN=NHP2 PE=1 SV=1100.00 0.00

TRINITY_DN22007_c0_g1sp|Q42347|RL241_ARATHRPL24A 60S ribosomal protein L24-1 OS=Arabidopsis thaliana GN=RPL24A PE=1 SV=2100.00 0.00

TRINITY_DN22103_c0_g1sp|O75533|SF3B1_HUMANSF3B1 Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=3100.00 0.00

TRINITY_DN22121_c0_g2sp|Q12907|LMAN2_HUMANLMAN2 Vesicular integral-membrane protein VIP36 OS=Homo sapiens GN=LMAN2 PE=1 SV=1100.00 0.00

TRINITY_DN22227_c0_g1sp|Q15582|BGH3_HUMANTGFBI Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=1100.00 0.00

TRINITY_DN22256_c0_g1sp|Q02566|MYH6_MOUSEMyh6 Myosin-6 OS=Mus musculus GN=Myh6 PE=1 SV=2100.00 0.00

TRINITY_DN22256_c0_g4sp|Q02566|MYH6_MOUSEMyh6 Myosin-6 OS=Mus musculus GN=Myh6 PE=1 SV=2100.00 0.00

TRINITY_DN22396_c0_g1sp|Q3T0X6|RS16_BOVINRPS16 40S ribosomal protein S16 OS=Bos taurus GN=RPS16 PE=2 SV=3100.00 0.00

TRINITY_DN22431_c0_g1sp|Q8BTM8|FLNA_MOUSEFlna Filamin-A OS=Mus musculus GN=Flna PE=1 SV=5100.00 0.00

TRINITY_DN22542_c0_g1sp|P70274|SEPP1_MOUSESepp1 Selenoprotein P OS=Mus musculus GN=Sepp1 PE=1 SV=3100.00 0.00

TRINITY_DN22606_c0_g1sp|P20042|IF2B_HUMANEIF2S2 Eukaryotic translation initiation factor 2 subunit 2 OS=Homo sapiens GN=EIF2S2 PE=1 SV=2100.00 0.00

TRINITY_DN22606_c0_g2sp|P20042|IF2B_HUMANEIF2S2 Eukaryotic translation initiation factor 2 subunit 2 OS=Homo sapiens GN=EIF2S2 PE=1 SV=2100.00 0.00

TRINITY_DN22609_c0_g1sp|Q69BK1|UCRI_CHLAEUQCRFS1 Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Chlorocebus aethiops GN=UQCRFS1 PE=3 SV=1100.00 0.00

TRINITY_DN22697_c0_g2sp|Q9NPE3|NOP10_HUMANNOP10 H/ACA ribonucleoprotein complex subunit 3 OS=Homo sapiens GN=NOP10 PE=1 SV=1100.00 0.00

TRINITY_DN22759_c0_g1sp|P63273|RS17_CANLFRPS17 40S ribosomal protein S17 OS=Canis lupus familiaris GN=RPS17 PE=2 SV=2100.00 0.00



TRINITY_DN22759_c0_g2sp|P08708|RS17_HUMANRPS17 40S ribosomal protein S17 OS=Homo sapiens GN=RPS17 PE=1 SV=2100.00 0.00

TRINITY_DN23090_c0_g1sp|P23141|EST1_HUMANCES1 Liver carboxylesterase 1 OS=Homo sapiens GN=CES1 PE=1 SV=2100.00 0.00

TRINITY_DN23129_c0_g1sp|Q1JP79|ARC1A_BOVINARPC1A Actin-related protein 2/3 complex subunit 1A OS=Bos taurus GN=ARPC1A PE=2 SV=1100.00 0.00

TRINITY_DN23210_c0_g2sp|P07585|PGS2_HUMANDCN Decorin OS=Homo sapiens GN=DCN PE=1 SV=1100.00 0.00

TRINITY_DN23210_c0_g3sp|P07585|PGS2_HUMANDCN Decorin OS=Homo sapiens GN=DCN PE=1 SV=1100.00 0.00

TRINITY_DN23212_c0_g1sp|Q9Y3F4|STRAP_HUMANSTRAP Serine-threonine kinase receptor-associated protein OS=Homo sapiens GN=STRAP PE=1 SV=1100.00 0.00

TRINITY_DN23245_c0_g1sp|P49721|PSB2_HUMANPSMB2 Proteasome subunit beta type-2 OS=Homo sapiens GN=PSMB2 PE=1 SV=1100.00 0.00

TRINITY_DN23321_c0_g1sp|O35728|CP4AE_MOUSECyp4a14 Cytochrome P450 4A14 OS=Mus musculus GN=Cyp4a14 PE=1 SV=1100.00 0.00

TRINITY_DN23382_c1_g2sp|Q14919|NC2A_HUMANDRAP1 Dr1-associated corepressor OS=Homo sapiens GN=DRAP1 PE=1 SV=3100.00 0.00

TRINITY_DN23391_c0_g1sp|P46060|RAGP1_HUMANRANGAP1 Ran GTPase-activating protein 1 OS=Homo sapiens GN=RANGAP1 PE=1 SV=1100.00 0.00

TRINITY_DN23402_c0_g1sp|A3KN22|UBC12_BOVINUBE2M NEDD8-conjugating enzyme Ubc12 OS=Bos taurus GN=UBE2M PE=2 SV=1100.00 0.00

TRINITY_DN23598_c0_g1sp|P11722|FINC_CHICKFN1 Fibronectin (Fragments) OS=Gallus gallus GN=FN1 PE=2 SV=3100.00 0.00

TRINITY_DN23598_c0_g2sp|P11722|FINC_CHICKFN1 Fibronectin (Fragments) OS=Gallus gallus GN=FN1 PE=2 SV=3100.00 0.00

TRINITY_DN2362_c0_g1sp|P17987|TCPA_HUMANTCP1 T-complex protein 1 subunit alpha OS=Homo sapiens GN=TCP1 PE=1 SV=1100.00 0.00

TRINITY_DN23640_c0_g1sp|P19001|K1C19_MOUSEKrt19 Keratin, type I cytoskeletal 19 OS=Mus musculus GN=Krt19 PE=1 SV=1100.00 0.00

TRINITY_DN23726_c0_g1sp|P07091|S10A4_MOUSES100a4 Protein S100-A4 OS=Mus musculus GN=S100a4 PE=1 SV=1100.00 0.00

TRINITY_DN23726_c0_g2sp|P26447|S10A4_HUMANS100A4 Protein S100-A4 OS=Homo sapiens GN=S100A4 PE=1 SV=1100.00 0.00

TRINITY_DN23853_c0_g1sp|P18615|NELFE_HUMANNELFE Negative elongation factor E OS=Homo sapiens GN=NELFE PE=1 SV=3100.00 0.00

TRINITY_DN23878_c0_g1sp|Q64459|CP3AB_MOUSECyp3a11 Cytochrome P450 3A11 OS=Mus musculus GN=Cyp3a11 PE=1 SV=1100.00 0.00

TRINITY_DN23878_c0_g2sp|Q64459|CP3AB_MOUSECyp3a11 Cytochrome P450 3A11 OS=Mus musculus GN=Cyp3a11 PE=1 SV=1100.00 0.00

TRINITY_DN23995_c0_g1sp|Q8K0E8|FIBB_MOUSEFgb Fibrinogen beta chain OS=Mus musculus GN=Fgb PE=1 SV=1100.00 0.00

TRINITY_DN23995_c0_g2sp|Q91X72|HEMO_MOUSEHpx Hemopexin OS=Mus musculus GN=Hpx PE=1 SV=2100.00 0.00

TRINITY_DN23995_c0_g3sp|Q91X72|HEMO_MOUSEHpx Hemopexin OS=Mus musculus GN=Hpx PE=1 SV=2100.00 0.00

TRINITY_DN23995_c0_g4sp|Q8K0E8|FIBB_MOUSEFgb Fibrinogen beta chain OS=Mus musculus GN=Fgb PE=1 SV=1100.00 0.00

TRINITY_DN23995_c0_g5sp|Q91X72|HEMO_MOUSEHpx Hemopexin OS=Mus musculus GN=Hpx PE=1 SV=2100.00 0.00

TRINITY_DN24049_c0_g1sp|Q9JHS9|CWC15_MOUSECwc15 Spliceosome-associated protein CWC15 homolog OS=Mus musculus GN=Cwc15 PE=1 SV=1100.00 0.00

TRINITY_DN2405_c0_g1sp|P05067|A4_HUMANAPP Amyloid beta A4 protein OS=Homo sapiens GN=APP PE=1 SV=3100.00 0.00

TRINITY_DN24068_c0_g2sp|O35459|ECH1_MOUSEEch1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Mus musculus GN=Ech1 PE=1 SV=1100.00 0.00

TRINITY_DN24174_c0_g1sp|Q9UKV3|ACINU_HUMANACIN1 Apoptotic chromatin condensation inducer in the nucleus OS=Homo sapiens GN=ACIN1 PE=1 SV=2100.00 0.00

TRINITY_DN24185_c0_g1sp|Q32KM2|C10_BOVIN- Protein C10 OS=Bos taurus PE=2 SV=1100.00 0.00

TRINITY_DN24185_c0_g2sp|Q32KM2|C10_BOVIN- Protein C10 OS=Bos taurus PE=2 SV=1100.00 0.00

TRINITY_DN2425_c0_g1sp|P18077|RL35A_HUMANRPL35A 60S ribosomal protein L35a OS=Homo sapiens GN=RPL35A PE=1 SV=2100.00 0.00

TRINITY_DN24402_c0_g2sp|P67868|CSK2B_BOVINCSNK2B Casein kinase II subunit beta OS=Bos taurus GN=CSNK2B PE=1 SV=1100.00 0.00

TRINITY_DN24440_c0_g2sp|P14927|QCR7_HUMANUQCRB Cytochrome b-c1 complex subunit 7 OS=Homo sapiens GN=UQCRB PE=1 SV=2100.00 0.00

TRINITY_DN24491_c0_g1sp|Q56JX8|RS13_BOVINRPS13 40S ribosomal protein S13 OS=Bos taurus GN=RPS13 PE=2 SV=3100.00 0.00

TRINITY_DN24491_c0_g2sp|Q56JX8|RS13_BOVINRPS13 40S ribosomal protein S13 OS=Bos taurus GN=RPS13 PE=2 SV=3100.00 0.00

TRINITY_DN24491_c0_g3sp|Q56JX8|RS13_BOVINRPS13 40S ribosomal protein S13 OS=Bos taurus GN=RPS13 PE=2 SV=3100.00 0.00

TRINITY_DN24501_c0_g1sp|P00514|KAP0_BOVINPRKAR1A cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Bos taurus GN=PRKAR1A PE=1 SV=2100.00 0.00

TRINITY_DN24519_c0_g1sp|A9JRC7|PP4CB_DANREppp4cb Serine/threonine-protein phosphatase 4 catalytic subunit B OS=Danio rerio GN=ppp4cb PE=2 SV=1100.00 0.00

TRINITY_DN2453_c0_g1sp|O14957|QCR10_HUMANUQCR11 Cytochrome b-c1 complex subunit 10 OS=Homo sapiens GN=UQCR11 PE=3 SV=1100.00 0.00

TRINITY_DN24616_c0_g1sp|P56537|IF6_HUMANEIF6 Eukaryotic translation initiation factor 6 OS=Homo sapiens GN=EIF6 PE=1 SV=1100.00 0.00

TRINITY_DN24620_c0_g1sp|P49591|SYSC_HUMANSARS Serine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=SARS PE=1 SV=3100.00 0.00

TRINITY_DN24853_c0_g1sp|Q62261|SPTB2_MOUSESptbn1 Spectrin beta chain, non-erythrocytic 1 OS=Mus musculus GN=Sptbn1 PE=1 SV=2100.00 0.00

TRINITY_DN24855_c0_g1sp|P60902|S10AA_BOVINS100A10 Protein S100-A10 OS=Bos taurus GN=S100A10 PE=1 SV=2100.00 0.00

TRINITY_DN2485_c0_g1sp|Q9QXT5|EGFL7_MOUSEEgfl7 Epidermal growth factor-like protein 7 OS=Mus musculus GN=Egfl7 PE=2 SV=2100.00 0.00

TRINITY_DN24928_c0_g1sp|P62318|SMD3_HUMANSNRPD3 Small nuclear ribonucleoprotein Sm D3 OS=Homo sapiens GN=SNRPD3 PE=1 SV=1100.00 0.00

TRINITY_DN25142_c0_g2sp|Q15046|SYK_HUMANKARS Lysine--tRNA ligase OS=Homo sapiens GN=KARS PE=1 SV=3100.00 0.00

TRINITY_DN25154_c0_g1sp|Q3MIC0|RL37A_BOVINRPL37A 60S ribosomal protein L37a OS=Bos taurus GN=RPL37A PE=3 SV=3100.00 0.00

TRINITY_DN25154_c0_g2sp|Q3MIC0|RL37A_BOVINRPL37A 60S ribosomal protein L37a OS=Bos taurus GN=RPL37A PE=3 SV=3100.00 0.00

TRINITY_DN25155_c0_g1sp|Q3T140|DLRB1_BOVINDYNLRB1 Dynein light chain roadblock-type 1 OS=Bos taurus GN=DYNLRB1 PE=3 SV=1100.00 0.00

TRINITY_DN25158_c0_g1sp|P46779|RL28_HUMANRPL28 60S ribosomal protein L28 OS=Homo sapiens GN=RPL28 PE=1 SV=3100.00 0.00

TRINITY_DN25158_c0_g2sp|P41105|RL28_MOUSERpl28 60S ribosomal protein L28 OS=Mus musculus GN=Rpl28 PE=1 SV=2100.00 0.00

TRINITY_DN25200_c1_g1sp|P04230|HB21_MOUSEH2-Eb1 H-2 class II histocompatibility antigen, E-B beta chain OS=Mus musculus GN=H2-Eb1 PE=1 SV=1100.00 0.00

TRINITY_DN25236_c0_g1sp|P59169|H33_ARATHHTR4 Histone H3.3 OS=Arabidopsis thaliana GN=HTR4 PE=1 SV=2100.00 0.00

TRINITY_DN25289_c0_g1sp|Q1RMV9|CNEP1_BOVINCTDNEP1 CTD nuclear envelope phosphatase 1 OS=Bos taurus GN=CTDNEP1 PE=2 SV=1100.00 0.00

TRINITY_DN25375_c0_g1sp|P49429|HPPD_MOUSEHpd 4-hydroxyphenylpyruvate dioxygenase OS=Mus musculus GN=Hpd PE=1 SV=3100.00 0.00



TRINITY_DN25426_c0_g2sp|Q32LA7|H2AV_BOVINH2AFV Histone H2A.V OS=Bos taurus GN=H2AFV PE=2 SV=3100.00 0.00

TRINITY_DN25453_c0_g1sp|Q56JX3|RL31_BOVINRPL31 60S ribosomal protein L31 OS=Bos taurus GN=RPL31 PE=2 SV=1100.00 0.00

TRINITY_DN25454_c0_g2sp|P99029|PRDX5_MOUSEPrdx5 Peroxiredoxin-5, mitochondrial OS=Mus musculus GN=Prdx5 PE=1 SV=2100.00 0.00

TRINITY_DN25487_c0_g1sp|Q14498|RBM39_HUMANRBM39 RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=2100.00 0.00

TRINITY_DN25487_c0_g2sp|Q14498|RBM39_HUMANRBM39 RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=2100.00 0.00

TRINITY_DN25535_c0_g1sp|Q3T003|RL18A_BOVINRPL18A 60S ribosomal protein L18a OS=Bos taurus GN=RPL18A PE=2 SV=1100.00 0.00

TRINITY_DN25535_c0_g2sp|P62717|RL18A_MOUSERpl18a 60S ribosomal protein L18a OS=Mus musculus GN=Rpl18a PE=1 SV=1100.00 0.00

TRINITY_DN25587_c0_g1sp|Q9R0H0|ACOX1_MOUSEAcox1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Mus musculus GN=Acox1 PE=1 SV=5100.00 0.00

TRINITY_DN25587_c1_g1sp|Q64458|CP2CT_MOUSECyp2c29 Cytochrome P450 2C29 OS=Mus musculus GN=Cyp2c29 PE=1 SV=2100.00 0.00

TRINITY_DN25665_c0_g2sp|P09103|PDIA1_MOUSEP4hb Protein disulfide-isomerase OS=Mus musculus GN=P4hb PE=1 SV=2100.00 0.00

TRINITY_DN25686_c0_g1sp|Q9UNE7|CHIP_HUMANSTUB1 E3 ubiquitin-protein ligase CHIP OS=Homo sapiens GN=STUB1 PE=1 SV=2100.00 0.00

TRINITY_DN25724_c0_g1sp|O43663|PRC1_HUMANPRC1 Protein regulator of cytokinesis 1 OS=Homo sapiens GN=PRC1 PE=1 SV=2100.00 0.00

TRINITY_DN25751_c0_g3sp|P04247|MYG_MOUSEMb Myoglobin OS=Mus musculus GN=Mb PE=1 SV=3100.00 0.00

TRINITY_DN25757_c0_g3sp|O75380|NDUS6_HUMANNDUFS6 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial OS=Homo sapiens GN=NDUFS6 PE=1 SV=1100.00 0.00

TRINITY_DN25855_c0_g1sp|Q3SZA5|SPSY_BOVINSMS Spermine synthase OS=Bos taurus GN=SMS PE=2 SV=1100.00 0.00

TRINITY_DN25886_c0_g2sp|Q9Y224|CN166_HUMANC14orf166UPF0568 protein C14orf166 OS=Homo sapiens GN=C14orf166 PE=1 SV=1100.00 0.00

TRINITY_DN258_c0_g1sp|P62265|RS14_CRIGRRPS14 40S ribosomal protein S14 OS=Cricetulus griseus GN=RPS14 PE=2 SV=3100.00 0.00

TRINITY_DN25935_c0_g1sp|O15539|RGS5_HUMANRGS5 Regulator of G-protein signaling 5 OS=Homo sapiens GN=RGS5 PE=1 SV=1100.00 0.00

TRINITY_DN2603_c0_g1sp|P0A9Y8|CSPC_ECO57cspC Cold shock-like protein CspC OS=Escherichia coli O157:H7 GN=cspC PE=3 SV=2100.00 0.00

TRINITY_DN26158_c0_g1sp|Q9UMX5|NENF_HUMANNENF Neudesin OS=Homo sapiens GN=NENF PE=1 SV=1100.00 0.00

TRINITY_DN26194_c0_g1sp|P55145|MANF_HUMANMANF Mesencephalic astrocyte-derived neurotrophic factor OS=Homo sapiens GN=MANF PE=1 SV=3100.00 0.00

TRINITY_DN26233_c0_g1sp|Q08211|DHX9_HUMANDHX9 ATP-dependent RNA helicase A OS=Homo sapiens GN=DHX9 PE=1 SV=4100.00 0.00

TRINITY_DN26312_c0_g1sp|Q3ZBT1|TERA_BOVINVCP Transitional endoplasmic reticulum ATPase OS=Bos taurus GN=VCP PE=2 SV=1100.00 0.00

TRINITY_DN26355_c0_g1sp|Q14094|CCNI_HUMANCCNI Cyclin-I OS=Homo sapiens GN=CCNI PE=2 SV=1100.00 0.00

TRINITY_DN26402_c0_g1sp|Q9DCW4|ETFB_MOUSEEtfb Electron transfer flavoprotein subunit beta OS=Mus musculus GN=Etfb PE=1 SV=3100.00 0.00

TRINITY_DN26779_c0_g1sp|P60033|CD81_HUMANCD81 CD81 antigen OS=Homo sapiens GN=CD81 PE=1 SV=1100.00 0.00

TRINITY_DN26782_c0_g2sp|P52597|HNRPF_HUMANHNRNPF Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens GN=HNRNPF PE=1 SV=3100.00 0.00

TRINITY_DN26782_c0_g3sp|Q9UBF6|RBX2_HUMANRNF7 RING-box protein 2 OS=Homo sapiens GN=RNF7 PE=1 SV=1100.00 0.00

TRINITY_DN26867_c0_g1sp|Q9BRG1|VPS25_HUMANVPS25 Vacuolar protein-sorting-associated protein 25 OS=Homo sapiens GN=VPS25 PE=1 SV=1100.00 0.00

TRINITY_DN27140_c0_g1sp|Q1RMJ6|RHOC_BOVINRHOC Rho-related GTP-binding protein RhoC OS=Bos taurus GN=RHOC PE=2 SV=1100.00 0.00

TRINITY_DN27151_c0_g1sp|Q3T030|PRS6B_BOVINPSMC4 26S protease regulatory subunit 6B OS=Bos taurus GN=PSMC4 PE=2 SV=1100.00 0.00

TRINITY_DN27195_c0_g1sp|A4FUI2|RUXE_BOVINSNRPE Small nuclear ribonucleoprotein E OS=Bos taurus GN=SNRPE PE=3 SV=1100.00 0.00

TRINITY_DN27236_c0_g1sp|P61282|NEDD8_BOVINNEDD8 NEDD8 OS=Bos taurus GN=NEDD8 PE=3 SV=1100.00 0.00

TRINITY_DN27260_c0_g1sp|Q32P79|RPB11_BOVINPOLR2J DNA-directed RNA polymerase II subunit RPB11 OS=Bos taurus GN=POLR2J PE=1 SV=1100.00 0.00

TRINITY_DN27293_c0_g1sp|Q01085|TIAR_HUMANTIAL1 Nucleolysin TIAR OS=Homo sapiens GN=TIAL1 PE=1 SV=1100.00 0.00

TRINITY_DN27322_c0_g1sp|Q2KIW6|PRS10_BOVINPSMC6 26S protease regulatory subunit 10B OS=Bos taurus GN=PSMC6 PE=2 SV=1100.00 0.00

TRINITY_DN27479_c0_g2sp|Q91WD5|NDUS2_MOUSENdufs2 NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial OS=Mus musculus GN=Ndufs2 PE=1 SV=1100.00 0.00

TRINITY_DN27495_c0_g1sp|Q3T051|RL39_BOVINRPL39 60S ribosomal protein L39 OS=Bos taurus GN=RPL39 PE=3 SV=3100.00 0.00

TRINITY_DN27512_c0_g1sp|P47879|IBP4_MOUSEIgfbp4 Insulin-like growth factor-binding protein 4 OS=Mus musculus GN=Igfbp4 PE=1 SV=2100.00 0.00

TRINITY_DN27546_c0_g1sp|P21614|VTDB_MOUSEGc Vitamin D-binding protein OS=Mus musculus GN=Gc PE=1 SV=2100.00 0.00

TRINITY_DN27605_c0_g1sp|P29174|CSDE1_CAVPOCSDE1 Cold shock domain-containing protein E1 (Fragment) OS=Cavia porcellus GN=CSDE1 PE=3 SV=1100.00 0.00

TRINITY_DN27612_c0_g2sp|P05202|AATM_MOUSEGot2 Aspartate aminotransferase, mitochondrial OS=Mus musculus GN=Got2 PE=1 SV=1100.00 0.00

TRINITY_DN27612_c0_g3sp|P05202|AATM_MOUSEGot2 Aspartate aminotransferase, mitochondrial OS=Mus musculus GN=Got2 PE=1 SV=1100.00 0.00

TRINITY_DN2768_c0_g1sp|Q62433|NDRG1_MOUSENdrg1 Protein NDRG1 OS=Mus musculus GN=Ndrg1 PE=1 SV=1100.00 0.00

TRINITY_DN27695_c0_g2sp|Q13263|TIF1B_HUMANTRIM28 Transcription intermediary factor 1-beta OS=Homo sapiens GN=TRIM28 PE=1 SV=5100.00 0.00

TRINITY_DN27695_c0_g3sp|P14635|CCNB1_HUMANCCNB1 G2/mitotic-specific cyclin-B1 OS=Homo sapiens GN=CCNB1 PE=1 SV=1100.00 0.00

TRINITY_DN27708_c0_g1sp|P50543|S10AB_MOUSES100a11 Protein S100-A11 OS=Mus musculus GN=S100a11 PE=1 SV=1100.00 0.00

TRINITY_DN27708_c0_g2sp|P31949|S10AB_HUMANS100A11 Protein S100-A11 OS=Homo sapiens GN=S100A11 PE=1 SV=2100.00 0.00

TRINITY_DN27714_c0_g1sp|P31939|PUR9_HUMANATIC Bifunctional purine biosynthesis protein PURH OS=Homo sapiens GN=ATIC PE=1 SV=3100.00 0.00

TRINITY_DN2773_c0_g1sp|P62871|GBB1_BOVINGNB1 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Bos taurus GN=GNB1 PE=1 SV=3100.00 0.00

TRINITY_DN27861_c0_g1sp|P53618|COPB_HUMANCOPB1 Coatomer subunit beta OS=Homo sapiens GN=COPB1 PE=1 SV=3100.00 0.00

TRINITY_DN27864_c0_g1sp|Q14011|CIRBP_HUMANCIRBP Cold-inducible RNA-binding protein OS=Homo sapiens GN=CIRBP PE=1 SV=1100.00 0.00

TRINITY_DN27887_c0_g1sp|P05556|ITB1_HUMANITGB1 Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=2100.00 0.00

TRINITY_DN28174_c0_g1sp|P84085|ARF5_HUMANARF5 ADP-ribosylation factor 5 OS=Homo sapiens GN=ARF5 PE=1 SV=2100.00 0.00

TRINITY_DN28193_c0_g1sp|Q9H6Y7|RN167_HUMANRNF167 E3 ubiquitin-protein ligase RNF167 OS=Homo sapiens GN=RNF167 PE=1 SV=1100.00 0.00

TRINITY_DN28211_c0_g3sp|P07339|CATD_HUMANCTSD Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=1100.00 0.00



TRINITY_DN28241_c0_g1sp|Q2VIR3|IF2GL_HUMANEIF2S3L Putative eukaryotic translation initiation factor 2 subunit 3-like protein OS=Homo sapiens GN=EIF2S3L PE=5 SV=2100.00 0.00

TRINITY_DN28264_c0_g1sp|P14866|HNRPL_HUMANHNRNPL Heterogeneous nuclear ribonucleoprotein L OS=Homo sapiens GN=HNRNPL PE=1 SV=2100.00 0.00

TRINITY_DN28508_c0_g1sp|Q3ZBH8|RS20_BOVINRPS20 40S ribosomal protein S20 OS=Bos taurus GN=RPS20 PE=3 SV=1100.00 0.00

TRINITY_DN28508_c0_g2sp|Q3T0M0|VPS29_BOVINVPS29 Vacuolar protein sorting-associated protein 29 OS=Bos taurus GN=VPS29 PE=2 SV=1100.00 0.00

TRINITY_DN28737_c0_g3sp|Q8WUW1|BRK1_HUMANBRK1 Protein BRICK1 OS=Homo sapiens GN=BRK1 PE=1 SV=1100.00 0.00

TRINITY_DN28738_c1_g3sp|Q5E9E6|RL10A_BOVINRPL10A 60S ribosomal protein L10a OS=Bos taurus GN=RPL10A PE=2 SV=3100.00 0.00

TRINITY_DN28825_c1_g1sp|P62846|RS15_CHICKRPS15 40S ribosomal protein S15 OS=Gallus gallus GN=RPS15 PE=2 SV=2100.00 0.00

TRINITY_DN28825_c1_g2sp|P62846|RS15_CHICKRPS15 40S ribosomal protein S15 OS=Gallus gallus GN=RPS15 PE=2 SV=2100.00 0.00

TRINITY_DN28867_c0_g2sp|O00303|EIF3F_HUMANEIF3F Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens GN=EIF3F PE=1 SV=1100.00 0.00

TRINITY_DN28934_c0_g1sp|P61223|RAP1B_BOVINRAP1B Ras-related protein Rap-1b OS=Bos taurus GN=RAP1B PE=2 SV=1100.00 0.00

TRINITY_DN2895_c0_g1sp|Q64445|COX8A_MOUSECox8a Cytochrome c oxidase subunit 8A, mitochondrial OS=Mus musculus GN=Cox8a PE=3 SV=1100.00 0.00

TRINITY_DN28979_c0_g1sp|Q9NZJ7|MTCH1_HUMANMTCH1 Mitochondrial carrier homolog 1 OS=Homo sapiens GN=MTCH1 PE=1 SV=1100.00 0.00

TRINITY_DN28979_c0_g2sp|Q9NZJ7|MTCH1_HUMANMTCH1 Mitochondrial carrier homolog 1 OS=Homo sapiens GN=MTCH1 PE=1 SV=1100.00 0.00

TRINITY_DN29023_c0_g1sp|O70251|EF1B_MOUSEEef1b Elongation factor 1-beta OS=Mus musculus GN=Eef1b PE=1 SV=5100.00 0.00

TRINITY_DN29023_c0_g2sp|P24534|EF1B_HUMANEEF1B2 Elongation factor 1-beta OS=Homo sapiens GN=EEF1B2 PE=1 SV=3100.00 0.00

TRINITY_DN29087_c0_g1sp|Q99LC5|ETFA_MOUSEEtfa Electron transfer flavoprotein subunit alpha, mitochondrial OS=Mus musculus GN=Etfa PE=1 SV=2100.00 0.00

TRINITY_DN2908_c0_g1sp|O43920|NDUS5_HUMANNDUFS5 NADH dehydrogenase [ubiquinone] iron-sulfur protein 5 OS=Homo sapiens GN=NDUFS5 PE=1 SV=3100.00 0.00

TRINITY_DN29105_c0_g1sp|Q56JU9|RS24_BOVINRPS24 40S ribosomal protein S24 OS=Bos taurus GN=RPS24 PE=2 SV=2100.00 0.00

TRINITY_DN29112_c0_g1sp|Q92804|RBP56_HUMANTAF15 TATA-binding protein-associated factor 2N OS=Homo sapiens GN=TAF15 PE=1 SV=1100.00 0.00

TRINITY_DN29136_c0_g2sp|Q945F4|IF5A2_MEDSA- Eukaryotic translation initiation factor 5A-2 OS=Medicago sativa PE=2 SV=1100.00 0.00

TRINITY_DN29162_c0_g2sp|Q1RMH8|SNX3_BOVINSNX3 Sorting nexin-3 OS=Bos taurus GN=SNX3 PE=2 SV=3100.00 0.00

TRINITY_DN29196_c0_g2sp|Q9Y679|AUP1_HUMANAUP1 Ancient ubiquitous protein 1 OS=Homo sapiens GN=AUP1 PE=1 SV=1100.00 0.00

TRINITY_DN29248_c0_g1sp|Q9H6Y7|RN167_HUMANRNF167 E3 ubiquitin-protein ligase RNF167 OS=Homo sapiens GN=RNF167 PE=1 SV=1100.00 0.00

TRINITY_DN29250_c0_g1sp|P52272|HNRPM_HUMANHNRNPM Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens GN=HNRNPM PE=1 SV=3100.00 0.00

TRINITY_DN29273_c0_g2sp|Q96KA5|CLP1L_HUMANCLPTM1L Cleft lip and palate transmembrane protein 1-like protein OS=Homo sapiens GN=CLPTM1L PE=1 SV=1100.00 0.00

TRINITY_DN29296_c0_g1sp|O55029|COPB2_MOUSECopb2 Coatomer subunit beta' OS=Mus musculus GN=Copb2 PE=1 SV=2100.00 0.00

TRINITY_DN29436_c0_g2sp|Q9Y639|NPTN_HUMANNPTN Neuroplastin OS=Homo sapiens GN=NPTN PE=1 SV=2100.00 0.00

TRINITY_DN29649_c0_g1sp|Q8VCH0|THIKB_MOUSEAcaa1b 3-ketoacyl-CoA thiolase B, peroxisomal OS=Mus musculus GN=Acaa1b PE=1 SV=1100.00 0.00

TRINITY_DN29649_c0_g2sp|Q921H8|THIKA_MOUSEAcaa1a 3-ketoacyl-CoA thiolase A, peroxisomal OS=Mus musculus GN=Acaa1a PE=1 SV=1100.00 0.00

TRINITY_DN29794_c0_g2sp|P56382|ATP5E_MOUSEAtp5e ATP synthase subunit epsilon, mitochondrial OS=Mus musculus GN=Atp5e PE=1 SV=2100.00 0.00

TRINITY_DN29794_c0_g5sp|Q3ZBP1|KCRS_BOVINCKMT2 Creatine kinase S-type, mitochondrial OS=Bos taurus GN=CKMT2 PE=2 SV=1100.00 0.00

TRINITY_DN29794_c0_g6sp|P50752|TNNT2_MOUSETnnt2 Troponin T, cardiac muscle OS=Mus musculus GN=Tnnt2 PE=1 SV=2100.00 0.00

TRINITY_DN29794_c0_g8sp|Q9D7N6|RM30_MOUSEMrpl30 39S ribosomal protein L30, mitochondrial OS=Mus musculus GN=Mrpl30 PE=1 SV=1100.00 0.00

TRINITY_DN29935_c0_g3sp|P11802|CDK4_HUMANCDK4 Cyclin-dependent kinase 4 OS=Homo sapiens GN=CDK4 PE=1 SV=2100.00 0.00

TRINITY_DN30016_c0_g1sp|P03246|E1BS_ADE05- E1B protein, small T-antigen OS=Human adenovirus C serotype 5 PE=1 SV=1100.00 0.00

TRINITY_DN30016_c0_g2sp|P03243|E1B55_ADE05- E1B 55 kDa protein OS=Human adenovirus C serotype 5 PE=1 SV=1100.00 0.00

TRINITY_DN30106_c0_g1sp|Q8R1H0|HOP_MOUSEHopx Homeodomain-only protein OS=Mus musculus GN=Hopx PE=1 SV=1100.00 0.00

TRINITY_DN30152_c0_g4sp|P45879|VDAC1_BOVINVDAC1 Voltage-dependent anion-selective channel protein 1 OS=Bos taurus GN=VDAC1 PE=1 SV=3100.00 0.00

TRINITY_DN30156_c0_g1sp|Q9UNL2|SSRG_HUMANSSR3 Translocon-associated protein subunit gamma OS=Homo sapiens GN=SSR3 PE=1 SV=1100.00 0.00

TRINITY_DN30156_c0_g2sp|Q3SZ87|SSRG_BOVINSSR3 Translocon-associated protein subunit gamma OS=Bos taurus GN=SSR3 PE=2 SV=1100.00 0.00

TRINITY_DN30195_c0_g1sp|P49207|RL34_HUMANRPL34 60S ribosomal protein L34 OS=Homo sapiens GN=RPL34 PE=1 SV=3100.00 0.00

TRINITY_DN30195_c0_g2sp|Q9D1R9|RL34_MOUSERpl34 60S ribosomal protein L34 OS=Mus musculus GN=Rpl34 PE=1 SV=2100.00 0.00

TRINITY_DN30259_c0_g1sp|P26368|U2AF2_HUMANU2AF2 Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2 PE=1 SV=4100.00 0.00

TRINITY_DN30279_c0_g2sp|P17095|HMGA1_MOUSEHmga1 High mobility group protein HMG-I/HMG-Y OS=Mus musculus GN=Hmga1 PE=1 SV=4100.00 0.00

TRINITY_DN30295_c0_g3sp|P52565|GDIR1_HUMANARHGDIA Rho GDP-dissociation inhibitor 1 OS=Homo sapiens GN=ARHGDIA PE=1 SV=3100.00 0.00

TRINITY_DN3036_c0_g1sp|Q3T0Z8|RUXF_BOVINSNRPF Small nuclear ribonucleoprotein F OS=Bos taurus GN=SNRPF PE=3 SV=2100.00 0.00

TRINITY_DN30408_c0_g2sp|Q862I1|RL24_BOVINRPL24 60S ribosomal protein L24 OS=Bos taurus GN=RPL24 PE=2 SV=2100.00 0.00

TRINITY_DN30408_c0_g3sp|Q862I1|RL24_BOVINRPL24 60S ribosomal protein L24 OS=Bos taurus GN=RPL24 PE=2 SV=2100.00 0.00

TRINITY_DN30421_c0_g1sp|P15626|GSTM2_MOUSEGstm2 Glutathione S-transferase Mu 2 OS=Mus musculus GN=Gstm2 PE=1 SV=2100.00 0.00

TRINITY_DN30497_c0_g1sp|Q3T0X5|PSA1_BOVINPSMA1 Proteasome subunit alpha type-1 OS=Bos taurus GN=PSMA1 PE=1 SV=1100.00 0.00

TRINITY_DN30686_c0_g2sp|P24549|AL1A1_MOUSEAldh1a1 Retinal dehydrogenase 1 OS=Mus musculus GN=Aldh1a1 PE=1 SV=5100.00 0.00

TRINITY_DN30686_c0_g3sp|P24549|AL1A1_MOUSEAldh1a1 Retinal dehydrogenase 1 OS=Mus musculus GN=Aldh1a1 PE=1 SV=5100.00 0.00

TRINITY_DN30699_c0_g2sp|Q9UND3|NPIA1_HUMANNPIPA1 Nuclear pore complex-interacting protein family member A1 OS=Homo sapiens GN=NPIPA1 PE=2 SV=3100.00 0.00

TRINITY_DN30700_c0_g1sp|P51174|ACADL_MOUSEAcadl Long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Mus musculus GN=Acadl PE=1 SV=2100.00 0.00

TRINITY_DN30700_c0_g2sp|P51174|ACADL_MOUSEAcadl Long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Mus musculus GN=Acadl PE=1 SV=2100.00 0.00

TRINITY_DN30700_c0_g3sp|P51174|ACADL_MOUSEAcadl Long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Mus musculus GN=Acadl PE=1 SV=2100.00 0.00



TRINITY_DN30755_c0_g1sp|P02521|ARLY1_CHICKASL1 Delta-1 crystallin OS=Gallus gallus GN=ASL1 PE=1 SV=2100.00 0.00

TRINITY_DN30886_c0_g2sp|P10605|CATB_MOUSECtsb Cathepsin B OS=Mus musculus GN=Ctsb PE=1 SV=2100.00 0.00

TRINITY_DN30957_c0_g1sp|Q56K14|RLA1_BOVINRPLP1 60S acidic ribosomal protein P1 OS=Bos taurus GN=RPLP1 PE=3 SV=1100.00 0.00

TRINITY_DN31016_c0_g1sp|Q9D6J6|NDUV2_MOUSENdufv2 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Mus musculus GN=Ndufv2 PE=1 SV=2100.00 0.00

TRINITY_DN31044_c0_g2sp|P61771|B2MG_GORGOB2M Beta-2-microglobulin OS=Gorilla gorilla gorilla GN=B2M PE=3 SV=1100.00 0.00

TRINITY_DN31095_c0_g1sp|P35268|RL22_HUMANRPL22 60S ribosomal protein L22 OS=Homo sapiens GN=RPL22 PE=1 SV=2100.00 0.00

TRINITY_DN31095_c0_g2sp|Q4R5I3|RL22_MACFARPL22 60S ribosomal protein L22 OS=Macaca fascicularis GN=RPL22 PE=2 SV=3100.00 0.00

TRINITY_DN31216_c0_g1sp|O62654|DESM_BOVINDES Desmin OS=Bos taurus GN=DES PE=2 SV=3100.00 0.00

TRINITY_DN31216_c0_g6sp|Q9CZU6|CISY_MOUSECs Citrate synthase, mitochondrial OS=Mus musculus GN=Cs PE=1 SV=1100.00 0.00

TRINITY_DN31220_c0_g10sp|P51667|MLRV_MOUSEMyl2 Myosin regulatory light chain 2, ventricular/cardiac muscle isoform OS=Mus musculus GN=Myl2 PE=1 SV=3100.00 0.00

TRINITY_DN31220_c0_g2sp|P61356|RL27_BOVINRPL27 60S ribosomal protein L27 OS=Bos taurus GN=RPL27 PE=2 SV=2100.00 0.00

TRINITY_DN31220_c0_g3sp|P61356|RL27_BOVINRPL27 60S ribosomal protein L27 OS=Bos taurus GN=RPL27 PE=2 SV=2100.00 0.00

TRINITY_DN31220_c0_g7sp|P18848|ATF4_HUMANATF4 Cyclic AMP-dependent transcription factor ATF-4 OS=Homo sapiens GN=ATF4 PE=1 SV=3100.00 0.00

TRINITY_DN31220_c0_g8sp|P61356|RL27_BOVINRPL27 60S ribosomal protein L27 OS=Bos taurus GN=RPL27 PE=2 SV=2100.00 0.00

TRINITY_DN31220_c0_g9sp|Q02566|MYH6_MOUSEMyh6 Myosin-6 OS=Mus musculus GN=Myh6 PE=1 SV=2100.00 0.00

TRINITY_DN31406_c0_g1sp|Q2KJ93|CDC42_BOVINCDC42 Cell division control protein 42 homolog OS=Bos taurus GN=CDC42 PE=1 SV=1100.00 0.00

TRINITY_DN31406_c0_g2sp|Q16YG0|CDC42_AEDAECdc42 Cdc42 homolog OS=Aedes aegypti GN=Cdc42 PE=3 SV=1100.00 0.00

TRINITY_DN31409_c0_g2sp|O88685|PRS6A_MOUSEPsmc3 26S protease regulatory subunit 6A OS=Mus musculus GN=Psmc3 PE=1 SV=2100.00 0.00

TRINITY_DN31419_c0_g1sp|P41252|SYIC_HUMANIARS Isoleucine--tRNA ligase, cytoplasmic OS=Homo sapiens GN=IARS PE=1 SV=2100.00 0.00

TRINITY_DN31424_c0_g1sp|P56395|CYB5_MOUSECyb5a Cytochrome b5 OS=Mus musculus GN=Cyb5a PE=1 SV=2100.00 0.00

TRINITY_DN31552_c0_g1sp|P20674|COX5A_HUMANCOX5A Cytochrome c oxidase subunit 5A, mitochondrial OS=Homo sapiens GN=COX5A PE=1 SV=2100.00 0.00

TRINITY_DN31562_c0_g1sp|Q3ZC67|PAIP2_BOVINPAIP2 Polyadenylate-binding protein-interacting protein 2 OS=Bos taurus GN=PAIP2 PE=2 SV=1100.00 0.00

TRINITY_DN31599_c0_g1sp|P08752|GNAI2_MOUSEGnai2 Guanine nucleotide-binding protein G(i) subunit alpha-2 OS=Mus musculus GN=Gnai2 PE=1 SV=5100.00 0.00

TRINITY_DN31612_c0_g3sp|Q3T0F4|RS10_BOVINRPS10 40S ribosomal protein S10 OS=Bos taurus GN=RPS10 PE=2 SV=1100.00 0.00

TRINITY_DN31612_c0_g4sp|Q99P72|RTN4_MOUSERtn4 Reticulon-4 OS=Mus musculus GN=Rtn4 PE=1 SV=2100.00 0.00

TRINITY_DN31704_c0_g1sp|P51410|RL9_MOUSERpl9 60S ribosomal protein L9 OS=Mus musculus GN=Rpl9 PE=2 SV=2100.00 0.00

TRINITY_DN31704_c0_g3sp|P32969|RL9_HUMANRPL9 60S ribosomal protein L9 OS=Homo sapiens GN=RPL9 PE=1 SV=1100.00 0.00

TRINITY_DN31770_c0_g2sp|P31930|QCR1_HUMANUQCRC1 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=3100.00 0.00

TRINITY_DN31770_c0_g3sp|P31930|QCR1_HUMANUQCRC1 Cytochrome b-c1 complex subunit 1, mitochondrial OS=Homo sapiens GN=UQCRC1 PE=1 SV=3100.00 0.00

TRINITY_DN31776_c0_g1sp|O88456|CPNS1_MOUSECapns1 Calpain small subunit 1 OS=Mus musculus GN=Capns1 PE=1 SV=1100.00 0.00

TRINITY_DN31790_c0_g1sp|Q3ZCF3|SKP1_BOVINSKP1 S-phase kinase-associated protein 1 OS=Bos taurus GN=SKP1 PE=2 SV=1100.00 0.00

TRINITY_DN32012_c0_g5sp|P27695|APEX1_HUMANAPEX1 DNA-(apurinic or apyrimidinic site) lyase OS=Homo sapiens GN=APEX1 PE=1 SV=2100.00 0.00

TRINITY_DN3209_c0_g1sp|Q9UNX3|RL26L_HUMANRPL26L1 60S ribosomal protein L26-like 1 OS=Homo sapiens GN=RPL26L1 PE=1 SV=1100.00 0.00

TRINITY_DN32123_c0_g4sp|P21333|FLNA_HUMANFLNA Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4100.00 0.00

TRINITY_DN32135_c0_g10sp|P22392|NDKB_HUMANNME2 Nucleoside diphosphate kinase B OS=Homo sapiens GN=NME2 PE=1 SV=1100.00 0.00

TRINITY_DN32135_c0_g11sp|P06703|S10A6_HUMANS100A6 Protein S100-A6 OS=Homo sapiens GN=S100A6 PE=1 SV=1100.00 0.00

TRINITY_DN32135_c0_g2sp|Q3T057|RL23_BOVINRPL23 60S ribosomal protein L23 OS=Bos taurus GN=RPL23 PE=2 SV=2100.00 0.00

TRINITY_DN32135_c0_g4sp|Q3T057|RL23_BOVINRPL23 60S ribosomal protein L23 OS=Bos taurus GN=RPL23 PE=2 SV=2100.00 0.00

TRINITY_DN32135_c0_g7sp|P32119|PRDX2_HUMANPRDX2 Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=5100.00 0.00

TRINITY_DN32144_c0_g1sp|P46778|RL21_HUMANRPL21 60S ribosomal protein L21 OS=Homo sapiens GN=RPL21 PE=1 SV=2100.00 0.00

TRINITY_DN32191_c0_g1sp|O43663|PRC1_HUMANPRC1 Protein regulator of cytokinesis 1 OS=Homo sapiens GN=PRC1 PE=1 SV=2100.00 0.00

TRINITY_DN32359_c0_g1sp|O43852|CALU_HUMANCALU Calumenin OS=Homo sapiens GN=CALU PE=1 SV=2100.00 0.00

TRINITY_DN32424_c0_g1sp|P04844|RPN2_HUMANRPN2 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Homo sapiens GN=RPN2 PE=1 SV=3100.00 0.00

TRINITY_DN32424_c0_g2sp|P04844|RPN2_HUMANRPN2 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Homo sapiens GN=RPN2 PE=1 SV=3100.00 0.00

TRINITY_DN32474_c0_g2sp|Q3T057|RL23_BOVINRPL23 60S ribosomal protein L23 OS=Bos taurus GN=RPL23 PE=2 SV=2100.00 0.00

TRINITY_DN32474_c0_g4sp|Q3T057|RL23_BOVINRPL23 60S ribosomal protein L23 OS=Bos taurus GN=RPL23 PE=2 SV=2100.00 0.00

TRINITY_DN32480_c0_g2sp|Q2KII4|ELOC_BOVINTCEB1 Transcription elongation factor B polypeptide 1 OS=Bos taurus GN=TCEB1 PE=3 SV=1100.00 0.00

TRINITY_DN32688_c0_g1sp|P61257|RL26_BOVINRPL26 60S ribosomal protein L26 OS=Bos taurus GN=RPL26 PE=2 SV=1100.00 0.00

TRINITY_DN32688_c0_g2sp|P61257|RL26_BOVINRPL26 60S ribosomal protein L26 OS=Bos taurus GN=RPL26 PE=2 SV=1100.00 0.00

TRINITY_DN32688_c0_g4sp|P61257|RL26_BOVINRPL26 60S ribosomal protein L26 OS=Bos taurus GN=RPL26 PE=2 SV=1100.00 0.00

TRINITY_DN32751_c0_g1sp|P26368|U2AF2_HUMANU2AF2 Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2 PE=1 SV=4100.00 0.00

TRINITY_DN32848_c0_g1sp|Q3T0R1|RS18_BOVINRPS18 40S ribosomal protein S18 OS=Bos taurus GN=RPS18 PE=2 SV=3100.00 0.00

TRINITY_DN32848_c0_g2sp|Q3T0R1|RS18_BOVINRPS18 40S ribosomal protein S18 OS=Bos taurus GN=RPS18 PE=2 SV=3100.00 0.00

TRINITY_DN32975_c0_g1sp|P36397|ARF1_ARATHARF1 ADP-ribosylation factor 1 OS=Arabidopsis thaliana GN=ARF1 PE=1 SV=2100.00 0.00

TRINITY_DN32975_c0_g6sp|P18085|ARF4_HUMANARF4 ADP-ribosylation factor 4 OS=Homo sapiens GN=ARF4 PE=1 SV=3100.00 0.00

TRINITY_DN33033_c0_g2sp|Q3T054|RAN_BOVINRAN GTP-binding nuclear protein Ran OS=Bos taurus GN=RAN PE=2 SV=3100.00 0.00



TRINITY_DN33053_c0_g2sp|Q24186|RS5A_DROMERpS5a 40S ribosomal protein S5a OS=Drosophila melanogaster GN=RpS5a PE=1 SV=1100.00 0.00

TRINITY_DN33053_c0_g3sp|Q5E988|RS5_BOVINRPS5 40S ribosomal protein S5 OS=Bos taurus GN=RPS5 PE=2 SV=3100.00 0.00

TRINITY_DN33073_c0_g2sp|P05787|K2C8_HUMANKRT8 Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=7100.00 0.00

TRINITY_DN33080_c0_g1sp|P60661|MYL6_BOVINMYL6 Myosin light polypeptide 6 OS=Bos taurus GN=MYL6 PE=2 SV=2100.00 0.00

TRINITY_DN330_c0_g1sp|Q15155|NOMO1_HUMANNOMO1 Nodal modulator 1 OS=Homo sapiens GN=NOMO1 PE=1 SV=5100.00 0.00

TRINITY_DN33118_c0_g1sp|P61287|PP1G_BOVINPPP1CC Serine/threonine-protein phosphatase PP1-gamma catalytic subunit OS=Bos taurus GN=PPP1CC PE=2 SV=1100.00 0.00

TRINITY_DN33118_c0_g2sp|P62137|PP1A_MOUSEPpp1ca Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Mus musculus GN=Ppp1ca PE=1 SV=1100.00 0.00

TRINITY_DN33179_c0_g1sp|P0C0S4|H2AZ_BOVINH2AFZ Histone H2A.Z OS=Bos taurus GN=H2AFZ PE=1 SV=2100.00 0.00

TRINITY_DN33179_c0_g3sp|Q27ID9|GAG_XMRV6gag Gag polyprotein OS=Xenotropic MuLV-related virus (isolate VP62) GN=gag PE=3 SV=1100.00 0.00

TRINITY_DN33179_c0_g6sp|P03355|POL_MLVMSgag-pol Gag-Pol polyprotein OS=Moloney murine leukemia virus (isolate Shinnick) GN=gag-pol PE=1 SV=4100.00 0.00

TRINITY_DN33228_c0_g1sp|Q969Q0|RL36L_HUMANRPL36AL 60S ribosomal protein L36a-like OS=Homo sapiens GN=RPL36AL PE=1 SV=3100.00 0.00

TRINITY_DN33228_c0_g2sp|Q3SZ59|RL36A_BOVINRPL36A 60S ribosomal protein L36a OS=Bos taurus GN=RPL36A PE=3 SV=3100.00 0.00

TRINITY_DN33228_c0_g3sp|Q3ZCK1|EIF3L_BOVINEIF3L Eukaryotic translation initiation factor 3 subunit L OS=Bos taurus GN=EIF3L PE=2 SV=1100.00 0.00

TRINITY_DN33228_c0_g4sp|Q3SZ59|RL36A_BOVINRPL36A 60S ribosomal protein L36a OS=Bos taurus GN=RPL36A PE=3 SV=3100.00 0.00

TRINITY_DN33271_c0_g1sp|Q3ZC55|ACTN2_BOVINACTN2 Alpha-actinin-2 OS=Bos taurus GN=ACTN2 PE=2 SV=1100.00 0.00

TRINITY_DN33271_c0_g2sp|O43707|ACTN4_HUMANACTN4 Alpha-actinin-4 OS=Homo sapiens GN=ACTN4 PE=1 SV=2100.00 0.00

TRINITY_DN33271_c0_g3sp|A5D7D1|ACTN4_BOVINACTN4 Alpha-actinin-4 OS=Bos taurus GN=ACTN4 PE=2 SV=1100.00 0.00

TRINITY_DN33318_c1_g13sp|Q01844|EWS_HUMANEWSR1 RNA-binding protein EWS OS=Homo sapiens GN=EWSR1 PE=1 SV=1100.00 0.00

TRINITY_DN33318_c1_g2sp|Q3T104|SC61G_BOVINSEC61G Protein transport protein Sec61 subunit gamma OS=Bos taurus GN=SEC61G PE=3 SV=1100.00 0.00

TRINITY_DN33318_c1_g3sp|P62424|RL7A_HUMANRPL7A 60S ribosomal protein L7a OS=Homo sapiens GN=RPL7A PE=1 SV=2100.00 0.00

TRINITY_DN33318_c1_g4sp|P12970|RL7A_MOUSERpl7a 60S ribosomal protein L7a OS=Mus musculus GN=Rpl7a PE=1 SV=2100.00 0.00

TRINITY_DN33318_c1_g5sp|P16110|LEG3_MOUSELgals3 Galectin-3 OS=Mus musculus GN=Lgals3 PE=1 SV=3100.00 0.00

TRINITY_DN33318_c1_g6sp|Q9Y3U8|RL36_HUMANRPL36 60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=3100.00 0.00

TRINITY_DN33318_c1_g8sp|Q3SZ62|PGAM1_BOVINPGAM1 Phosphoglycerate mutase 1 OS=Bos taurus GN=PGAM1 PE=2 SV=3100.00 0.00

TRINITY_DN33318_c1_g9sp|Q9Y3U8|RL36_HUMANRPL36 60S ribosomal protein L36 OS=Homo sapiens GN=RPL36 PE=1 SV=3100.00 0.00

TRINITY_DN33347_c0_g1sp|Q3T0D5|RL30_BOVINRPL30 60S ribosomal protein L30 OS=Bos taurus GN=RPL30 PE=3 SV=3100.00 0.00

TRINITY_DN33347_c0_g2sp|Q3T0D5|RL30_BOVINRPL30 60S ribosomal protein L30 OS=Bos taurus GN=RPL30 PE=3 SV=3100.00 0.00

TRINITY_DN33378_c0_g1sp|Q3MHP1|UB2L3_BOVINUBE2L3 Ubiquitin-conjugating enzyme E2 L3 OS=Bos taurus GN=UBE2L3 PE=2 SV=1100.00 0.00

TRINITY_DN33744_c0_g1sp|Q5E938|EIF1_BOVINEIF1 Eukaryotic translation initiation factor 1 OS=Bos taurus GN=EIF1 PE=3 SV=1100.00 0.00

TRINITY_DN33759_c2_g1sp|Q9CPQ8|ATP5L_MOUSEAtp5l ATP synthase subunit g, mitochondrial OS=Mus musculus GN=Atp5l PE=1 SV=1100.00 0.00

TRINITY_DN33759_c2_g12sp|Q2NKZ1|TCPH_BOVINCCT7 T-complex protein 1 subunit eta OS=Bos taurus GN=CCT7 PE=1 SV=1100.00 0.00

TRINITY_DN33759_c2_g9sp|Q61207|SAP_MOUSEPsap Prosaposin OS=Mus musculus GN=Psap PE=1 SV=2100.00 0.00

TRINITY_DN33769_c0_g1sp|Q3MHR7|ARPC2_BOVINARPC2 Actin-related protein 2/3 complex subunit 2 OS=Bos taurus GN=ARPC2 PE=1 SV=1100.00 0.00

TRINITY_DN33776_c1_g6sp|Q9Y266|NUDC_HUMANNUDC Nuclear migration protein nudC OS=Homo sapiens GN=NUDC PE=1 SV=1100.00 0.00

TRINITY_DN33822_c0_g1sp|Q9Z2E1|MBD2_MOUSEMbd2 Methyl-CpG-binding domain protein 2 OS=Mus musculus GN=Mbd2 PE=2 SV=2100.00 0.00

TRINITY_DN33822_c0_g2sp|Q06830|PRDX1_HUMANPRDX1 Peroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=1 SV=1100.00 0.00

TRINITY_DN33822_c0_g3sp|P01027|CO3_MOUSEC3 Complement C3 OS=Mus musculus GN=C3 PE=1 SV=3100.00 0.00

TRINITY_DN33822_c0_g4sp|Q06318|UTER_MOUSEScgb1a1 Uteroglobin OS=Mus musculus GN=Scgb1a1 PE=1 SV=1100.00 0.00

TRINITY_DN33822_c0_g7sp|P01027|CO3_MOUSEC3 Complement C3 OS=Mus musculus GN=C3 PE=1 SV=3100.00 0

TRINITY_DN33822_c1_g10sp|E9PV24|FIBA_MOUSEFga Fibrinogen alpha chain OS=Mus musculus GN=Fga PE=1 SV=1100.00 0.00

TRINITY_DN33822_c1_g12sp|Q61646|HPT_MOUSEHp Haptoglobin OS=Mus musculus GN=Hp PE=1 SV=1100.00 0.00

TRINITY_DN33822_c1_g13sp|P07759|SPA3K_MOUSESerpina3kSerine protease inhibitor A3K OS=Mus musculus GN=Serpina3k PE=1 SV=2100.00 0.00

TRINITY_DN33822_c1_g3sp|Q07020|RL18_HUMANRPL18 60S ribosomal protein L18 OS=Homo sapiens GN=RPL18 PE=1 SV=2100.00 0.00

TRINITY_DN33822_c1_g4sp|Q00623|APOA1_MOUSEApoa1 Apolipoprotein A-I OS=Mus musculus GN=Apoa1 PE=1 SV=2100.00 0.00

TRINITY_DN33822_c1_g5sp|P07724|ALBU_MOUSEAlb Serum albumin OS=Mus musculus GN=Alb PE=1 SV=3100.00 0

TRINITY_DN33822_c1_g6sp|Q8VCM7|FIBG_MOUSEFgg Fibrinogen gamma chain OS=Mus musculus GN=Fgg PE=1 SV=1100.00 0.00

TRINITY_DN33822_c1_g7sp|P07759|SPA3K_MOUSESerpina3kSerine protease inhibitor A3K OS=Mus musculus GN=Serpina3k PE=1 SV=2100.00 0.00

TRINITY_DN33822_c1_g8sp|P08226|APOE_MOUSEApoe Apolipoprotein E OS=Mus musculus GN=Apoe PE=1 SV=2100.00 0.00

TRINITY_DN33822_c1_g9sp|P35980|RL18_MOUSERpl18 60S ribosomal protein L18 OS=Mus musculus GN=Rpl18 PE=1 SV=3100.00 0.00

TRINITY_DN33839_c0_g2sp|P02088|HBB1_MOUSEHbb-b1 Hemoglobin subunit beta-1 OS=Mus musculus GN=Hbb-b1 PE=1 SV=2100.00 0.00

TRINITY_DN33967_c0_g2sp|P51991|ROA3_HUMANHNRNPA3 Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens GN=HNRNPA3 PE=1 SV=2100.00 0.00

TRINITY_DN34058_c0_g11sp|P79244|RL37_BOVINRPL37 60S ribosomal protein L37 OS=Bos taurus GN=RPL37 PE=3 SV=4100.00 0.00

TRINITY_DN34058_c0_g2sp|P39023|RL3_HUMANRPL3 60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=2100.00 0.00

TRINITY_DN34058_c0_g3sp|Q05AY2|EI3EA_XENLAeif3e-a Eukaryotic translation initiation factor 3 subunit E-A OS=Xenopus laevis GN=eif3e-a PE=2 SV=1100.00 0.00

TRINITY_DN34058_c0_g7sp|P79244|RL37_BOVINRPL37 60S ribosomal protein L37 OS=Bos taurus GN=RPL37 PE=3 SV=4100.00 0.00

TRINITY_DN34095_c0_g1sp|P05366|SAA1_MOUSESaa1 Serum amyloid A-1 protein OS=Mus musculus GN=Saa1 PE=1 SV=2100.00 0.00



TRINITY_DN34095_c0_g2sp|P04918|SAA3_MOUSESaa3 Serum amyloid A-3 protein OS=Mus musculus GN=Saa3 PE=1 SV=1100.00 0.00

TRINITY_DN3414_c0_g1sp|Q3SZ68|LTOR5_BOVINLAMTOR5 Ragulator complex protein LAMTOR5 OS=Bos taurus GN=LAMTOR5 PE=3 SV=1100.00 0.00

TRINITY_DN34215_c0_g2sp|P61014|PPLA_MOUSEPln Cardiac phospholamban OS=Mus musculus GN=Pln PE=1 SV=1100.00 0.00

TRINITY_DN34215_c0_g4sp|O55143|AT2A2_MOUSEAtp2a2 Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Mus musculus GN=Atp2a2 PE=1 SV=2100.00 0

TRINITY_DN34215_c0_g5sp|E2RKA8|RL32_CANLFRPL32 60S ribosomal protein L32 OS=Canis lupus familiaris GN=RPL32 PE=1 SV=1100.00 0.00

TRINITY_DN34237_c0_g2sp|P0CG85|UBI1P_NICSYUBI11 Polyubiquitin OS=Nicotiana sylvestris GN=UBI11 PE=2 SV=1100.00 0.00

TRINITY_DN34283_c0_g1sp|P48201|AT5G3_HUMANATP5G3 ATP synthase F(0) complex subunit C3, mitochondrial OS=Homo sapiens GN=ATP5G3 PE=2 SV=1100.00 0.00

TRINITY_DN34435_c1_g1sp|P21333|FLNA_HUMANFLNA Filamin-A OS=Homo sapiens GN=FLNA PE=1 SV=4100.00 0.00

TRINITY_DN34435_c1_g2sp|P23528|COF1_HUMANCFL1 Cofilin-1 OS=Homo sapiens GN=CFL1 PE=1 SV=3100.00 0.00

TRINITY_DN34435_c1_g4sp|P18760|COF1_MOUSECfl1 Cofilin-1 OS=Mus musculus GN=Cfl1 PE=1 SV=3100.00 0.00

TRINITY_DN34443_c0_g1sp|P61077|UB2D3_HUMANUBE2D3 Ubiquitin-conjugating enzyme E2 D3 OS=Homo sapiens GN=UBE2D3 PE=1 SV=1100.00 0.00

TRINITY_DN34443_c0_g5sp|P10923|OSTP_MOUSESpp1 Osteopontin OS=Mus musculus GN=Spp1 PE=1 SV=1100.00 0.00

TRINITY_DN34443_c0_g7sp|P10923|OSTP_MOUSESpp1 Osteopontin OS=Mus musculus GN=Spp1 PE=1 SV=1100.00 0.00

TRINITY_DN3445_c0_g1sp|Q01339|APOH_MOUSEApoh Beta-2-glycoprotein 1 OS=Mus musculus GN=Apoh PE=1 SV=1100.00 0.00

TRINITY_DN34467_c0_g1sp|Q42961|PGKH_TOBAC- Phosphoglycerate kinase, chloroplastic OS=Nicotiana tabacum PE=2 SV=1100.00 0.00

TRINITY_DN34485_c0_g4sp|P56381|ATP5E_HUMANATP5E ATP synthase subunit epsilon, mitochondrial OS=Homo sapiens GN=ATP5E PE=1 SV=2100.00 0.00

TRINITY_DN34501_c0_g1sp|Q5EAD6|RL15_BOVINRPL15 60S ribosomal protein L15 OS=Bos taurus GN=RPL15 PE=2 SV=3100.00 0.00

TRINITY_DN34503_c0_g3sp|Q2NKW0|BL1S1_BOVINBLOC1S1 Biogenesis of lysosome-related organelles complex 1 subunit 1 OS=Bos taurus GN=BLOC1S1 PE=2 SV=1100.00 0.00

TRINITY_DN34598_c0_g10sp|P36578|RL4_HUMANRPL4 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=5100.00 0.00

TRINITY_DN34598_c0_g2sp|P63171|DYLT1_BOVINDYNLT1 Dynein light chain Tctex-type 1 OS=Bos taurus GN=DYNLT1 PE=1 SV=1100.00 0.00

TRINITY_DN34598_c0_g4sp|Q3T169|RS3_BOVINRPS3 40S ribosomal protein S3 OS=Bos taurus GN=RPS3 PE=2 SV=1100.00 0.00

TRINITY_DN34598_c0_g7sp|E2RH47|RS3_CANLFRPS3 40S ribosomal protein S3 OS=Canis lupus familiaris GN=RPS3 PE=1 SV=1100.00 0.00

TRINITY_DN34627_c0_g1sp|P01892|1A02_HUMANHLA-A HLA class I histocompatibility antigen, A-2 alpha chain OS=Homo sapiens GN=HLA-A PE=1 SV=1100.00 0.00

TRINITY_DN34636_c1_g2sp|Q76N24|RS4X_CHLAERPS4X 40S ribosomal protein S4, X isoform OS=Chlorocebus aethiops GN=RPS4X PE=2 SV=3100.00 0.00

TRINITY_DN34636_c1_g6sp|Q76N24|RS4X_CHLAERPS4X 40S ribosomal protein S4, X isoform OS=Chlorocebus aethiops GN=RPS4X PE=2 SV=3100.00 0.00

TRINITY_DN34680_c0_g3sp|Q32PH8|EF1A2_BOVINEEF1A2 Elongation factor 1-alpha 2 OS=Bos taurus GN=EEF1A2 PE=2 SV=1100.00 0.00

TRINITY_DN34680_c0_g4sp|P29521|EF1A1_DAUCA- Elongation factor 1-alpha OS=Daucus carota PE=1 SV=1100.00 0.00

TRINITY_DN34688_c0_g1sp|P15880|RS2_HUMANRPS2 40S ribosomal protein S2 OS=Homo sapiens GN=RPS2 PE=1 SV=2100.00 0.00

TRINITY_DN34688_c0_g11sp|P11365|GAG_IPMAgag Retrovirus-related Gag polyprotein OS=Mouse intracisternal a-particle MIA14 GN=gag PE=3 SV=2100.00 0.00

TRINITY_DN34688_c0_g2sp|P25444|RS2_MOUSERps2 40S ribosomal protein S2 OS=Mus musculus GN=Rps2 PE=1 SV=3100.00 0.00

TRINITY_DN34688_c0_g3sp|P11365|GAG_IPMAgag Retrovirus-related Gag polyprotein OS=Mouse intracisternal a-particle MIA14 GN=gag PE=3 SV=2100.00 0.00

TRINITY_DN34688_c0_g4sp|P12894|POL_IPMAI- Probable Pol polyprotein OS=Mouse intracisternal a-particle IL3 PE=3 SV=1100.00 0.00

TRINITY_DN34688_c0_g6sp|P03975|IGEB_MOUSEIap IgE-binding protein OS=Mus musculus GN=Iap PE=2 SV=1100.00 0.00

TRINITY_DN34713_c0_g8sp|P56480|ATPB_MOUSEAtp5b ATP synthase subunit beta, mitochondrial OS=Mus musculus GN=Atp5b PE=1 SV=2100.00 0.00

TRINITY_DN34883_c0_g11sp|O75347|TBCA_HUMANTBCA Tubulin-specific chaperone A OS=Homo sapiens GN=TBCA PE=1 SV=3100.00 0.00

TRINITY_DN34883_c0_g8sp|P62938|PPIA_CHLAEPPIA Peptidyl-prolyl cis-trans isomerase A OS=Chlorocebus aethiops GN=PPIA PE=2 SV=2100.00 0.00

TRINITY_DN34883_c0_g9sp|P17742|PPIA_MOUSEPpia Peptidyl-prolyl cis-trans isomerase A OS=Mus musculus GN=Ppia PE=1 SV=2100.00 0.00

TRINITY_DN35028_c2_g4sp|P53478|ACT5_CHICK- Actin, cytoplasmic type 5 OS=Gallus gallus PE=3 SV=1100.00 0.00

TRINITY_DN35028_c2_g6sp|P53505|ACT5_XENLA- Actin, cytoplasmic type 5 OS=Xenopus laevis PE=3 SV=1100.00 0.00

TRINITY_DN35028_c2_g8sp|A5D7D1|ACTN4_BOVINACTN4 Alpha-actinin-4 OS=Bos taurus GN=ACTN4 PE=2 SV=1100.00 0.00

TRINITY_DN35033_c0_g1sp|P13639|EF2_HUMANEEF2 Elongation factor 2 OS=Homo sapiens GN=EEF2 PE=1 SV=4100.00 0

TRINITY_DN35085_c0_g1sp|P05141|ADT2_HUMANSLC25A5 ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=7100.00 0.00

TRINITY_DN35096_c1_g11sp|P14115|RL27A_MOUSERpl27a 60S ribosomal protein L27a OS=Mus musculus GN=Rpl27a PE=1 SV=5100.00 0.00

TRINITY_DN35096_c1_g3sp|P14625|ENPL_HUMANHSP90B1 Endoplasmin OS=Homo sapiens GN=HSP90B1 PE=1 SV=1100.00 0.00

TRINITY_DN35096_c1_g7sp|P46776|RL27A_HUMANRPL27A 60S ribosomal protein L27a OS=Homo sapiens GN=RPL27A PE=1 SV=2100.00 0.00

TRINITY_DN35103_c1_g11sp|Q3T0W9|RL19_BOVINRPL19 60S ribosomal protein L19 OS=Bos taurus GN=RPL19 PE=2 SV=1100.00 0.00

TRINITY_DN35103_c1_g9sp|Q3T0W9|RL19_BOVINRPL19 60S ribosomal protein L19 OS=Bos taurus GN=RPL19 PE=2 SV=1100.00 0.00

TRINITY_DN35138_c0_g5sp|P46777|RL5_HUMANRPL5 60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=3100.00 0.00

TRINITY_DN35240_c0_g3sp|Q9R0P3|ESTD_MOUSEEsd S-formylglutathione hydrolase OS=Mus musculus GN=Esd PE=1 SV=1100.00 0.00

TRINITY_DN35240_c0_g4sp|P27635|RL10_HUMANRPL10 60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=4100.00 0.00

TRINITY_DN35262_c1_g1sp|P31040|SDHA_HUMANSDHA Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Homo sapiens GN=SDHA PE=1 SV=2100.00 0.00

TRINITY_DN35262_c1_g2sp|Q8K2B3|SDHA_MOUSESdha Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Mus musculus GN=Sdha PE=1 SV=1100.00 0.00

TRINITY_DN35262_c1_g4sp|O14737|PDCD5_HUMANPDCD5 Programmed cell death protein 5 OS=Homo sapiens GN=PDCD5 PE=1 SV=3100.00 0.00

TRINITY_DN35262_c2_g1sp|Q8K2B3|SDHA_MOUSESdha Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Mus musculus GN=Sdha PE=1 SV=1100.00 0.00

TRINITY_DN35262_c2_g10sp|P00441|SODC_HUMANSOD1 Superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD1 PE=1 SV=2100.00 0.00

TRINITY_DN35262_c2_g11sp|P84175|RS12_CHICKRPS12 40S ribosomal protein S12 OS=Gallus gallus GN=RPS12 PE=1 SV=2100.00 0.00



TRINITY_DN35262_c2_g15sp|P19783|COX41_MOUSECox4i1 Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Mus musculus GN=Cox4i1 PE=1 SV=2100.00 0.00

TRINITY_DN35262_c2_g16sp|Q76I81|RS12_BOVINRPS12 40S ribosomal protein S12 OS=Bos taurus GN=RPS12 PE=2 SV=1100.00 0.00

TRINITY_DN35262_c2_g2sp|P04075|ALDOA_HUMANALDOA Fructose-bisphosphate aldolase A OS=Homo sapiens GN=ALDOA PE=1 SV=2100.00 0.00

TRINITY_DN35262_c2_g3sp|P08228|SODC_MOUSESod1 Superoxide dismutase [Cu-Zn] OS=Mus musculus GN=Sod1 PE=1 SV=2100.00 0.00

TRINITY_DN35262_c2_g5sp|Q76I81|RS12_BOVINRPS12 40S ribosomal protein S12 OS=Bos taurus GN=RPS12 PE=2 SV=1100.00 0.00

TRINITY_DN35262_c2_g6sp|P11672|NGAL_MOUSELcn2 Neutrophil gelatinase-associated lipocalin OS=Mus musculus GN=Lcn2 PE=1 SV=1100.00 0.00

TRINITY_DN35454_c0_g7sp|P11501|HS90A_CHICKHSP90AA1Heat shock protein HSP 90-alpha OS=Gallus gallus GN=HSP90AA1 PE=3 SV=3100.00 0.00

TRINITY_DN35474_c0_g4sp|P0CG72|UBI4P_SCHPOubi4 Polyubiquitin OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubi4 PE=1 SV=1100.00 0.00

TRINITY_DN35488_c1_g3sp|P54869|HMCS2_MOUSEHmgcs2 Hydroxymethylglutaryl-CoA synthase, mitochondrial OS=Mus musculus GN=Hmgcs2 PE=1 SV=2100.00 0.00

TRINITY_DN35522_c0_g1sp|P68200|RS27A_ICTPUrps27a Ubiquitin-40S ribosomal protein S27a OS=Ictalurus punctatus GN=rps27a PE=2 SV=2100.00 0.00

TRINITY_DN35522_c0_g3sp|P0CG85|UBI1P_NICSYUBI11 Polyubiquitin OS=Nicotiana sylvestris GN=UBI11 PE=2 SV=1100.00 0.00

TRINITY_DN35522_c0_g4sp|P0CG85|UBI1P_NICSYUBI11 Polyubiquitin OS=Nicotiana sylvestris GN=UBI11 PE=2 SV=1100.00 0.00

TRINITY_DN35589_c0_g4sp|Q16576|RBBP7_HUMANRBBP7 Histone-binding protein RBBP7 OS=Homo sapiens GN=RBBP7 PE=1 SV=1100.00 0.00

TRINITY_DN35589_c0_g6sp|P07858|CATB_HUMANCTSB Cathepsin B OS=Homo sapiens GN=CTSB PE=1 SV=3100.00 0.00

TRINITY_DN35606_c1_g2sp|P12956|XRCC6_HUMANXRCC6 X-ray repair cross-complementing protein 6 OS=Homo sapiens GN=XRCC6 PE=1 SV=2100.00 0.00

TRINITY_DN35606_c1_g5sp|P07356|ANXA2_MOUSEAnxa2 Annexin A2 OS=Mus musculus GN=Anxa2 PE=1 SV=2100.00 0.00

TRINITY_DN35606_c1_g7sp|P07355|ANXA2_HUMANANXA2 Annexin A2 OS=Homo sapiens GN=ANXA2 PE=1 SV=2100.00 0.00

TRINITY_DN35606_c1_g8sp|Q3SZI4|1433T_BOVINYWHAQ 14-3-3 protein theta OS=Bos taurus GN=YWHAQ PE=2 SV=1100.00 0.00

TRINITY_DN35606_c1_g9sp|P12956|XRCC6_HUMANXRCC6 X-ray repair cross-complementing protein 6 OS=Homo sapiens GN=XRCC6 PE=1 SV=2100.00 0.00

TRINITY_DN35717_c1_g4sp|Q3T0X6|RS16_BOVINRPS16 40S ribosomal protein S16 OS=Bos taurus GN=RPS16 PE=2 SV=3100.00 0.00

TRINITY_DN35750_c0_g1sp|P84048|H4_ACRASHis4 Histone H4 OS=Acrolepiopsis assectella GN=His4 PE=3 SV=2100.00 0.00

TRINITY_DN35780_c0_g10sp|P08221|CB21_CUCSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic (Fragment) OS=Cucumis sativus PE=2 SV=1100.00 0.00

TRINITY_DN35780_c0_g15sp|P12329|CB21_MAIZECAB1 Chlorophyll a-b binding protein 1, chloroplastic OS=Zea mays GN=CAB1 PE=3 SV=1100.00 0.00

TRINITY_DN35780_c0_g7sp|A2XJ35|CB23_ORYSIOsI_012078Chlorophyll a-b binding protein, chloroplastic OS=Oryza sativa subsp. indica GN=OsI_012078 PE=2 SV=1100.00 0.00

TRINITY_DN35780_c0_g9sp|Q37192|RBL_BARSOrbcL Ribulose bisphosphate carboxylase large chain OS=Bartlettina sordida GN=rbcL PE=3 SV=1100.00 0.00

TRINITY_DN35811_c2_g1sp|Q00994|BEX3_HUMANBEX3 Protein BEX3 OS=Homo sapiens GN=BEX3 PE=1 SV=1100.00 0.00

TRINITY_DN35840_c0_g1sp|P59271|R27AA_ARATHRPS27AA Ubiquitin-40S ribosomal protein S27a-1 OS=Arabidopsis thaliana GN=RPS27AA PE=2 SV=2100.00 0.00

TRINITY_DN35840_c0_g2sp|P0C224|RL40_NEUCRcrp-79 Ubiquitin-60S ribosomal protein L40 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=crp-79 PE=1 SV=2100.00 0.00

TRINITY_DN35840_c0_g3sp|P0CG85|UBI1P_NICSYUBI11 Polyubiquitin OS=Nicotiana sylvestris GN=UBI11 PE=2 SV=1100.00 0.00

TRINITY_DN35840_c0_g4sp|P0CG85|UBI1P_NICSYUBI11 Polyubiquitin OS=Nicotiana sylvestris GN=UBI11 PE=2 SV=1100.00 0.00

TRINITY_DN35840_c0_g5sp|P0CG85|UBI1P_NICSYUBI11 Polyubiquitin OS=Nicotiana sylvestris GN=UBI11 PE=2 SV=1100.00 0.00

TRINITY_DN35843_c0_g1sp|Q06055|AT5G2_HUMANATP5G2 ATP synthase F(0) complex subunit C2, mitochondrial OS=Homo sapiens GN=ATP5G2 PE=2 SV=1100.00 0.00

TRINITY_DN35843_c0_g5sp|Q9CR84|AT5G1_MOUSEAtp5g1 ATP synthase F(0) complex subunit C1, mitochondrial OS=Mus musculus GN=Atp5g1 PE=2 SV=1100.00 0.00

TRINITY_DN35857_c0_g4sp|P61585|RHOA_BOVINRHOA Transforming protein RhoA OS=Bos taurus GN=RHOA PE=1 SV=1100.00 0.00

TRINITY_DN35860_c0_g1sp|Q9H1E3|NUCKS_HUMANNUCKS1 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1 OS=Homo sapiens GN=NUCKS1 PE=1 SV=1100.00 0.00

TRINITY_DN35860_c0_g2sp|Q5E9F8|H33_BOVINH3F3A Histone H3.3 OS=Bos taurus GN=H3F3A PE=1 SV=3100.00 0.00

TRINITY_DN358_c0_g1sp|P50991|TCPD_HUMANCCT4 T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4100.00 0.00

TRINITY_DN35957_c0_g4sp|O00622|CYR61_HUMANCYR61 Protein CYR61 OS=Homo sapiens GN=CYR61 PE=1 SV=1100.00 0.00

TRINITY_DN35968_c0_g2sp|Q14320|FA50A_HUMANFAM50A Protein FAM50A OS=Homo sapiens GN=FAM50A PE=1 SV=2100.00 0.00

TRINITY_DN35991_c1_g3sp|P10103|HMGB1_BOVINHMGB1 High mobility group protein B1 OS=Bos taurus GN=HMGB1 PE=1 SV=3100.00 0.00

TRINITY_DN36042_c0_g1sp|P07145|CATA_IPOBA- Catalase OS=Ipomoea batatas PE=2 SV=1100.00 0.00

TRINITY_DN3617_c0_g1sp|P50238|CRIP1_HUMANCRIP1 Cysteine-rich protein 1 OS=Homo sapiens GN=CRIP1 PE=1 SV=3100.00 0.00

TRINITY_DN36277_c0_g1sp|P02792|FRIL_HUMANFTL Ferritin light chain OS=Homo sapiens GN=FTL PE=1 SV=2100.00 0.00

TRINITY_DN36277_c0_g2sp|P40936|INMT_MOUSEInmt Indolethylamine N-methyltransferase OS=Mus musculus GN=Inmt PE=1 SV=1100.00 0.00

TRINITY_DN36277_c0_g4sp|P35544|UBIM_HUMANFAU Ubiquitin-like protein FUBI OS=Homo sapiens GN=FAU PE=1 SV=1100.00 0.00

TRINITY_DN36277_c0_g5sp|P27773|PDIA3_MOUSEPdia3 Protein disulfide-isomerase A3 OS=Mus musculus GN=Pdia3 PE=1 SV=2100.00 0.00

TRINITY_DN36277_c0_g7sp|P35545|UBIM_MOUSEFau Ubiquitin-like protein FUBI OS=Mus musculus GN=Fau PE=1 SV=1100.00 0.00

TRINITY_DN36277_c0_g8sp|Q8JG64|PDIA3_CHICKPDIA3 Protein disulfide-isomerase A3 OS=Gallus gallus GN=PDIA3 PE=2 SV=1100.00 0.00

TRINITY_DN36277_c0_g9sp|P27773|PDIA3_MOUSEPdia3 Protein disulfide-isomerase A3 OS=Mus musculus GN=Pdia3 PE=1 SV=2100.00 0.00

TRINITY_DN36310_c1_g10sp|Q90593|GRP78_CHICKHSPA5 78 kDa glucose-regulated protein OS=Gallus gallus GN=HSPA5 PE=1 SV=1100.00 0.00

TRINITY_DN36310_c1_g2sp|P19120|HSP7C_BOVINHSPA8 Heat shock cognate 71 kDa protein OS=Bos taurus GN=HSPA8 PE=1 SV=2100.00 0.00

TRINITY_DN36310_c1_g5sp|P20029|GRP78_MOUSEHspa5 78 kDa glucose-regulated protein OS=Mus musculus GN=Hspa5 PE=1 SV=3100.00 0.00

TRINITY_DN36310_c1_g8sp|Q0VCX2|GRP78_BOVINHSPA5 78 kDa glucose-regulated protein OS=Bos taurus GN=HSPA5 PE=2 SV=1100.00 0.00

TRINITY_DN36326_c1_g7sp|P12074|CX6A1_HUMANCOX6A1 Cytochrome c oxidase subunit 6A1, mitochondrial OS=Homo sapiens GN=COX6A1 PE=1 SV=4100.00 0.00

TRINITY_DN36342_c1_g2sp|P13693|TCTP_HUMANTPT1 Translationally-controlled tumor protein OS=Homo sapiens GN=TPT1 PE=1 SV=1100.00 0.00

TRINITY_DN36342_c1_g5sp|P63028|TCTP_MOUSETpt1 Translationally-controlled tumor protein OS=Mus musculus GN=Tpt1 PE=1 SV=1100.00 0.00



TRINITY_DN36342_c1_g7sp|P02452|CO1A1_HUMANCOL1A1 Collagen alpha-1(I) chain OS=Homo sapiens GN=COL1A1 PE=1 SV=5100.00 0.00

TRINITY_DN36391_c0_g2sp|P50890|RSSA_CHICKRPSA 40S ribosomal protein SA OS=Gallus gallus GN=RPSA PE=3 SV=1100.00 0.00

TRINITY_DN36391_c0_g5sp|Q96C90|PP14B_HUMANPPP1R14BProtein phosphatase 1 regulatory subunit 14B OS=Homo sapiens GN=PPP1R14B PE=1 SV=3100.00 0.00

TRINITY_DN36391_c0_g8sp|P14206|RSSA_MOUSERpsa 40S ribosomal protein SA OS=Mus musculus GN=Rpsa PE=1 SV=4100.00 0.00

TRINITY_DN36391_c0_g9sp|Q4QY71|RSSA_SPAAUrpsa 40S ribosomal protein SA OS=Sparus aurata GN=rpsa PE=2 SV=2100.00 0.00

TRINITY_DN36449_c1_g10sp|P11983|TCPA_MOUSETcp1 T-complex protein 1 subunit alpha OS=Mus musculus GN=Tcp1 PE=1 SV=3100.00 0.00

TRINITY_DN36449_c1_g2sp|P09405|NUCL_MOUSENcl Nucleolin OS=Mus musculus GN=Ncl PE=1 SV=2100.00 0.00

TRINITY_DN36449_c1_g3sp|P62983|RS27A_MOUSERps27a Ubiquitin-40S ribosomal protein S27a OS=Mus musculus GN=Rps27a PE=1 SV=2100.00 0.00

TRINITY_DN36449_c1_g4sp|P0CG85|UBI1P_NICSYUBI11 Polyubiquitin OS=Nicotiana sylvestris GN=UBI11 PE=2 SV=1100.00 0.00

TRINITY_DN36449_c1_g5sp|P62992|RS27A_BOVINRPS27A Ubiquitin-40S ribosomal protein S27a OS=Bos taurus GN=RPS27A PE=1 SV=2100.00 0.00

TRINITY_DN36597_c0_g1sp|A2Q0Z1|HSP7C_HORSEHSPA8 Heat shock cognate 71 kDa protein OS=Equus caballus GN=HSPA8 PE=2 SV=1100.00 0.00

TRINITY_DN36597_c0_g4sp|P19378|HSP7C_CRIGRHSPA8 Heat shock cognate 71 kDa protein OS=Cricetulus griseus GN=HSPA8 PE=2 SV=1100.00 0.00

TRINITY_DN36622_c0_g1sp|P35979|RL12_MOUSERpl12 60S ribosomal protein L12 OS=Mus musculus GN=Rpl12 PE=1 SV=2100.00 0.00

TRINITY_DN36622_c0_g10sp|P61284|RL12_BOVINRPL12 60S ribosomal protein L12 OS=Bos taurus GN=RPL12 PE=2 SV=1100.00 0.00

TRINITY_DN36626_c0_g3sp|P17844|DDX5_HUMANDDX5 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=1100.00 0.00

TRINITY_DN36666_c0_g1sp|Q95L46|IF4G2_BOVINEIF4G2 Eukaryotic translation initiation factor 4 gamma 2 OS=Bos taurus GN=EIF4G2 PE=2 SV=2100.00 0.00

TRINITY_DN36666_c0_g10sp|Q95L46|IF4G2_BOVINEIF4G2 Eukaryotic translation initiation factor 4 gamma 2 OS=Bos taurus GN=EIF4G2 PE=2 SV=2100.00 0.00

TRINITY_DN36666_c0_g2sp|Q95L46|IF4G2_BOVINEIF4G2 Eukaryotic translation initiation factor 4 gamma 2 OS=Bos taurus GN=EIF4G2 PE=2 SV=2100.00 0.00

TRINITY_DN36666_c0_g3sp|Q95L46|IF4G2_BOVINEIF4G2 Eukaryotic translation initiation factor 4 gamma 2 OS=Bos taurus GN=EIF4G2 PE=2 SV=2100.00 0.00

TRINITY_DN36666_c0_g6sp|Q62448|IF4G2_MOUSEEif4g2 Eukaryotic translation initiation factor 4 gamma 2 OS=Mus musculus GN=Eif4g2 PE=1 SV=2100.00 0.00

TRINITY_DN36666_c0_g8sp|Q95L46|IF4G2_BOVINEIF4G2 Eukaryotic translation initiation factor 4 gamma 2 OS=Bos taurus GN=EIF4G2 PE=2 SV=2100.00 0.00

TRINITY_DN36752_c0_g9sp|P59271|R27AA_ARATHRPS27AA Ubiquitin-40S ribosomal protein S27a-1 OS=Arabidopsis thaliana GN=RPS27AA PE=2 SV=2100.00 0.00

TRINITY_DN36757_c0_g8sp|Q8VCT4|CES1D_MOUSECes1d Carboxylesterase 1D OS=Mus musculus GN=Ces1d PE=1 SV=1100.00 0.00

TRINITY_DN36760_c0_g1sp|Q5DU56|NLRC3_MOUSENlrc3 Protein NLRC3 OS=Mus musculus GN=Nlrc3 PE=2 SV=2100.00 0.00

TRINITY_DN36763_c0_g5sp|P08074|CBR2_MOUSECbr2 Carbonyl reductase [NADPH] 2 OS=Mus musculus GN=Cbr2 PE=1 SV=1100.00 0.00

TRINITY_DN36790_c0_g1sp|P20399|ACT2_XENTR- Actin, alpha cardiac muscle 2 OS=Xenopus tropicalis PE=2 SV=1100.00 0.00

TRINITY_DN36790_c0_g4sp|Q3ZC07|ACTC_BOVINACTC1 Actin, alpha cardiac muscle 1 OS=Bos taurus GN=ACTC1 PE=2 SV=1100.00 0.00

TRINITY_DN36790_c0_g7sp|P01034|CYTC_HUMANCST3 Cystatin-C OS=Homo sapiens GN=CST3 PE=1 SV=1100.00 0.00

TRINITY_DN36790_c0_g9sp|P62739|ACTA_BOVINACTA2 Actin, aortic smooth muscle OS=Bos taurus GN=ACTA2 PE=1 SV=1100.00 0.00

TRINITY_DN36801_c0_g2sp|P12710|FABPL_MOUSEFabp1 Fatty acid-binding protein, liver OS=Mus musculus GN=Fabp1 PE=1 SV=2100.00 0.00

TRINITY_DN36801_c0_g7sp|Q00724|RET4_MOUSERbp4 Retinol-binding protein 4 OS=Mus musculus GN=Rbp4 PE=1 SV=2100.00 0.00

TRINITY_DN36816_c0_g4sp|P51149|RAB7A_HUMANRAB7A Ras-related protein Rab-7a OS=Homo sapiens GN=RAB7A PE=1 SV=1100.00 0.00

TRINITY_DN36843_c1_g12sp|P23588|IF4B_HUMANEIF4B Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=2100.00 0.00

TRINITY_DN36855_c0_g2sp|P08670|VIME_HUMANVIM Vimentin OS=Homo sapiens GN=VIM PE=1 SV=4100.00 0.00

TRINITY_DN36862_c0_g2sp|Q9CR57|RL14_MOUSERpl14 60S ribosomal protein L14 OS=Mus musculus GN=Rpl14 PE=1 SV=3100.00 0.00

TRINITY_DN36926_c0_g4sp|P09867|ROA1_BOVINHNRNPA1 Heterogeneous nuclear ribonucleoprotein A1 OS=Bos taurus GN=HNRNPA1 PE=1 SV=2100.00 0.00

TRINITY_DN37023_c0_g1sp|Q2KHT7|RS27_BOVINRPS27 40S ribosomal protein S27 OS=Bos taurus GN=RPS27 PE=3 SV=3100.00 0.00

TRINITY_DN37023_c0_g8sp|Q969X5|ERGI1_HUMANERGIC1 Endoplasmic reticulum-Golgi intermediate compartment protein 1 OS=Homo sapiens GN=ERGIC1 PE=1 SV=1100.00 0.00

TRINITY_DN37089_c0_g6sp|P19338|NUCL_HUMANNCL Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=3100.00 0.00

TRINITY_DN37133_c0_g3sp|Q9BQ61|CS043_HUMANC19orf43Uncharacterized protein C19orf43 OS=Homo sapiens GN=C19orf43 PE=1 SV=1100.00 0.00

TRINITY_DN37240_c0_g6sp|A1A4K8|U2AF1_BOVINU2AF1 Splicing factor U2AF 35 kDa subunit OS=Bos taurus GN=U2AF1 PE=2 SV=1100.00 0.00

TRINITY_DN3724_c0_g1sp|Q15036|SNX17_HUMANSNX17 Sorting nexin-17 OS=Homo sapiens GN=SNX17 PE=1 SV=1100.00 0.00

TRINITY_DN37256_c0_g2sp|P13832|MRLCA_RATRlc-a Myosin regulatory light chain RLC-A OS=Rattus norvegicus GN=Rlc-a PE=2 SV=2100.00 0.00

TRINITY_DN37256_c0_g3sp|P24032|MLRN_CHICK- Myosin regulatory light chain 2, smooth muscle minor isoform OS=Gallus gallus PE=2 SV=2100.00 0.00

TRINITY_DN3735_c0_g1sp|P00860|DCOR_MOUSEOdc1 Ornithine decarboxylase OS=Mus musculus GN=Odc1 PE=1 SV=2100.00 0.00

TRINITY_DN37451_c0_g3sp|P97351|RS3A_MOUSERps3a 40S ribosomal protein S3a OS=Mus musculus GN=Rps3a PE=1 SV=3100.00 0.00

TRINITY_DN37451_c0_g7sp|Q56JV9|RS3A_BOVINRPS3A 40S ribosomal protein S3a OS=Bos taurus GN=RPS3A PE=2 SV=3100.00 0.00

TRINITY_DN37626_c1_g1sp|P60174|TPIS_HUMANTPI1 Triosephosphate isomerase OS=Homo sapiens GN=TPI1 PE=1 SV=3100.00 0.00

TRINITY_DN37626_c1_g12sp|Q9CQ69|QCR8_MOUSEUqcrq Cytochrome b-c1 complex subunit 8 OS=Mus musculus GN=Uqcrq PE=1 SV=3100.00 0.00

TRINITY_DN37626_c1_g16sp|P13549|EF1A0_XENLAeef1as Elongation factor 1-alpha, somatic form OS=Xenopus laevis GN=eef1as PE=2 SV=1100.00 0.00

TRINITY_DN37626_c1_g18sp|P13549|EF1A0_XENLAeef1as Elongation factor 1-alpha, somatic form OS=Xenopus laevis GN=eef1as PE=2 SV=1100.00 0.00

TRINITY_DN37626_c1_g19sp|P21550|ENOB_MOUSEEno3 Beta-enolase OS=Mus musculus GN=Eno3 PE=1 SV=3100.00 0.00

TRINITY_DN37626_c1_g5sp|Q9CQ69|QCR8_MOUSEUqcrq Cytochrome b-c1 complex subunit 8 OS=Mus musculus GN=Uqcrq PE=1 SV=3100.00 0.00

TRINITY_DN37723_c0_g5sp|Q14974|IMB1_HUMANKPNB1 Importin subunit beta-1 OS=Homo sapiens GN=KPNB1 PE=1 SV=2100.00 0.00

TRINITY_DN37767_c0_g8sp|P62877|RBX1_HUMANRBX1 E3 ubiquitin-protein ligase RBX1 OS=Homo sapiens GN=RBX1 PE=1 SV=1100.00 0.00

TRINITY_DN37781_c0_g10sp|Q62425|NDUA4_MOUSENdufa4 Cytochrome c oxidase subunit NDUFA4 OS=Mus musculus GN=Ndufa4 PE=1 SV=2100.00 0.00



TRINITY_DN37836_c0_g1sp|P18124|RL7_HUMANRPL7 60S ribosomal protein L7 OS=Homo sapiens GN=RPL7 PE=1 SV=1100.00 0.00

TRINITY_DN37836_c0_g2sp|Q2HJ60|ROA2_BOVINHNRNPA2B1Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Bos taurus GN=HNRNPA2B1 PE=2 SV=1100.00 0.00

TRINITY_DN37836_c0_g6sp|Q16543|CDC37_HUMANCDC37 Hsp90 co-chaperone Cdc37 OS=Homo sapiens GN=CDC37 PE=1 SV=1100.00 0.00

TRINITY_DN37836_c0_g9sp|P14148|RL7_MOUSERpl7 60S ribosomal protein L7 OS=Mus musculus GN=Rpl7 PE=1 SV=2100.00 0.00

TRINITY_DN37932_c0_g1sp|Q2KJI1|CKS2_BOVINCKS2 Cyclin-dependent kinases regulatory subunit 2 OS=Bos taurus GN=CKS2 PE=3 SV=1100.00 0.00

TRINITY_DN37932_c0_g2sp|P09411|PGK1_MOUSEPgk1 Phosphoglycerate kinase 1 OS=Mus musculus GN=Pgk1 PE=1 SV=4100.00 0.00

TRINITY_DN38083_c0_g3sp|Q921I1|TRFE_MOUSETf Serotransferrin OS=Mus musculus GN=Tf PE=1 SV=1100.00 0.00

TRINITY_DN38083_c0_g4sp|Q921I1|TRFE_MOUSETf Serotransferrin OS=Mus musculus GN=Tf PE=1 SV=1100.00 0.00

TRINITY_DN38083_c0_g5sp|Q921I1|TRFE_MOUSETf Serotransferrin OS=Mus musculus GN=Tf PE=1 SV=1100.00 0.00

TRINITY_DN38170_c0_g2sp|Q13347|EIF3I_HUMANEIF3I Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens GN=EIF3I PE=1 SV=1100.00 0.00

TRINITY_DN38170_c0_g3sp|Q5E966|EIF3I_BOVINEIF3I Eukaryotic translation initiation factor 3 subunit I OS=Bos taurus GN=EIF3I PE=2 SV=1100.00 0.00

TRINITY_DN38194_c0_g1sp|P00338|LDHA_HUMANLDHA L-lactate dehydrogenase A chain OS=Homo sapiens GN=LDHA PE=1 SV=2100.00 0.00

TRINITY_DN38194_c0_g10sp|Q3T0S6|RL8_BOVINRPL8 60S ribosomal protein L8 OS=Bos taurus GN=RPL8 PE=2 SV=3100.00 0.00

TRINITY_DN38194_c0_g5sp|P06132|DCUP_HUMANUROD Uroporphyrinogen decarboxylase OS=Homo sapiens GN=UROD PE=1 SV=2100.00 0.00

TRINITY_DN38194_c0_g9sp|Q3T0S6|RL8_BOVINRPL8 60S ribosomal protein L8 OS=Bos taurus GN=RPL8 PE=2 SV=3100.00 0.00

TRINITY_DN38394_c1_g1sp|P70081|H48_CHICKH4-VIII Histone H4 type VIII OS=Gallus gallus GN=H4-VIII PE=3 SV=3100.00 0.00

TRINITY_DN38394_c1_g3sp|P70081|H48_CHICKH4-VIII Histone H4 type VIII OS=Gallus gallus GN=H4-VIII PE=3 SV=3100.00 0.00

TRINITY_DN38394_c1_g5sp|P70081|H48_CHICKH4-VIII Histone H4 type VIII OS=Gallus gallus GN=H4-VIII PE=3 SV=3100.00 0.00

TRINITY_DN38431_c0_g1sp|Q3T0V4|RS11_BOVINRPS11 40S ribosomal protein S11 OS=Bos taurus GN=RPS11 PE=2 SV=3100.00 0.00

TRINITY_DN38431_c0_g2sp|Q3T0V4|RS11_BOVINRPS11 40S ribosomal protein S11 OS=Bos taurus GN=RPS11 PE=2 SV=3100.00 0.00

TRINITY_DN38477_c0_g10sp|Q32PH8|EF1A2_BOVINEEF1A2 Elongation factor 1-alpha 2 OS=Bos taurus GN=EEF1A2 PE=2 SV=1100.00 0.00

TRINITY_DN38477_c0_g2sp|P18687|CH60_CRIGRHSPD1 60 kDa heat shock protein, mitochondrial OS=Cricetulus griseus GN=HSPD1 PE=2 SV=1100.00 0.00

TRINITY_DN38477_c0_g3sp|P68103|EF1A1_BOVINEEF1A1 Elongation factor 1-alpha 1 OS=Bos taurus GN=EEF1A1 PE=1 SV=1100.00 0.00

TRINITY_DN38477_c0_g6sp|Q90835|EF1A_CHICKEEF1A Elongation factor 1-alpha 1 OS=Gallus gallus GN=EEF1A PE=2 SV=1100.00 0.00

TRINITY_DN38477_c0_g7sp|P07737|PROF1_HUMANPFN1 Profilin-1 OS=Homo sapiens GN=PFN1 PE=1 SV=2100.00 0.00

TRINITY_DN386_c0_g1sp|O00541|PESC_HUMANPES1 Pescadillo homolog OS=Homo sapiens GN=PES1 PE=1 SV=1100.00 0.00

TRINITY_DN3884_c0_g1sp|P15121|ALDR_HUMANAKR1B1 Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=3100.00 0.00

TRINITY_DN39006_c0_g7sp|P01837|IGKC_MOUSE- Ig kappa chain C region OS=Mus musculus PE=1 SV=1100.00 0.00

TRINITY_DN39047_c0_g1sp|Q76I82|RS15A_BOVINRPS15A 40S ribosomal protein S15a OS=Bos taurus GN=RPS15A PE=2 SV=1100.00 0.00

TRINITY_DN39047_c0_g2sp|Q76I82|RS15A_BOVINRPS15A 40S ribosomal protein S15a OS=Bos taurus GN=RPS15A PE=2 SV=1100.00 0.00

TRINITY_DN39047_c0_g6sp|P05388|RLA0_HUMANRPLP0 60S acidic ribosomal protein P0 OS=Homo sapiens GN=RPLP0 PE=1 SV=1100.00 0.00

TRINITY_DN39147_c0_g1sp|Q3SZ54|IF4A1_BOVINEIF4A1 Eukaryotic initiation factor 4A-I OS=Bos taurus GN=EIF4A1 PE=2 SV=1100.00 0.00

TRINITY_DN39289_c0_g2sp|P63258|ACTG_BOVINACTG1 Actin, cytoplasmic 2 OS=Bos taurus GN=ACTG1 PE=1 SV=1100.00 0.00

TRINITY_DN39398_c1_g2sp|Q3T122|EIF3D_BOVINEIF3D Eukaryotic translation initiation factor 3 subunit D OS=Bos taurus GN=EIF3D PE=2 SV=1100.00 0.00

TRINITY_DN39602_c0_g1sp|P81947|TBA1B_BOVIN- Tubulin alpha-1B chain OS=Bos taurus PE=1 SV=2100.00 0.00

TRINITY_DN39602_c0_g2sp|Q9Y2S0|RPAC2_HUMANPOLR1D DNA-directed RNA polymerases I and III subunit RPAC2 OS=Homo sapiens GN=POLR1D PE=1 SV=1100.00 0.00

TRINITY_DN39602_c0_g3sp|P81947|TBA1B_BOVIN- Tubulin alpha-1B chain OS=Bos taurus PE=1 SV=2100.00 0.00

TRINITY_DN39628_c2_g2sp|P63103|1433Z_BOVINYWHAZ 14-3-3 protein zeta/delta OS=Bos taurus GN=YWHAZ PE=1 SV=1100.00 0.00

TRINITY_DN39809_c1_g1sp|Q3SZF8|SMD2_BOVINSNRPD2 Small nuclear ribonucleoprotein Sm D2 OS=Bos taurus GN=SNRPD2 PE=3 SV=1100.00 0.00

TRINITY_DN39809_c1_g10sp|Q9D379|HYEP_MOUSEEphx1 Epoxide hydrolase 1 OS=Mus musculus GN=Ephx1 PE=1 SV=2100.00 0.00

TRINITY_DN39809_c1_g3sp|P0C6T2|OST4_HUMANOST4 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 4 OS=Homo sapiens GN=OST4 PE=1 SV=1100.00 0.00

TRINITY_DN39809_c1_g4sp|Q76LV1|HS90B_BOVINHSP90AB1Heat shock protein HSP 90-beta OS=Bos taurus GN=HSP90AB1 PE=2 SV=3100.00 0.00

TRINITY_DN39948_c1_g12sp|Q8VDN2|AT1A1_MOUSEAtp1a1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Mus musculus GN=Atp1a1 PE=1 SV=1100.00 0.00

TRINITY_DN39948_c1_g2sp|P05023|AT1A1_HUMANATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1100.00 0.00

TRINITY_DN39948_c1_g6sp|P05023|AT1A1_HUMANATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens GN=ATP1A1 PE=1 SV=1100.00 0.00

TRINITY_DN39_c0_g1sp|P15170|ERF3A_HUMANGSPT1 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A OS=Homo sapiens GN=GSPT1 PE=1 SV=1100.00 0.00

TRINITY_DN40287_c0_g1sp|Q06066|YBOX1_CHICKYBX1 Nuclease-sensitive element-binding protein 1 OS=Gallus gallus GN=YBX1 PE=2 SV=1100.00 0.00

TRINITY_DN40287_c0_g5sp|P67808|YBOX1_BOVINYBX1 Nuclease-sensitive element-binding protein 1 OS=Bos taurus GN=YBX1 PE=2 SV=3100.00 0.00

TRINITY_DN40335_c0_g8sp|Q9M6K1|DCAM_IPOBASAMDC S-adenosylmethionine decarboxylase proenzyme OS=Ipomoea batatas GN=SAMDC PE=2 SV=1100.00 0.00

TRINITY_DN40341_c0_g1sp|P16858|G3P_MOUSEGapdh Glyceraldehyde-3-phosphate dehydrogenase OS=Mus musculus GN=Gapdh PE=1 SV=2100.00 0.00

TRINITY_DN40341_c0_g10sp|P09528|FRIH_MOUSEFth1 Ferritin heavy chain OS=Mus musculus GN=Fth1 PE=1 SV=2100.00 0.00

TRINITY_DN40341_c0_g11sp|P08267|FRIH_CHICKFTH Ferritin heavy chain OS=Gallus gallus GN=FTH PE=2 SV=2100.00 0.00

TRINITY_DN40341_c0_g14sp|P02794|FRIH_HUMANFTH1 Ferritin heavy chain OS=Homo sapiens GN=FTH1 PE=1 SV=2100.00 0.00

TRINITY_DN40341_c0_g4sp|P04406|G3P_HUMANGAPDH Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=3100.00 0.00

TRINITY_DN40341_c0_g5sp|P08905|LYZ2_MOUSELyz2 Lysozyme C-2 OS=Mus musculus GN=Lyz2 PE=1 SV=2100.00 0.00

TRINITY_DN40341_c0_g7sp|P0DN34|NDUB1_MOUSENdufb1 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 1 OS=Mus musculus GN=Ndufb1 PE=3 SV=1100.00 0.00



TRINITY_DN40341_c0_g8sp|P00356|G3P_CHICKGAPDH Glyceraldehyde-3-phosphate dehydrogenase OS=Gallus gallus GN=GAPDH PE=2 SV=3100.00 0.00

TRINITY_DN40413_c0_g1sp|P19208|HSP7C_CAEBRhsp-3 Heat shock 70 kDa protein C OS=Caenorhabditis briggsae GN=hsp-3 PE=3 SV=2100.00 0.00

TRINITY_DN40470_c1_g3sp|P06454|PTMA_HUMANPTMA Prothymosin alpha OS=Homo sapiens GN=PTMA PE=1 SV=2100.00 0.00

TRINITY_DN4049_c0_g1sp|P50454|SERPH_HUMANSERPINH1Serpin H1 OS=Homo sapiens GN=SERPINH1 PE=1 SV=2100.00 0.00

TRINITY_DN40547_c0_g6sp|Q01650|LAT1_HUMANSLC7A5 Large neutral amino acids transporter small subunit 1 OS=Homo sapiens GN=SLC7A5 PE=1 SV=2100.00 0.00

TRINITY_DN40599_c0_g1sp|Q13243|SRSF5_HUMANSRSF5 Serine/arginine-rich splicing factor 5 OS=Homo sapiens GN=SRSF5 PE=1 SV=1100.00 0.00

TRINITY_DN40715_c0_g3sp|P51147|RAB5C_CANLFRAB5C Ras-related protein Rab-5C OS=Canis lupus familiaris GN=RAB5C PE=2 SV=1100.00 0.00

TRINITY_DN40715_c0_g5sp|P51148|RAB5C_HUMANRAB5C Ras-related protein Rab-5C OS=Homo sapiens GN=RAB5C PE=1 SV=2100.00 0.00

TRINITY_DN40787_c0_g2sp|P17655|CAN2_HUMANCAPN2 Calpain-2 catalytic subunit OS=Homo sapiens GN=CAPN2 PE=1 SV=6100.00 0.00

TRINITY_DN41055_c0_g12sp|A6H769|RS7_BOVINRPS7 40S ribosomal protein S7 OS=Bos taurus GN=RPS7 PE=2 SV=1100.00 0.00

TRINITY_DN41055_c0_g15sp|Q8IVG9|HUNIN_HUMANMT-RNR2 Humanin OS=Homo sapiens GN=MT-RNR2 PE=1 SV=1100.00 0.00

TRINITY_DN41055_c0_g4sp|A6H769|RS7_BOVINRPS7 40S ribosomal protein S7 OS=Bos taurus GN=RPS7 PE=2 SV=1100.00 0.00

TRINITY_DN41055_c0_g6sp|P61955|SUMO2_BOVINSUMO2 Small ubiquitin-related modifier 2 OS=Bos taurus GN=SUMO2 PE=3 SV=1100.00 0.00

TRINITY_DN41055_c0_g7sp|Q15084|PDIA6_HUMANPDIA6 Protein disulfide-isomerase A6 OS=Homo sapiens GN=PDIA6 PE=1 SV=1100.00 0.00

TRINITY_DN4117_c0_g1sp|Q9CXZ1|NDUS4_MOUSENdufs4 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Mus musculus GN=Ndufs4 PE=1 SV=3100.00 0.00

TRINITY_DN4119_c0_g1sp|P02457|CO1A1_CHICKCOL1A1 Collagen alpha-1(I) chain OS=Gallus gallus GN=COL1A1 PE=1 SV=3100.00 0.00

TRINITY_DN4122_c0_g1sp|P40240|CD9_MOUSECd9 CD9 antigen OS=Mus musculus GN=Cd9 PE=1 SV=2100.00 0.00

TRINITY_DN41328_c1_g7sp|Q3T133|TMED9_BOVINTMED9 Transmembrane emp24 domain-containing protein 9 OS=Bos taurus GN=TMED9 PE=1 SV=1100.00 0.00

TRINITY_DN41407_c0_g12sp|Q9CQA3|SDHB_MOUSESdhb Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Mus musculus GN=Sdhb PE=1 SV=1100.00 0.00

TRINITY_DN41407_c0_g14sp|Q9CQA3|SDHB_MOUSESdhb Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Mus musculus GN=Sdhb PE=1 SV=1100.00 0.00

TRINITY_DN41595_c0_g6sp|Q8JFP1|IF4A2_CHICKEIF4A2 Eukaryotic initiation factor 4A-II OS=Gallus gallus GN=EIF4A2 PE=2 SV=1100.00 0.00

TRINITY_DN41595_c0_g8sp|Q3SZ65|IF4A2_BOVINEIF4A2 Eukaryotic initiation factor 4A-II OS=Bos taurus GN=EIF4A2 PE=2 SV=1100.00 0.00

TRINITY_DN4162_c0_g1sp|P39748|FEN1_HUMANFEN1 Flap endonuclease 1 OS=Homo sapiens GN=FEN1 PE=1 SV=1100.00 0.00

TRINITY_DN4168_c0_g2sp|P47911|RL6_MOUSERpl6 60S ribosomal protein L6 OS=Mus musculus GN=Rpl6 PE=1 SV=3100.00 0.00

TRINITY_DN41724_c0_g7sp|Q66PJ3|AR6P4_HUMANARL6IP4 ADP-ribosylation factor-like protein 6-interacting protein 4 OS=Homo sapiens GN=ARL6IP4 PE=1 SV=2100.00 0.00

TRINITY_DN42061_c0_g2sp|O77627|JUN_BOVINJUN Transcription factor AP-1 OS=Bos taurus GN=JUN PE=2 SV=2100.00 0.00

TRINITY_DN42061_c0_g6sp|P12814|ACTN1_HUMANACTN1 Alpha-actinin-1 OS=Homo sapiens GN=ACTN1 PE=1 SV=2100.00 0.00

TRINITY_DN42123_c1_g6sp|P97371|PSME1_MOUSEPsme1 Proteasome activator complex subunit 1 OS=Mus musculus GN=Psme1 PE=1 SV=2100.00 0.00

TRINITY_DN4229_c0_g1sp|Q3V554|PSBA_ACOCLpsbA Photosystem II protein D1 OS=Acorus calamus GN=psbA PE=3 SV=1100.00 0.00

TRINITY_DN4229_c0_g2sp|Q3V554|PSBA_ACOCLpsbA Photosystem II protein D1 OS=Acorus calamus GN=psbA PE=3 SV=1100.00 0.00

TRINITY_DN42301_c1_g10sp|P11404|FABPH_MOUSEFabp3 Fatty acid-binding protein, heart OS=Mus musculus GN=Fabp3 PE=1 SV=5100.00 0.00

TRINITY_DN42301_c1_g3sp|Q6EWQ7|IF5A1_BOVINEIF5A Eukaryotic translation initiation factor 5A-1 OS=Bos taurus GN=EIF5A PE=2 SV=3100.00 0.00

TRINITY_DN42418_c0_g2sp|Q3ZC10|SMD1_BOVINSNRPD1 Small nuclear ribonucleoprotein Sm D1 OS=Bos taurus GN=SNRPD1 PE=3 SV=1100.00 0.00

TRINITY_DN42443_c0_g4sp|P45376|ALDR_MOUSEAkr1b1 Aldose reductase OS=Mus musculus GN=Akr1b1 PE=1 SV=3100.00 0.00

TRINITY_DN42751_c3_g1sp|P05556|ITB1_HUMANITGB1 Integrin beta-1 OS=Homo sapiens GN=ITGB1 PE=1 SV=2100.00 0.00

TRINITY_DN42751_c3_g10sp|O97555|GDIA_CANLFGDI1 Rab GDP dissociation inhibitor alpha OS=Canis lupus familiaris GN=GDI1 PE=2 SV=1100.00 0.00

TRINITY_DN42847_c2_g1sp|P13213|SPRC_BOVINSPARC SPARC OS=Bos taurus GN=SPARC PE=1 SV=2100.00 0.00

TRINITY_DN42990_c1_g1sp|O04386|TBB_CHLINTUBB Tubulin beta chain OS=Chlamydomonas incerta GN=TUBB PE=3 SV=1100.00 0.00

TRINITY_DN43126_c1_g8sp|P17918|PCNA_MOUSEPcna Proliferating cell nuclear antigen OS=Mus musculus GN=Pcna PE=1 SV=2100.00 0.00

TRINITY_DN43191_c0_g10sp|P26373|RL13_HUMANRPL13 60S ribosomal protein L13 OS=Homo sapiens GN=RPL13 PE=1 SV=4100.00 0.00

TRINITY_DN43191_c0_g11sp|P16045|LEG1_MOUSELgals1 Galectin-1 OS=Mus musculus GN=Lgals1 PE=1 SV=3100.00 0.00

TRINITY_DN43191_c0_g13sp|P09382|LEG1_HUMANLGALS1 Galectin-1 OS=Homo sapiens GN=LGALS1 PE=1 SV=2100.00 0.00

TRINITY_DN43191_c0_g3sp|P61286|PABP1_BOVINPABPC1 Polyadenylate-binding protein 1 OS=Bos taurus GN=PABPC1 PE=2 SV=1100.00 0.00

TRINITY_DN43191_c0_g5sp|P26373|RL13_HUMANRPL13 60S ribosomal protein L13 OS=Homo sapiens GN=RPL13 PE=1 SV=4100.00 0.00

TRINITY_DN43191_c0_g6sp|Q4R7Y4|GBLP_MACFAGNB2L1 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Macaca fascicularis GN=GNB2L1 PE=2 SV=3100.00 0.00

TRINITY_DN43191_c0_g7sp|P61286|PABP1_BOVINPABPC1 Polyadenylate-binding protein 1 OS=Bos taurus GN=PABPC1 PE=2 SV=1100.00 0.00

TRINITY_DN43191_c0_g8sp|P12277|KCRB_HUMANCKB Creatine kinase B-type OS=Homo sapiens GN=CKB PE=1 SV=1100.00 0.00

TRINITY_DN43492_c0_g5sp|A6QLG5|RS9_BOVINRPS9 40S ribosomal protein S9 OS=Bos taurus GN=RPS9 PE=2 SV=1100.00 0.00

TRINITY_DN43492_c0_g6sp|A6QLG5|RS9_BOVINRPS9 40S ribosomal protein S9 OS=Bos taurus GN=RPS9 PE=2 SV=1100.00 0.00

TRINITY_DN43492_c0_g9sp|A6QLG5|RS9_BOVINRPS9 40S ribosomal protein S9 OS=Bos taurus GN=RPS9 PE=2 SV=1100.00 0.00

TRINITY_DN43501_c0_g4sp|P03254|E1A_ADE02- Early E1A protein OS=Human adenovirus C serotype 2 PE=1 SV=1100.00 0.00

TRINITY_DN43632_c0_g1sp|Q3ZBR6|DSS1_BOVINSHFM1 26S proteasome complex subunit DSS1 OS=Bos taurus GN=SHFM1 PE=3 SV=1100.00 0.00

TRINITY_DN43688_c0_g13sp|Q32PA0|RU1C_BOVINSNRPC U1 small nuclear ribonucleoprotein C OS=Bos taurus GN=SNRPC PE=2 SV=2100.00 0.00

TRINITY_DN43688_c0_g2sp|P06733|ENOA_HUMANENO1 Alpha-enolase OS=Homo sapiens GN=ENO1 PE=1 SV=2100.00 0.00

TRINITY_DN43688_c0_g3sp|P17182|ENOA_MOUSEEno1 Alpha-enolase OS=Mus musculus GN=Eno1 PE=1 SV=3100.00 0.00

TRINITY_DN43688_c0_g5sp|P29341|PABP1_MOUSEPabpc1 Polyadenylate-binding protein 1 OS=Mus musculus GN=Pabpc1 PE=1 SV=2100.00 0.00



TRINITY_DN43743_c0_g1sp|Q5E958|RS8_BOVINRPS8 40S ribosomal protein S8 OS=Bos taurus GN=RPS8 PE=2 SV=3100.00 0.00

TRINITY_DN43743_c0_g5sp|Q5E958|RS8_BOVINRPS8 40S ribosomal protein S8 OS=Bos taurus GN=RPS8 PE=2 SV=3100.00 0.00

TRINITY_DN43743_c1_g1sp|P43347|TCTP_CHICKTPT1 Translationally-controlled tumor protein homolog OS=Gallus gallus GN=TPT1 PE=2 SV=1100.00 0.00

TRINITY_DN43807_c1_g3sp|Q99LC3|NDUAA_MOUSENdufa10 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10, mitochondrial OS=Mus musculus GN=Ndufa10 PE=1 SV=1100.00 0.00

TRINITY_DN43807_c1_g7sp|O95299|NDUAA_HUMANNDUFA10 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 10, mitochondrial OS=Homo sapiens GN=NDUFA10 PE=1 SV=1100.00 0.00

TRINITY_DN43921_c0_g1sp|P60712|ACTB_BOVINACTB Actin, cytoplasmic 1 OS=Bos taurus GN=ACTB PE=1 SV=1100.00 0.00

TRINITY_DN43921_c0_g8sp|P10987|ACT1_DROMEAct5C Actin-5C OS=Drosophila melanogaster GN=Act5C PE=1 SV=4100.00 0.00

TRINITY_DN4399_c0_g1sp|P18406|CYR61_MOUSECyr61 Protein CYR61 OS=Mus musculus GN=Cyr61 PE=1 SV=1100.00 0.00

TRINITY_DN44001_c0_g9sp|Q15155|NOMO1_HUMANNOMO1 Nodal modulator 1 OS=Homo sapiens GN=NOMO1 PE=1 SV=5100.00 0.00

TRINITY_DN44093_c0_g5sp|Q32PE0|RPAB2_BOVINPOLR2F DNA-directed RNA polymerases I, II, and III subunit RPABC2 OS=Bos taurus GN=POLR2F PE=1 SV=1100.00 0.00

TRINITY_DN44315_c0_g2sp|P50991|TCPD_HUMANCCT4 T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=4100.00 0.00

TRINITY_DN44342_c0_g2sp|P63314|TYB10_HORSETMSB10 Thymosin beta-10 OS=Equus caballus GN=TMSB10 PE=1 SV=2100.00 0.00

TRINITY_DN4454_c0_g1sp|Q3ZC89|MAP2_BOVINMETAP2 Methionine aminopeptidase 2 OS=Bos taurus GN=METAP2 PE=2 SV=1100.00 0.00

TRINITY_DN44592_c0_g3sp|Q3ZCK1|EIF3L_BOVINEIF3L Eukaryotic translation initiation factor 3 subunit L OS=Bos taurus GN=EIF3L PE=2 SV=1100.00 0.00

TRINITY_DN445_c0_g1sp|Q05816|FABP5_MOUSEFabp5 Fatty acid-binding protein, epidermal OS=Mus musculus GN=Fabp5 PE=1 SV=3100.00 0.00

TRINITY_DN44808_c0_g6sp|P11589|MUP2_MOUSEMup2 Major urinary protein 2 OS=Mus musculus GN=Mup2 PE=1 SV=1100.00 0.00

TRINITY_DN44922_c0_g8sp|Q9YH06|HMGB1_CHICKHMGB1 High mobility group protein B1 OS=Gallus gallus GN=HMGB1 PE=1 SV=1100.00 0.00

TRINITY_DN45050_c0_g10sp|Q98TF5|RL39_CHICKRPL39 60S ribosomal protein L39 OS=Gallus gallus GN=RPL39 PE=3 SV=1100.00 0.00

TRINITY_DN45050_c0_g11sp|Q3T051|RL39_BOVINRPL39 60S ribosomal protein L39 OS=Bos taurus GN=RPL39 PE=3 SV=3100.00 0.00

TRINITY_DN45050_c0_g2sp|P14174|MIF_HUMANMIF Macrophage migration inhibitory factor OS=Homo sapiens GN=MIF PE=1 SV=4100.00 0.00

TRINITY_DN45050_c0_g4sp|Q02960|MIF_CHICKMIF Macrophage migration inhibitory factor OS=Gallus gallus GN=MIF PE=3 SV=3100.00 0.00

TRINITY_DN45050_c0_g5sp|P34884|MIF_MOUSEMif Macrophage migration inhibitory factor OS=Mus musculus GN=Mif PE=1 SV=2100.00 0.00

TRINITY_DN4514_c0_g1sp|P34897|GLYM_HUMANSHMT2 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=3100.00 0.00

TRINITY_DN45187_c1_g4sp|P17980|PRS6A_HUMANPSMC3 26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=3100.00 0.00

TRINITY_DN45280_c0_g1sp|P35579|MYH9_HUMANMYH9 Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4100.00 0.00

TRINITY_DN45280_c0_g2sp|P12894|POL_IPMAI- Probable Pol polyprotein OS=Mouse intracisternal a-particle IL3 PE=3 SV=1100.00 0.00

TRINITY_DN45280_c0_g6sp|Q922Y1|UBXN1_MOUSEUbxn1 UBX domain-containing protein 1 OS=Mus musculus GN=Ubxn1 PE=1 SV=1100.00 0.00

TRINITY_DN45479_c1_g8sp|O14979|HNRDL_HUMANHNRNPDL Heterogeneous nuclear ribonucleoprotein D-like OS=Homo sapiens GN=HNRNPDL PE=1 SV=3100.00 0.00

TRINITY_DN45492_c0_g2sp|Q9DET5|TB15A_COTJA- Thymosin beta-15A homolog OS=Coturnix coturnix japonica PE=3 SV=3100.00 0.00

TRINITY_DN45613_c0_g5sp|O55128|SAP18_MOUSESap18 Histone deacetylase complex subunit SAP18 OS=Mus musculus GN=Sap18 PE=1 SV=1100.00 0.00

TRINITY_DN45957_c0_g4sp|Q99471|PFD5_HUMANPFDN5 Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=2100.00 0.00

TRINITY_DN46583_c1_g2sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=1100.00 0.00

TRINITY_DN46583_c1_g3sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=1100.00 0.00

TRINITY_DN46625_c0_g8sp|Q6NZ67|MZT2B_HUMANMZT2B Mitotic-spindle organizing protein 2B OS=Homo sapiens GN=MZT2B PE=1 SV=1100.00 0.00

TRINITY_DN4677_c0_g1sp|Q9M4Y3|RR10_MESCRRPS10 30S ribosomal protein S10, chloroplastic OS=Mesembryanthemum crystallinum GN=RPS10 PE=2 SV=1100.00 0.00

TRINITY_DN468_c0_g1sp|Q3ZBL0|RUXG_BOVINSNRPG Small nuclear ribonucleoprotein G OS=Bos taurus GN=SNRPG PE=3 SV=1100.00 0.00

TRINITY_DN46942_c0_g7sp|P47914|RL29_HUMANRPL29 60S ribosomal protein L29 OS=Homo sapiens GN=RPL29 PE=1 SV=2100.00 0.00

TRINITY_DN46942_c0_g9sp|P47915|RL29_MOUSERpl29 60S ribosomal protein L29 OS=Mus musculus GN=Rpl29 PE=2 SV=2100.00 0.00

TRINITY_DN47059_c0_g1sp|Q56JX5|RS25_BOVINRPS25 40S ribosomal protein S25 OS=Bos taurus GN=RPS25 PE=2 SV=1100.00 0.00

TRINITY_DN47059_c0_g3sp|Q56JX5|RS25_BOVINRPS25 40S ribosomal protein S25 OS=Bos taurus GN=RPS25 PE=2 SV=1100.00 0.00

TRINITY_DN4724_c0_g1sp|Q3SZ60|THOC7_BOVINTHOC7 THO complex subunit 7 homolog OS=Bos taurus GN=THOC7 PE=2 SV=1100.00 0.00

TRINITY_DN47298_c0_g1sp|Q9CY27|TECR_MOUSETecr Very-long-chain enoyl-CoA reductase OS=Mus musculus GN=Tecr PE=1 SV=1100.00 0.00

TRINITY_DN47451_c2_g1sp|A6X935|ITIH4_MOUSEItih4 Inter alpha-trypsin inhibitor, heavy chain 4 OS=Mus musculus GN=Itih4 PE=1 SV=2100.00 0.00

TRINITY_DN47451_c2_g2sp|Q9DBM2|ECHP_MOUSEEhhadh Peroxisomal bifunctional enzyme OS=Mus musculus GN=Ehhadh PE=1 SV=4100.00 0.00

TRINITY_DN47779_c0_g1sp|P70406|UCP2_MOUSEUcp2 Mitochondrial uncoupling protein 2 OS=Mus musculus GN=Ucp2 PE=1 SV=1100.00 0.00

TRINITY_DN47804_c2_g5sp|P33267|CP2F2_MOUSECyp2f2 Cytochrome P450 2F2 OS=Mus musculus GN=Cyp2f2 PE=1 SV=1100.00 0.00

TRINITY_DN47804_c2_g6sp|Q9JJI8|RL38_MOUSERpl38 60S ribosomal protein L38 OS=Mus musculus GN=Rpl38 PE=1 SV=3100.00 0.00

TRINITY_DN4798_c0_g1sp|P04711|CAPP1_MAIZEPEP1 Phosphoenolpyruvate carboxylase 1 OS=Zea mays GN=PEP1 PE=1 SV=2100.00 0.00

TRINITY_DN48162_c1_g3sp|Q9WVL7|CXL15_MOUSECxcl15 C-X-C motif chemokine 15 OS=Mus musculus GN=Cxcl15 PE=1 SV=1100.00 0.00

TRINITY_DN48185_c0_g2sp|Q71UM5|RS27L_HUMANRPS27L 40S ribosomal protein S27-like OS=Homo sapiens GN=RPS27L PE=1 SV=3100.00 0.00

TRINITY_DN48374_c5_g1sp|P02504|CRYAA_CHICKCRYAA Alpha-crystallin A chain OS=Gallus gallus GN=CRYAA PE=1 SV=2100.00 0.00

TRINITY_DN4850_c0_g1sp|P23588|IF4B_HUMANEIF4B Eukaryotic translation initiation factor 4B OS=Homo sapiens GN=EIF4B PE=1 SV=2100.00 0.00

TRINITY_DN48650_c0_g6sp|P61285|DYL1_BOVINDYNLL1 Dynein light chain 1, cytoplasmic OS=Bos taurus GN=DYNLL1 PE=1 SV=1100.00 0.00

TRINITY_DN48707_c0_g3sp|Q2KJD0|TBB5_BOVINTUBB5 Tubulin beta-5 chain OS=Bos taurus GN=TUBB5 PE=2 SV=1100.00 0.00

TRINITY_DN48707_c0_g6sp|P62265|RS14_CRIGRRPS14 40S ribosomal protein S14 OS=Cricetulus griseus GN=RPS14 PE=2 SV=3100.00 0.00

TRINITY_DN48707_c0_g7sp|Q2KJD0|TBB5_BOVINTUBB5 Tubulin beta-5 chain OS=Bos taurus GN=TUBB5 PE=2 SV=1100.00 0.00



TRINITY_DN48707_c0_g8sp|P62265|RS14_CRIGRRPS14 40S ribosomal protein S14 OS=Cricetulus griseus GN=RPS14 PE=2 SV=3100.00 0.00

TRINITY_DN48707_c0_g9sp|P62265|RS14_CRIGRRPS14 40S ribosomal protein S14 OS=Cricetulus griseus GN=RPS14 PE=2 SV=3100.00 0.00

TRINITY_DN48806_c0_g6sp|Q9JJW5|MYOZ2_MOUSEMyoz2 Myozenin-2 OS=Mus musculus GN=Myoz2 PE=1 SV=1100.00 0.00

TRINITY_DN48889_c0_g3sp|Q05519|SRS11_HUMANSRSF11 Serine/arginine-rich splicing factor 11 OS=Homo sapiens GN=SRSF11 PE=1 SV=1100.00 0.00

TRINITY_DN48989_c0_g5sp|P56701|PSMD2_BOVINPSMD2 26S proteasome non-ATPase regulatory subunit 2 OS=Bos taurus GN=PSMD2 PE=1 SV=2100.00 0.00

TRINITY_DN49087_c1_g10sp|P49748|ACADV_HUMANACADVL Very long-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Homo sapiens GN=ACADVL PE=1 SV=1100.00 0.00

TRINITY_DN49213_c1_g1sp|P14618|KPYM_HUMANPKM Pyruvate kinase PKM OS=Homo sapiens GN=PKM PE=1 SV=4100.00 0.00

TRINITY_DN49213_c1_g4sp|P00548|KPYM_CHICKPKM Pyruvate kinase PKM OS=Gallus gallus GN=PKM PE=2 SV=2100.00 0.00

TRINITY_DN49213_c1_g6sp|P52480|KPYM_MOUSEPkm Pyruvate kinase PKM OS=Mus musculus GN=Pkm PE=1 SV=4100.00 0.00

TRINITY_DN4924_c0_g1sp|A5D785|XPO2_BOVINCSE1L Exportin-2 OS=Bos taurus GN=CSE1L PE=2 SV=1100.00 0.00

TRINITY_DN49485_c0_g5sp|P68362|TBA1A_CRIGRTUBA1A Tubulin alpha-1A chain OS=Cricetulus griseus GN=TUBA1A PE=2 SV=1100.00 0.00

TRINITY_DN49485_c0_g6sp|P68362|TBA1A_CRIGRTUBA1A Tubulin alpha-1A chain OS=Cricetulus griseus GN=TUBA1A PE=2 SV=1100.00 0.00

TRINITY_DN49515_c0_g2sp|Q9CQZ6|NDUB3_MOUSENdufb3 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 3 OS=Mus musculus GN=Ndufb3 PE=1 SV=1100.00 0.00

TRINITY_DN49518_c0_g2sp|P0CG72|UBI4P_SCHPOubi4 Polyubiquitin OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubi4 PE=1 SV=1100.00 0.00

TRINITY_DN49518_c0_g7sp|P0CG77|UBIQD_DICDIubqD Polyubiquitin-D OS=Dictyostelium discoideum GN=ubqD PE=1 SV=1100.00 0.00

TRINITY_DN49639_c0_g3sp|P0DM41|ACT1_CAEELact-1 Actin-1 OS=Caenorhabditis elegans GN=act-1 PE=1 SV=1100.00 0.00

TRINITY_DN49639_c0_g4sp|P53478|ACT5_CHICK- Actin, cytoplasmic type 5 OS=Gallus gallus PE=3 SV=1100.00 0.00

TRINITY_DN49639_c0_g9sp|P0DM41|ACT1_CAEELact-1 Actin-1 OS=Caenorhabditis elegans GN=act-1 PE=1 SV=1100.00 0.00

TRINITY_DN49933_c0_g2sp|P06748|NPM_HUMANNPM1 Nucleophosmin OS=Homo sapiens GN=NPM1 PE=1 SV=2100.00 0.00

TRINITY_DN49933_c0_g9sp|Q61937|NPM_MOUSENpm1 Nucleophosmin OS=Mus musculus GN=Npm1 PE=1 SV=1100.00 0.00

TRINITY_DN5001_c0_g1sp|Q9H773|DCTP1_HUMANDCTPP1 dCTP pyrophosphatase 1 OS=Homo sapiens GN=DCTPP1 PE=1 SV=1100.00 0.00

TRINITY_DN5009_c0_g1sp|P55884|EIF3B_HUMANEIF3B Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=3100.00 0.00

TRINITY_DN50216_c0_g3sp|P11155|PPDK1_MAIZEPPDK1 Pyruvate, phosphate dikinase 1, chloroplastic OS=Zea mays GN=PPDK1 PE=1 SV=2100.00 0.00

TRINITY_DN50344_c2_g1sp|P26641|EF1G_HUMANEEF1G Elongation factor 1-gamma OS=Homo sapiens GN=EEF1G PE=1 SV=3100.00 0.00

TRINITY_DN50450_c0_g2sp|Q9FFC0|H2B10_ARATHAt5g22880Histone H2B.10 OS=Arabidopsis thaliana GN=At5g22880 PE=1 SV=3100.00 0.00

TRINITY_DN50614_c0_g3sp|Q8BJM7|TYW1_MOUSETyw1 S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase OS=Mus musculus GN=Tyw1 PE=1 SV=1100.00 0.00

TRINITY_DN50624_c0_g1sp|P19253|RL13A_MOUSERpl13a 60S ribosomal protein L13a OS=Mus musculus GN=Rpl13a PE=1 SV=4100.00 0.00

TRINITY_DN50624_c0_g3sp|P40429|RL13A_HUMANRPL13A 60S ribosomal protein L13a OS=Homo sapiens GN=RPL13A PE=1 SV=2100.00 0.00

TRINITY_DN50786_c2_g4sp|P68140|ACTSA_TAKRUacta1a Actin, alpha skeletal muscle A OS=Takifugu rubripes GN=acta1a PE=2 SV=1100.00 0.00

TRINITY_DN50830_c0_g2sp|P31786|ACBP_MOUSEDbi Acyl-CoA-binding protein OS=Mus musculus GN=Dbi PE=1 SV=2100.00 0.00

TRINITY_DN5095_c0_g1sp|P07686|HEXB_HUMANHEXB Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=3100.00 0.00

TRINITY_DN5102_c0_g1sp|P01834|IGKC_HUMANIGKC Ig kappa chain C region OS=Homo sapiens GN=IGKC PE=1 SV=1100.00 0.00

TRINITY_DN51080_c0_g2sp|Q05421|CP2E1_MOUSECyp2e1 Cytochrome P450 2E1 OS=Mus musculus GN=Cyp2e1 PE=1 SV=1100.00 0.00

TRINITY_DN51248_c0_g1sp|P62261|1433E_BOVINYWHAE 14-3-3 protein epsilon OS=Bos taurus GN=YWHAE PE=2 SV=1100.00 0.00

TRINITY_DN51248_c0_g3sp|P20065|TYB4_MOUSETmsb4x Thymosin beta-4 OS=Mus musculus GN=Tmsb4x PE=1 SV=1100.00 0.00

TRINITY_DN51248_c0_g6sp|Q3T087|RL11_BOVINRPL11 60S ribosomal protein L11 OS=Bos taurus GN=RPL11 PE=2 SV=3100.00 0.00

TRINITY_DN51338_c2_g8sp|Q5ZLN1|PGAM1_CHICKPGAM1 Phosphoglycerate mutase 1 OS=Gallus gallus GN=PGAM1 PE=1 SV=3100.00 0.00

TRINITY_DN51357_c1_g5sp|P07203|GPX1_HUMANGPX1 Glutathione peroxidase 1 OS=Homo sapiens GN=GPX1 PE=1 SV=4100.00 0.00

TRINITY_DN51357_c1_g9sp|P11352|GPX1_MOUSEGpx1 Glutathione peroxidase 1 OS=Mus musculus GN=Gpx1 PE=1 SV=2100.00 0.00

TRINITY_DN51393_c0_g3sp|P56701|PSMD2_BOVINPSMD2 26S proteasome non-ATPase regulatory subunit 2 OS=Bos taurus GN=PSMD2 PE=1 SV=2100.00 0.00

TRINITY_DN513_c0_g1sp|Q3ZC55|ACTN2_BOVINACTN2 Alpha-actinin-2 OS=Bos taurus GN=ACTN2 PE=2 SV=1100.00 0.00

TRINITY_DN5153_c0_g1sp|P22695|QCR2_HUMANUQCRC2 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Homo sapiens GN=UQCRC2 PE=1 SV=3100.00 0.00

TRINITY_DN51963_c2_g11sp|P80316|TCPE_MOUSECct5 T-complex protein 1 subunit epsilon OS=Mus musculus GN=Cct5 PE=1 SV=1100.00 0.00

TRINITY_DN52418_c0_g2sp|P20904|ACT_VOLCA- Actin OS=Volvox carteri PE=3 SV=1100.00 0.00

TRINITY_DN52632_c3_g12sp|P19788|MGP_MOUSEMgp Matrix Gla protein OS=Mus musculus GN=Mgp PE=3 SV=1100.00 0.00

TRINITY_DN52632_c3_g13sp|P50405|PSPB_MOUSESftpb Pulmonary surfactant-associated protein B OS=Mus musculus GN=Sftpb PE=1 SV=1100.00 0.00

TRINITY_DN52632_c3_g5sp|P50405|PSPB_MOUSESftpb Pulmonary surfactant-associated protein B OS=Mus musculus GN=Sftpb PE=1 SV=1100.00 0.00

TRINITY_DN52722_c0_g1sp|P97361|BPIA1_MOUSEBpifa1 BPI fold-containing family A member 1 OS=Mus musculus GN=Bpifa1 PE=1 SV=3100.00 0.00

TRINITY_DN52763_c0_g1sp|O15379|HDAC3_HUMANHDAC3 Histone deacetylase 3 OS=Homo sapiens GN=HDAC3 PE=1 SV=2100.00 0.00

TRINITY_DN52764_c0_g1sp|P08629|THIO_CHICKTXN Thioredoxin OS=Gallus gallus GN=TXN PE=3 SV=2100.00 0.00

TRINITY_DN52799_c0_g1sp|P20810|ICAL_HUMANCAST Calpastatin OS=Homo sapiens GN=CAST PE=1 SV=4100.00 0.00

TRINITY_DN52823_c0_g1sp|Q2HJ23|MLP3A_BOVINMAP1LC3AMicrotubule-associated proteins 1A/1B light chain 3A OS=Bos taurus GN=MAP1LC3A PE=2 SV=1100.00 0.00

TRINITY_DN52832_c0_g1sp|Q6PBK3|RS28_DANRErps28 40S ribosomal protein S28 OS=Danio rerio GN=rps28 PE=3 SV=1100.00 0.00

TRINITY_DN52855_c0_g1sp|Q9BZJ4|S2539_HUMANSLC25A39Solute carrier family 25 member 39 OS=Homo sapiens GN=SLC25A39 PE=2 SV=2100.00 0.00

TRINITY_DN52941_c0_g1sp|P20152|VIME_MOUSEVim Vimentin OS=Mus musculus GN=Vim PE=1 SV=3100.00 0.00

TRINITY_DN52954_c0_g1sp|P10599|THIO_HUMANTXN Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=3100.00 0.00



TRINITY_DN52956_c0_g1sp|Q5T653|RM02_HUMANMRPL2 39S ribosomal protein L2, mitochondrial OS=Homo sapiens GN=MRPL2 PE=1 SV=2100.00 0.00

TRINITY_DN52959_c0_g1sp|P62276|RS29_BOVINRPS29 40S ribosomal protein S29 OS=Bos taurus GN=RPS29 PE=3 SV=2100.00 0.00

TRINITY_DN52977_c0_g1sp|Q61398|PCOC1_MOUSEPcolce Procollagen C-endopeptidase enhancer 1 OS=Mus musculus GN=Pcolce PE=1 SV=2100.00 0.00

TRINITY_DN53038_c0_g1sp|A5YKK6|CNOT1_HUMANCNOT1 CCR4-NOT transcription complex subunit 1 OS=Homo sapiens GN=CNOT1 PE=1 SV=2100.00 0.00

TRINITY_DN53107_c0_g1sp|Q0MQC8|NDUB2_GORGONDUFB2 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 2, mitochondrial OS=Gorilla gorilla gorilla GN=NDUFB2 PE=3 SV=1100.00 0.00

TRINITY_DN53155_c0_g1sp|P56379|68MP_MOUSEMp68 6.8 kDa mitochondrial proteolipid OS=Mus musculus GN=Mp68 PE=1 SV=1100.00 0.00

TRINITY_DN53162_c0_g1sp|Q06185|ATP5I_MOUSEAtp5i ATP synthase subunit e, mitochondrial OS=Mus musculus GN=Atp5i PE=1 SV=2100.00 0.00

TRINITY_DN53166_c0_g1sp|Q08857|CD36_MOUSECd36 Platelet glycoprotein 4 OS=Mus musculus GN=Cd36 PE=1 SV=2100.00 0.00

TRINITY_DN53197_c0_g1sp|P34928|APOC1_MOUSEApoc1 Apolipoprotein C-I OS=Mus musculus GN=Apoc1 PE=1 SV=1100.00 0.00

TRINITY_DN53353_c0_g1sp|Q92597|NDRG1_HUMANNDRG1 Protein NDRG1 OS=Homo sapiens GN=NDRG1 PE=1 SV=1100.00 0.00

TRINITY_DN53390_c0_g1sp|A1L5A6|ADRM1_BOVINADRM1 Proteasomal ubiquitin receptor ADRM1 OS=Bos taurus GN=ADRM1 PE=2 SV=1100.00 0.00

TRINITY_DN53533_c0_g1sp|Q3ZC55|ACTN2_BOVINACTN2 Alpha-actinin-2 OS=Bos taurus GN=ACTN2 PE=2 SV=1100.00 0.00

TRINITY_DN53541_c0_g1sp|P43023|CX6A2_MOUSECox6a2 Cytochrome c oxidase subunit 6A2, mitochondrial OS=Mus musculus GN=Cox6a2 PE=1 SV=2100.00 0.00

TRINITY_DN53545_c0_g1sp|P01215|GLHA_HUMANCGA Glycoprotein hormones alpha chain OS=Homo sapiens GN=CGA PE=1 SV=1100.00 0.00

TRINITY_DN53557_c0_g1sp|P32046|RL37A_CHICKRPL37A 60S ribosomal protein L37a OS=Gallus gallus GN=RPL37A PE=3 SV=2100.00 0.00

TRINITY_DN53569_c0_g1sp|Q56JV1|RS26_BOVINRPS26 40S ribosomal protein S26 OS=Bos taurus GN=RPS26 PE=3 SV=3100.00 0.00

TRINITY_DN53606_c0_g1sp|Q32L53|LFG1_BOVINGRINA Protein lifeguard 1 OS=Bos taurus GN=GRINA PE=2 SV=1100.00 0.00

TRINITY_DN53617_c0_g1sp|P97372|PSME2_MOUSEPsme2 Proteasome activator complex subunit 2 OS=Mus musculus GN=Psme2 PE=1 SV=4100.00 0.00

TRINITY_DN53638_c0_g1sp|O89053|COR1A_MOUSECoro1a Coronin-1A OS=Mus musculus GN=Coro1a PE=1 SV=5100.00 0.00

TRINITY_DN53640_c0_g1sp|P09960|LKHA4_HUMANLTA4H Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=2100.00 0.00

TRINITY_DN53648_c0_g1sp|P07711|CATL1_HUMANCTSL Cathepsin L1 OS=Homo sapiens GN=CTSL PE=1 SV=2100.00 0.00

TRINITY_DN53655_c0_g1sp|P07268|PRZN_SERME- Serralysin OS=Serratia marcescens (strain ATCC 21074 / E-15) PE=1 SV=2100.00 0.00

TRINITY_DN53684_c0_g1sp|P34897|GLYM_HUMANSHMT2 Serine hydroxymethyltransferase, mitochondrial OS=Homo sapiens GN=SHMT2 PE=1 SV=3100.00 0.00

TRINITY_DN53766_c0_g1sp|P28799|GRN_HUMANGRN Granulins OS=Homo sapiens GN=GRN PE=1 SV=2100.00 0.00

TRINITY_DN53768_c0_g1sp|Q56JV1|RS26_BOVINRPS26 40S ribosomal protein S26 OS=Bos taurus GN=RPS26 PE=3 SV=3100.00 0.00

TRINITY_DN53773_c0_g1sp|Q9UBB4|ATX10_HUMANATXN10 Ataxin-10 OS=Homo sapiens GN=ATXN10 PE=1 SV=1100.00 0.00

TRINITY_DN53784_c0_g1sp|O88833|CP4AA_MOUSECyp4a10 Cytochrome P450 4A10 OS=Mus musculus GN=Cyp4a10 PE=2 SV=2100.00 0.00

TRINITY_DN53788_c0_g1sp|O00483|NDUA4_HUMANNDUFA4 Cytochrome c oxidase subunit NDUFA4 OS=Homo sapiens GN=NDUFA4 PE=1 SV=1100.00 0.00

TRINITY_DN53796_c0_g1sp|Q920H1|SG3A2_MOUSEScgb3a2 Secretoglobin family 3A member 2 OS=Mus musculus GN=Scgb3a2 PE=2 SV=1100.00 0.00

TRINITY_DN53820_c0_g1sp|Q32PB9|RL38_BOVINRPL38 60S ribosomal protein L38 OS=Bos taurus GN=RPL38 PE=3 SV=4100.00 0.00

TRINITY_DN53839_c0_g1sp|Q0MQB9|NDUAB_GORGONDUFA11 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 11 OS=Gorilla gorilla gorilla GN=NDUFA11 PE=2 SV=3100.00 0.00

TRINITY_DN53846_c0_g1sp|Q9UHD8|SEPT9_HUMANSEPT9 Septin-9 OS=Homo sapiens GN=SEPT9 PE=1 SV=2100.00 0.00

TRINITY_DN53878_c0_g1sp|P01851|TCB2_MOUSE- T-cell receptor beta-2 chain C region OS=Mus musculus PE=1 SV=1100.00 0.00

TRINITY_DN53882_c0_g1sp|Q24JY1|RL23A_BOVINRPL23A 60S ribosomal protein L23a OS=Bos taurus GN=RPL23A PE=2 SV=1100.00 0.00

TRINITY_DN53922_c0_g1sp|O75792|RNH2A_HUMANRNASEH2ARibonuclease H2 subunit A OS=Homo sapiens GN=RNASEH2A PE=1 SV=2100.00 0.00

TRINITY_DN53940_c0_g1sp|P56392|CX7A1_MOUSECox7a1 Cytochrome c oxidase subunit 7A1, mitochondrial OS=Mus musculus GN=Cox7a1 PE=1 SV=1100.00 0.00

TRINITY_DN53947_c0_g1sp|Q9NX40|OCAD1_HUMANOCIAD1 OCIA domain-containing protein 1 OS=Homo sapiens GN=OCIAD1 PE=1 SV=1100.00 0.00

TRINITY_DN53948_c0_g1sp|P30536|TSPO_HUMANTSPO Translocator protein OS=Homo sapiens GN=TSPO PE=1 SV=3100.00 0.00

TRINITY_DN53959_c0_g1sp|P62276|RS29_BOVINRPS29 40S ribosomal protein S29 OS=Bos taurus GN=RPS29 PE=3 SV=2100.00 0.00

TRINITY_DN53961_c0_g1sp|P07309|TTHY_MOUSETtr Transthyretin OS=Mus musculus GN=Ttr PE=1 SV=1100.00 0.00

TRINITY_DN53970_c0_g1sp|Q96A73|P33MX_HUMANKIAA1191Putative monooxygenase p33MONOX OS=Homo sapiens GN=KIAA1191 PE=1 SV=1100.00 0.00

TRINITY_DN53977_c0_g1sp|P12399|CTL2A_MOUSECtla2a Protein CTLA-2-alpha OS=Mus musculus GN=Ctla2a PE=2 SV=2100.00 0.00

TRINITY_DN54032_c0_g1sp|P13073|COX41_HUMANCOX4I1 Cytochrome c oxidase subunit 4 isoform 1, mitochondrial OS=Homo sapiens GN=COX4I1 PE=1 SV=1100.00 0.00

TRINITY_DN54040_c0_g1sp|Q13151|ROA0_HUMANHNRNPA0 Heterogeneous nuclear ribonucleoprotein A0 OS=Homo sapiens GN=HNRNPA0 PE=1 SV=1100.00 0.00

TRINITY_DN54061_c0_g1sp|Q6PD03|2A5A_MOUSEPpp2r5a Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoform OS=Mus musculus GN=Ppp2r5a PE=1 SV=1100.00 0.00

TRINITY_DN54063_c0_g1sp|P48787|TNNI3_MOUSETnni3 Troponin I, cardiac muscle OS=Mus musculus GN=Tnni3 PE=1 SV=2100.00 0.00

TRINITY_DN54067_c0_g1sp|P10639|THIO_MOUSETxn Thioredoxin OS=Mus musculus GN=Txn PE=1 SV=3100.00 0.00

TRINITY_DN54069_c0_g1sp|O15239|NDUA1_HUMANNDUFA1 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 1 OS=Homo sapiens GN=NDUFA1 PE=1 SV=1100.00 0.00

TRINITY_DN54096_c0_g1sp|P31725|S10A9_MOUSES100a9 Protein S100-A9 OS=Mus musculus GN=S100a9 PE=1 SV=3100.00 0.00

TRINITY_DN54102_c0_g1sp|P0DJ07|PT100_HUMANPET100 Protein PET100 homolog, mitochondrial OS=Homo sapiens GN=PET100 PE=1 SV=1100.00 0.00

TRINITY_DN54135_c0_g1sp|Q5E9F9|PRS7_BOVINPSMC2 26S protease regulatory subunit 7 OS=Bos taurus GN=PSMC2 PE=2 SV=3100.00 0.00

TRINITY_DN54179_c0_g1sp|P13284|GILT_HUMANIFI30 Gamma-interferon-inducible lysosomal thiol reductase OS=Homo sapiens GN=IFI30 PE=1 SV=3100.00 0.00

TRINITY_DN5432_c0_g1sp|Q8BWT1|THIM_MOUSEAcaa2 3-ketoacyl-CoA thiolase, mitochondrial OS=Mus musculus GN=Acaa2 PE=1 SV=3100.00 0.00

TRINITY_DN5432_c0_g2sp|Q8BWT1|THIM_MOUSEAcaa2 3-ketoacyl-CoA thiolase, mitochondrial OS=Mus musculus GN=Acaa2 PE=1 SV=3100.00 0.00

TRINITY_DN5438_c0_g1sp|P04233|HG2A_HUMANCD74 HLA class II histocompatibility antigen gamma chain OS=Homo sapiens GN=CD74 PE=1 SV=3100.00 0.00

TRINITY_DN553_c0_g1sp|Q9UBR5|CKLF_HUMANCKLF Chemokine-like factor OS=Homo sapiens GN=CKLF PE=2 SV=1100.00 0.00



TRINITY_DN5607_c0_g1sp|P56134|ATPK_HUMANATP5J2 ATP synthase subunit f, mitochondrial OS=Homo sapiens GN=ATP5J2 PE=1 SV=3100.00 0.00

TRINITY_DN5878_c0_g1sp|P41125|RL13_CHICKRPL13 60S ribosomal protein L13 OS=Gallus gallus GN=RPL13 PE=2 SV=2100.00 0.00

TRINITY_DN5885_c0_g1sp|Q01813|PFKAP_HUMANPFKP ATP-dependent 6-phosphofructokinase, platelet type OS=Homo sapiens GN=PFKP PE=1 SV=2100.00 0.00

TRINITY_DN588_c0_g1sp|Q9CXL1|TM50A_MOUSETmem50a Transmembrane protein 50A OS=Mus musculus GN=Tmem50a PE=1 SV=1100.00 0.00

TRINITY_DN5913_c0_g1sp|Q2KI95|FHL2_BOVINFHL2 Four and a half LIM domains protein 2 OS=Bos taurus GN=FHL2 PE=2 SV=1100.00 0.00

TRINITY_DN5920_c0_g1sp|Q13561|DCTN2_HUMANDCTN2 Dynactin subunit 2 OS=Homo sapiens GN=DCTN2 PE=1 SV=4100.00 0.00

TRINITY_DN622_c0_g1sp|Q99KI0|ACON_MOUSEAco2 Aconitate hydratase, mitochondrial OS=Mus musculus GN=Aco2 PE=1 SV=1100.00 0.00

TRINITY_DN6321_c0_g1sp|P16243|MAOC_MAIZEMOD1 NADP-dependent malic enzyme, chloroplastic OS=Zea mays GN=MOD1 PE=1 SV=1100.00 0.00

TRINITY_DN6381_c0_g1sp|P09813|APOA2_MOUSEApoa2 Apolipoprotein A-II OS=Mus musculus GN=Apoa2 PE=1 SV=2100.00 0.00

TRINITY_DN6384_c0_g1sp|Q56JX6|RS28_BOVINRPS28 40S ribosomal protein S28 OS=Bos taurus GN=RPS28 PE=3 SV=1100.00 0.00

TRINITY_DN6384_c0_g2sp|Q56JX6|RS28_BOVINRPS28 40S ribosomal protein S28 OS=Bos taurus GN=RPS28 PE=3 SV=1100.00 0.00

TRINITY_DN6470_c0_g1sp|Q9H467|CUED2_HUMANCUEDC2 CUE domain-containing protein 2 OS=Homo sapiens GN=CUEDC2 PE=1 SV=1100.00 0.00

TRINITY_DN6489_c0_g1sp|Q99595|TI17A_HUMANTIMM17A Mitochondrial import inner membrane translocase subunit Tim17-A OS=Homo sapiens GN=TIMM17A PE=1 SV=1100.00 0.00

TRINITY_DN6519_c0_g1sp|O95831|AIFM1_HUMANAIFM1 Apoptosis-inducing factor 1, mitochondrial OS=Homo sapiens GN=AIFM1 PE=1 SV=1100.00 0.00

TRINITY_DN6568_c0_g1sp|P04711|CAPP1_MAIZEPEP1 Phosphoenolpyruvate carboxylase 1 OS=Zea mays GN=PEP1 PE=1 SV=2100.00 0.00

TRINITY_DN6587_c0_g1sp|P21614|VTDB_MOUSEGc Vitamin D-binding protein OS=Mus musculus GN=Gc PE=1 SV=2100.00 0.00

TRINITY_DN6697_c0_g1sp|P10909|CLUS_HUMANCLU Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1100.00 0.00

TRINITY_DN6720_c0_g1sp|Q32L92|CNN3_BOVINCNN3 Calponin-3 OS=Bos taurus GN=CNN3 PE=2 SV=1100.00 0.00

TRINITY_DN6734_c0_g1sp|Q9CQR2|RS21_MOUSERps21 40S ribosomal protein S21 OS=Mus musculus GN=Rps21 PE=1 SV=1100.00 0.00

TRINITY_DN6742_c0_g1sp|P28798|GRN_MOUSEGrn Granulins OS=Mus musculus GN=Grn PE=1 SV=2100.00 0.00

TRINITY_DN6864_c0_g1sp|Q32PB8|RS21_BOVINRPS21 40S ribosomal protein S21 OS=Bos taurus GN=RPS21 PE=3 SV=1100.00 0.00

TRINITY_DN6869_c0_g1sp|O08677|KNG1_MOUSEKng1 Kininogen-1 OS=Mus musculus GN=Kng1 PE=1 SV=1100.00 0.00

TRINITY_DN6896_c0_g1sp|O55142|RL35A_MOUSERpl35a 60S ribosomal protein L35a OS=Mus musculus GN=Rpl35a PE=1 SV=2100.00 0.00

TRINITY_DN6901_c0_g1sp|O33980|OMPF_SERMAompF Outer membrane protein F OS=Serratia marcescens GN=ompF PE=3 SV=1100.00 0.00

TRINITY_DN698_c0_g1sp|P56135|ATPK_MOUSEAtp5j2 ATP synthase subunit f, mitochondrial OS=Mus musculus GN=Atp5j2 PE=1 SV=3100.00 0.00

TRINITY_DN709_c0_g1sp|A4QJ96|PSBA_AETCOpsbA Photosystem II protein D1 OS=Aethionema cordifolium GN=psbA PE=3 SV=1100.00 0.00

TRINITY_DN7118_c0_g2sp|P17396|DPOL_WHV5P Protein P OS=Woodchuck hepatitis B virus (isolate 8) GN=P PE=3 SV=1100.00 0.00

TRINITY_DN7171_c0_g1sp|Q86TS9|RM52_HUMANMRPL52 39S ribosomal protein L52, mitochondrial OS=Homo sapiens GN=MRPL52 PE=1 SV=2100.00 0.00

TRINITY_DN7223_c0_g1sp|Q9Y6A5|TACC3_HUMANTACC3 Transforming acidic coiled-coil-containing protein 3 OS=Homo sapiens GN=TACC3 PE=1 SV=1100.00 0.00

TRINITY_DN7279_c0_g2sp|Q2HJ33|OLA1_BOVINOLA1 Obg-like ATPase 1 OS=Bos taurus GN=OLA1 PE=2 SV=1100.00 0.00

TRINITY_DN7305_c0_g1sp|P45952|ACADM_MOUSEAcadm Medium-chain specific acyl-CoA dehydrogenase, mitochondrial OS=Mus musculus GN=Acadm PE=1 SV=1100.00 0.00

TRINITY_DN7444_c0_g1sp|Q71KU9|FGL1_MOUSEFgl1 Fibrinogen-like protein 1 OS=Mus musculus GN=Fgl1 PE=1 SV=2100.00 0.00

TRINITY_DN7480_c0_g1sp|Q2HJ97|PHB2_BOVINPHB2 Prohibitin-2 OS=Bos taurus GN=PHB2 PE=2 SV=1100.00 0.00

TRINITY_DN7788_c0_g1sp|O94776|MTA2_HUMANMTA2 Metastasis-associated protein MTA2 OS=Homo sapiens GN=MTA2 PE=1 SV=1100.00 0.00

TRINITY_DN785_c0_g1sp|P10620|MGST1_HUMANMGST1 Microsomal glutathione S-transferase 1 OS=Homo sapiens GN=MGST1 PE=1 SV=1100.00 0.00

TRINITY_DN7916_c0_g1sp|Q06890|CLUS_MOUSEClu Clusterin OS=Mus musculus GN=Clu PE=1 SV=1100.00 0.00

TRINITY_DN8066_c0_g1sp|O35143|ATIF1_MOUSEAtpif1 ATPase inhibitor, mitochondrial OS=Mus musculus GN=Atpif1 PE=1 SV=2100.00 0.00

TRINITY_DN815_c0_g1sp|P15328|FOLR1_HUMANFOLR1 Folate receptor alpha OS=Homo sapiens GN=FOLR1 PE=1 SV=3100.00 0.00

TRINITY_DN8243_c0_g1sp|Q9Y5X3|SNX5_HUMANSNX5 Sorting nexin-5 OS=Homo sapiens GN=SNX5 PE=1 SV=1100.00 0.00

TRINITY_DN8321_c0_g1sp|Q64458|CP2CT_MOUSECyp2c29 Cytochrome P450 2C29 OS=Mus musculus GN=Cyp2c29 PE=1 SV=2100.00 0.00

TRINITY_DN8339_c0_g1sp|Q3T0X6|RS16_BOVINRPS16 40S ribosomal protein S16 OS=Bos taurus GN=RPS16 PE=2 SV=3100.00 0.00

TRINITY_DN8370_c0_g1sp|Q9QXT5|EGFL7_MOUSEEgfl7 Epidermal growth factor-like protein 7 OS=Mus musculus GN=Egfl7 PE=2 SV=2100.00 0.00

TRINITY_DN8406_c0_g1sp|P61286|PABP1_BOVINPABPC1 Polyadenylate-binding protein 1 OS=Bos taurus GN=PABPC1 PE=2 SV=1100.00 0.00

TRINITY_DN8763_c0_g1sp|Q12906|ILF3_HUMANILF3 Interleukin enhancer-binding factor 3 OS=Homo sapiens GN=ILF3 PE=1 SV=3100.00 0.00

TRINITY_DN8770_c0_g1sp|Q9Y3A2|UTP11_HUMANUTP11 Probable U3 small nucleolar RNA-associated protein 11 OS=Homo sapiens GN=UTP11 PE=1 SV=2100.00 0.00

TRINITY_DN8796_c0_g1sp|Q90YR4|RS10_ICTPUrps10 40S ribosomal protein S10 OS=Ictalurus punctatus GN=rps10 PE=2 SV=1100.00 0.00

TRINITY_DN8848_c0_g1sp|Q05713|CRYAB_CHICKCRYAB Alpha-crystallin B chain OS=Gallus gallus GN=CRYAB PE=2 SV=2100.00 0.00

TRINITY_DN8884_c0_g1sp|P32020|NLTP_MOUSEScp2 Non-specific lipid-transfer protein OS=Mus musculus GN=Scp2 PE=1 SV=3100.00 0.00



TRINITY_DN8935_c0_g1sp|Q9H3Y8|PPDPF_HUMANPPDPF Pancreatic progenitor cell differentiation and proliferation factor OS=Homo sapiens GN=PPDPF PE=1 SV=1100.00 0.00

TRINITY_DN8982_c0_g1sp|Q3ZCI9|TCPQ_BOVINCCT8 T-complex protein 1 subunit theta OS=Bos taurus GN=CCT8 PE=1 SV=3100.00 0.00

TRINITY_DN906_c0_g1sp|P04117|FABP4_MOUSEFabp4 Fatty acid-binding protein, adipocyte OS=Mus musculus GN=Fabp4 PE=1 SV=3100.00 0.00

TRINITY_DN915_c0_g1sp|Q02566|MYH6_MOUSEMyh6 Myosin-6 OS=Mus musculus GN=Myh6 PE=1 SV=2100.00 0.00

TRINITY_DN9197_c0_g1sp|P22314|UBA1_HUMANUBA1 Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens GN=UBA1 PE=1 SV=3100.00 0.00

TRINITY_DN9200_c0_g1sp|P49321|NASP_HUMANNASP Nuclear autoantigenic sperm protein OS=Homo sapiens GN=NASP PE=1 SV=2100.00 0.00

TRINITY_DN9217_c0_g1sp|P63254|CRIP1_MOUSECrip1 Cysteine-rich protein 1 OS=Mus musculus GN=Crip1 PE=1 SV=2100.00 0.00

TRINITY_DN9249_c0_g1sp|Q12834|CDC20_HUMANCDC20 Cell division cycle protein 20 homolog OS=Homo sapiens GN=CDC20 PE=1 SV=2100.00 0.00

TRINITY_DN927_c0_g1sp|Q96EP5|DAZP1_HUMANDAZAP1 DAZ-associated protein 1 OS=Homo sapiens GN=DAZAP1 PE=1 SV=1100.00 0.00

TRINITY_DN9319_c0_g1sp|P37837|TALDO_HUMANTALDO1 Transaldolase OS=Homo sapiens GN=TALDO1 PE=1 SV=2100.00 0.00

TRINITY_DN9322_c0_g1sp|A8YXZ5|CH059_BOVIN- Uncharacterized protein C8orf59 homolog OS=Bos taurus PE=3 SV=2100.00 0.00

TRINITY_DN9323_c0_g1sp|Q9Y4L1|HYOU1_HUMANHYOU1 Hypoxia up-regulated protein 1 OS=Homo sapiens GN=HYOU1 PE=1 SV=1100.00 0.00

TRINITY_DN9346_c0_g2sp|P24311|COX7B_HUMANCOX7B Cytochrome c oxidase subunit 7B, mitochondrial OS=Homo sapiens GN=COX7B PE=1 SV=2100.00 0.00

TRINITY_DN9382_c0_g1sp|P35250|RFC2_HUMANRFC2 Replication factor C subunit 2 OS=Homo sapiens GN=RFC2 PE=1 SV=3100.00 0.00

TRINITY_DN9554_c0_g1sp|Q3T0E7|PP1A_BOVINPPP1CA Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Bos taurus GN=PPP1CA PE=2 SV=1100.00 0.00

TRINITY_DN958_c0_g1sp|P61110|ANRE_MOUSEKap Kidney androgen-regulated protein OS=Mus musculus GN=Kap PE=2 SV=1100.00 0.00

TRINITY_DN9802_c0_g1sp|P50995|ANX11_HUMANANXA11 Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=1100.00 0.00

TRINITY_DN9825_c0_g1sp|Q60495|A4_CAVPOAPP Amyloid beta A4 protein OS=Cavia porcellus GN=APP PE=1 SV=2100.00 0.00

TRINITY_DN9826_c0_g1sp|O70468|MYPC3_MOUSEMybpc3 Myosin-binding protein C, cardiac-type OS=Mus musculus GN=Mybpc3 PE=1 SV=1100.00 0.00

TRINITY_DN9871_c0_g1sp|P00966|ASSY_HUMANASS1 Argininosuccinate synthase OS=Homo sapiens GN=ASS1 PE=1 SV=2100.00 0.00

TRINITY_DN9933_c0_g1sp|Q64302|T4S1_MOUSETm4sf1 Transmembrane 4 L6 family member 1 OS=Mus musculus GN=Tm4sf1 PE=1 SV=1100.00 0.00

TRINITY_DN36391_c0_g10sp|P08865|RSSA_HUMANRPSA 40S ribosomal protein SA OS=Homo sapiens GN=RPSA PE=1 SV=499.70 0.00

TRINITY_DN4168_c0_g1sp|Q02878|RL6_HUMANRPL6 60S ribosomal protein L6 OS=Homo sapiens GN=RPL6 PE=1 SV=399.70 0.00

TRINITY_DN25890_c0_g1sp|P02461|CO3A1_HUMANCOL3A1 Collagen alpha-1(III) chain OS=Homo sapiens GN=COL3A1 PE=1 SV=499.60 0.00

TRINITY_DN39047_c0_g5sp|P14869|RLA0_MOUSERplp0 60S acidic ribosomal protein P0 OS=Mus musculus GN=Rplp0 PE=1 SV=399.60 0.00

TRINITY_DN5836_c0_g1sp|P16243|MAOC_MAIZEMOD1 NADP-dependent malic enzyme, chloroplastic OS=Zea mays GN=MOD1 PE=1 SV=199.60 0.00

TRINITY_DN20402_c0_g1sp|P51913|ENOA_CHICKENO1 Alpha-enolase OS=Gallus gallus GN=ENO1 PE=2 SV=299.50 0.00

TRINITY_DN24851_c0_g1sp|Q60590|A1AG1_MOUSEOrm1 Alpha-1-acid glycoprotein 1 OS=Mus musculus GN=Orm1 PE=1 SV=199.50 0.00

TRINITY_DN25751_c0_g2sp|P09542|MYL3_MOUSEMyl3 Myosin light chain 3 OS=Mus musculus GN=Myl3 PE=1 SV=499.50 0.00

TRINITY_DN33053_c0_g1sp|P97461|RS5_MOUSERps5 40S ribosomal protein S5 OS=Mus musculus GN=Rps5 PE=1 SV=399.50 0.00

TRINITY_DN33822_c1_g1sp|P21841|PSPC_MOUSESftpc Pulmonary surfactant-associated protein C OS=Mus musculus GN=Sftpc PE=1 SV=199.50 0.00

TRINITY_DN35240_c0_g2sp|P27635|RL10_HUMANRPL10 60S ribosomal protein L10 OS=Homo sapiens GN=RPL10 PE=1 SV=499.50 0.00

TRINITY_DN36277_c0_g3sp|P29391|FRIL1_MOUSEFtl1 Ferritin light chain 1 OS=Mus musculus GN=Ftl1 PE=1 SV=299.50 0.00

TRINITY_DN43126_c1_g10sp|Q13765|NACA_HUMANNACA Nascent polypeptide-associated complex subunit alpha OS=Homo sapiens GN=NACA PE=1 SV=199.50 0.00

TRINITY_DN43191_c0_g4sp|P47963|RL13_MOUSERpl13 60S ribosomal protein L13 OS=Mus musculus GN=Rpl13 PE=1 SV=399.50 0.00

TRINITY_DN33822_c1_g2sp|E9PV24|FIBA_MOUSEFga Fibrinogen alpha chain OS=Mus musculus GN=Fga PE=1 SV=199.40 0.00

TRINITY_DN35138_c0_g1sp|P54368|OAZ1_HUMANOAZ1 Ornithine decarboxylase antizyme 1 OS=Homo sapiens GN=OAZ1 PE=1 SV=399.40 0.00

TRINITY_DN38194_c0_g4sp|Q3T0S6|RL8_BOVINRPL8 60S ribosomal protein L8 OS=Bos taurus GN=RPL8 PE=2 SV=399.40 0.00

TRINITY_DN39809_c1_g12sp|Q24JY1|RL23A_BOVINRPL23A 60S ribosomal protein L23a OS=Bos taurus GN=RPL23A PE=2 SV=199.40 0.00

TRINITY_DN39809_c1_g6sp|Q24JY1|RL23A_BOVINRPL23A 60S ribosomal protein L23a OS=Bos taurus GN=RPL23A PE=2 SV=199.40 0.00

TRINITY_DN26326_c0_g1sp|P01942|HBA_MOUSEHba Hemoglobin subunit alpha OS=Mus musculus GN=Hba PE=1 SV=299.30 0.00

TRINITY_DN32686_c0_g1sp|Q3BBV2|NBPF8_HUMANNBPF8 Putative neuroblastoma breakpoint family member 8 OS=Homo sapiens GN=NBPF8 PE=5 SV=199.30 0.00

TRINITY_DN33691_c0_g2sp|P18359|DEST_CHICKDSTN Destrin OS=Gallus gallus GN=DSTN PE=1 SV=399.30 0.00

TRINITY_DN35040_c0_g2sp|P42212|GFP_AEQVIGFP Green fluorescent protein OS=Aequorea victoria GN=GFP PE=1 SV=199.30 0.00

TRINITY_DN36790_c0_g2sp|P53505|ACT5_XENLA- Actin, cytoplasmic type 5 OS=Xenopus laevis PE=3 SV=199.30 0.00

TRINITY_DN43921_c0_g2sp|P20904|ACT_VOLCA- Actin OS=Volvox carteri PE=3 SV=199.30 0.00

TRINITY_DN52902_c0_g1sp|Q90YQ1|RS23_ICTPUrps23 40S ribosomal protein S23 OS=Ictalurus punctatus GN=rps23 PE=2 SV=199.30 0.00

TRINITY_DN11167_c0_g1sp|Q56JX5|RS25_BOVINRPS25 40S ribosomal protein S25 OS=Bos taurus GN=RPS25 PE=2 SV=199.20 0.00

TRINITY_DN31044_c0_g1sp|P01887|B2MG_MOUSEB2m Beta-2-microglobulin OS=Mus musculus GN=B2m PE=1 SV=299.20 0.00

TRINITY_DN37796_c0_g6sp|P32869|PSAD_CUCSApsaD Photosystem I reaction center subunit II, chloroplastic OS=Cucumis sativus GN=psaD PE=1 SV=199.20 0.00

TRINITY_DN39047_c0_g7sp|Q76I82|RS15A_BOVINRPS15A 40S ribosomal protein S15a OS=Bos taurus GN=RPS15A PE=2 SV=199.20 0.00

TRINITY_DN4279_c0_g1sp|Q0MQA4|NDUA6_GORGONDUFA6 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 OS=Gorilla gorilla gorilla GN=NDUFA6 PE=2 SV=399.20 0.00

TRINITY_DN13581_c0_g1sp|Q5EAD6|RL15_BOVINRPL15 60S ribosomal protein L15 OS=Bos taurus GN=RPL15 PE=2 SV=399.10 0.00

TRINITY_DN25453_c0_g2sp|Q56JX3|RL31_BOVINRPL31 60S ribosomal protein L31 OS=Bos taurus GN=RPL31 PE=2 SV=199.10 0.00

TRINITY_DN28853_c0_g1sp|Q6UZF7|RL35_HIPCMrpl35 60S ribosomal protein L35 OS=Hippocampus comes GN=rpl35 PE=2 SV=399.10 0.00

TRINITY_DN37836_c0_g10sp|P02607|MYL6_CHICKMYL6 Myosin light polypeptide 6 OS=Gallus gallus GN=MYL6 PE=1 SV=399.10 0.00



TRINITY_DN4105_c0_g1sp|P09763|RL11_SERMArplK 50S ribosomal protein L11 OS=Serratia marcescens GN=rplK PE=3 SV=299.10 0.00

TRINITY_DN46471_c0_g1sp|Q9SPK6|BCH_HAEPLCRTZ Beta-carotene 3-hydroxylase, chloroplastic (Fragment) OS=Haematococcus pluvialis GN=CRTZ PE=2 SV=199.10 0.00

TRINITY_DN46654_c0_g4sp|Q00896|A1AT3_MOUSESerpina1cAlpha-1-antitrypsin 1-3 OS=Mus musculus GN=Serpina1c PE=1 SV=299.10 0.00

TRINITY_DN51963_c2_g10sp|P11120|CALM_PLECOCMD1 Calmodulin OS=Pleurotus cornucopiae GN=CMD1 PE=1 SV=299.10 0.00

TRINITY_DN24743_c0_g1sp|O75083|WDR1_HUMANWDR1 WD repeat-containing protein 1 OS=Homo sapiens GN=WDR1 PE=1 SV=499.00 0.00

TRINITY_DN30408_c0_g1sp|Q862I1|RL24_BOVINRPL24 60S ribosomal protein L24 OS=Bos taurus GN=RPL24 PE=2 SV=299.00 0.00

TRINITY_DN3204_c0_g1sp|Q3T0F4|RS10_BOVINRPS10 40S ribosomal protein S10 OS=Bos taurus GN=RPS10 PE=2 SV=199.00 0.00

TRINITY_DN33707_c0_g1sp|Q68FX0|IDH3B_RATIdh3B Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial OS=Rattus norvegicus GN=Idh3B PE=2 SV=199.00 0.00

TRINITY_DN35103_c1_g13sp|Q5E995|RS6_BOVINRPS6 40S ribosomal protein S6 OS=Bos taurus GN=RPS6 PE=2 SV=199.00 0.00

TRINITY_DN49639_c0_g1sp|P53498|ACT_CHLRE- Actin OS=Chlamydomonas reinhardtii PE=2 SV=199.00 0.00

TRINITY_DN50204_c1_g5sp|Q54GX7|ACT10_DICDIact10 Actin-10 OS=Dictyostelium discoideum GN=act10 PE=1 SV=199.00 0.00

TRINITY_DN5629_c0_g2sp|P48350|CATA1_CUCPECAT1 Catalase isozyme 1 OS=Cucurbita pepo GN=CAT1 PE=2 SV=199.00 0.00

TRINITY_DN16131_c0_g1sp|P00292|PLAS_CUCPEPETE Plastocyanin OS=Cucurbita pepo GN=PETE PE=1 SV=198.90 0.00

TRINITY_DN32590_c0_g1sp|Q1A705|TFB1M_VERVE- Dimethyladenosine transferase 1, mitochondrial OS=Vermamoeba vermiformis PE=3 SV=198.90 0.00

TRINITY_DN37879_c0_g1sp|P07919|QCR6_HUMANUQCRH Cytochrome b-c1 complex subunit 6, mitochondrial OS=Homo sapiens GN=UQCRH PE=1 SV=298.90 0.00

TRINITY_DN41328_c1_g2sp|Q01518|CAP1_HUMANCAP1 Adenylyl cyclase-associated protein 1 OS=Homo sapiens GN=CAP1 PE=1 SV=598.90 0.00

TRINITY_DN43042_c0_g3sp|P11482|TBB1_VOLCATUBB1 Tubulin beta chain OS=Volvox carteri GN=TUBB1 PE=3 SV=198.90 0.00

TRINITY_DN12982_c0_g1sp|Q3MIC0|RL37A_BOVINRPL37A 60S ribosomal protein L37a OS=Bos taurus GN=RPL37A PE=3 SV=398.80 0.00

TRINITY_DN15580_c0_g1sp|P32429|RL7A_CHICKRPL7A 60S ribosomal protein L7a OS=Gallus gallus GN=RPL7A PE=2 SV=298.80 0.00

TRINITY_DN17948_c0_g1sp|Q9NRX2|RM17_HUMANMRPL17 39S ribosomal protein L17, mitochondrial OS=Homo sapiens GN=MRPL17 PE=1 SV=198.80 0.00

TRINITY_DN19013_c0_g1sp|P04845|OMPA_SERMAompA Outer membrane protein A OS=Serratia marcescens GN=ompA PE=3 SV=198.80 0.00

TRINITY_DN2096_c0_g1sp|P61155|RS19_PAGMArps19 40S ribosomal protein S19 OS=Pagrus major GN=rps19 PE=2 SV=198.80 0.00

TRINITY_DN23082_c0_g1sp|P17563|SBP1_MOUSESelenbp1Selenium-binding protein 1 OS=Mus musculus GN=Selenbp1 PE=1 SV=298.80 0.00

TRINITY_DN23667_c0_g1sp|Q41048|PSBQ1_MAIZEPSBQ1 Oxygen-evolving enhancer protein 3-1, chloroplastic OS=Zea mays GN=PSBQ1 PE=2 SV=198.80 0.00

TRINITY_DN24155_c0_g1sp|O22347|TBA1_ELEINTUBA1 Tubulin alpha-1 chain OS=Eleusine indica GN=TUBA1 PE=2 SV=198.80 0.00

TRINITY_DN31360_c0_g2sp|Q9MIY4|COX3_DANREmt-co3 Cytochrome c oxidase subunit 3 OS=Danio rerio GN=mt-co3 PE=3 SV=198.80 0.00

TRINITY_DN33179_c0_g5sp|P26806|GAG_MLVFFgag Gag polyprotein OS=Friend murine leukemia virus (isolate FB29) GN=gag PE=1 SV=398.80 0.00

TRINITY_DN36377_c1_g6sp|P49292|PCKA1_UROPAPCK1 Phosphoenolpyruvate carboxykinase [ATP] 1 OS=Urochloa panicoides GN=PCK1 PE=1 SV=198.80 0.00

TRINITY_DN42242_c0_g1sp|P68432|H31_BOVIN- Histone H3.1 OS=Bos taurus PE=1 SV=298.80 0.00

TRINITY_DN43042_c0_g1sp|O04386|TBB_CHLINTUBB Tubulin beta chain OS=Chlamydomonas incerta GN=TUBB PE=3 SV=198.80 0.00

TRINITY_DN43743_c1_g4sp|Q5E958|RS8_BOVINRPS8 40S ribosomal protein S8 OS=Bos taurus GN=RPS8 PE=2 SV=398.80 0.00

TRINITY_DN4883_c0_g2sp|Q7ZWJ4|RL18A_DANRErpl18a 60S ribosomal protein L18a OS=Danio rerio GN=rpl18a PE=2 SV=198.80 0.00

TRINITY_DN53009_c0_g1sp|A8G8E5|RL10_SERP5rplJ 50S ribosomal protein L10 OS=Serratia proteamaculans (strain 568) GN=rplJ PE=3 SV=198.80 0.00

TRINITY_DN14347_c0_g1sp|P03356|POL_MLVAVpol Pol polyprotein OS=AKV murine leukemia virus GN=pol PE=3 SV=298.70 0.00

TRINITY_DN35761_c1_g1sp|P02598|CALM_TETPY- Calmodulin OS=Tetrahymena pyriformis PE=1 SV=498.70 0.00

TRINITY_DN40335_c0_g1sp|Q9M6K1|DCAM_IPOBASAMDC S-adenosylmethionine decarboxylase proenzyme OS=Ipomoea batatas GN=SAMDC PE=2 SV=198.70 0.00

TRINITY_DN42990_c1_g6sp|O04386|TBB_CHLINTUBB Tubulin beta chain OS=Chlamydomonas incerta GN=TUBB PE=3 SV=198.70 0.00

TRINITY_DN53620_c0_g1sp|Q01995|TAGL_HUMANTAGLN Transgelin OS=Homo sapiens GN=TAGLN PE=1 SV=498.70 0.00

TRINITY_DN16953_c0_g1sp|Q32S26|BRD2_BOVINBRD2 Bromodomain-containing protein 2 OS=Bos taurus GN=BRD2 PE=3 SV=198.60 0.00

TRINITY_DN25736_c0_g1sp|Q9CR47|NSA2_MOUSENsa2 Ribosome biogenesis protein NSA2 homolog OS=Mus musculus GN=Nsa2 PE=2 SV=198.60 0.00

TRINITY_DN27733_c0_g1sp|O24575|DCAM_MAIZESAMDC S-adenosylmethionine decarboxylase proenzyme OS=Zea mays GN=SAMDC PE=2 SV=198.60 0.00

TRINITY_DN28457_c0_g1sp|Q9FGZ9|UBL5_ARATHUBL5 Ubiquitin-like protein 5 OS=Arabidopsis thaliana GN=UBL5 PE=3 SV=198.60 0.00

TRINITY_DN34688_c0_g5sp|O18789|RS2_BOVINRPS2 40S ribosomal protein S2 OS=Bos taurus GN=RPS2 PE=2 SV=298.60 0.00

TRINITY_DN36622_c0_g9sp|P61284|RL12_BOVINRPL12 60S ribosomal protein L12 OS=Bos taurus GN=RPL12 PE=2 SV=198.60 0.00

TRINITY_DN40335_c0_g2sp|Q9M6K1|DCAM_IPOBASAMDC S-adenosylmethionine decarboxylase proenzyme OS=Ipomoea batatas GN=SAMDC PE=2 SV=198.60 0.00

TRINITY_DN46583_c0_g1sp|P23398|UBIQP_STRPU- Polyubiquitin (Fragment) OS=Strongylocentrotus purpuratus PE=2 SV=298.60 0.00

TRINITY_DN48185_c0_g7sp|Q2KHT7|RS27_BOVINRPS27 40S ribosomal protein S27 OS=Bos taurus GN=RPS27 PE=3 SV=398.60 0.00

TRINITY_DN54094_c0_g1sp|P56385|ATP5I_HUMANATP5I ATP synthase subunit e, mitochondrial OS=Homo sapiens GN=ATP5I PE=1 SV=298.60 0.00

TRINITY_DN8872_c0_g1sp|A7Z035|EPN4_BOVINCLINT1 Clathrin interactor 1 OS=Bos taurus GN=CLINT1 PE=2 SV=198.60 0.00

TRINITY_DN1291_c0_g1sp|Q3SZ90|RL13A_BOVINRPL13A 60S ribosomal protein L13a OS=Bos taurus GN=RPL13A PE=2 SV=398.50 0.00

TRINITY_DN19941_c0_g1sp|P70066|RS15_XIPMArps15 40S ribosomal protein S15 OS=Xiphophorus maculatus GN=rps15 PE=2 SV=198.50 0.00

TRINITY_DN21900_c0_g1sp|A8G8E0|EFTU1_SERP5tuf1 Elongation factor Tu 1 OS=Serratia proteamaculans (strain 568) GN=tuf1 PE=3 SV=198.50 0.00

TRINITY_DN31220_c0_g6sp|Q7ZV82|RL27_DANRErpl27 60S ribosomal protein L27 OS=Danio rerio GN=rpl27 PE=2 SV=398.50 0.00

TRINITY_DN35589_c0_g2sp|P31943|HNRH1_HUMANHNRNPH1 Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens GN=HNRNPH1 PE=1 SV=498.50 0.00

TRINITY_DN35780_c0_g1sp|A2XJ35|CB23_ORYSIOsI_012078Chlorophyll a-b binding protein, chloroplastic OS=Oryza sativa subsp. indica GN=OsI_012078 PE=2 SV=198.50 0.00

TRINITY_DN35780_c0_g11sp|P04782|CB24_PETSPCAB25 Chlorophyll a-b binding protein 25, chloroplastic OS=Petunia sp. GN=CAB25 PE=3 SV=198.50 0.00



TRINITY_DN35780_c0_g5sp|P12330|CB21_ORYSJCAB1R Chlorophyll a-b binding protein 1, chloroplastic OS=Oryza sativa subsp. japonica GN=CAB1R PE=2 SV=298.50 0.00

TRINITY_DN37451_c0_g6sp|O73813|RS3A_ORYLArps3a 40S ribosomal protein S3a OS=Oryzias latipes GN=rps3a PE=2 SV=398.50 0.00

TRINITY_DN19013_c0_g2sp|P04845|OMPA_SERMAompA Outer membrane protein A OS=Serratia marcescens GN=ompA PE=3 SV=198.40 0.00

TRINITY_DN25860_c1_g2sp|Q9LEJ0|ENO1_HEVBRENO1 Enolase 1 OS=Hevea brasiliensis GN=ENO1 PE=1 SV=198.40 0.00

TRINITY_DN35780_c0_g12sp|P08221|CB21_CUCSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic (Fragment) OS=Cucumis sativus PE=2 SV=198.40 0.00

TRINITY_DN15710_c0_g1sp|E2RH47|RS3_CANLFRPS3 40S ribosomal protein S3 OS=Canis lupus familiaris GN=RPS3 PE=1 SV=198.30 0.00

TRINITY_DN34688_c0_g9sp|P12894|POL_IPMAI- Probable Pol polyprotein OS=Mouse intracisternal a-particle IL3 PE=3 SV=198.30 0.00

TRINITY_DN36435_c0_g2sp|P62144|CALM_ANAPLCALM Calmodulin OS=Anas platyrhynchos GN=CALM PE=1 SV=298.30 0.00

TRINITY_DN36542_c0_g6sp|P62866|RS30_BOVINFAU 40S ribosomal protein S30 OS=Bos taurus GN=FAU PE=3 SV=198.30 0.00

TRINITY_DN47804_c1_g1sp|Q32PB9|RL38_BOVINRPL38 60S ribosomal protein L38 OS=Bos taurus GN=RPL38 PE=3 SV=498.30 0.00

TRINITY_DN48707_c0_g2sp|P11857|TBB_STYLETUBB1 Tubulin beta chain OS=Stylonychia lemnae GN=TUBB1 PE=3 SV=198.30 0.00

TRINITY_DN52936_c0_g1sp|P23403|RS20_XENLArps20 40S ribosomal protein S20 OS=Xenopus laevis GN=rps20 PE=1 SV=198.30 0.00

TRINITY_DN1379_c0_g2sp|Q12797|ASPH_HUMANASPH Aspartyl/asparaginyl beta-hydroxylase OS=Homo sapiens GN=ASPH PE=1 SV=398.20 0.00

TRINITY_DN34485_c0_g6sp|Q64152|BTF3_MOUSEBtf3 Transcription factor BTF3 OS=Mus musculus GN=Btf3 PE=1 SV=398.20 0.00

TRINITY_DN37256_c0_g1sp|P19105|ML12A_HUMANMYL12A Myosin regulatory light chain 12A OS=Homo sapiens GN=MYL12A PE=1 SV=298.20 0.00

TRINITY_DN39047_c0_g3sp|Q76I82|RS15A_BOVINRPS15A 40S ribosomal protein S15a OS=Bos taurus GN=RPS15A PE=2 SV=198.20 0.00

TRINITY_DN43492_c0_g1sp|A6QLG5|RS9_BOVINRPS9 40S ribosomal protein S9 OS=Bos taurus GN=RPS9 PE=2 SV=198.20 0.00

TRINITY_DN44047_c0_g1sp|P20865|CB2_DUNSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella salina PE=2 SV=198.20 0.00

TRINITY_DN44904_c0_g1sp|O04386|TBB_CHLINTUBB Tubulin beta chain OS=Chlamydomonas incerta GN=TUBB PE=3 SV=198.20 0.00

TRINITY_DN48758_c1_g3sp|P09204|TBA1_CHLRETUBA1 Tubulin alpha-1 chain OS=Chlamydomonas reinhardtii GN=TUBA1 PE=1 SV=198.20 0.00

TRINITY_DN52921_c0_g1sp|P58372|RL30_ICTPUrpl30 60S ribosomal protein L30 OS=Ictalurus punctatus GN=rpl30 PE=3 SV=298.20 0.00

TRINITY_DN8280_c0_g1sp|P48230|T4S4_HUMANTM4SF4 Transmembrane 4 L6 family member 4 OS=Homo sapiens GN=TM4SF4 PE=1 SV=198.20 0.00

TRINITY_DN15925_c0_g1sp|Q6Y263|RL24_PAGMArpl24 60S ribosomal protein L24 OS=Pagrus major GN=rpl24 PE=2 SV=198.10 0.00

TRINITY_DN29794_c0_g4sp|P63315|TNNC1_BOVINTNNC1 Troponin C, slow skeletal and cardiac muscles OS=Bos taurus GN=TNNC1 PE=1 SV=198.10 0.00

TRINITY_DN34182_c0_g1sp|P10965|SPORB_IPOBAGSPO-B1 Sporamin B OS=Ipomoea batatas GN=GSPO-B1 PE=2 SV=198.10 0.00

TRINITY_DN49280_c0_g4sp|P62785|H41_WHEAT- Histone H4 variant TH011 OS=Triticum aestivum PE=3 SV=298.10 0.00

TRINITY_DN6653_c0_g1sp|Q9SLZ0|PCKA_MAIZE- Phosphoenolpyruvate carboxykinase [ATP] OS=Zea mays PE=2 SV=198.10 0.00

TRINITY_DN33446_c0_g1sp|P06603|TBA1_DROMEalphaTub84BTubulin alpha-1 chain OS=Drosophila melanogaster GN=alphaTub84B PE=1 SV=198.00 0.00

TRINITY_DN35335_c0_g2sp|P82888|H4_OLILU- Histone H4 OS=Olisthodiscus luteus PE=1 SV=298.00 0.00

TRINITY_DN35335_c0_g3sp|P82888|H4_OLILU- Histone H4 OS=Olisthodiscus luteus PE=1 SV=298.00 0.00

TRINITY_DN41806_c2_g2sp|P62803|H4_BOVIN- Histone H4 OS=Bos taurus PE=1 SV=298.00 0.00

TRINITY_DN43640_c0_g1sp|P62785|H41_WHEAT- Histone H4 variant TH011 OS=Triticum aestivum PE=3 SV=298.00 0.00

TRINITY_DN44143_c0_g4sp|P37804|TAGL_MOUSETagln Transgelin OS=Mus musculus GN=Tagln PE=1 SV=398.00 0.00

TRINITY_DN50216_c0_g4sp|P11155|PPDK1_MAIZEPPDK1 Pyruvate, phosphate dikinase 1, chloroplastic OS=Zea mays GN=PPDK1 PE=1 SV=298.00 0.00

TRINITY_DN22915_c0_g1sp|Q13084|RM28_HUMANMRPL28 39S ribosomal protein L28, mitochondrial OS=Homo sapiens GN=MRPL28 PE=1 SV=497.90 0.00

TRINITY_DN42590_c2_g2sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=197.90 0.00

TRINITY_DN49110_c0_g1sp|P62785|H41_WHEAT- Histone H4 variant TH011 OS=Triticum aestivum PE=3 SV=297.90 0.00

TRINITY_DN29788_c0_g1sp|P35135|UBC4_SOLLC- Ubiquitin-conjugating enzyme E2-17 kDa OS=Solanum lycopersicum PE=2 SV=197.80 0.00

TRINITY_DN30679_c0_g1sp|P08221|CB21_CUCSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic (Fragment) OS=Cucumis sativus PE=2 SV=197.80 0.00

TRINITY_DN32902_c0_g1sp|P05533|LY6A_MOUSELy6a Lymphocyte antigen 6A-2/6E-1 OS=Mus musculus GN=Ly6a PE=1 SV=197.80 0.00

TRINITY_DN42263_c0_g3sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=197.80 0.00

TRINITY_DN46654_c0_g6sp|Q00896|A1AT3_MOUSESerpina1cAlpha-1-antitrypsin 1-3 OS=Mus musculus GN=Serpina1c PE=1 SV=297.80 0.00

TRINITY_DN7186_c0_g1sp|Q9CR16|PPID_MOUSEPpid Peptidyl-prolyl cis-trans isomerase D OS=Mus musculus GN=Ppid PE=1 SV=397.80 0.00

TRINITY_DN14154_c0_g1sp|Q24JY1|RL23A_BOVINRPL23A 60S ribosomal protein L23a OS=Bos taurus GN=RPL23A PE=2 SV=197.70 0.00

TRINITY_DN2838_c0_g1sp|P79244|RL37_BOVINRPL37 60S ribosomal protein L37 OS=Bos taurus GN=RPL37 PE=3 SV=497.70 0.00

TRINITY_DN35103_c1_g3sp|P39017|RS6_XENLArps6 40S ribosomal protein S6 OS=Xenopus laevis GN=rps6 PE=2 SV=197.70 0.00

TRINITY_DN38194_c0_g8sp|O57592|RL7A_TAKRUrpl7a 60S ribosomal protein L7a OS=Takifugu rubripes GN=rpl7a PE=3 SV=397.70 0.00

TRINITY_DN45512_c0_g7sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=197.70 0.00

TRINITY_DN6086_c0_g1sp|Q9DD06|RARR2_MOUSERarres2 Retinoic acid receptor responder protein 2 OS=Mus musculus GN=Rarres2 PE=1 SV=197.70 0.00

TRINITY_DN10060_c0_g1sp|P14824|ANXA6_MOUSEAnxa6 Annexin A6 OS=Mus musculus GN=Anxa6 PE=1 SV=397.60 0.00

TRINITY_DN1158_c0_g1sp|Q7T3N2|RL15_MONALrpl15 60S ribosomal protein L15 OS=Monopterus albus GN=rpl15 PE=2 SV=397.60 0.00

TRINITY_DN32166_c0_g6sp|P57106|MDHC2_ARATHMDH2 Malate dehydrogenase 2, cytoplasmic OS=Arabidopsis thaliana GN=MDH2 PE=1 SV=197.60 0.00

TRINITY_DN35474_c1_g1sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=197.60 0.00

TRINITY_DN36449_c0_g1sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=197.60 0.00

TRINITY_DN30295_c0_g2sp|Q99PT1|GDIR1_MOUSEArhgdia Rho GDP-dissociation inhibitor 1 OS=Mus musculus GN=Arhgdia PE=1 SV=397.50 0.00

TRINITY_DN27618_c0_g1sp|P51858|HDGF_HUMANHDGF Hepatoma-derived growth factor OS=Homo sapiens GN=HDGF PE=1 SV=197.40 0.00



TRINITY_DN28220_c0_g1sp|P07145|CATA_IPOBA- Catalase OS=Ipomoea batatas PE=2 SV=197.40 0.00

TRINITY_DN34688_c0_g10sp|P11368|POL_IPMApol Putative Pol polyprotein OS=Mouse intracisternal a-particle MIA14 GN=pol PE=3 SV=197.40 0.00

TRINITY_DN35474_c0_g1sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=197.40 0.00

TRINITY_DN42580_c0_g1sp|P22843|H3_ACRFO- Histone H3 OS=Acropora formosa PE=3 SV=297.40 0.00

TRINITY_DN43553_c2_g1sp|P22843|H3_ACRFO- Histone H3 OS=Acropora formosa PE=3 SV=297.40 0.00

TRINITY_DN47838_c0_g3sp|P34144|RAC1A_DICDIrac1A Rho-related protein rac1A OS=Dictyostelium discoideum GN=rac1A PE=1 SV=297.40 0.00

TRINITY_DN49110_c0_g6sp|P62785|H41_WHEAT- Histone H4 variant TH011 OS=Triticum aestivum PE=3 SV=297.40 0.00

TRINITY_DN1167_c0_g1sp|Q90339|MYSS_CYPCA- Myosin heavy chain, fast skeletal muscle OS=Cyprinus carpio PE=2 SV=297.30 0.00

TRINITY_DN24634_c0_g1sp|P27608|AROF_TOBACDHAPS-1 Phospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplastic OS=Nicotiana tabacum GN=DHAPS-1 PE=2 SV=197.30 0.00

TRINITY_DN35441_c0_g3sp|Q3ZBH8|RS20_BOVINRPS20 40S ribosomal protein S20 OS=Bos taurus GN=RPS20 PE=3 SV=197.30 0.00

TRINITY_DN38455_c0_g11sp|P23230|PETD_CHLREpetD Cytochrome b6-f complex subunit 4 OS=Chlamydomonas reinhardtii GN=petD PE=1 SV=197.30 0.00

TRINITY_DN43311_c0_g1sp|P41351|TBA_TETTH- Tubulin alpha chain OS=Tetrahymena thermophila PE=1 SV=197.30 0.00

TRINITY_DN52901_c0_g1sp|Q05714|CRBB2_CHICKCRYBB2 Beta-crystallin B2 OS=Gallus gallus GN=CRYBB2 PE=2 SV=297.30 0.00

TRINITY_DN43191_c0_g1sp|P61286|PABP1_BOVINPABPC1 Polyadenylate-binding protein 1 OS=Bos taurus GN=PABPC1 PE=2 SV=197.20 0.00

TRINITY_DN4888_c0_g1sp|P18077|RL35A_HUMANRPL35A 60S ribosomal protein L35a OS=Homo sapiens GN=RPL35A PE=1 SV=297.20 0.00

TRINITY_DN53520_c0_g1sp|P18941|NU6M_CHICKMT-ND6 NADH-ubiquinone oxidoreductase chain 6 OS=Gallus gallus GN=MT-ND6 PE=3 SV=197.20 0.00

TRINITY_DN6134_c0_g1sp|P33436|MMP2_RATMmp2 72 kDa type IV collagenase OS=Rattus norvegicus GN=Mmp2 PE=1 SV=297.20 0.00

TRINITY_DN33179_c0_g4sp|P03356|POL_MLVAVpol Pol polyprotein OS=AKV murine leukemia virus GN=pol PE=3 SV=297.10 0.00

TRINITY_DN34688_c0_g8sp|Q90YS3|RS2_ICTPUrps2 40S ribosomal protein S2 OS=Ictalurus punctatus GN=rps2 PE=2 SV=197.10 0.00

TRINITY_DN38674_c1_g5sp|A6MZM2|SUI1_ORYSIGOS2 Protein translation factor SUI1 homolog OS=Oryza sativa subsp. indica GN=GOS2 PE=2 SV=197.10 0.00

TRINITY_DN38674_c1_g6sp|Q9FYV1|INO1_SESIN- Inositol-3-phosphate synthase OS=Sesamum indicum PE=2 SV=197.10 0.00

TRINITY_DN43743_c1_g2sp|Q5E958|RS8_BOVINRPS8 40S ribosomal protein S8 OS=Bos taurus GN=RPS8 PE=2 SV=397.10 0.00

TRINITY_DN50204_c1_g3sp|Q964E2|ACTC_BIOPF- Actin, cytoplasmic OS=Biomphalaria pfeifferi PE=3 SV=197.10 0.00

TRINITY_DN50540_c0_g1sp|P68432|H31_BOVIN- Histone H3.1 OS=Bos taurus PE=1 SV=297.10 0.00

TRINITY_DN51587_c0_g1sp|P84227|H32_BOVIN- Histone H3.2 OS=Bos taurus PE=1 SV=297.10 0.00

TRINITY_DN16612_c0_g2sp|P09044|G3PB_TOBACGAPB Glyceraldehyde-3-phosphate dehydrogenase B, chloroplastic (Fragment) OS=Nicotiana tabacum GN=GAPB PE=2 SV=197.00 0.00

TRINITY_DN16867_c0_g1sp|Q8RXU5|R37A2_ARATHRPL37AC 60S ribosomal protein L37a-2 OS=Arabidopsis thaliana GN=RPL37AC PE=3 SV=197.00 0.00

TRINITY_DN28317_c0_g1sp|Q01629|IFM2_HUMANIFITM2 Interferon-induced transmembrane protein 2 OS=Homo sapiens GN=IFITM2 PE=1 SV=297.00 0.00

TRINITY_DN30957_c0_g2sp|Q56K14|RLA1_BOVINRPLP1 60S acidic ribosomal protein P1 OS=Bos taurus GN=RPLP1 PE=3 SV=197.00 0.00

TRINITY_DN34680_c0_g1sp|P43643|EF1A_TOBAC- Elongation factor 1-alpha OS=Nicotiana tabacum PE=2 SV=197.00 0.00

TRINITY_DN35028_c2_g2sp|P53498|ACT_CHLRE- Actin OS=Chlamydomonas reinhardtii PE=2 SV=197.00 0.00

TRINITY_DN35040_c0_g8sp|P42212|GFP_AEQVIGFP Green fluorescent protein OS=Aequorea victoria GN=GFP PE=1 SV=197.00 0.00

TRINITY_DN35868_c0_g11sp|Q56K14|RLA1_BOVINRPLP1 60S acidic ribosomal protein P1 OS=Bos taurus GN=RPLP1 PE=3 SV=197.00 0.00

TRINITY_DN21231_c0_g1sp|P42330|AK1C3_HUMANAKR1C3 Aldo-keto reductase family 1 member C3 OS=Homo sapiens GN=AKR1C3 PE=1 SV=496.90 0.00

TRINITY_DN25860_c1_g1sp|P42896|ENO_RICCO- Enolase OS=Ricinus communis PE=2 SV=196.90 0.00

TRINITY_DN27171_c0_g2sp|Q39654|PSAL_CUCSAPSAL Photosystem I reaction center subunit XI, chloroplastic OS=Cucumis sativus GN=PSAL PE=2 SV=196.90 0.00

TRINITY_DN30358_c0_g1sp|Q61545|EWS_MOUSEEwsr1 RNA-binding protein EWS OS=Mus musculus GN=Ewsr1 PE=1 SV=296.90 0.00

TRINITY_DN36597_c0_g8sp|Q9W6Y1|HSP7C_ORYLAhsc70 Heat shock cognate 71 kDa protein OS=Oryzias latipes GN=hsc70 PE=2 SV=196.90 0.00

TRINITY_DN39705_c0_g8sp|P15102|GLNA4_PHAVU- Glutamine synthetase leaf isozyme, chloroplastic OS=Phaseolus vulgaris PE=2 SV=196.90 0.00

TRINITY_DN49518_c0_g1sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=196.90 0.00

TRINITY_DN49518_c1_g1sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=196.90 0.00

TRINITY_DN49639_c0_g2sp|P53498|ACT_CHLRE- Actin OS=Chlamydomonas reinhardtii PE=2 SV=196.90 0.00

TRINITY_DN29105_c0_g2sp|O42387|RS24_TAKRUrps24 40S ribosomal protein S24 OS=Takifugu rubripes GN=rps24 PE=3 SV=196.80 0.00

TRINITY_DN38886_c0_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=196.80 0.00

TRINITY_DN20874_c0_g1sp|P35133|UBC10_ARATHUBC10 Ubiquitin-conjugating enzyme E2 10 OS=Arabidopsis thaliana GN=UBC10 PE=1 SV=196.70 0.00

TRINITY_DN28738_c1_g1sp|Q5E9E6|RL10A_BOVINRPL10A 60S ribosomal protein L10a OS=Bos taurus GN=RPL10A PE=2 SV=396.70 0.00

TRINITY_DN35843_c0_g7sp|O00370|LORF2_HUMAN- LINE-1 retrotransposable element ORF2 protein OS=Homo sapiens PE=1 SV=196.70 0.00

TRINITY_DN54111_c0_g1sp|Q0MQD1|NDUB3_GORGONDUFB3 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 3 OS=Gorilla gorilla gorilla GN=NDUFB3 PE=3 SV=396.70 0.00

TRINITY_DN7517_c0_g1sp|Q5EE01|CENPW_HUMANCENPW Centromere protein W OS=Homo sapiens GN=CENPW PE=1 SV=196.70 0.00

TRINITY_DN19091_c0_g1sp|P93338|GAPN_NICPLGAPN NADP-dependent glyceraldehyde-3-phosphate dehydrogenase OS=Nicotiana plumbaginifolia GN=GAPN PE=2 SV=196.60 0.00

TRINITY_DN29136_c0_g3sp|P24922|IF5A2_NICPLEIF-5A2 Eukaryotic translation initiation factor 5A-2 OS=Nicotiana plumbaginifolia GN=EIF-5A2 PE=2 SV=196.60 0.00

TRINITY_DN30001_c0_g1sp|Q9SSD2|PRP8A_ARATHPRP8A Pre-mRNA-processing-splicing factor 8A OS=Arabidopsis thaliana GN=PRP8A PE=1 SV=196.60 0.00

TRINITY_DN35103_c1_g8sp|Q9YGF2|RS6_ONCMYrps6 40S ribosomal protein S6 OS=Oncorhynchus mykiss GN=rps6 PE=2 SV=196.60 0.00

TRINITY_DN35522_c0_g5sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=196.60 0.00

TRINITY_DN43757_c1_g3sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=196.60 0.00

TRINITY_DN32688_c0_g3sp|P61257|RL26_BOVINRPL26 60S ribosomal protein L26 OS=Bos taurus GN=RPL26 PE=2 SV=196.50 0.00



TRINITY_DN34680_c0_g5sp|O49169|EF1A_MANESEF1 Elongation factor 1-alpha OS=Manihot esculenta GN=EF1 PE=3 SV=196.50 0.00

TRINITY_DN40700_c0_g1sp|P06007|PSBD_CHLREpsbD Photosystem II D2 protein OS=Chlamydomonas reinhardtii GN=psbD PE=3 SV=196.50 0.00

TRINITY_DN46379_c0_g3sp|P30164|ACT1_PEA- Actin-1 OS=Pisum sativum PE=2 SV=196.50 0.00

TRINITY_DN16945_c0_g2sp|P14092|ATP6_CHICKMT-ATP6 ATP synthase subunit a OS=Gallus gallus GN=MT-ATP6 PE=3 SV=196.40 0.00

TRINITY_DN28738_c1_g2sp|Q6PC69|RL10A_DANRErpl10a 60S ribosomal protein L10a OS=Danio rerio GN=rpl10a PE=2 SV=196.40 0.00

TRINITY_DN38194_c0_g13sp|Q6P0V6|RL8_DANRErpl8 60S ribosomal protein L8 OS=Danio rerio GN=rpl8 PE=2 SV=396.40 0.00

TRINITY_DN41055_c0_g5sp|Q90YR7|RS7_ICTPUrps7 40S ribosomal protein S7 OS=Ictalurus punctatus GN=rps7 PE=2 SV=196.40 0.00

TRINITY_DN4213_c0_g1sp|Q9FGZ9|UBL5_ARATHUBL5 Ubiquitin-like protein 5 OS=Arabidopsis thaliana GN=UBL5 PE=3 SV=196.40 0.00

TRINITY_DN29136_c0_g1sp|P69039|IF5A1_NICPLEIF-5A1 Eukaryotic translation initiation factor 5A-1 OS=Nicotiana plumbaginifolia GN=EIF-5A1 PE=2 SV=196.30 0.00

TRINITY_DN51652_c2_g4sp|Q4UDU8|HSP90_THEANTA12105 Heat shock protein 90 OS=Theileria annulata GN=TA12105 PE=3 SV=196.30 0.00

TRINITY_DN7312_c0_g2sp|P46275|F16P1_PEAFBP Fructose-1,6-bisphosphatase, chloroplastic OS=Pisum sativum GN=FBP PE=1 SV=296.30 0.00

TRINITY_DN34485_c0_g2sp|Q5XTY7|RL17_FELCARPL17 60S ribosomal protein L17 OS=Felis catus GN=RPL17 PE=2 SV=396.20 0.00

TRINITY_DN47893_c1_g2sp|P62785|H41_WHEAT- Histone H4 variant TH011 OS=Triticum aestivum PE=3 SV=296.20 0.00

TRINITY_DN50204_c1_g4sp|P02576|ACTA_PHYPOARDA Actin, plasmodial isoform OS=Physarum polycephalum GN=ARDA PE=1 SV=296.20 0.00

TRINITY_DN51068_c2_g4sp|P02310|H41_TETPY- Histone H4, major OS=Tetrahymena pyriformis PE=1 SV=296.20 0.00

TRINITY_DN15976_c0_g1sp|Q6PBI5|RS25_DANRErps25 40S ribosomal protein S25 OS=Danio rerio GN=rps25 PE=2 SV=196.10 0.00

TRINITY_DN32590_c0_g2sp|Q1A705|TFB1M_VERVE- Dimethyladenosine transferase 1, mitochondrial OS=Vermamoeba vermiformis PE=3 SV=196.10 0.00

TRINITY_DN34467_c0_g2sp|Q42961|PGKH_TOBAC- Phosphoglycerate kinase, chloroplastic OS=Nicotiana tabacum PE=2 SV=196.10 0.00

TRINITY_DN35040_c0_g7sp|P03070|LT_SV40- Large T antigen OS=Simian virus 40 PE=1 SV=296.10 0.00

TRINITY_DN47332_c0_g4sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=196.10 0.00

TRINITY_DN34680_c0_g2sp|O49169|EF1A_MANESEF1 Elongation factor 1-alpha OS=Manihot esculenta GN=EF1 PE=3 SV=196.00 0.00

TRINITY_DN47332_c0_g3sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=195.90 0.00

TRINITY_DN19487_c0_g1sp|O23755|EF2_BETVU- Elongation factor 2 OS=Beta vulgaris PE=2 SV=195.80 0.00

TRINITY_DN3406_c0_g1sp|Q9HZ71|RS1_PSEAErpsA 30S ribosomal protein S1 OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=rpsA PE=3 SV=195.80 0.00

TRINITY_DN35811_c2_g2sp|P03355|POL_MLVMSgag-pol Gag-Pol polyprotein OS=Moloney murine leukemia virus (isolate Shinnick) GN=gag-pol PE=1 SV=495.80 0.00

TRINITY_DN36752_c0_g3sp|Q9SHE7|RUB1_ARATHRUB1 Ubiquitin-NEDD8-like protein RUB1 OS=Arabidopsis thaliana GN=RUB1 PE=1 SV=395.80 0.00

TRINITY_DN39429_c0_g2sp|P49213|RL44_CHLRERPL44 60S ribosomal protein L44 OS=Chlamydomonas reinhardtii GN=RPL44 PE=3 SV=295.80 0.00

TRINITY_DN50204_c1_g2sp|Q54GX7|ACT10_DICDIact10 Actin-10 OS=Dictyostelium discoideum GN=act10 PE=1 SV=195.80 0.00

TRINITY_DN51185_c0_g3sp|Q9SBN6|PSBO_VOLCAPSBO Oxygen-evolving enhancer protein 1, chloroplastic OS=Volvox carteri GN=PSBO PE=2 SV=195.80 0.00

TRINITY_DN15593_c0_g1sp|P17844|DDX5_HUMANDDX5 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=195.70 0.00

TRINITY_DN32862_c1_g3sp|Q43157|RPE_SPIOLRPE Ribulose-phosphate 3-epimerase, chloroplastic OS=Spinacia oleracea GN=RPE PE=1 SV=195.70 0.00

TRINITY_DN33822_c0_g5sp|P69090|RL18_OREMOrpl18 60S ribosomal protein L18 OS=Oreochromis mossambicus GN=rpl18 PE=3 SV=295.70 0.00

TRINITY_DN33822_c1_g11sp|P35980|RL18_MOUSERpl18 60S ribosomal protein L18 OS=Mus musculus GN=Rpl18 PE=1 SV=395.70 0.00

TRINITY_DN36685_c0_g1sp|P01900|HA12_MOUSEH2-D1 H-2 class I histocompatibility antigen, D-D alpha chain OS=Mus musculus GN=H2-D1 PE=1 SV=195.70 0.00

TRINITY_DN54110_c0_g1sp|P0A9Y8|CSPC_ECO57cspC Cold shock-like protein CspC OS=Escherichia coli O157:H7 GN=cspC PE=3 SV=295.70 0.00

TRINITY_DN7129_c0_g1sp|Q56JV1|RS26_BOVINRPS26 40S ribosomal protein S26 OS=Bos taurus GN=RPS26 PE=3 SV=395.70 0.00

TRINITY_DN35811_c2_g10sp|P03355|POL_MLVMSgag-pol Gag-Pol polyprotein OS=Moloney murine leukemia virus (isolate Shinnick) GN=gag-pol PE=1 SV=495.60 0.00

TRINITY_DN37272_c1_g1sp|P00877|RBL_CHLRErbcL Ribulose bisphosphate carboxylase large chain OS=Chlamydomonas reinhardtii GN=rbcL PE=1 SV=195.60 0.00

TRINITY_DN33318_c1_g14sp|Q90YT2|RL36_ICTPUrpl36 60S ribosomal protein L36 OS=Ictalurus punctatus GN=rpl36 PE=3 SV=195.50 0.00

TRINITY_DN35655_c1_g1sp|P09752|PSBA_CHLMOpsbA Photosystem II protein D1 OS=Chlamydomonas moewusii GN=psbA PE=3 SV=195.50 0.00

TRINITY_DN39809_c1_g5sp|Q6R0H7|GNAS1_MOUSEGnas Guanine nucleotide-binding protein G(s) subunit alpha isoforms XLas OS=Mus musculus GN=Gnas PE=1 SV=195.50 0.00

TRINITY_DN30686_c0_g1sp|P00352|AL1A1_HUMANALDH1A1 Retinal dehydrogenase 1 OS=Homo sapiens GN=ALDH1A1 PE=1 SV=295.40 0.00

TRINITY_DN3261_c0_g1sp|P82413|RK19_SPIOLRPL19 50S ribosomal protein L19, chloroplastic OS=Spinacia oleracea GN=RPL19 PE=1 SV=295.40 0.00

TRINITY_DN34598_c0_g11sp|Q90YS2|RS3_ICTPUrps3 40S ribosomal protein S3 OS=Ictalurus punctatus GN=rps3 PE=2 SV=195.40 0.00

TRINITY_DN38194_c0_g3sp|O57592|RL7A_TAKRUrpl7a 60S ribosomal protein L7a OS=Takifugu rubripes GN=rpl7a PE=3 SV=395.40 0.00

TRINITY_DN34215_c0_g3sp|Q3SZQ6|RL32_BOVINRPL32 60S ribosomal protein L32 OS=Bos taurus GN=RPL32 PE=2 SV=395.30 0.00

TRINITY_DN35780_c0_g3sp|P08221|CB21_CUCSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic (Fragment) OS=Cucumis sativus PE=2 SV=195.30 0.00

TRINITY_DN47623_c0_g8sp|P41352|TBB_TETTHBTU1 Tubulin beta chain OS=Tetrahymena thermophila GN=BTU1 PE=1 SV=195.30 0.00

TRINITY_DN48707_c0_g4sp|P11482|TBB1_VOLCATUBB1 Tubulin beta chain OS=Volvox carteri GN=TUBB1 PE=3 SV=195.30 0.00

TRINITY_DN29505_c0_g1sp|P93847|RL10_SOLMERPL10 60S ribosomal protein L10 OS=Solanum melongena GN=RPL10 PE=2 SV=195.20 0.00

TRINITY_DN35378_c0_g3sp|A0CDD4|CFA20_PARTECFAP20 Cilia- and flagella-associated protein 20 OS=Paramecium tetraurelia GN=CFAP20 PE=3 SV=195.20 0.00

TRINITY_DN4883_c0_g1sp|Q90YU9|RL18A_ICTPUrpl18a 60S ribosomal protein L18a OS=Ictalurus punctatus GN=rpl18a PE=2 SV=195.20 0.00

TRINITY_DN34430_c0_g1sp|P25856|G3PA1_ARATHGAPA1 Glyceraldehyde-3-phosphate dehydrogenase GAPA1, chloroplastic OS=Arabidopsis thaliana GN=GAPA1 PE=1 SV=395.10 0.00

TRINITY_DN35028_c1_g1sp|Q3ZC55|ACTN2_BOVINACTN2 Alpha-actinin-2 OS=Bos taurus GN=ACTN2 PE=2 SV=195.10 0.00

TRINITY_DN36622_c0_g2sp|P50886|RL22_XENLArpl22 60S ribosomal protein L22 OS=Xenopus laevis GN=rpl22 PE=2 SV=295.10 0.00

TRINITY_DN44467_c0_g1sp|P10876|TBB_TETPYBETA-TT1Tubulin beta chain OS=Tetrahymena pyriformis GN=BETA-TT1 PE=3 SV=195.10 0.00



TRINITY_DN17074_c0_g1sp|P27521|CA4_ARATHLHCA4 Chlorophyll a-b binding protein 4, chloroplastic OS=Arabidopsis thaliana GN=LHCA4 PE=1 SV=195.00 0.00

TRINITY_DN25720_c0_g1sp|P13443|DHGY_CUCSAHPR-A Glycerate dehydrogenase OS=Cucumis sativus GN=HPR-A PE=2 SV=195.00 0.00

TRINITY_DN27695_c0_g6sp|P00403|COX2_HUMANMT-CO2 Cytochrome c oxidase subunit 2 OS=Homo sapiens GN=MT-CO2 PE=1 SV=195.00 0.00

TRINITY_DN27171_c0_g1sp|Q39654|PSAL_CUCSAPSAL Photosystem I reaction center subunit XI, chloroplastic OS=Cucumis sativus GN=PSAL PE=2 SV=194.90 0.00

TRINITY_DN3508_c0_g1sp|Q90YW0|RL9_ICTPUrpl9 60S ribosomal protein L9 OS=Ictalurus punctatus GN=rpl9 PE=2 SV=194.90 0.00

TRINITY_DN20718_c0_g1sp|Q5Z974|FTSH1_ORYSJFTSH1 ATP-dependent zinc metalloprotease FTSH 1, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH1 PE=2 SV=194.80 0.00

TRINITY_DN42847_c2_g5sp|P13213|SPRC_BOVINSPARC SPARC OS=Bos taurus GN=SPARC PE=1 SV=294.80 0.00

TRINITY_DN45533_c0_g9sp|P12154|PSAA_CHLREpsaA Photosystem I P700 chlorophyll a apoprotein A1 OS=Chlamydomonas reinhardtii GN=psaA PE=1 SV=394.80 0

TRINITY_DN26125_c0_g2sp|Q9MIY8|COX1_DANREmt-co1 Cytochrome c oxidase subunit 1 OS=Danio rerio GN=mt-co1 PE=2 SV=194.70 0.00

TRINITY_DN33819_c0_g1sp|Q5R7W2|MPCP_PONABSLC25A3 Phosphate carrier protein, mitochondrial OS=Pongo abelii GN=SLC25A3 PE=2 SV=194.70 0.00

TRINITY_DN34058_c0_g8sp|P39023|RL3_HUMANRPL3 60S ribosomal protein L3 OS=Homo sapiens GN=RPL3 PE=1 SV=294.70 0.00

TRINITY_DN35378_c0_g1sp|A0CDD4|CFA20_PARTECFAP20 Cilia- and flagella-associated protein 20 OS=Paramecium tetraurelia GN=CFAP20 PE=3 SV=194.70 0.00

TRINITY_DN35780_c0_g6sp|P14278|CB24_SOLLCCAB4 Chlorophyll a-b binding protein 4, chloroplastic OS=Solanum lycopersicum GN=CAB4 PE=2 SV=194.70 0.00

TRINITY_DN45689_c0_g2sp|Q1KVS9|EFTU_ACUOBtufA Elongation factor Tu, chloroplastic OS=Acutodesmus obliquus GN=tufA PE=3 SV=194.70 0.00

TRINITY_DN22206_c1_g1sp|O23755|EF2_BETVU- Elongation factor 2 OS=Beta vulgaris PE=2 SV=194.60 0.00

TRINITY_DN34485_c0_g3sp|Q3T025|RL17_BOVINRPL17 60S ribosomal protein L17 OS=Bos taurus GN=RPL17 PE=2 SV=394.60 0.00

TRINITY_DN38477_c0_g9sp|Q9YIC0|EF1A_ORYLAeef1a Elongation factor 1-alpha OS=Oryzias latipes GN=eef1a PE=2 SV=194.60 0.00

TRINITY_DN27004_c0_g2sp|P12357|PSAG_SPIOLPSAG Photosystem I reaction center subunit V, chloroplastic OS=Spinacia oleracea GN=PSAG PE=1 SV=194.50 0.00

TRINITY_DN35096_c1_g9sp|P03915|NU5M_HUMANMT-ND5 NADH-ubiquinone oxidoreductase chain 5 OS=Homo sapiens GN=MT-ND5 PE=1 SV=294.50 0.00

TRINITY_DN36310_c1_g1sp|P29844|HSP7C_DROMEHsc70-3 Heat shock 70 kDa protein cognate 3 OS=Drosophila melanogaster GN=Hsc70-3 PE=2 SV=294.50 0.00

TRINITY_DN39398_c1_g9sp|Q9SN58|UGE5_ARATHUGE5 UDP-glucose 4-epimerase 5 OS=Arabidopsis thaliana GN=UGE5 PE=1 SV=394.50 0.00

TRINITY_DN50789_c1_g3sp|Q9FGZ9|UBL5_ARATHUBL5 Ubiquitin-like protein 5 OS=Arabidopsis thaliana GN=UBL5 PE=3 SV=194.50 0.00

TRINITY_DN11805_c0_g2sp|P12075|COX5B_RATCox5b Cytochrome c oxidase subunit 5B, mitochondrial OS=Rattus norvegicus GN=Cox5b PE=1 SV=294.40 0.00

TRINITY_DN25427_c0_g1sp|P13869|CB12_PETHY- Chlorophyll a-b binding protein, chloroplastic OS=Petunia hybrida PE=2 SV=194.40 0.00

TRINITY_DN259_c0_g1sp|O04997|SODCP_SOLCSSODCP Superoxide dismutase [Cu-Zn], chloroplastic OS=Solidago canadensis var. scabra GN=SODCP PE=2 SV=194.40 0.00

TRINITY_DN35262_c2_g14sp|P09972|ALDOC_HUMANALDOC Fructose-bisphosphate aldolase C OS=Homo sapiens GN=ALDOC PE=1 SV=294.40 0.00

TRINITY_DN41925_c1_g1sp|P20865|CB2_DUNSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella salina PE=2 SV=194.40 0.00

TRINITY_DN16612_c0_g1sp|P12860|G3PB_SPIOLGAPB Glyceraldehyde-3-phosphate dehydrogenase B, chloroplastic OS=Spinacia oleracea GN=GAPB PE=1 SV=194.30 0.00

TRINITY_DN2685_c0_g1sp|Q43467|EFTU1_SOYBNTUFA Elongation factor Tu, chloroplastic OS=Glycine max GN=TUFA PE=3 SV=194.30 0.00

TRINITY_DN33776_c1_g4sp|P07910|HNRPC_HUMANHNRNPC Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens GN=HNRNPC PE=1 SV=494.30 0.00

TRINITY_DN34467_c0_g3sp|Q42961|PGKH_TOBAC- Phosphoglycerate kinase, chloroplastic OS=Nicotiana tabacum PE=2 SV=194.30 0.00

TRINITY_DN7175_c0_g2sp|Q1KVT2|CYB6_ACUOBpetB Cytochrome b6 OS=Acutodesmus obliquus GN=petB PE=3 SV=194.30 0.00

TRINITY_DN33318_c1_g12sp|Q8NFI4|F10A5_HUMANST13P5 Putative protein FAM10A5 OS=Homo sapiens GN=ST13P5 PE=5 SV=194.20 0.00

TRINITY_DN40373_c1_g4sp|P22686|CB2_CHLMO- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Chlamydomonas moewusii PE=2 SV=194.20 0.00

TRINITY_DN4889_c0_g1sp|Q9M4S8|TPIC_FRAANTPI Triosephosphate isomerase, chloroplastic OS=Fragaria ananassa GN=TPI PE=2 SV=194.20 0.00

TRINITY_DN53337_c0_g1sp|Q9XJ27|RR9_ARATHRPS9 30S ribosomal protein S9, chloroplastic OS=Arabidopsis thaliana GN=RPS9 PE=2 SV=194.20 0.00

TRINITY_DN20242_c0_g1sp|Q9FPP4|PSBS_SOLSGPSBS Photosystem II 22 kDa protein, chloroplastic OS=Solanum sogarandinum GN=PSBS PE=2 SV=194.10 0.00

TRINITY_DN32862_c1_g2sp|Q43843|RPE_SOLTU- Ribulose-phosphate 3-epimerase, chloroplastic (Fragment) OS=Solanum tuberosum PE=1 SV=194.10 0.00

TRINITY_DN36461_c1_g8sp|P10898|PSBC_CHLREpsbC Photosystem II CP43 reaction center protein OS=Chlamydomonas reinhardtii GN=psbC PE=1 SV=194.10 0.00

TRINITY_DN3672_c0_g1sp|Q58DD4|SDC2_BOVINSDC2 Syndecan-2 OS=Bos taurus GN=SDC2 PE=2 SV=194.10 0.00

TRINITY_DN37626_c1_g10sp|P18936|NU1M_CHICKMT-ND1 NADH-ubiquinone oxidoreductase chain 1 OS=Gallus gallus GN=MT-ND1 PE=3 SV=194.00 0.00

TRINITY_DN18311_c0_g1sp|Q9LEJ0|ENO1_HEVBRENO1 Enolase 1 OS=Hevea brasiliensis GN=ENO1 PE=1 SV=193.90 0.00

TRINITY_DN18247_c0_g1sp|O49499|CAMT4_ARATHCCOAOMT1Caffeoyl-CoA O-methyltransferase 1 OS=Arabidopsis thaliana GN=CCOAOMT1 PE=1 SV=193.80 0.00

TRINITY_DN20898_c0_g1sp|Q13435|SF3B2_HUMANSF3B2 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=293.80 0.00

TRINITY_DN2435_c0_g1sp|P18938|NU3M_CHICKMT-ND3 NADH-ubiquinone oxidoreductase chain 3 OS=Gallus gallus GN=MT-ND3 PE=3 SV=193.80 0.00

TRINITY_DN26432_c0_g1sp|P42653|1433A_VICFA- 14-3-3-like protein A OS=Vicia faba PE=2 SV=193.80 0.00

TRINITY_DN29794_c0_g1sp|P00848|ATP6_MOUSEMtatp6 ATP synthase subunit a OS=Mus musculus GN=Mtatp6 PE=1 SV=193.80 0.00

TRINITY_DN23738_c0_g1sp|P12236|ADT3_HUMANSLC25A6 ADP/ATP translocase 3 OS=Homo sapiens GN=SLC25A6 PE=1 SV=493.70 0.00

TRINITY_DN37361_c0_g1sp|A0CDD4|CFA20_PARTECFAP20 Cilia- and flagella-associated protein 20 OS=Paramecium tetraurelia GN=CFAP20 PE=3 SV=193.70 0.00

TRINITY_DN42301_c1_g7sp|P79251|VATG1_BOVINATP6V1G1V-type proton ATPase subunit G 1 OS=Bos taurus GN=ATP6V1G1 PE=1 SV=393.70 0.00

TRINITY_DN6734_c0_g2sp|Q90YQ2|RS21_ICTPUrps21 40S ribosomal protein S21 OS=Ictalurus punctatus GN=rps21 PE=3 SV=193.70 0.00

TRINITY_DN17074_c0_g2sp|Q9SQL2|CB24_PEAlhcA-P4 Chlorophyll a-b binding protein P4, chloroplastic OS=Pisum sativum GN=lhcA-P4 PE=1 SV=193.60 0.00

TRINITY_DN32862_c1_g1sp|Q9ZTP5|RPE_ORYSJRPE Ribulose-phosphate 3-epimerase, chloroplastic OS=Oryza sativa subsp. japonica GN=RPE PE=1 SV=293.60 0.00

TRINITY_DN33331_c0_g3sp|Q9FKW6|FNRL1_ARATHLFNR1 Ferredoxin--NADP reductase, leaf isozyme 1, chloroplastic OS=Arabidopsis thaliana GN=LFNR1 PE=1 SV=193.60 0.00

TRINITY_DN52872_c0_g1sp|P18944|COX2_CHICKMT-CO2 Cytochrome c oxidase subunit 2 OS=Gallus gallus GN=MT-CO2 PE=3 SV=193.60 0.00

TRINITY_DN1037_c0_g1sp|P79244|RL37_BOVINRPL37 60S ribosomal protein L37 OS=Bos taurus GN=RPL37 PE=3 SV=493.50 0.00



TRINITY_DN11048_c0_g1sp|Q9LRR9|GLO1_ARATHGLO1 Peroxisomal (S)-2-hydroxy-acid oxidase GLO1 OS=Arabidopsis thaliana GN=GLO1 PE=1 SV=193.50 0.00

TRINITY_DN14874_c0_g1sp|Q9M385|RK17_ARATHRPL17 50S ribosomal protein L17, chloroplastic OS=Arabidopsis thaliana GN=RPL17 PE=2 SV=193.50 0.00

TRINITY_DN20455_c0_g1sp|Q91375|EF1GB_XENLAeef1g-b Elongation factor 1-gamma-B OS=Xenopus laevis GN=eef1g-b PE=2 SV=193.50 0.00

TRINITY_DN33776_c1_g1sp|P00414|COX3_HUMANMT-CO3 Cytochrome c oxidase subunit 3 OS=Homo sapiens GN=MT-CO3 PE=1 SV=293.50 0.00

TRINITY_DN35811_c2_g12sp|Q2F7J0|POL_XMRV4gag-pol Gag-Pol polyprotein OS=Xenotropic MuLV-related virus (isolate VP42) GN=gag-pol PE=3 SV=193.50 0.00

TRINITY_DN51693_c2_g5sp|Q08080|HSP7S_SPIOLCHSP70 Stromal 70 kDa heat shock-related protein, chloroplastic (Fragment) OS=Spinacia oleracea GN=CHSP70 PE=2 SV=193.50 0.00

TRINITY_DN5861_c0_g1sp|Q9FUM1|EF1G_PRUAV- Elongation factor 1-gamma OS=Prunus avium PE=2 SV=193.50 0.00

TRINITY_DN22880_c0_g1sp|Q91487|RL13A_SALTRrpl13a 60S ribosomal protein L13a (Fragment) OS=Salmo trutta GN=rpl13a PE=2 SV=193.40 0.00

TRINITY_DN21357_c0_g1sp|P32869|PSAD_CUCSApsaD Photosystem I reaction center subunit II, chloroplastic OS=Cucumis sativus GN=psaD PE=1 SV=193.30 0.00

TRINITY_DN2159_c0_g1sp|Q9XI05|PSB3A_ARATHPBC1 Proteasome subunit beta type-3-A OS=Arabidopsis thaliana GN=PBC1 PE=1 SV=293.30 0.00

TRINITY_DN36752_c0_g2sp|P0CH27|RL402_TRYCR- Ubiquitin-60S ribosomal protein L40 OS=Trypanosoma cruzi PE=2 SV=193.30 0.00

TRINITY_DN38113_c0_g3sp|Q8DRP0|RADA_STRR6radA DNA repair protein RadA OS=Streptococcus pneumoniae (strain ATCC BAA-255 / R6) GN=radA PE=3 SV=193.30 0.00

TRINITY_DN7141_c0_g1sp|Q41228|PSAEA_NICSYPSAEA Photosystem I reaction center subunit IV A, chloroplastic OS=Nicotiana sylvestris GN=PSAEA PE=1 SV=193.30 0.00

TRINITY_DN27729_c0_g1sp|Q01667|CAB6_ARATHLHCA1 Chlorophyll a-b binding protein 6, chloroplastic OS=Arabidopsis thaliana GN=LHCA1 PE=1 SV=193.20 0.00

TRINITY_DN31655_c0_g1sp|P27522|CB13_SOLLCCAB8 Chlorophyll a-b binding protein 8, chloroplastic OS=Solanum lycopersicum GN=CAB8 PE=3 SV=193.20 0.00

TRINITY_DN32166_c0_g4sp|Q08733|PIP13_ARATHPIP1-3 Aquaporin PIP1-3 OS=Arabidopsis thaliana GN=PIP1-3 PE=1 SV=193.20 0.00

TRINITY_DN33179_c0_g2sp|P03355|POL_MLVMSgag-pol Gag-Pol polyprotein OS=Moloney murine leukemia virus (isolate Shinnick) GN=gag-pol PE=1 SV=493.20 0.00

TRINITY_DN35103_c1_g7sp|Q5E995|RS6_BOVINRPS6 40S ribosomal protein S6 OS=Bos taurus GN=RPS6 PE=2 SV=193.20 0.00

TRINITY_DN36790_c0_g6sp|A5JSS4|SERF2_CAPHISERF2 Small EDRK-rich factor 2 OS=Capra hircus GN=SERF2 PE=3 SV=193.20 0.00

TRINITY_DN51963_c2_g6sp|Q4VIT5|CALR_CHLAECALR Calreticulin OS=Chlorocebus aethiops GN=CALR PE=2 SV=193.20 0.00

TRINITY_DN24628_c0_g1sp|Q7ZW25|CHM2A_DANREchmp2a Charged multivesicular body protein 2a OS=Danio rerio GN=chmp2a PE=2 SV=193.10 0.00

TRINITY_DN28418_c0_g1sp|Q9SDM1|CB121_HORVULHC Chlorophyll a-b binding protein 1B-21, chloroplastic OS=Hordeum vulgare GN=LHC Ib-21 PE=1 SV=193.10 0.00

TRINITY_DN31360_c0_g3sp|Q96133|COX3_CARAUmt-co3 Cytochrome c oxidase subunit 3 OS=Carassius auratus GN=mt-co3 PE=2 SV=293.10 0.00

TRINITY_DN35103_c1_g5sp|Q5E995|RS6_BOVINRPS6 40S ribosomal protein S6 OS=Bos taurus GN=RPS6 PE=2 SV=193.10 0.00

TRINITY_DN37439_c1_g4sp|P37255|PSBB_CHLREpsbB Photosystem II CP47 reaction center protein OS=Chlamydomonas reinhardtii GN=psbB PE=3 SV=193.10 0.00

TRINITY_DN40341_c0_g15sp|P49946|FRIH_SALSA- Ferritin, heavy subunit OS=Salmo salar PE=2 SV=193.10 0.00

TRINITY_DN49498_c0_g2sp|P62938|PPIA_CHLAEPPIA Peptidyl-prolyl cis-trans isomerase A OS=Chlorocebus aethiops GN=PPIA PE=2 SV=293.10 0.00

TRINITY_DN51956_c1_g6sp|P27520|CB215_PEACAB215 Chlorophyll a-b binding protein 215, chloroplastic OS=Pisum sativum GN=CAB215 PE=1 SV=193.10 0.00

TRINITY_DN53989_c0_g1sp|P45682|NLPD_PSEAEPA3623 Lipoprotein NlpD/LppB homolog OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA3623 PE=3 SV=193.10 0.00

TRINITY_DN52826_c0_g1sp|P93805|PGMC2_MAIZE- Phosphoglucomutase, cytoplasmic 2 OS=Zea mays PE=2 SV=293.00 0.00

TRINITY_DN35780_c0_g4sp|P27489|CB23_SOLLCCAB13 Chlorophyll a-b binding protein 13, chloroplastic OS=Solanum lycopersicum GN=CAB13 PE=1 SV=192.90 0.00

TRINITY_DN36435_c0_g1sp|P24984|COX1_COTJAMT-CO1 Cytochrome c oxidase subunit 1 OS=Coturnix coturnix japonica GN=MT-CO1 PE=3 SV=392.90 0.00

TRINITY_DN20814_c0_g2sp|Q43191|LOX15_SOLTULOX1.5 Probable linoleate 9S-lipoxygenase 5 OS=Solanum tuberosum GN=LOX1.5 PE=2 SV=192.80 0.00

TRINITY_DN33331_c0_g4sp|P10933|FENR1_PEAPETH Ferredoxin--NADP reductase, leaf isozyme, chloroplastic OS=Pisum sativum GN=PETH PE=1 SV=192.80 0.00

TRINITY_DN34636_c1_g5sp|P47836|RS4_CHICKRPS4 40S ribosomal protein S4 OS=Gallus gallus GN=RPS4 PE=2 SV=292.80 0.00

TRINITY_DN36326_c1_g2sp|P00156|CYB_HUMANMT-CYB Cytochrome b OS=Homo sapiens GN=MT-CYB PE=1 SV=292.80 0.00

TRINITY_DN42662_c0_g1sp|P19950|RS141_MAIZE- 40S ribosomal protein S14 OS=Zea mays PE=3 SV=192.80 0.00

TRINITY_DN43627_c0_g2sp|P08992|H2AV_TETTSHTA3 Histone H2A.Z OS=Tetrahymena thermophila (strain SB210) GN=HTA3 PE=1 SV=292.80 0.00

TRINITY_DN45533_c0_g1sp|P09144|PSAB_CHLREpsaB Photosystem I P700 chlorophyll a apoprotein A2 OS=Chlamydomonas reinhardtii GN=psaB PE=1 SV=492.80 0

TRINITY_DN29794_c0_g7sp|P00416|COX3_MOUSEmt-Co3 Cytochrome c oxidase subunit 3 OS=Mus musculus GN=mt-Co3 PE=1 SV=292.70 0.00

TRINITY_DN10799_c0_g1sp|Q9FF53|PIP24_ARATHPIP2-4 Probable aquaporin PIP2-4 OS=Arabidopsis thaliana GN=PIP2-4 PE=1 SV=192.60 0.00

TRINITY_DN19094_c0_g1sp|P31542|CLPAB_SOLLCCD4B ATP-dependent Clp protease ATP-binding subunit ClpA homolog CD4B, chloroplastic OS=Solanum lycopersicum GN=CD4B PE=3 SV=192.60 0.00

TRINITY_DN20298_c0_g1sp|O48557|RL17_MAIZERPL17 60S ribosomal protein L17 OS=Zea mays GN=RPL17 PE=2 SV=192.60 0.00

TRINITY_DN243_c0_g1sp|Q02060|PSBS_SPIOLPSBS Photosystem II 22 kDa protein, chloroplastic OS=Spinacia oleracea GN=PSBS PE=1 SV=192.60 0.00

TRINITY_DN35103_c1_g4sp|Q90YR8|RS6_ICTPUrps6 40S ribosomal protein S6 OS=Ictalurus punctatus GN=rps6 PE=2 SV=192.60 0.00

TRINITY_DN41417_c1_g8sp|P14273|CB2_CHLREcabII-1 Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Chlamydomonas reinhardtii GN=cabII-1 PE=3 SV=192.60 0.00

TRINITY_DN46640_c0_g3sp|P49728|UCRIA_CHLREpetC Cytochrome b6-f complex iron-sulfur subunit, chloroplastic OS=Chlamydomonas reinhardtii GN=petC PE=1 SV=192.60 0.00

TRINITY_DN46959_c0_g3sp|P69149|H31_TETPY- Histone H3 OS=Tetrahymena pyriformis PE=1 SV=292.60 0.00

TRINITY_DN49546_c1_g2sp|Q9SIF2|HS905_ARATHHSP90-5 Heat shock protein 90-5, chloroplastic OS=Arabidopsis thaliana GN=HSP90-5 PE=1 SV=192.60 0.00

TRINITY_DN36391_c0_g12sp|P39872|RL3_BOVINRPL3 60S ribosomal protein L3 OS=Bos taurus GN=RPL3 PE=2 SV=292.50 0.00

TRINITY_DN40532_c0_g2sp|O48649|ARF1_SALBAARF1 ADP-ribosylation factor 1 OS=Salix bakko GN=ARF1 PE=2 SV=392.50 0.00

TRINITY_DN45479_c1_g5sp|Q1LZB0|DDRGK_BOVINDDRGK1 DDRGK domain-containing protein 1 OS=Bos taurus GN=DDRGK1 PE=2 SV=192.50 0.00

TRINITY_DN41024_c0_g5sp|Q39570|YPTC4_CHLREYPTC4 GTP-binding protein YPTC4 OS=Chlamydomonas reinhardtii GN=YPTC4 PE=3 SV=192.40 0.00

TRINITY_DN37072_c3_g1sp|P49202|RS18_CHLRERPS18 40S ribosomal protein S18 OS=Chlamydomonas reinhardtii GN=RPS18 PE=2 SV=192.30 0.00

TRINITY_DN41417_c1_g5sp|P14273|CB2_CHLREcabII-1 Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Chlamydomonas reinhardtii GN=cabII-1 PE=3 SV=192.30 0.00

TRINITY_DN52197_c2_g2sp|Q9FWQ5|HAC12_ARATHHAC12 Histone acetyltransferase HAC12 OS=Arabidopsis thaliana GN=HAC12 PE=2 SV=292.30 0.00



TRINITY_DN53671_c0_g1sp|O22860|RL38_ARATHRPL38A 60S ribosomal protein L38 OS=Arabidopsis thaliana GN=RPL38A PE=3 SV=192.30 0.00

TRINITY_DN34215_c0_g6sp|Q90YT6|RL32_ICTPUrpl32 60S ribosomal protein L32 OS=Ictalurus punctatus GN=rpl32 PE=2 SV=192.20 0.00

TRINITY_DN34561_c0_g3sp|Q40459|PSBO_TOBACPSBO Oxygen-evolving enhancer protein 1, chloroplastic OS=Nicotiana tabacum GN=PSBO PE=2 SV=192.20 0.00

TRINITY_DN35811_c2_g6sp|P03905|NU4M_HUMANMT-ND4 NADH-ubiquinone oxidoreductase chain 4 OS=Homo sapiens GN=MT-ND4 PE=1 SV=192.20 0.00

TRINITY_DN43106_c1_g9sp|P26526|ATPA_CHLREatpA ATP synthase subunit alpha, chloroplastic OS=Chlamydomonas reinhardtii GN=atpA PE=1 SV=392.20 0.00

TRINITY_DN35262_c2_g8sp|P00395|COX1_HUMANMT-CO1 Cytochrome c oxidase subunit 1 OS=Homo sapiens GN=MT-CO1 PE=1 SV=192.10 0.00

TRINITY_DN516_c0_g1sp|P30571|MT1_MAIZE- Metallothionein-like protein 1 OS=Zea mays PE=3 SV=192.10 0.00

TRINITY_DN53528_c0_g1sp|Q8WYQ3|CHC10_HUMANCHCHD10 Coiled-coil-helix-coiled-coil-helix domain-containing protein 10, mitochondrial OS=Homo sapiens GN=CHCHD10 PE=1 SV=192.10 0.00

TRINITY_DN28531_c0_g2sp|Q08506|ACCO1_PETHYACO1 1-aminocyclopropane-1-carboxylate oxidase 1 OS=Petunia hybrida GN=ACO1 PE=1 SV=192.00 0.00

TRINITY_DN46445_c0_g2sp|P52709|SYTC_CAEELtrs-1 Threonine--tRNA ligase, cytoplasmic OS=Caenorhabditis elegans GN=trs-1 PE=3 SV=192.00 0.00

TRINITY_DN34266_c0_g2sp|Q08080|HSP7S_SPIOLCHSP70 Stromal 70 kDa heat shock-related protein, chloroplastic (Fragment) OS=Spinacia oleracea GN=CHSP70 PE=2 SV=191.90 0.00

TRINITY_DN36666_c0_g9sp|Q95L46|IF4G2_BOVINEIF4G2 Eukaryotic translation initiation factor 4 gamma 2 OS=Bos taurus GN=EIF4G2 PE=2 SV=291.90 0.00

TRINITY_DN43658_c0_g1sp|P25840|HSP70_CHLREHSP70 Heat shock 70 kDa protein OS=Chlamydomonas reinhardtii GN=HSP70 PE=2 SV=291.90 0.00

TRINITY_DN53589_c0_g1sp|P21240|CPNB1_ARATHCPN60B1 Chaperonin 60 subunit beta 1, chloroplastic OS=Arabidopsis thaliana GN=CPN60B1 PE=1 SV=391.90 0.00

TRINITY_DN2084_c0_g1sp|Q6UNT2|RL5_CUCSARPL5 60S ribosomal protein L5 OS=Cucumis sativus GN=RPL5 PE=2 SV=191.80 0.00

TRINITY_DN23554_c0_g2sp|Q42676|TKTC_CRAPLTKT3 Transketolase, chloroplastic (Fragment) OS=Craterostigma plantagineum GN=TKT3 PE=1 SV=191.80 0.00

TRINITY_DN28047_c0_g1sp|Q7RTV0|PHF5A_HUMANPHF5A PHD finger-like domain-containing protein 5A OS=Homo sapiens GN=PHF5A PE=1 SV=191.80 0.00

TRINITY_DN35761_c1_g9sp|Q41420|CALM3_SOLTUPCM3 Putative calmodulin-3 (Fragment) OS=Solanum tuberosum GN=PCM3 PE=5 SV=191.80 0.00

TRINITY_DN41055_c0_g1sp|P03886|NU1M_HUMANMT-ND1 NADH-ubiquinone oxidoreductase chain 1 OS=Homo sapiens GN=MT-ND1 PE=1 SV=191.80 0.00

TRINITY_DN48675_c0_g6sp|Q07437|HSP70_LEIAMHSP70 Heat shock 70 kDa protein OS=Leishmania amazonensis GN=HSP70 PE=2 SV=191.80 0.00

TRINITY_DN9623_c0_g1sp|P16059|PSBP_PEAPSBP Oxygen-evolving enhancer protein 2, chloroplastic OS=Pisum sativum GN=PSBP PE=1 SV=191.80 0.00

TRINITY_DN35262_c1_g3sp|P00397|COX1_MOUSEMtco1 Cytochrome c oxidase subunit 1 OS=Mus musculus GN=Mtco1 PE=1 SV=291.70 0.00

TRINITY_DN42301_c1_g2sp|P00405|COX2_MOUSEMtco2 Cytochrome c oxidase subunit 2 OS=Mus musculus GN=Mtco2 PE=1 SV=191.70 0.00

TRINITY_DN50964_c0_g2sp|O23936|GCST_FLATRGDCST Aminomethyltransferase, mitochondrial OS=Flaveria trinervia GN=GDCST PE=3 SV=191.70 0.00

TRINITY_DN53484_c0_g1sp|Q9ZS97|AB8I_ARATHABCI8 UPF0051 protein ABCI8, chloroplastic OS=Arabidopsis thaliana GN=ABCI8 PE=2 SV=191.70 0.00

TRINITY_DN53925_c0_g1sp|P03899|NU3M_MOUSEMtnd3 NADH-ubiquinone oxidoreductase chain 3 OS=Mus musculus GN=Mtnd3 PE=1 SV=391.70 0.00

TRINITY_DN8736_c0_g1sp|Q9FSF0|MDH_TOBACMD1 Malate dehydrogenase OS=Nicotiana tabacum GN=MD1 PE=1 SV=191.70 0.00

TRINITY_DN37626_c1_g8sp|P03888|NU1M_MOUSEMtnd1 NADH-ubiquinone oxidoreductase chain 1 OS=Mus musculus GN=Mtnd1 PE=1 SV=391.50 0.00

TRINITY_DN40445_c0_g1sp|Q39604|IDLC_CHLREIDA4 28 kDa inner dynein arm light chain, axonemal OS=Chlamydomonas reinhardtii GN=IDA4 PE=1 SV=191.40 0.00

TRINITY_DN48463_c0_g2sp|P0C1D4|PETN_CHLREPETN Cytochrome b6-f complex subunit 8, chloroplastic OS=Chlamydomonas reinhardtii GN=PETN PE=1 SV=291.40 0.00

TRINITY_DN49854_c0_g4sp|P20865|CB2_DUNSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella salina PE=2 SV=191.40 0.00

TRINITY_DN1631_c0_g1sp|Q400C7|AMZ2_RATAmz2 Archaemetzincin-2 OS=Rattus norvegicus GN=Amz2 PE=2 SV=291.30 0.00

TRINITY_DN33685_c0_g1sp|P26302|KPPR_WHEAT- Phosphoribulokinase, chloroplastic OS=Triticum aestivum PE=2 SV=191.30 0.00

TRINITY_DN35522_c0_g2sp|P27495|CB24_TOBACCAB40 Chlorophyll a-b binding protein 40, chloroplastic OS=Nicotiana tabacum GN=CAB40 PE=2 SV=191.30 0.00

TRINITY_DN11995_c0_g3sp|Q9SA52|CP41B_ARATHCSP41B Chloroplast stem-loop binding protein of 41 kDa b, chloroplastic OS=Arabidopsis thaliana GN=CSP41B PE=1 SV=191.20 0.00

TRINITY_DN32456_c0_g4sp|Q6K5G8|G3PC3_ORYSJGAPC3 Glyceraldehyde-3-phosphate dehydrogenase 3, cytosolic OS=Oryza sativa subsp. japonica GN=GAPC3 PE=2 SV=191.20 0.00

TRINITY_DN42370_c0_g1sp|Q39580|DYL1_CHLRE- Dynein 8 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=191.20 0.00

TRINITY_DN46959_c0_g1sp|P41353|H33_TETTSHHT3 Histone H3.3 OS=Tetrahymena thermophila (strain SB210) GN=HHT3 PE=1 SV=291.20 0.00

TRINITY_DN6109_c0_g1sp|Q9SY97|LHCA3_ARATHLHCA3 Photosystem I chlorophyll a/b-binding protein 3-1, chloroplastic OS=Arabidopsis thaliana GN=LHCA3 PE=1 SV=191.20 0.00

TRINITY_DN6817_c0_g1sp|Q3SYR7|RL9_BOVINRPL9 60S ribosomal protein L9 OS=Bos taurus GN=RPL9 PE=2 SV=191.20 0.00

TRINITY_DN53264_c0_g1sp|A4XYG4|SSRP_PSEMYsmpB SsrA-binding protein OS=Pseudomonas mendocina (strain ymp) GN=smpB PE=3 SV=291.10 0.00

TRINITY_DN27113_c0_g1sp|P19446|MDHG_CITLA- Malate dehydrogenase, glyoxysomal OS=Citrullus lanatus PE=1 SV=191.00 0.00

TRINITY_DN39818_c0_g2sp|B7EA73|PSA_ORYSJOs08g0562700Puromycin-sensitive aminopeptidase OS=Oryza sativa subsp. japonica GN=Os08g0562700 PE=2 SV=191.00 0.00

TRINITY_DN46125_c0_g8sp|O96860|DYL2_DROMECdlc2 Dynein light chain 2, cytoplasmic OS=Drosophila melanogaster GN=Cdlc2 PE=3 SV=191.00 0.00

TRINITY_DN13882_c0_g1sp|P48496|TPIC_SPIOLTPIP1 Triosephosphate isomerase, chloroplastic OS=Spinacia oleracea GN=TPIP1 PE=1 SV=190.90 0.00

TRINITY_DN342_c0_g1sp|P36688|RK12_NICSY- 50S ribosomal protein L12, chloroplastic OS=Nicotiana sylvestris PE=2 SV=190.90 0.00

TRINITY_DN42619_c0_g3sp|Q9FJA6|RS33_ARATHRPS3C 40S ribosomal protein S3-3 OS=Arabidopsis thaliana GN=RPS3C PE=1 SV=190.90 0.00

TRINITY_DN41046_c0_g1sp|P18939|NU4M_CHICKMT-ND4 NADH-ubiquinone oxidoreductase chain 4 OS=Gallus gallus GN=MT-ND4 PE=3 SV=190.80 0.00

TRINITY_DN44902_c0_g1sp|P46302|RS28_MAIZERPS28 40S ribosomal protein S28 OS=Zea mays GN=RPS28 PE=3 SV=190.80 0.00

TRINITY_DN11048_c0_g2sp|Q9LRS0|GLO2_ARATHGLO2 Peroxisomal (S)-2-hydroxy-acid oxidase GLO2 OS=Arabidopsis thaliana GN=GLO2 PE=1 SV=190.70 0.00

TRINITY_DN35761_c1_g3sp|Q41420|CALM3_SOLTUPCM3 Putative calmodulin-3 (Fragment) OS=Solanum tuberosum GN=PCM3 PE=5 SV=190.70 0.00

TRINITY_DN39948_c1_g9sp|P03891|NU2M_HUMANMT-ND2 NADH-ubiquinone oxidoreductase chain 2 OS=Homo sapiens GN=MT-ND2 PE=1 SV=290.70 0.00

TRINITY_DN23882_c0_g2sp|Q41219|LEGRE_SOYBNFLBR Leghemoglobin reductase OS=Glycine max GN=FLBR PE=1 SV=190.60 0.00

TRINITY_DN36391_c0_g6sp|Q4QY71|RSSA_SPAAUrpsa 40S ribosomal protein SA OS=Sparus aurata GN=rpsa PE=2 SV=290.60 0.00

TRINITY_DN37626_c1_g6sp|P03921|NU5M_MOUSEMtnd5 NADH-ubiquinone oxidoreductase chain 5 OS=Mus musculus GN=Mtnd5 PE=1 SV=390.60 0.00

TRINITY_DN43757_c1_g7sp|P14794|RL40_DICDIubqB Ubiquitin-60S ribosomal protein L40 OS=Dictyostelium discoideum GN=ubqB PE=1 SV=290.60 0.00



TRINITY_DN53995_c0_g1sp|P03897|NU3M_HUMANMT-ND3 NADH-ubiquinone oxidoreductase chain 3 OS=Homo sapiens GN=MT-ND3 PE=1 SV=190.60 0.00

TRINITY_DN5629_c0_g1sp|P48350|CATA1_CUCPECAT1 Catalase isozyme 1 OS=Cucurbita pepo GN=CAT1 PE=2 SV=190.60 0.00

TRINITY_DN8180_c0_g1sp|Q9SM09|VATA_CITUN- V-type proton ATPase catalytic subunit A OS=Citrus unshiu PE=2 SV=190.60 0.00

TRINITY_DN22481_c0_g1sp|Q03194|PMA4_NICPLPMA4 Plasma membrane ATPase 4 OS=Nicotiana plumbaginifolia GN=PMA4 PE=2 SV=190.50 0.00

TRINITY_DN585_c0_g1sp|O48646|GPX6_ARATHGPX6 Probable phospholipid hydroperoxide glutathione peroxidase 6, mitochondrial OS=Arabidopsis thaliana GN=GPX6 PE=2 SV=290.50 0.00

TRINITY_DN31704_c0_g2sp|P51410|RL9_MOUSERpl9 60S ribosomal protein L9 OS=Mus musculus GN=Rpl9 PE=2 SV=290.40 0.00

TRINITY_DN34215_c0_g1sp|P03911|NU4M_MOUSEMtnd4 NADH-ubiquinone oxidoreductase chain 4 OS=Mus musculus GN=Mtnd4 PE=1 SV=190.40 0.00

TRINITY_DN39203_c0_g1sp|P52908|1433_CHLRE- 14-3-3-like protein OS=Chlamydomonas reinhardtii PE=2 SV=190.40 0.00

TRINITY_DN39712_c0_g1sp|Q7XJ96|GAS8_CHLREGAS8 Growth arrest-specific protein 8 homolog OS=Chlamydomonas reinhardtii GN=GAS8 PE=1 SV=190.40 0.00

TRINITY_DN5888_c0_g1sp|P41115|RS11_XENLArps11 40S ribosomal protein S11 OS=Xenopus laevis GN=rps11 PE=2 SV=190.40 0.00

TRINITY_DN40598_c0_g3sp|Q7RTV0|PHF5A_HUMANPHF5A PHD finger-like domain-containing protein 5A OS=Homo sapiens GN=PHF5A PE=1 SV=190.30 0.00

TRINITY_DN33331_c0_g1sp|Q9SLQ8|PSBP_CUCSAPSBP Oxygen-evolving enhancer protein 2, chloroplastic OS=Cucumis sativus GN=PSBP PE=2 SV=190.20 0.00

TRINITY_DN40157_c1_g4sp|Q8LPJ4|AB2E_ARATHABCE2 ABC transporter E family member 2 OS=Arabidopsis thaliana GN=ABCE2 PE=2 SV=190.20 0.00

TRINITY_DN54141_c0_g1sp|O20250|TKTC_SPIOL- Transketolase, chloroplastic OS=Spinacia oleracea PE=1 SV=190.20 0.00

TRINITY_DN29274_c0_g4sp|Q8W171|CYP1_SOYBNCyp1 Peptidyl-prolyl cis-trans isomerase 1 OS=Glycine max GN=Cyp1 PE=2 SV=190.10 0.00

TRINITY_DN35335_c0_g1sp|P50565|H2B1_CHLREH2B Histone H2B.1 OS=Chlamydomonas reinhardtii GN=H2B PE=1 SV=390.10 0.00

TRINITY_DN48615_c0_g2sp|P08993|H2B1_TETTSHTB1 Histone H2B.1 OS=Tetrahymena thermophila (strain SB210) GN=HTB1 PE=1 SV=290.10 0.00

TRINITY_DN13148_c0_g1sp|Q3T0U2|RL14_BOVINRPL14 60S ribosomal protein L14 OS=Bos taurus GN=RPL14 PE=2 SV=390.00 0.00

TRINITY_DN17277_c0_g1sp|P49315|CATA1_NICPLCAT1 Catalase isozyme 1 (Fragment) OS=Nicotiana plumbaginifolia GN=CAT1 PE=2 SV=190.00 0.00

TRINITY_DN32474_c0_g3sp|P18937|NU2M_CHICKMT-ND2 NADH-ubiquinone oxidoreductase chain 2 OS=Gallus gallus GN=MT-ND2 PE=3 SV=190.00 0.00

TRINITY_DN3855_c0_g1sp|P23525|IN37_SPIOL- 2-methyl-6-phytyl-1,4-hydroquinone methyltransferase, chloroplastic OS=Spinacia oleracea PE=1 SV=190.00 0.00

TRINITY_DN38674_c1_g4sp|Q7X999|RCA2_LARTRRCA2 Ribulose bisphosphate carboxylase/oxygenase activase 2, chloroplastic OS=Larrea tridentata GN=RCA2 PE=2 SV=190.00 0.00

TRINITY_DN42636_c0_g2sp|Q6ZDY8|SDHA_ORYSJSDH1 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Oryza sativa subsp. japonica GN=SDH1 PE=1 SV=190.00 0.00

TRINITY_DN44572_c0_g5sp|A0CCD2|PPX4_PARTEPpx4 Serine/threonine-protein phosphatase PP-X homolog 4 OS=Paramecium tetraurelia GN=Ppx4 PE=3 SV=190.00 0.00

TRINITY_DN45484_c1_g2sp|O81796|IDH3_ARATHIDH3 Isocitrate dehydrogenase [NAD] regulatory subunit 3, mitochondrial OS=Arabidopsis thaliana GN=IDH3 PE=1 SV=190.00 0.00

TRINITY_DN48413_c1_g3sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=190.00 0.00

TRINITY_DN53645_c0_g1sp|Q90YT3|RL35A_ICTPUrpl35a 60S ribosomal protein L35a OS=Ictalurus punctatus GN=rpl35a PE=3 SV=190.00 0.00

TRINITY_DN15442_c0_g2sp|P0DI19|PHF5A_ARATHAt2g30000PHD finger-like domain-containing protein 5A OS=Arabidopsis thaliana GN=At2g30000 PE=3 SV=189.90 0.00

TRINITY_DN25353_c0_g2sp|P47830|RL27A_XENLArpl27a 60S ribosomal protein L27a OS=Xenopus laevis GN=rpl27a PE=2 SV=289.90 0.00

TRINITY_DN32166_c0_g2sp|Q9XF59|PIP12_MAIZEPIP1-2 Aquaporin PIP1-2 OS=Zea mays GN=PIP1-2 PE=1 SV=189.90 0.00

TRINITY_DN32456_c0_g1sp|P26518|G3PC_MAGLIGAPC Glyceraldehyde-3-phosphate dehydrogenase, cytosolic OS=Magnolia liliiflora GN=GAPC PE=2 SV=189.90 0.00

TRINITY_DN27851_c0_g1sp|Q03250|RBG7_ARATHRBG7 Glycine-rich RNA-binding protein 7 OS=Arabidopsis thaliana GN=RBG7 PE=1 SV=189.80 0.00

TRINITY_DN40419_c0_g1sp|P50567|H2A_CHLREH2A-II Histone H2A OS=Chlamydomonas reinhardtii GN=H2A-II PE=3 SV=189.80 0.00

TRINITY_DN18706_c0_g1sp|P28723|FTHS_SPIOL- Formate--tetrahydrofolate ligase OS=Spinacia oleracea PE=1 SV=389.70 0.00

TRINITY_DN19939_c0_g1sp|P29463|TPT_SOLTUTPT Triose phosphate/phosphate translocator, chloroplastic OS=Solanum tuberosum GN=TPT PE=2 SV=189.70 0.00

TRINITY_DN23326_c0_g1sp|P09648|CATL1_CHICKCTSL Cathepsin L1 (Fragments) OS=Gallus gallus GN=CTSL PE=1 SV=189.70 0.00

TRINITY_DN23554_c0_g1sp|Q42676|TKTC_CRAPLTKT3 Transketolase, chloroplastic (Fragment) OS=Craterostigma plantagineum GN=TKT3 PE=1 SV=189.70 0.00

TRINITY_DN45330_c0_g1sp|O24661|ASNS_TRIVSAS Asparagine synthetase [glutamine-hydrolyzing] OS=Triphysaria versicolor GN=AS PE=2 SV=389.70 0.00

TRINITY_DN16022_c0_g1sp|P93338|GAPN_NICPLGAPN NADP-dependent glyceraldehyde-3-phosphate dehydrogenase OS=Nicotiana plumbaginifolia GN=GAPN PE=2 SV=189.60 0.00

TRINITY_DN1629_c0_g2sp|Q41228|PSAEA_NICSYPSAEA Photosystem I reaction center subunit IV A, chloroplastic OS=Nicotiana sylvestris GN=PSAEA PE=1 SV=189.60 0.00

TRINITY_DN31653_c0_g5sp|Q9S7E9|GGT2_ARATHGGAT2 Glutamate--glyoxylate aminotransferase 2 OS=Arabidopsis thaliana GN=GGAT2 PE=1 SV=189.60 0.00

TRINITY_DN33331_c0_g2sp|Q9SLQ8|PSBP_CUCSAPSBP Oxygen-evolving enhancer protein 2, chloroplastic OS=Cucumis sativus GN=PSBP PE=2 SV=189.60 0.00

TRINITY_DN53538_c0_g1sp|P82412|RRP3_SPIOLPSRP3 30S ribosomal protein 3, chloroplastic OS=Spinacia oleracea GN=PSRP3 PE=1 SV=189.60 0.00

TRINITY_DN29638_c0_g1sp|P34369|PRP8_CAEELprp-8 Pre-mRNA-splicing factor 8 homolog OS=Caenorhabditis elegans GN=prp-8 PE=1 SV=189.50 0.00

TRINITY_DN36738_c2_g1sp|Q3T025|RL17_BOVINRPL17 60S ribosomal protein L17 OS=Bos taurus GN=RPL17 PE=2 SV=389.50 0.00

TRINITY_DN43387_c0_g2sp|Q39057|CONS_ARATHCO Zinc finger protein CONSTANS OS=Arabidopsis thaliana GN=CO PE=1 SV=189.50 0.00

TRINITY_DN2043_c0_g1sp|P30707|RL9_PEARPL9 60S ribosomal protein L9 OS=Pisum sativum GN=RPL9 PE=2 SV=189.40 0.00

TRINITY_DN31655_c0_g2sp|P48534|APX1_PEAAPX1 L-ascorbate peroxidase, cytosolic OS=Pisum sativum GN=APX1 PE=1 SV=289.40 0.00

TRINITY_DN34598_c0_g1sp|P36578|RL4_HUMANRPL4 60S ribosomal protein L4 OS=Homo sapiens GN=RPL4 PE=1 SV=589.40 0.00

TRINITY_DN9296_c0_g1sp|Q9PVW7|CO8B_PAROLc8b Complement component C8 beta chain OS=Paralichthys olivaceus GN=c8b PE=2 SV=189.40 0.00

TRINITY_DN32329_c0_g1sp|Q6VAF9|TBA4_GOSHI- Tubulin alpha-4 chain OS=Gossypium hirsutum PE=2 SV=189.30 0.00

TRINITY_DN35750_c0_g6sp|P35068|H2B1_TIGCA- Histone H2B.1/H2B.2 OS=Tigriopus californicus PE=3 SV=289.30 0.00

TRINITY_DN44736_c0_g3sp|P50362|G3PA_CHLREGAPA Glyceraldehyde-3-phosphate dehydrogenase A, chloroplastic OS=Chlamydomonas reinhardtii GN=GAPA PE=1 SV=189.30 0.00

TRINITY_DN459_c0_g1sp|Q680P8|RS29_ARATHRPS29A 40S ribosomal protein S29 OS=Arabidopsis thaliana GN=RPS29A PE=3 SV=289.30 0.00

TRINITY_DN47332_c0_g1sp|P49633|RL40_ACACA- Ubiquitin-60S ribosomal protein L40 OS=Acanthamoeba castellanii PE=2 SV=289.30 0.00

TRINITY_DN51557_c0_g6sp|Q8W1X2|PDXK_ARATHPK Pyridoxal kinase OS=Arabidopsis thaliana GN=PK PE=1 SV=289.30 0.00



TRINITY_DN15435_c0_g1sp|Q8VZ55|RK35_ARATHRPL35 50S ribosomal protein L35, chloroplastic OS=Arabidopsis thaliana GN=RPL35 PE=2 SV=189.20 0.00

TRINITY_DN25569_c0_g1sp|Q9ZSW9|TCTP_HEVBRTCTP Translationally-controlled tumor protein homolog OS=Hevea brasiliensis GN=TCTP PE=2 SV=189.20 0.00

TRINITY_DN45104_c0_g6sp|Q9SA73|OLA1_ARATHYchF1 Obg-like ATPase 1 OS=Arabidopsis thaliana GN=YchF1 PE=1 SV=189.10 0.00

TRINITY_DN40341_c0_g2sp|P49946|FRIH_SALSA- Ferritin, heavy subunit OS=Salmo salar PE=2 SV=189.00 0.00

TRINITY_DN16272_c0_g1sp|Q944G9|ALFP2_ARATHFBA2 Fructose-bisphosphate aldolase 2, chloroplastic OS=Arabidopsis thaliana GN=FBA2 PE=1 SV=288.90 0.00

TRINITY_DN2212_c0_g1sp|O64818|Y2309_ARATHAt2g23090Uncharacterized protein At2g23090 OS=Arabidopsis thaliana GN=At2g23090 PE=1 SV=188.90 0.00

TRINITY_DN27004_c0_g1sp|P12357|PSAG_SPIOLPSAG Photosystem I reaction center subunit V, chloroplastic OS=Spinacia oleracea GN=PSAG PE=1 SV=188.90 0.00

TRINITY_DN32166_c0_g1sp|Q6EU94|PIP11_ORYSJPIP1-1 Aquaporin PIP1-1 OS=Oryza sativa subsp. japonica GN=PIP1-1 PE=2 SV=188.90 0.00

TRINITY_DN40519_c0_g3sp|Q39290|RPAB5_BRANA- DNA-directed RNA polymerases I, II, and III subunit RPABC5 OS=Brassica napus PE=3 SV=188.90 0.00

TRINITY_DN41806_c2_g5sp|P02310|H41_TETPY- Histone H4, major OS=Tetrahymena pyriformis PE=1 SV=288.90 0.00

TRINITY_DN49987_c2_g4sp|B7G816|GUF1_PHATCPHATRDRAFT_22622Translation factor GUF1 homolog, mitochondrial OS=Phaeodactylum tricornutum (strain CCAP 1055/1) GN=PHATRDRAFT_22622 PE=3 SV=188.90 0.00

TRINITY_DN52470_c1_g1sp|P37836|PFL_CHLREPFL Formate acetyltransferase (Fragment) OS=Chlamydomonas reinhardtii GN=PFL PE=2 SV=188.90 0.00

TRINITY_DN40341_c0_g9sp|Q5XJ10|G3P_DANREgapdh Glyceraldehyde-3-phosphate dehydrogenase OS=Danio rerio GN=gapdh PE=2 SV=288.80 0.00

TRINITY_DN26825_c0_g1sp|P11365|GAG_IPMAgag Retrovirus-related Gag polyprotein OS=Mouse intracisternal a-particle MIA14 GN=gag PE=3 SV=288.70 0.00

TRINITY_DN31020_c0_g2sp|P27524|CB4A_SOLLCCAP10A Chlorophyll a-b binding protein CP24 10A, chloroplastic OS=Solanum lycopersicum GN=CAP10A PE=3 SV=188.70 0.00

TRINITY_DN35107_c1_g8sp|P69149|H31_TETPY- Histone H3 OS=Tetrahymena pyriformis PE=1 SV=288.70 0.00

TRINITY_DN36326_c1_g3sp|O78690|CYB_CARAUmt-cyb Cytochrome b OS=Carassius auratus GN=mt-cyb PE=3 SV=188.70 0.00

TRINITY_DN40272_c0_g1sp|O22165|RLP24_ARATHAt2g44860Probable ribosome biogenesis protein RLP24 OS=Arabidopsis thaliana GN=At2g44860 PE=1 SV=188.70 0.00

TRINITY_DN28826_c0_g1sp|Q9SV84|NIP51_ARATHNIP5-1 Probable aquaporin NIP5-1 OS=Arabidopsis thaliana GN=NIP5-1 PE=2 SV=188.60 0.00

TRINITY_DN32288_c0_g1sp|Q9AXQ6|IF5A1_SOLLC- Eukaryotic translation initiation factor 5A-1 OS=Solanum lycopersicum PE=2 SV=188.60 0.00

TRINITY_DN42642_c1_g4sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=188.60 0.00

TRINITY_DN53963_c0_g1sp|Q9FNB0|CHLH_ARATHCHLH Magnesium-chelatase subunit ChlH, chloroplastic OS=Arabidopsis thaliana GN=CHLH PE=1 SV=188.60 0.00

TRINITY_DN28348_c0_g2sp|Q58DT1|RL7_BOVINRPL7 60S ribosomal protein L7 OS=Bos taurus GN=RPL7 PE=2 SV=188.50 0.00

TRINITY_DN32684_c0_g3sp|Q56YA5|SGAT_ARATHAGT1 Serine--glyoxylate aminotransferase OS=Arabidopsis thaliana GN=AGT1 PE=1 SV=288.50 0.00

TRINITY_DN50358_c0_g1sp|Q38681|VATB1_ACEAT- V-type proton ATPase subunit B 1 OS=Acetabularia acetabulum PE=2 SV=188.50 0.00

TRINITY_DN31360_c0_g1sp|P55777|COX3_GADMOmt-co3 Cytochrome c oxidase subunit 3 OS=Gadus morhua GN=mt-co3 PE=3 SV=188.40 0.00

TRINITY_DN31020_c0_g4sp|P27524|CB4A_SOLLCCAP10A Chlorophyll a-b binding protein CP24 10A, chloroplastic OS=Solanum lycopersicum GN=CAP10A PE=3 SV=188.30 0.00

TRINITY_DN34237_c0_g1sp|P0CH27|RL402_TRYCR- Ubiquitin-60S ribosomal protein L40 OS=Trypanosoma cruzi PE=2 SV=188.30 0.00

TRINITY_DN36622_c0_g5sp|P61284|RL12_BOVINRPL12 60S ribosomal protein L12 OS=Bos taurus GN=RPL12 PE=2 SV=188.30 0.00

TRINITY_DN39088_c0_g8sp|Q9S9N1|HSP7E_ARATHHSP70-5 Heat shock 70 kDa protein 5 OS=Arabidopsis thaliana GN=HSP70-5 PE=2 SV=188.30 0.00

TRINITY_DN45383_c0_g2sp|A8HS48|RS3A_CHLRECHLREDRAFT_16848440S ribosomal protein S3a OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_168484 PE=3 SV=188.30 0.00

TRINITY_DN49518_c0_g3sp|P0C224|RL40_NEUCRcrp-79 Ubiquitin-60S ribosomal protein L40 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=crp-79 PE=1 SV=288.30 0.00

TRINITY_DN17319_c0_g1sp|P12355|PSAF_SPIOLPSAF Photosystem I reaction center subunit III, chloroplastic OS=Spinacia oleracea GN=PSAF PE=1 SV=188.20 0.00

TRINITY_DN35096_c1_g2sp|P41148|ENPL_CANLFHSP90B1 Endoplasmin OS=Canis lupus familiaris GN=HSP90B1 PE=1 SV=188.20 0.00

TRINITY_DN3797_c0_g1sp|O81439|PAP1_ARATHPAP1 Probable plastid-lipid-associated protein 1, chloroplastic OS=Arabidopsis thaliana GN=PAP1 PE=1 SV=188.20 0.00

TRINITY_DN42503_c2_g8sp|Q5ADQ0|H33_CANALHHT3 Histone H3.3 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=HHT3 PE=3 SV=388.20 0.00

TRINITY_DN52421_c0_g2sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=288.20 0

TRINITY_DN7234_c0_g1sp|Q9SUI5|PSAK_ARATHPSAK Photosystem I reaction center subunit psaK, chloroplastic OS=Arabidopsis thaliana GN=PSAK PE=2 SV=288.20 0.00

TRINITY_DN18501_c0_g1sp|A2XKU9|COSA_ORYSIOsI_012692Costars family protein OS=Oryza sativa subsp. indica GN=OsI_012692 PE=3 SV=188.10 0.00

TRINITY_DN33685_c0_g3sp|P55217|CGS1_ARATHCGS1 Cystathionine gamma-synthase 1, chloroplastic OS=Arabidopsis thaliana GN=CGS1 PE=1 SV=388.10 0.00

TRINITY_DN45385_c1_g2sp|Q9AR22|CTH1_CHLRECTH1 Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase 2, chloroplastic OS=Chlamydomonas reinhardtii GN=CTH1 PE=2 SV=188.10 0.00

TRINITY_DN50204_c1_g1sp|O93400|ACTB_XENLAactb Actin, cytoplasmic 1 OS=Xenopus laevis GN=actb PE=2 SV=188.00 0.00

TRINITY_DN50790_c0_g9sp|Q9CA67|CHLP_ARATHCHLP Geranylgeranyl diphosphate reductase, chloroplastic OS=Arabidopsis thaliana GN=CHLP PE=1 SV=188.00 0.00

TRINITY_DN29436_c0_g1sp|P97546|NPTN_RATNptn Neuroplastin OS=Rattus norvegicus GN=Nptn PE=1 SV=287.90 0.00

TRINITY_DN52838_c0_g1sp|P59325|IF5_MOUSEEif5 Eukaryotic translation initiation factor 5 OS=Mus musculus GN=Eif5 PE=1 SV=187.90 0.00

TRINITY_DN29683_c0_g1sp|O89086|RBM3_MOUSERbm3 RNA-binding protein 3 OS=Mus musculus GN=Rbm3 PE=1 SV=187.80 0.00

TRINITY_DN32424_c0_g3sp|Q3SZI6|RPN2_BOVINRPN2 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 2 OS=Bos taurus GN=RPN2 PE=2 SV=187.80 0.00

TRINITY_DN34618_c0_g1sp|Q9SSD2|PRP8A_ARATHPRP8A Pre-mRNA-processing-splicing factor 8A OS=Arabidopsis thaliana GN=PRP8A PE=1 SV=187.80 0.00

TRINITY_DN46116_c1_g4sp|Q9AR22|CTH1_CHLRECTH1 Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase 2, chloroplastic OS=Chlamydomonas reinhardtii GN=CTH1 PE=2 SV=187.80 0.00

TRINITY_DN53516_c0_g1sp|Q7YKW4|CHLN_AUXPRchlN Light-independent protochlorophyllide reductase subunit N OS=Auxenochlorella protothecoides GN=chlN PE=3 SV=187.80 0.00

TRINITY_DN37001_c0_g1sp|Q8TGM7|ART2_YEASTART2 Putative uncharacterized protein ART2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ART2 PE=5 SV=187.70 0.00

TRINITY_DN41123_c0_g1sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=187.70 0

TRINITY_DN41950_c1_g3sp|P35684|RL3_ORYSJRPL3 60S ribosomal protein L3 OS=Oryza sativa subsp. japonica GN=RPL3 PE=2 SV=287.70 0.00

TRINITY_DN44438_c0_g1sp|Q9SIH1|CP18B_ARATHCYP18-2 Peptidyl-prolyl cis-trans isomerase CYP18-2 OS=Arabidopsis thaliana GN=CYP18-2 PE=2 SV=187.70 0.00

TRINITY_DN44939_c0_g1sp|P83876|TXN4A_HUMANTXNL4A Thioredoxin-like protein 4A OS=Homo sapiens GN=TXNL4A PE=1 SV=187.70 0.00

TRINITY_DN40725_c1_g4sp|Q8RXN5|TYW1_ARATHTYW1 S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase OS=Arabidopsis thaliana GN=TYW1 PE=2 SV=187.60 0.00



TRINITY_DN48390_c0_g1sp|Q9SZD4|PRS4A_ARATHRPT2A 26S proteasome regulatory subunit 4 homolog A OS=Arabidopsis thaliana GN=RPT2A PE=1 SV=187.60 0.00

TRINITY_DN18898_c0_g2sp|Q9LYA9|CP41A_ARATHCSP41A Chloroplast stem-loop binding protein of 41 kDa a, chloroplastic OS=Arabidopsis thaliana GN=CSP41A PE=1 SV=187.50 0.00

TRINITY_DN34156_c0_g1sp|Q9FWQ5|HAC12_ARATHHAC12 Histone acetyltransferase HAC12 OS=Arabidopsis thaliana GN=HAC12 PE=2 SV=287.50 0.00

TRINITY_DN44779_c2_g1sp|Q9SL04|ATG8D_ARATHATG8D Autophagy-related protein 8d OS=Arabidopsis thaliana GN=ATG8D PE=1 SV=187.50 0.00

TRINITY_DN51068_c2_g3sp|P50567|H2A_CHLREH2A-II Histone H2A OS=Chlamydomonas reinhardtii GN=H2A-II PE=3 SV=187.50 0.00

TRINITY_DN53033_c0_g1sp|Q9H8H3|MET7A_HUMANMETTL7A Methyltransferase-like protein 7A OS=Homo sapiens GN=METTL7A PE=1 SV=187.50 0.00

TRINITY_DN16309_c0_g1sp|O80929|RL361_ARATHRPL36A 60S ribosomal protein L36-1 OS=Arabidopsis thaliana GN=RPL36A PE=2 SV=187.40 0.00

TRINITY_DN32684_c0_g4sp|Q56YA5|SGAT_ARATHAGT1 Serine--glyoxylate aminotransferase OS=Arabidopsis thaliana GN=AGT1 PE=1 SV=287.40 0.00

TRINITY_DN34137_c0_g2sp|Q54LV0|SMC4_DICDIsmc4 Structural maintenance of chromosomes protein 4 OS=Dictyostelium discoideum GN=smc4 PE=3 SV=187.40 0.00

TRINITY_DN37981_c0_g1sp|P32260|CYSKP_SPIOLCYSK Cysteine synthase, chloroplastic/chromoplastic OS=Spinacia oleracea GN=CYSK PE=1 SV=287.30 0.00

TRINITY_DN36622_c0_g6sp|Q8JJ04|FABPL_EPICOfabp1 Fatty acid-binding protein, liver-type OS=Epinephelus coioides GN=fabp1 PE=2 SV=187.20 0.00

TRINITY_DN37626_c1_g9sp|P03893|NU2M_MOUSEMtnd2 NADH-ubiquinone oxidoreductase chain 2 OS=Mus musculus GN=Mtnd2 PE=1 SV=287.20 0.00

TRINITY_DN38403_c0_g1sp|Q39615|PSAD_CHLREpsaD Photosystem I reaction center subunit II, chloroplastic OS=Chlamydomonas reinhardtii GN=psaD PE=1 SV=187.20 0.00

TRINITY_DN51857_c0_g2sp|C1F9K5|SYT_ACIC5thrS Threonine--tRNA ligase OS=Acidobacterium capsulatum (strain ATCC 51196 / DSM 11244 / JCM 7670 / NBRC 15755 / NCIMB 13165 / 161) GN=thrS PE=3 SV=187.10 0.00

TRINITY_DN51956_c1_g5sp|A2XJ35|CB23_ORYSIOsI_012078Chlorophyll a-b binding protein, chloroplastic OS=Oryza sativa subsp. indica GN=OsI_012078 PE=2 SV=187.10 0.00

TRINITY_DN37042_c1_g1sp|P48528|PPX2_ARATHPPX2 Serine/threonine-protein phosphatase PP-X isozyme 2 OS=Arabidopsis thaliana GN=PPX2 PE=2 SV=287.00 0.00

TRINITY_DN46423_c1_g3sp|Q9STD3|CALR_CHLRE- Calreticulin OS=Chlamydomonas reinhardtii PE=2 SV=187.00 0.00

TRINITY_DN5711_c0_g1sp|Q9C9W5|HPR1_ARATHHPR Glycerate dehydrogenase HPR, peroxisomal OS=Arabidopsis thaliana GN=HPR PE=1 SV=187.00 0.00

TRINITY_DN28334_c0_g2sp|O65554|CIPK6_ARATHCIPK6 CBL-interacting serine/threonine-protein kinase 6 OS=Arabidopsis thaliana GN=CIPK6 PE=1 SV=186.90 0.00

TRINITY_DN49485_c0_g1sp|P11481|TBA1_VOLCATUBA1 Tubulin alpha-1/alpha-2 chain OS=Volvox carteri GN=TUBA1 PE=3 SV=186.90 0.00

TRINITY_DN49518_c0_g4sp|P0C224|RL40_NEUCRcrp-79 Ubiquitin-60S ribosomal protein L40 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=crp-79 PE=1 SV=286.90 0.00

TRINITY_DN30440_c0_g1sp|Q40143|CYSP3_SOLLCCYP-3 Cysteine proteinase 3 OS=Solanum lycopersicum GN=CYP-3 PE=2 SV=186.80 0.00

TRINITY_DN30937_c0_g1sp|P49211|RL321_ARATHRPL32A 60S ribosomal protein L32-1 OS=Arabidopsis thaliana GN=RPL32A PE=2 SV=286.80 0.00

TRINITY_DN31653_c0_g1sp|P49357|GLYM1_FLAPR- Serine hydroxymethyltransferase 1, mitochondrial OS=Flaveria pringlei PE=2 SV=186.80 0.00

TRINITY_DN37451_c0_g10sp|Q9MIY8|COX1_DANREmt-co1 Cytochrome c oxidase subunit 1 OS=Danio rerio GN=mt-co1 PE=2 SV=186.80 0.00

TRINITY_DN32166_c0_g5sp|P25794|PIP2_PEATRG-31 Probable aquaporin PIP-type 7a OS=Pisum sativum GN=TRG-31 PE=2 SV=286.70 0.00

TRINITY_DN36326_c1_g11sp|Q8LZ97|CYB_AEQTEmt-cyb Cytochrome b OS=Aequidens tetramerus GN=mt-cyb PE=3 SV=186.70 0.00

TRINITY_DN38022_c0_g1sp|O22608|RL5_DUNSARPL5 60S ribosomal protein L5 OS=Dunaliella salina GN=RPL5 PE=2 SV=186.70 0.00

TRINITY_DN41988_c0_g3sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=186.70 0.00

TRINITY_DN50485_c1_g1sp|P16867|H2B3_VOLCA- Histone H2B.3 OS=Volvox carteri PE=3 SV=386.70 0.00

TRINITY_DN11062_c0_g1sp|P42732|RR13_ARATHRPS13 30S ribosomal protein S13, chloroplastic OS=Arabidopsis thaliana GN=RPS13 PE=2 SV=186.60 0.00

TRINITY_DN37422_c0_g1sp|P07830|ACT1_DICDIact1 Major actin OS=Dictyostelium discoideum GN=act1 PE=1 SV=286.60 0.00

TRINITY_DN43078_c0_g3sp|P26354|TBP_ACACATFIID TATA-box-binding protein OS=Acanthamoeba castellanii GN=TFIID PE=2 SV=186.60 0.00

TRINITY_DN36326_c1_g1sp|Q94SD0|CYB_DACPEmt-cyb Cytochrome b OS=Dactyloptena peterseni GN=mt-cyb PE=3 SV=186.50 0.00

TRINITY_DN47379_c0_g1sp|P46297|RS23_FRAANRPS23 40S ribosomal protein S23 OS=Fragaria ananassa GN=RPS23 PE=2 SV=186.50 0.00

TRINITY_DN7312_c0_g1sp|P29344|RR1_SPIOLRPS1 30S ribosomal protein S1, chloroplastic OS=Spinacia oleracea GN=RPS1 PE=1 SV=186.40 0.00

TRINITY_DN38212_c1_g8sp|Q9AR22|CTH1_CHLRECTH1 Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase 2, chloroplastic OS=Chlamydomonas reinhardtii GN=CTH1 PE=2 SV=186.30 0.00

TRINITY_DN39786_c1_g1sp|Q2QVG9|CLPC2_ORYSJCLPC2 Chaperone protein ClpC2, chloroplastic OS=Oryza sativa subsp. japonica GN=CLPC2 PE=2 SV=286.30 0.00

TRINITY_DN38951_c0_g1sp|P46465|PRS6A_ORYSJTBP1 26S protease regulatory subunit 6A homolog OS=Oryza sativa subsp. japonica GN=TBP1 PE=2 SV=286.20 0.00

TRINITY_DN42922_c0_g2sp|O22552|VATL_VIGRR- V-type proton ATPase 16 kDa proteolipid subunit OS=Vigna radiata var. radiata PE=2 SV=186.20 0.00

TRINITY_DN50964_c0_g4sp|P54260|GCST_SOLTUGDCST Aminomethyltransferase, mitochondrial OS=Solanum tuberosum GN=GDCST PE=2 SV=186.20 0.00

TRINITY_DN14397_c0_g1sp|P48174|NU1M_ONCMYMT-ND1 NADH-ubiquinone oxidoreductase chain 1 OS=Oncorhynchus mykiss GN=MT-ND1 PE=3 SV=186.10 0.00

TRINITY_DN15361_c0_g1sp|F4J3G5|CTPA3_ARATHCTPA3 Carboxyl-terminal-processing peptidase 3, chloroplastic OS=Arabidopsis thaliana GN=CTPA3 PE=3 SV=186.10 0.00

TRINITY_DN28988_c0_g1sp|F6H7K5|THI42_VITVITHI1-2 Thiamine thiazole synthase 2, chloroplastic OS=Vitis vinifera GN=THI1-2 PE=3 SV=186.10 0.00

TRINITY_DN44352_c0_g5sp|P22686|CB2_CHLMO- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Chlamydomonas moewusii PE=2 SV=186.10 0.00

TRINITY_DN42425_c1_g2sp|P31683|ENO_CHLREENO Enolase (Fragment) OS=Chlamydomonas reinhardtii GN=ENO PE=2 SV=186.00 0.00

TRINITY_DN21165_c0_g1sp|Q8LG88|TDT_ARATHTDT Tonoplast dicarboxylate transporter OS=Arabidopsis thaliana GN=TDT PE=2 SV=285.90 0.00

TRINITY_DN52252_c2_g5sp|Q9SB81|PER42_ARATHPER42 Peroxidase 42 OS=Arabidopsis thaliana GN=PER42 PE=1 SV=285.90 0.00

TRINITY_DN54136_c0_g1sp|Q6K669|AMPL2_ORYSJOs02g0794700Leucine aminopeptidase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os02g0794700 PE=2 SV=185.90 0.00

TRINITY_DN20775_c0_g1sp|Q948P6|FRI3_SOYBN- Ferritin-3, chloroplastic OS=Glycine max PE=2 SV=185.80 0.00

TRINITY_DN34886_c0_g5sp|P48270|RR4_CHLRErps4 30S ribosomal protein S4, chloroplastic OS=Chlamydomonas reinhardtii GN=rps4 PE=1 SV=185.80 0.00

TRINITY_DN40348_c0_g1sp|Q9U7D1|H3_MASBA- Histone H3 OS=Mastigamoeba balamuthi PE=2 SV=185.80 0.00

TRINITY_DN41224_c0_g3sp|P32598|PP12_YEASTGLC7 Serine/threonine-protein phosphatase PP1-2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GLC7 PE=1 SV=185.80 0.00

TRINITY_DN41224_c0_g6sp|A0CCD2|PPX4_PARTEPpx4 Serine/threonine-protein phosphatase PP-X homolog 4 OS=Paramecium tetraurelia GN=Ppx4 PE=3 SV=185.80 0.00

TRINITY_DN51080_c0_g1sp|P01897|HA1L_MOUSEH2-L H-2 class I histocompatibility antigen, L-D alpha chain OS=Mus musculus GN=H2-L PE=1 SV=285.80 0.00

TRINITY_DN51803_c0_g1sp|P38482|ATPBM_CHLREATP2 ATP synthase subunit beta, mitochondrial OS=Chlamydomonas reinhardtii GN=ATP2 PE=1 SV=185.80 0.00



TRINITY_DN24803_c0_g1sp|Q7PXE2|UFM1_ANOGAAGAP001364Ubiquitin-fold modifier 1 OS=Anopheles gambiae GN=AGAP001364 PE=3 SV=385.70 0.00

TRINITY_DN2742_c0_g1sp|Q5E9D3|MIC19_BOVINCHCHD3 MICOS complex subunit MIC19 OS=Bos taurus GN=CHCHD3 PE=2 SV=185.70 0.00

TRINITY_DN35261_c0_g1sp|B9DHA6|RL40A_ARATHRPL40A Ubiquitin-60S ribosomal protein L40-1 OS=Arabidopsis thaliana GN=RPL40A PE=2 SV=185.70 0.00

TRINITY_DN40676_c0_g2sp|Q54RY6|SRFB_DICDIsrfB Serum response factor homolog B OS=Dictyostelium discoideum GN=srfB PE=3 SV=185.70 0.00

TRINITY_DN45211_c0_g1sp|Q94A97|UBC35_ARATHUBC35 Ubiquitin-conjugating enzyme E2 35 OS=Arabidopsis thaliana GN=UBC35 PE=1 SV=185.70 0.00

TRINITY_DN51846_c0_g5sp|P05387|RLA2_HUMANRPLP2 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=185.70 0.00

TRINITY_DN53966_c0_g1sp|Q8RXS1|PNSB4_ARATHPNSB4 Photosynthetic NDH subunit of subcomplex B 4, chloroplastic OS=Arabidopsis thaliana GN=PNSB4 PE=2 SV=185.70 0.00

TRINITY_DN43932_c0_g1sp|P48480|PP11_ACEPE- Serine/threonine-protein phosphatase PP1 isozyme 1 OS=Acetabularia peniculus PE=3 SV=185.60 0.00

TRINITY_DN44166_c0_g5sp|P02598|CALM_TETPY- Calmodulin OS=Tetrahymena pyriformis PE=1 SV=485.60 0.00

TRINITY_DN46583_c1_g1sp|P0CG82|UBIQP_TETPYTU20 Polyubiquitin OS=Tetrahymena pyriformis GN=TU20 PE=3 SV=185.60 0.00

TRINITY_DN28875_c0_g1sp|Q8LFJ6|NRPBA_ARATHNRPB10 DNA-directed RNA polymerases II, IV and V subunit 10 OS=Arabidopsis thaliana GN=NRPB10 PE=1 SV=185.50 0.00

TRINITY_DN37648_c0_g3sp|O48513|RL13_CHLSWRPL13 60S ribosomal protein L13 OS=Chlamydomonas sp. (strain W80) GN=RPL13 PE=2 SV=185.50 0.00

TRINITY_DN41180_c0_g1sp|Q39571|YPTC1_CHLREYPTC1 GTP-binding protein YPTC1 OS=Chlamydomonas reinhardtii GN=YPTC1 PE=3 SV=185.50 0.00

TRINITY_DN32083_c0_g1sp|Q96CB5|CH044_HUMANC8orf44 Putative uncharacterized protein C8orf44 OS=Homo sapiens GN=C8orf44 PE=2 SV=285.40 0.00

TRINITY_DN33961_c0_g1sp|P21568|CYPH_SOLLCCYP Peptidyl-prolyl cis-trans isomerase OS=Solanum lycopersicum GN=CYP PE=2 SV=185.40 0.00

TRINITY_DN45154_c0_g5sp|P41916|RAN1_ARATHRAN1 GTP-binding nuclear protein Ran-1 OS=Arabidopsis thaliana GN=RAN1 PE=1 SV=185.40 0.00

TRINITY_DN51652_c2_g3sp|P55737|HS902_ARATHHSP90-2 Heat shock protein 90-2 OS=Arabidopsis thaliana GN=HSP90-2 PE=1 SV=185.40 0.00

TRINITY_DN53057_c0_g1sp|A4GFC4|PROCH_OLEEU- Profilin-4 OS=Olea europaea PE=1 SV=185.40 0.00

TRINITY_DN31954_c0_g2sp|O04616|CUT1A_ARATHCURT1A Protein CURVATURE THYLAKOID 1A, chloroplastic OS=Arabidopsis thaliana GN=CURT1A PE=1 SV=185.30 0.00

TRINITY_DN32456_c0_g5sp|P09094|G3PC_TOBACGAPC Glyceraldehyde-3-phosphate dehydrogenase, cytosolic (Fragment) OS=Nicotiana tabacum GN=GAPC PE=2 SV=185.30 0.00

TRINITY_DN37836_c0_g5sp|Q63692|CDC37_RATCdc37 Hsp90 co-chaperone Cdc37 OS=Rattus norvegicus GN=Cdc37 PE=1 SV=285.30 0.00

TRINITY_DN31653_c0_g3sp|Q9LR30|GGT1_ARATHGGAT1 Glutamate--glyoxylate aminotransferase 1 OS=Arabidopsis thaliana GN=GGAT1 PE=1 SV=185.20 0.00

TRINITY_DN34561_c0_g5sp|O04066|ACBP_RICCO- Acyl-CoA-binding protein OS=Ricinus communis PE=3 SV=185.20 0.00

TRINITY_DN43382_c0_g2sp|Q8YZP7|TRPB1_NOSS1trpB1 Tryptophan synthase beta chain 1 OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=trpB1 PE=3 SV=185.20 0.00

TRINITY_DN44572_c1_g2sp|Q9Y0B7|PP4C_DICDIppp4c Serine/threonine-protein phosphatase 4 catalytic subunit OS=Dictyostelium discoideum GN=ppp4c PE=1 SV=185.20 0.00

TRINITY_DN52290_c0_g1sp|Q6P2Q9|PRP8_HUMANPRPF8 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=285.20 0.00

TRINITY_DN34870_c1_g6sp|O74196|UBC1_COLGLUBC1 Ubiquitin-conjugating enzyme E2-16 kDa OS=Colletotrichum gloeosporioides GN=UBC1 PE=2 SV=185.10 0.00

TRINITY_DN36597_c0_g3sp|P24629|HSP71_SOLLCHSC-I Heat shock cognate 70 kDa protein 1 OS=Solanum lycopersicum GN=HSC-I PE=2 SV=185.10 0.00

TRINITY_DN37598_c0_g4sp|Q54YL3|INT11_DICDIints11 Integrator complex subunit 11 homolog OS=Dictyostelium discoideum GN=ints11 PE=3 SV=185.10 0.00

TRINITY_DN51956_c1_g4sp|P22686|CB2_CHLMO- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Chlamydomonas moewusii PE=2 SV=185.10 0.00

TRINITY_DN53600_c0_g1sp|Q69TY4|PR2E1_ORYSJPRXIIE-1Peroxiredoxin-2E-1, chloroplastic OS=Oryza sativa subsp. japonica GN=PRXIIE-1 PE=2 SV=185.10 0.00

TRINITY_DN46954_c0_g3sp|P49091|ASNS_BRAOL- Asparagine synthetase [glutamine-hydrolyzing] OS=Brassica oleracea PE=2 SV=285.00 0.00

TRINITY_DN51068_c1_g1sp|P16866|H2A4_VOLCA- Histone H2A-IV OS=Volvox carteri PE=3 SV=185.00 0.00

TRINITY_DN32456_c0_g2sp|P08477|G3PC2_HORVUGAPC Glyceraldehyde-3-phosphate dehydrogenase 2, cytosolic (Fragment) OS=Hordeum vulgare GN=GAPC PE=2 SV=184.90 0.00

TRINITY_DN49644_c1_g1sp|Q9M2F1|RS272_ARATHRPS27B 40S ribosomal protein S27-2 OS=Arabidopsis thaliana GN=RPS27B PE=2 SV=284.90 0.00

TRINITY_DN51387_c1_g1sp|Q9LZF6|CD48E_ARATHCDC48E Cell division control protein 48 homolog E OS=Arabidopsis thaliana GN=CDC48E PE=2 SV=284.90 0.00

TRINITY_DN39126_c1_g6sp|Q8BW94|DYH3_MOUSEDnah3 Dynein heavy chain 3, axonemal OS=Mus musculus GN=Dnah3 PE=1 SV=284.80 0.00

TRINITY_DN43252_c0_g8sp|Q56Y85|MAP22_ARATHMAP2B Methionine aminopeptidase 2B OS=Arabidopsis thaliana GN=MAP2B PE=2 SV=284.80 0.00

TRINITY_DN43526_c0_g4sp|O23016|KCAB_ARATHKAB1 Probable voltage-gated potassium channel subunit beta OS=Arabidopsis thaliana GN=KAB1 PE=1 SV=184.80 0.00

TRINITY_DN7189_c0_g1sp|Q9PVW7|CO8B_PAROLc8b Complement component C8 beta chain OS=Paralichthys olivaceus GN=c8b PE=2 SV=184.80 0.00

TRINITY_DN13380_c0_g1sp|O82660|P2SAF_ARATHHCF136 Photosystem II stability/assembly factor HCF136, chloroplastic OS=Arabidopsis thaliana GN=HCF136 PE=1 SV=184.70 0.00

TRINITY_DN41845_c0_g2sp|Q9HFQ2|PP2A1_EMENIpphA Serine/threonine-protein phosphatase PP2A catalytic subunit OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=pphA PE=3 SV=284.70 0.00

TRINITY_DN37899_c0_g3sp|P48580|PP2A1_NEUCRpph-1 Serine/threonine-protein phosphatase PP2A catalytic subunit OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=pph-1 PE=3 SV=384.60 0.00

TRINITY_DN42588_c0_g4sp|O24381|TLC1_SOLTU- Plastidic ATP/ADP-transporter OS=Solanum tuberosum PE=2 SV=284.60 0.00

TRINITY_DN447_c0_g1sp|Q8SEW8|COX3_COTJAMT-CO3 Cytochrome c oxidase subunit 3 OS=Coturnix coturnix japonica GN=MT-CO3 PE=3 SV=184.60 0.00

TRINITY_DN49639_c0_g11sp|Q32LQ4|BHMT1_DANREbhmt Betaine--homocysteine S-methyltransferase 1 OS=Danio rerio GN=bhmt PE=2 SV=184.60 0.00

TRINITY_DN52286_c0_g6sp|Q39027|MPK7_ARATHMPK7 Mitogen-activated protein kinase 7 OS=Arabidopsis thaliana GN=MPK7 PE=1 SV=284.60 0.00

TRINITY_DN11995_c0_g1sp|Q9SA52|CP41B_ARATHCSP41B Chloroplast stem-loop binding protein of 41 kDa b, chloroplastic OS=Arabidopsis thaliana GN=CSP41B PE=1 SV=184.50 0.00

TRINITY_DN2924_c0_g1sp|Q655S1|FTSH2_ORYSJFTSH2 ATP-dependent zinc metalloprotease FTSH 2, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH2 PE=3 SV=184.50 0.00

TRINITY_DN34870_c1_g4sp|O74196|UBC1_COLGLUBC1 Ubiquitin-conjugating enzyme E2-16 kDa OS=Colletotrichum gloeosporioides GN=UBC1 PE=2 SV=184.50 0.00

TRINITY_DN41003_c1_g1sp|Q9STW6|HSP7F_ARATHHSP70-6 Heat shock 70 kDa protein 6, chloroplastic OS=Arabidopsis thaliana GN=HSP70-6 PE=1 SV=184.50 0.00

TRINITY_DN52180_c1_g6sp|P16867|H2B3_VOLCA- Histone H2B.3 OS=Volvox carteri PE=3 SV=384.50 0.00

TRINITY_DN28519_c0_g1sp|Q4JQH8|NU4M_TETNGMT-ND4 NADH-ubiquinone oxidoreductase chain 4 OS=Tetraodon nigroviridis GN=MT-ND4 PE=3 SV=184.40 0.00

TRINITY_DN32329_c0_g2sp|P08537|TBA_XENLAtuba Tubulin alpha chain OS=Xenopus laevis GN=tuba PE=2 SV=284.40 0.00

TRINITY_DN36129_c0_g1sp|Q9C6K5|LSM3B_ARATHLSM3B Sm-like protein LSM3B OS=Arabidopsis thaliana GN=LSM3B PE=1 SV=184.40 0.00

TRINITY_DN36960_c0_g1sp|Q655S1|FTSH2_ORYSJFTSH2 ATP-dependent zinc metalloprotease FTSH 2, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH2 PE=3 SV=184.40 0.00



TRINITY_DN39049_c0_g1sp|Q94EY2|UFM1_CHLREPR46a Ubiquitin-fold modifier 1 OS=Chlamydomonas reinhardtii GN=PR46a PE=3 SV=184.40 0.00

TRINITY_DN42842_c0_g1sp|Q9M1Z3|LSM6A_ARATHLSM6A Sm-like protein LSM6A OS=Arabidopsis thaliana GN=LSM6A PE=1 SV=184.40 0.00

TRINITY_DN44495_c0_g1sp|Q9ZVL3|NFYC3_ARATHNFYC3 Nuclear transcription factor Y subunit C-3 OS=Arabidopsis thaliana GN=NFYC3 PE=2 SV=184.40 0.00

TRINITY_DN50950_c1_g5sp|O65059|RS15_PICMARPS15 40S ribosomal protein S15 OS=Picea mariana GN=RPS15 PE=2 SV=184.40 0.00

TRINITY_DN37451_c0_g4sp|P46777|RL5_HUMANRPL5 60S ribosomal protein L5 OS=Homo sapiens GN=RPL5 PE=1 SV=384.30 0.00

TRINITY_DN44047_c0_g3sp|P20865|CB2_DUNSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella salina PE=2 SV=184.30 0.00

TRINITY_DN6608_c0_g1sp|P83876|TXN4A_HUMANTXNL4A Thioredoxin-like protein 4A OS=Homo sapiens GN=TXNL4A PE=1 SV=184.30 0.00

TRINITY_DN19151_c0_g1sp|P54726|RD23A_MOUSERad23a UV excision repair protein RAD23 homolog A OS=Mus musculus GN=Rad23a PE=1 SV=284.20 0.00

TRINITY_DN47701_c0_g3sp|Q3Y8L7|DAW1_CHLREDAW1 Dynein assembly factor with WDR repeat domains 1 OS=Chlamydomonas reinhardtii GN=DAW1 PE=1 SV=184.20 0.00

TRINITY_DN16556_c0_g1sp|O23710|PSB7A_ARATHPBB1 Proteasome subunit beta type-7-A OS=Arabidopsis thaliana GN=PBB1 PE=1 SV=284.00 0.00

TRINITY_DN32684_c0_g1sp|Q56YA5|SGAT_ARATHAGT1 Serine--glyoxylate aminotransferase OS=Arabidopsis thaliana GN=AGT1 PE=1 SV=284.00 0.00

TRINITY_DN34318_c0_g1sp|Q6KAJ8|RL391_ORYSJRPL39A 60S ribosomal protein L39-1 OS=Oryza sativa subsp. japonica GN=RPL39A PE=3 SV=284.00 0.00

TRINITY_DN45651_c0_g1sp|P12853|PSBO_CHLREPSBO Oxygen-evolving enhancer protein 1, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBO PE=2 SV=184.00 0.00

TRINITY_DN51693_c2_g2sp|Q9STW6|HSP7F_ARATHHSP70-6 Heat shock 70 kDa protein 6, chloroplastic OS=Arabidopsis thaliana GN=HSP70-6 PE=1 SV=184.00 0.00

TRINITY_DN47709_c1_g1sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=183.90 0

TRINITY_DN52378_c1_g1sp|Q9SSD2|PRP8A_ARATHPRP8A Pre-mRNA-processing-splicing factor 8A OS=Arabidopsis thaliana GN=PRP8A PE=1 SV=183.90 0

TRINITY_DN35622_c1_g4sp|Q9STD3|CALR_CHLRE- Calreticulin OS=Chlamydomonas reinhardtii PE=2 SV=183.80 0.00

TRINITY_DN35882_c0_g2sp|A2XFC1|TOP6A_ORYSITOP6A3 DNA topoisomerase 6 subunit A3 OS=Oryza sativa subsp. indica GN=TOP6A3 PE=1 SV=283.80 0.00

TRINITY_DN37451_c0_g1sp|Q9MIY8|COX1_DANREmt-co1 Cytochrome c oxidase subunit 1 OS=Danio rerio GN=mt-co1 PE=2 SV=183.80 0.00

TRINITY_DN38452_c0_g1sp|P27080|ADT_CHLREABT ADP,ATP carrier protein OS=Chlamydomonas reinhardtii GN=ABT PE=2 SV=183.80 0.00

TRINITY_DN52659_c1_g3sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=183.80 0.00

TRINITY_DN37057_c1_g1sp|P55737|HS902_ARATHHSP90-2 Heat shock protein 90-2 OS=Arabidopsis thaliana GN=HSP90-2 PE=1 SV=183.70 0.00

TRINITY_DN48268_c0_g2sp|A8JB22|CCD65_CHLRECCDC65 Coiled-coil domain-containing protein 65 homolog (Fragment) OS=Chlamydomonas reinhardtii GN=CCDC65 PE=1 SV=183.70 0.00

TRINITY_DN51673_c0_g3sp|Q8W4D0|CPY71_ARATHCYP71 Peptidyl-prolyl cis-trans isomerase CYP71 OS=Arabidopsis thaliana GN=CYP71 PE=1 SV=183.70 0.00

TRINITY_DN67_c0_g1sp|P38500|NIR_BETPNNIR1 Ferredoxin--nitrite reductase, chloroplastic OS=Betula pendula GN=NIR1 PE=2 SV=183.70 0.00

TRINITY_DN14197_c0_g1sp|Q40677|ALFP_ORYSJALDP Fructose-bisphosphate aldolase, chloroplastic OS=Oryza sativa subsp. japonica GN=ALDP PE=1 SV=283.60 0.00

TRINITY_DN27470_c0_g1sp|Q9LY66|RK1_ARATHRPL1 50S ribosomal protein L1, chloroplastic OS=Arabidopsis thaliana GN=RPL1 PE=1 SV=183.60 0.00

TRINITY_DN28921_c0_g1sp|Q8AV84|BTD_TAKRUbtd Biotinidase OS=Takifugu rubripes GN=btd PE=3 SV=183.60 0.00

TRINITY_DN35787_c0_g5sp|O78516|FTSH_GUITHftsH ATP-dependent zinc metalloprotease FtsH OS=Guillardia theta GN=ftsH PE=3 SV=183.60 0.00

TRINITY_DN48413_c1_g2sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=183.60 0

TRINITY_DN38091_c0_g4sp|P0DKJ9|PRS7A_ORYSJRPT1A 26S protease regulatory subunit 7A OS=Oryza sativa subsp. japonica GN=RPT1A PE=2 SV=183.50 0.00

TRINITY_DN50204_c1_g7sp|O93400|ACTB_XENLAactb Actin, cytoplasmic 1 OS=Xenopus laevis GN=actb PE=2 SV=183.50 0.00

TRINITY_DN20605_c0_g2sp|Q9SJK3|AGO5_ARATHAGO5 Protein argonaute 5 OS=Arabidopsis thaliana GN=AGO5 PE=1 SV=283.30 0.00

TRINITY_DN21344_c0_g1sp|P05787|K2C8_HUMANKRT8 Keratin, type II cytoskeletal 8 OS=Homo sapiens GN=KRT8 PE=1 SV=783.30 0.00

TRINITY_DN23255_c0_g1sp|P09227|PRVA_CYPCA- Parvalbumin alpha OS=Cyprinus carpio PE=1 SV=283.30 0.00

TRINITY_DN28305_c0_g1sp|Q9M7X7|RL291_ARATHRPL29A 60S ribosomal protein L29-1 OS=Arabidopsis thaliana GN=RPL29A PE=1 SV=183.30 0.00

TRINITY_DN29623_c0_g1sp|P46256|ALF1_PEA- Fructose-bisphosphate aldolase, cytoplasmic isozyme 1 OS=Pisum sativum PE=2 SV=183.30 0.00

TRINITY_DN30465_c0_g1sp|Q9VLU6|SDHF4_DROMESirup Succinate dehydrogenase assembly factor 4, mitochondrial OS=Drosophila melanogaster GN=Sirup PE=3 SV=283.30 0.00

TRINITY_DN32166_c0_g7sp|Q7XSQ9|PIP12_ORYSJPIP1-2 Probable aquaporin PIP1-2 OS=Oryza sativa subsp. japonica GN=PIP1-2 PE=2 SV=383.30 0.00

TRINITY_DN35033_c0_g2sp|Q90705|EF2_CHICKEEF2 Elongation factor 2 OS=Gallus gallus GN=EEF2 PE=1 SV=383.30 0.00

TRINITY_DN40337_c0_g1sp|Q39613|CYPH_CATROPCKR1 Peptidyl-prolyl cis-trans isomerase OS=Catharanthus roseus GN=PCKR1 PE=1 SV=183.30 0.00

TRINITY_DN45512_c0_g1sp|Q42682|HEM2_CHLREHEMB Delta-aminolevulinic acid dehydratase, chloroplastic OS=Chlamydomonas reinhardtii GN=HEMB PE=2 SV=183.30 0.00

TRINITY_DN48797_c0_g4sp|Q43621|GSHRC_PEA- Glutathione reductase, cytosolic OS=Pisum sativum PE=2 SV=183.30 0.00

TRINITY_DN34170_c0_g4sp|P46298|RS13_PEARPS13 40S ribosomal protein S13 OS=Pisum sativum GN=RPS13 PE=2 SV=183.20 0.00

TRINITY_DN41224_c0_g7sp|P36874|PP1GA_XENLAppp1cc-aSerine/threonine-protein phosphatase PP1-gamma catalytic subunit A OS=Xenopus laevis GN=ppp1cc-a PE=1 SV=283.20 0.00

TRINITY_DN39052_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=183.10 0.00

TRINITY_DN45964_c1_g1sp|Q9AT34|RS15A_DAUCARPS15A 40S ribosomal protein S15a OS=Daucus carota GN=RPS15A PE=2 SV=383.10 0.00

TRINITY_DN47618_c0_g2sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=183.10 0

TRINITY_DN50430_c0_g3sp|Q6YUU5|MDR_ORYSJOs02g0190300Putative multidrug resistance protein OS=Oryza sativa subsp. japonica GN=Os02g0190300 PE=3 SV=183.10 0.00

TRINITY_DN30024_c0_g1sp|Q9SSD2|PRP8A_ARATHPRP8A Pre-mRNA-processing-splicing factor 8A OS=Arabidopsis thaliana GN=PRP8A PE=1 SV=183.00 0.00

TRINITY_DN34430_c0_g2sp|P25856|G3PA1_ARATHGAPA1 Glyceraldehyde-3-phosphate dehydrogenase GAPA1, chloroplastic OS=Arabidopsis thaliana GN=GAPA1 PE=1 SV=383.00 0.00

TRINITY_DN38674_c1_g1sp|Q40460|RCA1_TOBAC- Ribulose bisphosphate carboxylase/oxygenase activase 1, chloroplastic OS=Nicotiana tabacum PE=1 SV=183.00 0.00

TRINITY_DN52162_c1_g1sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=183.00 0.00

TRINITY_DN37296_c0_g1sp|O77229|CATA_DICDIcatA Catalase-A OS=Dictyostelium discoideum GN=catA PE=2 SV=282.90 0.00

TRINITY_DN37983_c0_g2sp|Q74Z32|DPH3_ASHGODPH3 Diphthamide biosynthesis protein 3 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=DPH3 PE=3 SV=182.90 0.00

TRINITY_DN41001_c0_g1sp|Q9VH69|RS29_DROMERpS29 40S ribosomal protein S29 OS=Drosophila melanogaster GN=RpS29 PE=1 SV=182.90 0.00



TRINITY_DN51193_c1_g7sp|Q2NL17|CLPT1_BOVINCLPTM1 Cleft lip and palate transmembrane protein 1 homolog OS=Bos taurus GN=CLPTM1 PE=2 SV=182.90 0.00

TRINITY_DN30444_c0_g1sp|Q07473|CB4A_ARATHLHCB4.1 Chlorophyll a-b binding protein CP29.1, chloroplastic OS=Arabidopsis thaliana GN=LHCB4.1 PE=1 SV=182.80 0.00

TRINITY_DN35249_c1_g1sp|Q8RWE8|GGAP1_ARATHVTC2 GDP-L-galactose phosphorylase 1 OS=Arabidopsis thaliana GN=VTC2 PE=1 SV=182.80 0.00

TRINITY_DN35474_c0_g2sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=182.80 0.00

TRINITY_DN37711_c0_g2sp|Q92620|PRP16_HUMANDHX38 Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Homo sapiens GN=DHX38 PE=1 SV=282.70 0.00

TRINITY_DN40633_c1_g1sp|Q9C5U3|PRS8A_ARATHRPT6A 26S protease regulatory subunit 8 homolog A OS=Arabidopsis thaliana GN=RPT6A PE=1 SV=182.70 0.00

TRINITY_DN43660_c1_g2sp|Q9U7D1|H3_MASBA- Histone H3 OS=Mastigamoeba balamuthi PE=2 SV=182.70 0.00

TRINITY_DN47286_c0_g1sp|Q9FNN5|NDUV1_ARATHAt5g08530NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Arabidopsis thaliana GN=At5g08530 PE=2 SV=182.60 0.00

TRINITY_DN52069_c0_g2sp|Q9MAK9|PS10B_ARATHRPT4B 26S protease regulatory subunit S10B homolog B OS=Arabidopsis thaliana GN=RPT4B PE=1 SV=182.60 0.00

TRINITY_DN35997_c0_g1sp|O23249|CKS1_ARATHCKS1 Cyclin-dependent kinases regulatory subunit 1 OS=Arabidopsis thaliana GN=CKS1 PE=1 SV=182.50 0.00

TRINITY_DN48548_c1_g1sp|Q95V84|RL38_BRABERPL38 60S ribosomal protein L38 OS=Branchiostoma belcheri GN=RPL38 PE=3 SV=182.50 0.00

TRINITY_DN38316_c0_g2sp|Q0I535|RS12_HAES1rpsL 30S ribosomal protein S12 OS=Haemophilus somnus (strain 129Pt) GN=rpsL PE=3 SV=182.40 0.00

TRINITY_DN47343_c0_g3sp|P21569|CYPH_MAIZECYP Peptidyl-prolyl cis-trans isomerase OS=Zea mays GN=CYP PE=2 SV=182.40 0.00

TRINITY_DN51652_c2_g2sp|P36181|HSP80_SOLLCHSC80 Heat shock cognate protein 80 OS=Solanum lycopersicum GN=HSC80 PE=2 SV=182.40 0.00

TRINITY_DN38717_c0_g1sp|Q9U9A3|PPP6_DICDIppp6c Serine/threonine-protein phosphatase 6 catalytic subunit OS=Dictyostelium discoideum GN=ppp6c PE=2 SV=282.30 0.00

TRINITY_DN28012_c0_g1sp|Q04836|CP31A_ARATHCP31A 31 kDa ribonucleoprotein, chloroplastic OS=Arabidopsis thaliana GN=CP31A PE=1 SV=182.20 0.00

TRINITY_DN29274_c0_g2sp|P12859|G3PB_PEAGAPB Glyceraldehyde-3-phosphate dehydrogenase B, chloroplastic OS=Pisum sativum GN=GAPB PE=2 SV=282.20 0.00

TRINITY_DN39065_c0_g2sp|Q39615|PSAD_CHLREpsaD Photosystem I reaction center subunit II, chloroplastic OS=Chlamydomonas reinhardtii GN=psaD PE=1 SV=182.20 0.00

TRINITY_DN49606_c0_g3sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=282.20 0.00

TRINITY_DN51652_c2_g1sp|P36181|HSP80_SOLLCHSC80 Heat shock cognate protein 80 OS=Solanum lycopersicum GN=HSC80 PE=2 SV=182.20 0.00

TRINITY_DN54055_c0_g1sp|Q944I4|GLYK_ARATHGLYK D-glycerate 3-kinase, chloroplastic OS=Arabidopsis thaliana GN=GLYK PE=1 SV=282.20 0.00

TRINITY_DN12773_c0_g1sp|Q9ASS6|PNSL5_ARATHPNSL5 Photosynthetic NDH subunit of lumenal location 5, chloroplastic OS=Arabidopsis thaliana GN=PNSL5 PE=1 SV=182.10 0.00

TRINITY_DN3456_c0_g1sp|Q9Y262|EIF3L_HUMANEIF3L Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens GN=EIF3L PE=1 SV=182.10 0.00

TRINITY_DN39572_c1_g6sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=482.10 0.00

TRINITY_DN40654_c1_g2sp|Q9M3V8|RS6_ASPOFrps6 40S ribosomal protein S6 OS=Asparagus officinalis GN=rps6 PE=2 SV=182.10 0.00

TRINITY_DN42408_c0_g1sp|P25866|UBC2_WHEATUBC2 Ubiquitin-conjugating enzyme E2 2 OS=Triticum aestivum GN=UBC2 PE=1 SV=182.10 0.00

TRINITY_DN45194_c1_g7sp|P28643|FABG_CUPLACLKR27 3-oxoacyl-[acyl-carrier-protein] reductase, chloroplastic OS=Cuphea lanceolata GN=CLKR27 PE=2 SV=182.10 0.00

TRINITY_DN47245_c0_g5sp|Q42684|SODM_CHLRESODA Superoxide dismutase [Mn], mitochondrial OS=Chlamydomonas reinhardtii GN=SODA PE=2 SV=182.10 0.00

TRINITY_DN49606_c0_g2sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=282.10 0.00

TRINITY_DN7574_c0_g1sp|Q9FGZ9|UBL5_ARATHUBL5 Ubiquitin-like protein 5 OS=Arabidopsis thaliana GN=UBL5 PE=3 SV=182.10 0.00

TRINITY_DN34598_c0_g6sp|P08429|RL4A_XENLArpl4-a 60S ribosomal protein L4-A OS=Xenopus laevis GN=rpl4-a PE=2 SV=282.00 0.00

TRINITY_DN46865_c0_g2sp|P92958|KIN11_ARATHKIN11 SNF1-related protein kinase catalytic subunit alpha KIN11 OS=Arabidopsis thaliana GN=KIN11 PE=1 SV=182.00 0.00

TRINITY_DN47922_c2_g3sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=182.00 0

TRINITY_DN3854_c0_g2sp|Q9LY66|RK1_ARATHRPL1 50S ribosomal protein L1, chloroplastic OS=Arabidopsis thaliana GN=RPL1 PE=1 SV=181.90 0.00

TRINITY_DN48213_c0_g1sp|Q39582|TBG_CHLRETUBG Tubulin gamma chain OS=Chlamydomonas reinhardtii GN=TUBG PE=3 SV=181.90 0.00

TRINITY_DN33175_c0_g1sp|O49447|ADT3_ARATHAAC3 ADP,ATP carrier protein 3, mitochondrial OS=Arabidopsis thaliana GN=AAC3 PE=1 SV=181.80 0.00

TRINITY_DN34266_c0_g1sp|Q9STW6|HSP7F_ARATHHSP70-6 Heat shock 70 kDa protein 6, chloroplastic OS=Arabidopsis thaliana GN=HSP70-6 PE=1 SV=181.80 0.00

TRINITY_DN41547_c1_g8sp|Q5XXB5|MSH2_CHLAEMSH2 DNA mismatch repair protein Msh2 OS=Chlorocebus aethiops GN=MSH2 PE=2 SV=181.80 0.00

TRINITY_DN41874_c1_g1sp|O26807|MSRB_METTHmsrB Peptide methionine sulfoxide reductase MsrB OS=Methanothermobacter thermautotrophicus (strain ATCC 29096 / DSM 1053 / JCM 10044 / NBRC 100330 / Delta H) GN=msrB PE=1 SV=181.80 0.00

TRINITY_DN41976_c0_g4sp|P36415|HS7C1_DICDIhspB Heat shock cognate 70 kDa protein 1 OS=Dictyostelium discoideum GN=hspB PE=1 SV=281.80 0.00

TRINITY_DN42833_c0_g2sp|P16048|GCSH_PEAGDCSH Glycine cleavage system H protein, mitochondrial OS=Pisum sativum GN=GDCSH PE=1 SV=181.80 0.00

TRINITY_DN46588_c0_g3sp|P46489|MDHP_FLABI- Malate dehydrogenase [NADP], chloroplastic OS=Flaveria bidentis PE=1 SV=181.80 0.00

TRINITY_DN20929_c0_g1sp|P83273|HBB2_ANAMIhbb2 Hemoglobin subunit beta-2 OS=Anarhichas minor GN=hbb2 PE=1 SV=181.70 0.00

TRINITY_DN43106_c1_g2sp|O80501|RAH1B_ARATHRABH1B Ras-related protein RABH1b OS=Arabidopsis thaliana GN=RABH1B PE=1 SV=181.70 0.00

TRINITY_DN46982_c0_g2sp|P23489|RCA_CHLRE- Ribulose bisphosphate carboxylase/oxygenase activase, chloroplastic OS=Chlamydomonas reinhardtii PE=2 SV=181.70 0.00

TRINITY_DN28531_c0_g3sp|P31237|ACCO_ACTDEACO 1-aminocyclopropane-1-carboxylate oxidase OS=Actinidia deliciosa GN=ACO PE=2 SV=181.60 0.00

TRINITY_DN34561_c0_g4sp|Q7X9A0|RCA1_LARTRRCA1 Ribulose bisphosphate carboxylase/oxygenase activase 1, chloroplastic OS=Larrea tridentata GN=RCA1 PE=1 SV=181.60 0.00

TRINITY_DN39097_c0_g3sp|A2XN40|PP2A2_ORYSIPP2A2 Serine/threonine-protein phosphatase PP2A-2 catalytic subunit OS=Oryza sativa subsp. indica GN=PP2A2 PE=2 SV=281.60 0.00

TRINITY_DN43078_c0_g1sp|P28147|TBP1_ARATHTBP1 TATA-box-binding protein 1 OS=Arabidopsis thaliana GN=TBP1 PE=1 SV=181.60 0.00

TRINITY_DN47633_c0_g2sp|Q8LPJ4|AB2E_ARATHABCE2 ABC transporter E family member 2 OS=Arabidopsis thaliana GN=ABCE2 PE=2 SV=181.60 0.00

TRINITY_DN48374_c5_g3sp|P08474|RBS_CUCSARBCS Ribulose bisphosphate carboxylase small chain, chloroplastic OS=Cucumis sativus GN=RBCS PE=2 SV=181.60 0.00

TRINITY_DN51640_c1_g3sp|P06147|RS12_TETTH- 40S ribosomal protein S12 OS=Tetrahymena thermophila PE=1 SV=181.60 0.00

TRINITY_DN3431_c0_g1sp|P41105|RL28_MOUSERpl28 60S ribosomal protein L28 OS=Mus musculus GN=Rpl28 PE=1 SV=281.50 0.00

TRINITY_DN36687_c0_g1sp|Q9XHE4|RL37A_GOSHIRPL37A 60S ribosomal protein L37a OS=Gossypium hirsutum GN=RPL37A PE=3 SV=181.50 0.00

TRINITY_DN37997_c1_g3sp|P04937|FINC_RATFn1 Fibronectin OS=Rattus norvegicus GN=Fn1 PE=1 SV=281.50 0.00

TRINITY_DN38403_c0_g2sp|P59224|RS132_ARATHRPS13B 40S ribosomal protein S13-2 OS=Arabidopsis thaliana GN=RPS13B PE=2 SV=181.50 0.00



TRINITY_DN39613_c0_g3sp|Q9C944|H2AV3_ARATHAt1g52740Probable histone H2A variant 3 OS=Arabidopsis thaliana GN=At1g52740 PE=1 SV=181.50 0.00

TRINITY_DN44225_c0_g2sp|Q9C810|Y1342_ARATHAt1g33420PHD finger protein At1g33420 OS=Arabidopsis thaliana GN=At1g33420 PE=1 SV=181.50 0.00

TRINITY_DN7409_c0_g1sp|Q40519|PSBR_TOBACPSBR Photosystem II 10 kDa polypeptide, chloroplastic OS=Nicotiana tabacum GN=PSBR PE=2 SV=181.50 0.00

TRINITY_DN38250_c0_g5sp|Q43083|H4_PYRSA- Histone H4 OS=Pyrenomonas salina PE=3 SV=381.40 0.00

TRINITY_DN27671_c0_g1sp|Q6ZR08|DYH12_HUMANDNAH12 Dynein heavy chain 12, axonemal OS=Homo sapiens GN=DNAH12 PE=2 SV=281.30 0.00

TRINITY_DN34561_c0_g2sp|Q40519|PSBR_TOBACPSBR Photosystem II 10 kDa polypeptide, chloroplastic OS=Nicotiana tabacum GN=PSBR PE=2 SV=181.30 0.00

TRINITY_DN35410_c0_g7sp|Q9FR53|TOR_ARATHTOR Serine/threonine-protein kinase TOR OS=Arabidopsis thaliana GN=TOR PE=1 SV=181.30 0.00

TRINITY_DN37801_c0_g1sp|P30162|ACT1_ONCVOact-1a Actin-1 OS=Onchocerca volvulus GN=act-1a PE=3 SV=181.30 0.00

TRINITY_DN44736_c0_g4sp|P50362|G3PA_CHLREGAPA Glyceraldehyde-3-phosphate dehydrogenase A, chloroplastic OS=Chlamydomonas reinhardtii GN=GAPA PE=1 SV=181.30 0.00

TRINITY_DN48822_c1_g5sp|P31401|VATB_MANSEVHA55 V-type proton ATPase subunit B OS=Manduca sexta GN=VHA55 PE=2 SV=181.30 0.00

TRINITY_DN38278_c0_g2sp|P22954|MD37D_ARATHMED37D Probable mediator of RNA polymerase II transcription subunit 37c OS=Arabidopsis thaliana GN=MED37D PE=1 SV=281.20 0.00

TRINITY_DN39088_c0_g3sp|P02827|HSP70_XENLA- Heat shock 70 kDa protein OS=Xenopus laevis PE=2 SV=181.20 0.00

TRINITY_DN39970_c0_g3sp|Q655S1|FTSH2_ORYSJFTSH2 ATP-dependent zinc metalloprotease FTSH 2, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH2 PE=3 SV=181.20 0.00

TRINITY_DN40142_c0_g2sp|Q9SUM2|RUXF_ARATHAt4g30220Probable small nuclear ribonucleoprotein F OS=Arabidopsis thaliana GN=At4g30220 PE=2 SV=181.20 0.00

TRINITY_DN45643_c1_g1sp|P22675|ARLY_CHLREARG7 Argininosuccinate lyase OS=Chlamydomonas reinhardtii GN=ARG7 PE=2 SV=281.20 0.00

TRINITY_DN47683_c0_g2sp|P57106|MDHC2_ARATHMDH2 Malate dehydrogenase 2, cytoplasmic OS=Arabidopsis thaliana GN=MDH2 PE=1 SV=181.20 0.00

TRINITY_DN48675_c0_g7sp|Q4R888|HS71L_MACFAHSPA1L Heat shock 70 kDa protein 1-like OS=Macaca fascicularis GN=HSPA1L PE=2 SV=181.20 0.00

TRINITY_DN20226_c0_g1sp|Q03237|MYBB_CHICKMYBL2 Myb-related protein B OS=Gallus gallus GN=MYBL2 PE=1 SV=181.10 0.00

TRINITY_DN31978_c0_g1sp|Q3T0E7|PP1A_BOVINPPP1CA Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Bos taurus GN=PPP1CA PE=2 SV=181.10 0.00

TRINITY_DN41522_c1_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=181.10 0.00

TRINITY_DN47840_c0_g1sp|O23310|NFYB3_ARATHNFYB3 Nuclear transcription factor Y subunit B-3 OS=Arabidopsis thaliana GN=NFYB3 PE=2 SV=181.10 0.00

TRINITY_DN10358_c0_g1sp|P05541|CD8B_RATCd8b T-cell surface glycoprotein CD8 beta chain OS=Rattus norvegicus GN=Cd8b PE=2 SV=181.00 0.00

TRINITY_DN29394_c0_g1sp|Q9LY66|RK1_ARATHRPL1 50S ribosomal protein L1, chloroplastic OS=Arabidopsis thaliana GN=RPL1 PE=1 SV=181.00 0.00

TRINITY_DN31884_c0_g1sp|Q2KHT7|RS27_BOVINRPS27 40S ribosomal protein S27 OS=Bos taurus GN=RPS27 PE=3 SV=381.00 0.00

TRINITY_DN34313_c0_g12sp|P13794|PORF_PSEAEoprF Outer membrane porin F OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=oprF PE=1 SV=181.00 0.00

TRINITY_DN36348_c0_g1sp|Q9SPK6|BCH_HAEPLCRTZ Beta-carotene 3-hydroxylase, chloroplastic (Fragment) OS=Haematococcus pluvialis GN=CRTZ PE=2 SV=181.00 0.00

TRINITY_DN52547_c0_g4sp|Q9SMH3|DYH1A_CHLREDHC1 Dynein-1-alpha heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC1 PE=1 SV=181.00 0

TRINITY_DN2322_c0_g1sp|Q9Y244|POMP_HUMANPOMP Proteasome maturation protein OS=Homo sapiens GN=POMP PE=1 SV=180.90 0.00

TRINITY_DN35262_c2_g12sp|Q8JH71|ALDOB_DANREaldob Fructose-bisphosphate aldolase B OS=Danio rerio GN=aldob PE=2 SV=180.90 0.00

TRINITY_DN36990_c0_g1sp|Q08069|RS8_MAIZERPS8 40S ribosomal protein S8 OS=Zea mays GN=RPS8 PE=2 SV=280.90 0.00

TRINITY_DN37264_c0_g7sp|P07436|TBB1_PHYPOBETA Tubulin beta-1 chain OS=Physarum polycephalum GN=BETA PE=1 SV=480.90 0.00

TRINITY_DN37899_c0_g6sp|P67774|PP2AA_BOVINPPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Bos taurus GN=PPP2CA PE=1 SV=180.90 0.00

TRINITY_DN41204_c2_g1sp|Q21568|NH2L1_CAEELM28.5 NHP2-like protein 1 homolog OS=Caenorhabditis elegans GN=M28.5 PE=3 SV=180.80 0.00

TRINITY_DN41888_c0_g3sp|Q9ZRD6|YKT61_ARATHYKT61 VAMP-like protein YKT61 OS=Arabidopsis thaliana GN=YKT61 PE=2 SV=180.80 0.00

TRINITY_DN45887_c0_g6sp|P54814|PRS8_MANSE- 26S protease regulatory subunit 8 OS=Manduca sexta PE=2 SV=180.80 0.00

TRINITY_DN39489_c0_g1sp|P49693|RL193_ARATHRPL19C 60S ribosomal protein L19-3 OS=Arabidopsis thaliana GN=RPL19C PE=2 SV=380.70 0.00

TRINITY_DN49054_c0_g3sp|Q9FKB0|LSM5_ARATHLSM5 Sm-like protein LSM5 OS=Arabidopsis thaliana GN=LSM5 PE=1 SV=180.70 0.00

TRINITY_DN52408_c1_g1sp|Q8TGM7|ART2_YEASTART2 Putative uncharacterized protein ART2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ART2 PE=5 SV=180.70 0.00

TRINITY_DN1735_c0_g1sp|Q39779|ACBP_GOSHI- Acyl-CoA-binding protein OS=Gossypium hirsutum PE=3 SV=180.60 0.00

TRINITY_DN19456_c0_g1sp|P80883|PETM_SPIOLpetM Cytochrome b6-f complex subunit 7 (Fragment) OS=Spinacia oleracea GN=petM PE=1 SV=180.60 0.00

TRINITY_DN36449_c1_g1sp|P69201|RL40_LEIMAUB-EP52 Ubiquitin-60S ribosomal protein L40 OS=Leishmania major GN=UB-EP52 PE=3 SV=280.60 0.00

TRINITY_DN39853_c0_g2sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=280.60 0.00

TRINITY_DN42529_c1_g2sp|Q39566|GSA_CHLREGSA Glutamate-1-semialdehyde 2,1-aminomutase, chloroplastic OS=Chlamydomonas reinhardtii GN=GSA PE=2 SV=180.60 0.00

TRINITY_DN43054_c0_g1sp|Q852L0|HD16N_ORYSJHD16 Casein kinase 1-like protein HD16 OS=Oryza sativa subsp. japonica GN=HD16 PE=1 SV=180.60 0.00

TRINITY_DN44134_c0_g1sp|Q9AR22|CTH1_CHLRECTH1 Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase 2, chloroplastic OS=Chlamydomonas reinhardtii GN=CTH1 PE=2 SV=180.60 0.00

TRINITY_DN46644_c0_g2sp|Q9SJT7|VHAA2_ARATHVHA-a2 V-type proton ATPase subunit a2 OS=Arabidopsis thaliana GN=VHA-a2 PE=1 SV=180.60 0.00

TRINITY_DN51832_c0_g3sp|Q9ZR07|FRDA_ARATHFH Frataxin, mitochondrial OS=Arabidopsis thaliana GN=FH PE=1 SV=280.60 0.00

TRINITY_DN52176_c1_g3sp|Q2RBN7|CLH1_ORYSJOs11g0104900Clathrin heavy chain 1 OS=Oryza sativa subsp. japonica GN=Os11g0104900 PE=3 SV=180.60 0.00

TRINITY_DN52131_c2_g2sp|A8JAM0|DRC7_CHLREDRC7 Dynein regulatory complex subunit 7 (Fragment) OS=Chlamydomonas reinhardtii GN=DRC7 PE=1 SV=180.50 0.00

TRINITY_DN52329_c2_g1sp|Q7F9I1|CLPC1_ORYSJCLPC1 Chaperone protein ClpC1, chloroplastic OS=Oryza sativa subsp. japonica GN=CLPC1 PE=2 SV=280.50 0.00

TRINITY_DN26793_c0_g1sp|P54765|RAN1A_LOTJARAN1A GTP-binding nuclear protein Ran1A (Fragment) OS=Lotus japonicus GN=RAN1A PE=2 SV=180.40 0.00

TRINITY_DN42327_c0_g1sp|Q54GN8|NSA2_DICDInsa2 Ribosome biogenesis protein NSA2 homolog OS=Dictyostelium discoideum GN=nsa2 PE=3 SV=180.40 0.00

TRINITY_DN46088_c0_g5sp|P54774|CDC48_SOYBNCDC48 Cell division cycle protein 48 homolog OS=Glycine max GN=CDC48 PE=2 SV=180.40 0

TRINITY_DN49606_c0_g1sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=280.40 0.00

TRINITY_DN35522_c0_g6sp|P12062|CB26_PETSPCAB37 Chlorophyll a-b binding protein 37, chloroplastic OS=Petunia sp. GN=CAB37 PE=3 SV=180.30 0.00

TRINITY_DN35811_c2_g8sp|P15073|ENV_MCFFenv Envelope glycoprotein OS=Mink cell focus-forming murine leukemia virus GN=env PE=3 SV=180.30 0.00



TRINITY_DN37072_c3_g2sp|P49202|RS18_CHLRERPS18 40S ribosomal protein S18 OS=Chlamydomonas reinhardtii GN=RPS18 PE=2 SV=180.30 0.00

TRINITY_DN37997_c1_g14sp|Q28275|FINC_CANLFFN1 Fibronectin (Fragment) OS=Canis lupus familiaris GN=FN1 PE=2 SV=280.30 0.00

TRINITY_DN41912_c1_g1sp|Q42690|ALFC_CHLREALDCHL Fructose-bisphosphate aldolase 1, chloroplastic OS=Chlamydomonas reinhardtii GN=ALDCHL PE=2 SV=280.30 0.00

TRINITY_DN44351_c0_g3sp|Q9UVR2|UBC1_MAGO7UBC1 Ubiquitin-conjugating enzyme E2-16 kDa OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=UBC1 PE=3 SV=280.30 0.00

TRINITY_DN45622_c0_g3sp|Q9FJX2|RL262_ARATHRPL26B 60S ribosomal protein L26-2 OS=Arabidopsis thaliana GN=RPL26B PE=2 SV=180.30 0.00

TRINITY_DN52613_c1_g1sp|Q9SMH3|DYH1A_CHLREDHC1 Dynein-1-alpha heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC1 PE=1 SV=180.30 0

TRINITY_DN15442_c0_g1sp|P0DI19|PHF5A_ARATHAt2g30000PHD finger-like domain-containing protein 5A OS=Arabidopsis thaliana GN=At2g30000 PE=3 SV=180.20 0.00

TRINITY_DN16657_c0_g1sp|O04090|FER1_ARATHFD1 Ferredoxin-1, chloroplastic OS=Arabidopsis thaliana GN=FD1 PE=1 SV=180.20 0.00

TRINITY_DN20016_c0_g1sp|P50702|OS81_SOLCO- Osmotin-like protein OSML81 OS=Solanum commersonii PE=2 SV=180.20 0.00

TRINITY_DN49620_c0_g1sp|Q7X7L3|ELP3_ORYSJELP3 Elongator complex protein 3 OS=Oryza sativa subsp. japonica GN=ELP3 PE=2 SV=280.20 0.00

TRINITY_DN49934_c0_g6sp|Q69J40|NFYBA_ORYSJNFYB10 Nuclear transcription factor Y subunit B-10 OS=Oryza sativa subsp. japonica GN=NFYB10 PE=1 SV=180.20 0.00

TRINITY_DN6576_c0_g1sp|F4IFN6|DPOE2_ARATHPOL2B DNA polymerase epsilon catalytic subunit B OS=Arabidopsis thaliana GN=POL2B PE=2 SV=180.20 0.00

TRINITY_DN34070_c0_g1sp|Q9LT08|PSDE_ARATHRPN11 26S proteasome non-ATPase regulatory subunit 14 homolog OS=Arabidopsis thaliana GN=RPN11 PE=1 SV=180.10 0.00

TRINITY_DN37878_c0_g2sp|Q9FNN5|NDUV1_ARATHAt5g08530NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Arabidopsis thaliana GN=At5g08530 PE=2 SV=180.10 0.00

TRINITY_DN38471_c0_g5sp|P10819|SAHH_DICDIsahA Adenosylhomocysteinase OS=Dictyostelium discoideum GN=sahA PE=1 SV=280.10 0.00

TRINITY_DN10882_c0_g1sp|Q682S0|RPT2_ARATHRPT2 Root phototropism protein 2 OS=Arabidopsis thaliana GN=RPT2 PE=1 SV=280.00 0.00

TRINITY_DN13130_c0_g1sp|O24370|LOX21_SOLTULOX2.1 Linoleate 13S-lipoxygenase 2-1, chloroplastic OS=Solanum tuberosum GN=LOX2.1 PE=1 SV=180.00 0.00

TRINITY_DN2147_c0_g1sp|Q8AV84|BTD_TAKRUbtd Biotinidase OS=Takifugu rubripes GN=btd PE=3 SV=180.00 0.00

TRINITY_DN32975_c0_g7sp|Q8L7S8|RH3_ARATHRH3 DEAD-box ATP-dependent RNA helicase 3, chloroplastic OS=Arabidopsis thaliana GN=RH3 PE=1 SV=280.00 0.00

TRINITY_DN37431_c1_g4sp|Q5F3T9|UGDH_CHICKUGDH UDP-glucose 6-dehydrogenase OS=Gallus gallus GN=UGDH PE=2 SV=180.00 0.00

TRINITY_DN37878_c0_g1sp|Q9FNN5|NDUV1_ARATHAt5g08530NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=Arabidopsis thaliana GN=At5g08530 PE=2 SV=180.00 0.00

TRINITY_DN38309_c0_g4sp|P36415|HS7C1_DICDIhspB Heat shock cognate 70 kDa protein 1 OS=Dictyostelium discoideum GN=hspB PE=1 SV=280.00 0.00

TRINITY_DN38601_c1_g1sp|Q5ZJ08|SYYC_CHICKYARS Tyrosine--tRNA ligase, cytoplasmic OS=Gallus gallus GN=YARS PE=2 SV=180.00 0.00

TRINITY_DN39558_c0_g3sp|P49202|RS18_CHLRERPS18 40S ribosomal protein S18 OS=Chlamydomonas reinhardtii GN=RPS18 PE=2 SV=180.00 0.00

TRINITY_DN40810_c0_g4sp|P58375|RL30_SPOFRRpL30 60S ribosomal protein L30 OS=Spodoptera frugiperda GN=RpL30 PE=3 SV=180.00 0.00

TRINITY_DN41224_c0_g2sp|Q627N3|GLC7B_CAEBRgsp-2 Serine/threonine-protein phosphatase PP1-beta OS=Caenorhabditis briggsae GN=gsp-2 PE=3 SV=180.00 0.00

TRINITY_DN47105_c0_g5sp|Q9FJL0|SMC4_ARATHSMC4 Structural maintenance of chromosomes protein 4 OS=Arabidopsis thaliana GN=SMC4 PE=1 SV=180.00 0.00

TRINITY_DN7476_c0_g1sp|O49856|FTRC_SOYBNFTRC Ferredoxin-thioredoxin reductase catalytic chain, chloroplastic OS=Glycine max GN=FTRC PE=2 SV=180.00 0.00

TRINITY_DN46840_c0_g3sp|P20654|PP1_EMENIbimG Serine/threonine-protein phosphatase PP1 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=bimG PE=2 SV=179.90 0.00

TRINITY_DN50001_c0_g1sp|P39207|NDK1_ARATHNDK1 Nucleoside diphosphate kinase 1 OS=Arabidopsis thaliana GN=NDK1 PE=1 SV=179.90 0.00

TRINITY_DN51449_c0_g1sp|Q109G2|RH12_ORYSJOs10g0503700DEAD-box ATP-dependent RNA helicase 12 OS=Oryza sativa subsp. japonica GN=Os10g0503700 PE=2 SV=279.90 0.00

TRINITY_DN39558_c0_g2sp|P49202|RS18_CHLRERPS18 40S ribosomal protein S18 OS=Chlamydomonas reinhardtii GN=RPS18 PE=2 SV=179.80 0.00

TRINITY_DN41601_c3_g1sp|Q39242|TRXB2_ARATHNTR2 Thioredoxin reductase 2 OS=Arabidopsis thaliana GN=NTR2 PE=2 SV=279.80 0.00

TRINITY_DN1256_c0_g1sp|P02401|RLA2_RATRplp2 60S acidic ribosomal protein P2 OS=Rattus norvegicus GN=Rplp2 PE=1 SV=279.70 0.00

TRINITY_DN31466_c0_g1sp|P42824|DNJH2_ALLPOLDJ2 DnaJ protein homolog 2 OS=Allium porrum GN=LDJ2 PE=2 SV=179.70 0.00

TRINITY_DN35417_c0_g2sp|Q54CR8|MOB1B_DICDImobB MOB kinase activator-like 1 homolog B OS=Dictyostelium discoideum GN=mobB PE=3 SV=179.70 0.00

TRINITY_DN42642_c0_g6sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=479.70 0.00

TRINITY_DN45804_c1_g4sp|Q9JLI7|SPAG6_MOUSESpag6 Sperm-associated antigen 6 OS=Mus musculus GN=Spag6 PE=1 SV=179.70 0.00

TRINITY_DN45804_c1_g7sp|Q9JLI7|SPAG6_MOUSESpag6 Sperm-associated antigen 6 OS=Mus musculus GN=Spag6 PE=1 SV=179.70 0.00

TRINITY_DN46549_c1_g4sp|P56480|ATPB_MOUSEAtp5b ATP synthase subunit beta, mitochondrial OS=Mus musculus GN=Atp5b PE=1 SV=279.70 0.00

TRINITY_DN46942_c0_g3sp|P47915|RL29_MOUSERpl29 60S ribosomal protein L29 OS=Mus musculus GN=Rpl29 PE=2 SV=279.70 0.00

TRINITY_DN51693_c2_g6sp|Q9STW6|HSP7F_ARATHHSP70-6 Heat shock 70 kDa protein 6, chloroplastic OS=Arabidopsis thaliana GN=HSP70-6 PE=1 SV=179.70 0.00

TRINITY_DN53704_c0_g1sp|P05387|RLA2_HUMANRPLP2 60S acidic ribosomal protein P2 OS=Homo sapiens GN=RPLP2 PE=1 SV=179.70 0.00

TRINITY_DN39445_c1_g1sp|Q9ZVJ4|CYP22_ARATHCYP22 Peptidyl-prolyl cis-trans isomerase CYP22 OS=Arabidopsis thaliana GN=CYP22 PE=2 SV=179.60 0.00

TRINITY_DN40157_c1_g1sp|Q8LPJ4|AB2E_ARATHABCE2 ABC transporter E family member 2 OS=Arabidopsis thaliana GN=ABCE2 PE=2 SV=179.60 0.00

TRINITY_DN41293_c0_g3sp|P83876|TXN4A_HUMANTXNL4A Thioredoxin-like protein 4A OS=Homo sapiens GN=TXNL4A PE=1 SV=179.60 0.00

TRINITY_DN44537_c0_g1sp|Q9AT63|PDX1_GINBIPDX1 Probable pyridoxal 5'-phosphate synthase subunit PDX1 OS=Ginkgo biloba GN=PDX1 PE=2 SV=179.60 0.00

TRINITY_DN45179_c1_g7sp|Q3ZBH8|RS20_BOVINRPS20 40S ribosomal protein S20 OS=Bos taurus GN=RPS20 PE=3 SV=179.60 0.00

TRINITY_DN46305_c0_g1sp|Q9DE27|RUVB2_XENLAruvbl2 RuvB-like 2 OS=Xenopus laevis GN=ruvbl2 PE=2 SV=179.60 0.00

TRINITY_DN53270_c0_g1sp|P26447|S10A4_HUMANS100A4 Protein S100-A4 OS=Homo sapiens GN=S100A4 PE=1 SV=179.60 0.00

TRINITY_DN10014_c0_g1sp|O82089|CCH_ARATHCCH Copper transport protein CCH OS=Arabidopsis thaliana GN=CCH PE=1 SV=179.50 0.00

TRINITY_DN36355_c1_g2sp|P08681|COX1_CHLRECOX1 Cytochrome c oxidase subunit 1 OS=Chlamydomonas reinhardtii GN=COX1 PE=3 SV=179.50 0.00

TRINITY_DN46144_c0_g3sp|Q9FGZ9|UBL5_ARATHUBL5 Ubiquitin-like protein 5 OS=Arabidopsis thaliana GN=UBL5 PE=3 SV=179.50 0.00

TRINITY_DN47340_c0_g4sp|P48623|FAD3E_ARATHFAD3 Acyl-lipid omega-3 desaturase (cytochrome b5), endoplasmic reticulum OS=Arabidopsis thaliana GN=FAD3 PE=1 SV=179.50 0.00

TRINITY_DN49351_c0_g6sp|Q94BQ2|PRS8B_ARATHRPT6B 26S protease regulatory subunit 8 homolog B OS=Arabidopsis thaliana GN=RPT6B PE=1 SV=179.50 0.00

TRINITY_DN51068_c2_g1sp|P50567|H2A_CHLREH2A-II Histone H2A OS=Chlamydomonas reinhardtii GN=H2A-II PE=3 SV=179.50 0.00



TRINITY_DN52290_c1_g1sp|Q6P2Q9|PRP8_HUMANPRPF8 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=279.50 0

TRINITY_DN52518_c4_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=279.50 0.00

TRINITY_DN37587_c0_g2sp|Q9SZD4|PRS4A_ARATHRPT2A 26S proteasome regulatory subunit 4 homolog A OS=Arabidopsis thaliana GN=RPT2A PE=1 SV=179.40 0.00

TRINITY_DN37644_c1_g2sp|P29763|RLA1_CHLRE- 60S acidic ribosomal protein P1 OS=Chlamydomonas reinhardtii PE=3 SV=179.40 0.00

TRINITY_DN38598_c1_g1sp|Q9S7B5|THRC1_ARATHTS1 Threonine synthase 1, chloroplastic OS=Arabidopsis thaliana GN=TS1 PE=1 SV=179.40 0.00

TRINITY_DN41766_c0_g5sp|O82632|GATA9_ARATHGATA9 GATA transcription factor 9 OS=Arabidopsis thaliana GN=GATA9 PE=2 SV=179.40 0.00

TRINITY_DN47122_c0_g1sp|O65082|RL15B_PICMASB62 60S ribosomal protein L15-2 OS=Picea mariana GN=SB62 PE=2 SV=179.40 0.00

TRINITY_DN33866_c0_g3sp|Q9Y2X8|UB2D4_HUMANUBE2D4 Ubiquitin-conjugating enzyme E2 D4 OS=Homo sapiens GN=UBE2D4 PE=1 SV=179.30 0.00

TRINITY_DN49739_c1_g2sp|P35007|SAHH_CATROSAHH Adenosylhomocysteinase OS=Catharanthus roseus GN=SAHH PE=2 SV=179.30 0.00

TRINITY_DN27402_c0_g2sp|P32980|ATPD_TOBACATPD ATP synthase delta chain, chloroplastic OS=Nicotiana tabacum GN=ATPD PE=2 SV=179.20 0.00

TRINITY_DN32516_c0_g1sp|P22179|PSAH_SPIOLPSAH Photosystem I reaction center subunit VI, chloroplastic OS=Spinacia oleracea GN=PSAH PE=1 SV=179.20 0.00

TRINITY_DN41421_c0_g4sp|Q8LPS1|LACS6_ARATHLACS6 Long chain acyl-CoA synthetase 6, peroxisomal OS=Arabidopsis thaliana GN=LACS6 PE=1 SV=179.20 0.00

TRINITY_DN42356_c0_g4sp|P12352|PSAE_CHLREPSAE Photosystem I reaction center subunit IV, chloroplastic OS=Chlamydomonas reinhardtii GN=PSAE PE=1 SV=179.20 0.00

TRINITY_DN22363_c0_g2sp|Q6PIW4|FIGL1_HUMANFIGNL1 Fidgetin-like protein 1 OS=Homo sapiens GN=FIGNL1 PE=1 SV=279.10 0.00

TRINITY_DN36597_c0_g5sp|P11143|HSP70_MAIZEHSP70 Heat shock 70 kDa protein OS=Zea mays GN=HSP70 PE=3 SV=279.10 0.00

TRINITY_DN39212_c1_g3sp|O02640|MDHM_CAEELmdh-2 Probable malate dehydrogenase, mitochondrial OS=Caenorhabditis elegans GN=mdh-2 PE=3 SV=179.10 0.00

TRINITY_DN46068_c0_g5sp|B9DGD6|ACS_ARATHACS Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal OS=Arabidopsis thaliana GN=ACS PE=1 SV=179.10 0.00

TRINITY_DN38409_c0_g1sp|P46284|S17P_CHLRECSBP Sedoheptulose-1,7-bisphosphatase, chloroplastic OS=Chlamydomonas reinhardtii GN=CSBP PE=2 SV=179.00 0.00

TRINITY_DN38630_c0_g2sp|P56346|MIND_CHLVUminD Putative septum site-determining protein MinD OS=Chlorella vulgaris GN=minD PE=3 SV=179.00 0.00

TRINITY_DN51691_c0_g2sp|Q2QVG9|CLPC2_ORYSJCLPC2 Chaperone protein ClpC2, chloroplastic OS=Oryza sativa subsp. japonica GN=CLPC2 PE=2 SV=279.00 0.00

TRINITY_DN38290_c0_g6sp|P28996|EF2_PARKE- Elongation factor 2 OS=Parachlorella kessleri PE=2 SV=178.90 0.00

TRINITY_DN42624_c0_g5sp|P36181|HSP80_SOLLCHSC80 Heat shock cognate protein 80 OS=Solanum lycopersicum GN=HSC80 PE=2 SV=178.90 0.00

TRINITY_DN46840_c0_g8sp|Q9UW86|PP1_NEUCRpph-3 Serine/threonine-protein phosphatase PP1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=pph-3 PE=2 SV=178.90 0.00

TRINITY_DN47960_c2_g1sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=178.90 0.00

TRINITY_DN37376_c0_g1sp|A1Z0M0|HEPC_LARCRhamp Hepcidin OS=Larimichthys crocea GN=hamp PE=1 SV=278.80 0.00

TRINITY_DN40000_c0_g5sp|P34498|MOG1_CAEELmog-1 Probable pre-mRNA-splicing factor ATP-dependent RNA helicase mog-1 OS=Caenorhabditis elegans GN=mog-1 PE=1 SV=278.80 0.00

TRINITY_DN41913_c0_g1sp|O64982|PRS7_PRUPERPT1 26S protease regulatory subunit 7 OS=Prunus persica GN=RPT1 PE=2 SV=178.80 0.00

TRINITY_DN46878_c1_g5sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=178.80 0.00

TRINITY_DN16938_c0_g2sp|Q86AQ5|RPC1_DICDIpolr3a DNA-directed RNA polymerase III subunit rpc1 OS=Dictyostelium discoideum GN=polr3a PE=3 SV=178.70 0.00

TRINITY_DN36493_c0_g5sp|Q9XI91|IF5A1_ARATHELF5A-1 Eukaryotic translation initiation factor 5A-1 OS=Arabidopsis thaliana GN=ELF5A-1 PE=1 SV=178.70 0.00

TRINITY_DN37899_c0_g7sp|P0C5D7|PP2A4_ORYSIPP2A4 Putative serine/threonine-protein phosphatase PP2A-4 catalytic subunit OS=Oryza sativa subsp. indica GN=PP2A4 PE=3 SV=178.70 0.00

TRINITY_DN47332_c0_g7sp|Q9SHE7|RUB1_ARATHRUB1 Ubiquitin-NEDD8-like protein RUB1 OS=Arabidopsis thaliana GN=RUB1 PE=1 SV=378.70 0.00

TRINITY_DN13299_c0_g1sp|P23993|PSAL_HORVUPSAL Photosystem I reaction center subunit XI, chloroplastic OS=Hordeum vulgare GN=PSAL PE=1 SV=178.60 0.00

TRINITY_DN18483_c0_g1sp|P11276|FINC_MOUSEFn1 Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=478.60 0.00

TRINITY_DN37322_c0_g2sp|P35061|H2A_ACRFO- Histone H2A OS=Acropora formosa PE=3 SV=278.60 0.00

TRINITY_DN37322_c0_g3sp|P35061|H2A_ACRFO- Histone H2A OS=Acropora formosa PE=3 SV=278.60 0.00

TRINITY_DN42302_c0_g3sp|A8JF71|CTU1_CHLRENCS6 Cytoplasmic tRNA 2-thiolation protein 1 OS=Chlamydomonas reinhardtii GN=NCS6 PE=3 SV=178.60 0.00

TRINITY_DN43627_c1_g5sp|P02273|H2AX_TETPYHTA1 Histone H2AX OS=Tetrahymena pyriformis GN=HTA1 PE=1 SV=278.60 0.00

TRINITY_DN46840_c0_g2sp|P20654|PP1_EMENIbimG Serine/threonine-protein phosphatase PP1 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=bimG PE=2 SV=178.60 0.00

TRINITY_DN15310_c0_g1sp|Q9SL05|PGR5_ARATHPGR5 Protein PROTON GRADIENT REGULATION 5, chloroplastic OS=Arabidopsis thaliana GN=PGR5 PE=1 SV=178.40 0.00

TRINITY_DN23256_c0_g1sp|P06183|PSBR_SOLTUPSBR Photosystem II 10 kDa polypeptide, chloroplastic OS=Solanum tuberosum GN=PSBR PE=2 SV=178.40 0.00

TRINITY_DN23911_c0_g1sp|Q32PE9|LSM3_BOVINLSM3 U6 snRNA-associated Sm-like protein LSm3 OS=Bos taurus GN=LSM3 PE=3 SV=378.40 0.00

TRINITY_DN40414_c0_g3sp|Q93Y52|IPYR1_CHLREppa1 Soluble inorganic pyrophosphatase 1, chloroplastic OS=Chlamydomonas reinhardtii GN=ppa1 PE=1 SV=178.40 0.00

TRINITY_DN41266_c0_g4sp|Q9LD90|CBF5_ARATHCBF5 H/ACA ribonucleoprotein complex subunit 4 OS=Arabidopsis thaliana GN=CBF5 PE=1 SV=178.40 0.00

TRINITY_DN42897_c0_g1sp|Q8LK56|DME_ARATHDME Transcriptional activator DEMETER OS=Arabidopsis thaliana GN=DME PE=1 SV=278.40 0.00

TRINITY_DN45107_c0_g3sp|Q37741|COX2_GADMOmt-co2 Cytochrome c oxidase subunit 2 OS=Gadus morhua GN=mt-co2 PE=3 SV=178.40 0.00

TRINITY_DN46635_c0_g1sp|A4IJ21|MNS1_XENTRmns1 Meiosis-specific nuclear structural protein 1 OS=Xenopus tropicalis GN=mns1 PE=2 SV=178.40 0.00

TRINITY_DN51172_c1_g1sp|P27766|DYI3_CHLREODA6 Dynein, 70 kDa intermediate chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA6 PE=1 SV=178.40 0.00

TRINITY_DN52421_c1_g4sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=178.40 0

TRINITY_DN39078_c0_g4sp|Q6QJE2|SULP2_CHLRESULP2 Sulfate permease 2, chloroplastic OS=Chlamydomonas reinhardtii GN=SULP2 PE=1 SV=178.30 0.00

TRINITY_DN40031_c0_g3sp|O65082|RL15B_PICMASB62 60S ribosomal protein L15-2 OS=Picea mariana GN=SB62 PE=2 SV=178.30 0.00

TRINITY_DN40140_c0_g1sp|Q8LPK2|AB2B_ARATHABCB2 ABC transporter B family member 2 OS=Arabidopsis thaliana GN=ABCB2 PE=1 SV=378.30 0.00

TRINITY_DN42151_c0_g9sp|Q9H6P5|TASP1_HUMANTASP1 Threonine aspartase 1 OS=Homo sapiens GN=TASP1 PE=1 SV=178.30 0.00

TRINITY_DN50581_c0_g1sp|Q6ZR08|DYH12_HUMANDNAH12 Dynein heavy chain 12, axonemal OS=Homo sapiens GN=DNAH12 PE=2 SV=278.30 0.00

TRINITY_DN13148_c0_g2sp|Q3T0U2|RL14_BOVINRPL14 60S ribosomal protein L14 OS=Bos taurus GN=RPL14 PE=2 SV=378.20 0.00

TRINITY_DN36957_c0_g2sp|A4QND5|NIP7_XENTRnip7 60S ribosome subunit biogenesis protein NIP7 homolog OS=Xenopus tropicalis GN=nip7 PE=2 SV=178.20 0.00



TRINITY_DN46840_c0_g10sp|P48481|PP12_ACEPE- Serine/threonine-protein phosphatase PP1 isozyme 2 OS=Acetabularia peniculus PE=3 SV=178.20 0.00

TRINITY_DN36496_c0_g6sp|Q9ULG1|INO80_HUMANINO80 DNA helicase INO80 OS=Homo sapiens GN=INO80 PE=1 SV=278.10 0.00

TRINITY_DN38054_c0_g1sp|Q84U21|RK22_CHLREERY2 50S ribosomal protein L22, chloroplastic OS=Chlamydomonas reinhardtii GN=ERY2 PE=3 SV=178.10 0.00

TRINITY_DN39172_c0_g7sp|P17507|EF1A2_XENLAeef1ao Elongation factor 1-alpha, oocyte form OS=Xenopus laevis GN=eef1ao PE=1 SV=178.10 0.00

TRINITY_DN40309_c0_g3sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=178.10 0.00

TRINITY_DN52737_c0_g1sp|P09911|FER1_PEAPETF Ferredoxin-1, chloroplastic OS=Pisum sativum GN=PETF PE=1 SV=278.10 0.00

TRINITY_DN33402_c0_g1sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=478.00 0.00

TRINITY_DN34594_c0_g1sp|P0DJ53|RL23_TETTSRPL23 60S ribosomal protein L23 OS=Tetrahymena thermophila (strain SB210) GN=RPL23 PE=1 SV=178.00 0.00

TRINITY_DN36443_c0_g2sp|P07839|FER_CHLREPETF Ferredoxin, chloroplastic OS=Chlamydomonas reinhardtii GN=PETF PE=1 SV=278.00 0.00

TRINITY_DN37598_c0_g1sp|Q5ZIH0|INT11_CHICKCPSF3L Integrator complex subunit 11 OS=Gallus gallus GN=CPSF3L PE=2 SV=178.00 0.00

TRINITY_DN38832_c2_g1sp|P36411|RAB7A_DICDIrab7A Ras-related protein Rab-7A OS=Dictyostelium discoideum GN=rab7A PE=1 SV=178.00 0.00

TRINITY_DN40092_c0_g4sp|P12853|PSBO_CHLREPSBO Oxygen-evolving enhancer protein 1, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBO PE=2 SV=178.00 0.00

TRINITY_DN40689_c0_g4sp|Q7S6W5|RS28_NEUCRrps-28 40S ribosomal protein S28 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rps-28 PE=3 SV=178.00 0.00

TRINITY_DN41103_c1_g2sp|Q42686|MDHM_CHLRE- Malate dehydrogenase, mitochondrial OS=Chlamydomonas reinhardtii PE=3 SV=178.00 0.00

TRINITY_DN43164_c1_g1sp|Q39578|DYI2_CHLREODA9 Dynein, 78 kDa intermediate chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA9 PE=1 SV=378.00 0.00

TRINITY_DN44070_c0_g2sp|Q9Y0B7|PP4C_DICDIppp4c Serine/threonine-protein phosphatase 4 catalytic subunit OS=Dictyostelium discoideum GN=ppp4c PE=1 SV=178.00 0.00

TRINITY_DN32054_c0_g1sp|P49690|RL23_ARATHRPL23A 60S ribosomal protein L23 OS=Arabidopsis thaliana GN=RPL23A PE=2 SV=377.90 0.00

TRINITY_DN37337_c1_g3sp|P25387|GBLP_CHLREGBLP Guanine nucleotide-binding protein subunit beta-like protein OS=Chlamydomonas reinhardtii GN=GBLP PE=2 SV=177.90 0.00

TRINITY_DN39199_c0_g1sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=177.90 0.00

TRINITY_DN39568_c0_g5sp|P02273|H2AX_TETPYHTA1 Histone H2AX OS=Tetrahymena pyriformis GN=HTA1 PE=1 SV=277.90 0.00

TRINITY_DN51830_c2_g2sp|P15451|CYC_CHLRECYC1 Cytochrome c OS=Chlamydomonas reinhardtii GN=CYC1 PE=3 SV=277.90 0.00

TRINITY_DN36478_c0_g1sp|Q9SEI3|PS10A_ARATHRPT4A 26S protease regulatory subunit 10B homolog A OS=Arabidopsis thaliana GN=RPT4A PE=1 SV=177.80 0.00

TRINITY_DN39235_c0_g1sp|A8ISN6|ARL3_CHLREARL3 ADP-ribosylation factor-like protein 3 OS=Chlamydomonas reinhardtii GN=ARL3 PE=1 SV=277.80 0.00

TRINITY_DN40380_c0_g3sp|Q2KHU8|IF2G_BOVINEIF2S3 Eukaryotic translation initiation factor 2 subunit 3 OS=Bos taurus GN=EIF2S3 PE=2 SV=177.80 0.00

TRINITY_DN43627_c1_g1sp|P02273|H2AX_TETPYHTA1 Histone H2AX OS=Tetrahymena pyriformis GN=HTA1 PE=1 SV=277.80 0.00

TRINITY_DN43631_c1_g1sp|I2CYZ4|D4FAD_CHLRECHLREDRAFT_32523Acyl-lipid (7-3)-desaturase, chloroplastic OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_32523 PE=1 SV=177.80 0.00

TRINITY_DN45370_c1_g2sp|Q9CAI5|CKL2_ARATHCKL2 Casein kinase 1-like protein 2 OS=Arabidopsis thaliana GN=CKL2 PE=1 SV=177.80 0.00

TRINITY_DN52765_c0_g1sp|Q8H112|PGL1A_ARATHPGRL1A PGR5-like protein 1A, chloroplastic OS=Arabidopsis thaliana GN=PGRL1A PE=1 SV=177.80 0.00

TRINITY_DN40413_c0_g4sp|P49118|BIP_SOLLC- Luminal-binding protein OS=Solanum lycopersicum PE=2 SV=177.70 0.00

TRINITY_DN41285_c0_g2sp|Q9C550|LEU12_ARATHIPMS2 2-isopropylmalate synthase 2, chloroplastic OS=Arabidopsis thaliana GN=IPMS2 PE=1 SV=177.70 0.00

TRINITY_DN43478_c0_g8sp|P46465|PRS6A_ORYSJTBP1 26S protease regulatory subunit 6A homolog OS=Oryza sativa subsp. japonica GN=TBP1 PE=2 SV=277.70 0.00

TRINITY_DN45812_c1_g5sp|P11144|HSP70_PLAFA- Heat shock 70 kDa protein OS=Plasmodium falciparum PE=2 SV=277.70 0.00

TRINITY_DN48863_c0_g5sp|Q1ZXC6|ELP3_DICDIelp3 Probable elongator complex protein 3 OS=Dictyostelium discoideum GN=elp3 PE=3 SV=177.70 0.00

TRINITY_DN20814_c0_g1sp|Q43191|LOX15_SOLTULOX1.5 Probable linoleate 9S-lipoxygenase 5 OS=Solanum tuberosum GN=LOX1.5 PE=2 SV=177.60 0.00

TRINITY_DN34906_c0_g2sp|A9VE54|ITPA_MONBE13033 Inosine triphosphate pyrophosphatase OS=Monosiga brevicollis GN=13033 PE=3 SV=177.60 0.00

TRINITY_DN37351_c0_g1sp|P10993|ACT2_TETPY- Actin, cytoplasmic OS=Tetrahymena pyriformis PE=3 SV=277.60 0.00

TRINITY_DN40451_c0_g2sp|A5EKP4|GATA_BRASBgatA Glutamyl-tRNA(Gln) amidotransferase subunit A OS=Bradyrhizobium sp. (strain BTAi1 / ATCC BAA-1182) GN=gatA PE=3 SV=177.60 0.00

TRINITY_DN41293_c0_g2sp|O75533|SF3B1_HUMANSF3B1 Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=377.60 0.00

TRINITY_DN45421_c0_g2sp|Q38953|DEAH5_ARATHAt3g26560Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana GN=At3g26560 PE=1 SV=277.60 0

TRINITY_DN46125_c0_g11sp|P51424|RL391_ARATHRPL39A 60S ribosomal protein L39-1 OS=Arabidopsis thaliana GN=RPL39A PE=3 SV=277.60 0.00

TRINITY_DN51817_c0_g2sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=277.60 0

TRINITY_DN36544_c0_g1sp|Q5F4K8|PAT_PINPSAAT Aspartate aminotransferase OS=Pinus pinaster GN=AAT PE=1 SV=177.50 0.00

TRINITY_DN36731_c1_g3sp|Q32L78|TPC6B_BOVINTRAPPC6BTrafficking protein particle complex subunit 6B OS=Bos taurus GN=TRAPPC6B PE=2 SV=177.50 0.00

TRINITY_DN38674_c1_g2sp|Q9FXB2|GOLS2_ARATHGOLS2 Galactinol synthase 2 OS=Arabidopsis thaliana GN=GOLS2 PE=1 SV=177.50 0.00

TRINITY_DN41224_c0_g4sp|Q3T0E7|PP1A_BOVINPPP1CA Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Bos taurus GN=PPP1CA PE=2 SV=177.50 0.00

TRINITY_DN42674_c0_g2sp|Q9MAB6|ISU2_ARATHISU2 Iron-sulfur cluster assembly protein 2 OS=Arabidopsis thaliana GN=ISU2 PE=2 SV=177.50 0.00

TRINITY_DN42837_c1_g2sp|P52427|PSA4_SPIOLPAC1 Proteasome subunit alpha type-4 OS=Spinacia oleracea GN=PAC1 PE=2 SV=177.50 0.00

TRINITY_DN43351_c0_g1sp|Q9SP02|CP20A_ARATHCYP20-1 Peptidyl-prolyl cis-trans isomerase CYP20-1 OS=Arabidopsis thaliana GN=CYP20-1 PE=1 SV=177.50 0.00



TRINITY_DN43640_c0_g4sp|P50567|H2A_CHLREH2A-II Histone H2A OS=Chlamydomonas reinhardtii GN=H2A-II PE=3 SV=177.50 0.00

TRINITY_DN43650_c0_g2sp|P42756|RS11_DUNTERPS11 40S ribosomal protein S11 OS=Dunaliella tertiolecta GN=RPS11 PE=2 SV=177.50 0.00

TRINITY_DN45598_c0_g5sp|P34148|RACB_DICDIracB Rho-related protein racB OS=Dictyostelium discoideum GN=racB PE=1 SV=177.50 0.00

TRINITY_DN51440_c0_g1sp|Q42687|ATPD_CHLREATPD ATP synthase delta chain, chloroplastic OS=Chlamydomonas reinhardtii GN=ATPD PE=1 SV=177.50 0.00

TRINITY_DN10911_c0_g1sp|Q02764|RK24_TOBACRPL24 50S ribosomal protein L24, chloroplastic OS=Nicotiana tabacum GN=RPL24 PE=1 SV=177.40 0.00

TRINITY_DN27127_c0_g1sp|Q9SMH3|DYH1A_CHLREDHC1 Dynein-1-alpha heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC1 PE=1 SV=177.40 0.00

TRINITY_DN28012_c0_g2sp|P28644|ROC1_SPIOL- 28 kDa ribonucleoprotein, chloroplastic OS=Spinacia oleracea PE=1 SV=177.40 0.00

TRINITY_DN42405_c0_g5sp|F4KGY6|RVE1_ARATHRVE1 Protein REVEILLE 1 OS=Arabidopsis thaliana GN=RVE1 PE=2 SV=177.40 0.00

TRINITY_DN43167_c0_g1sp|O50016|AP2S1_MAIZEAP-17 AP-2 complex subunit sigma OS=Zea mays GN=AP-17 PE=2 SV=177.40 0.00

TRINITY_DN44806_c0_g8sp|Q8H5F8|ADPRM_ORYSJOs07g0688000Manganese-dependent ADP-ribose/CDP-alcohol diphosphatase OS=Oryza sativa subsp. japonica GN=Os07g0688000 PE=2 SV=177.40 0.00

TRINITY_DN46979_c0_g1sp|A2ZCQ7|RL101_ORYSISC34 60S ribosomal protein L10-1 OS=Oryza sativa subsp. indica GN=SC34 PE=2 SV=277.40 0.00

TRINITY_DN52547_c0_g3sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=277.40 0.00

TRINITY_DN5590_c0_g3sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=277.40 0.00

TRINITY_DN17675_c0_g1sp|Q9R013|CATF_MOUSECtsf Cathepsin F OS=Mus musculus GN=Ctsf PE=1 SV=177.30 0.00

TRINITY_DN36377_c1_g2sp|Q2S008|PCKA2_SALRDpckA2 Phosphoenolpyruvate carboxykinase [ATP] 2 OS=Salinibacter ruber (strain DSM 13855 / M31) GN=pckA2 PE=3 SV=177.30 0.00

TRINITY_DN38017_c0_g2sp|P34117|CDK5_DICDIcdk5 Cyclin-dependent kinase 5 homolog OS=Dictyostelium discoideum GN=cdk5 PE=2 SV=277.30 0.00

TRINITY_DN38259_c1_g2sp|A8HYU5|METK_CHLREMETM S-adenosylmethionine synthase OS=Chlamydomonas reinhardtii GN=METM PE=3 SV=177.30 0.00

TRINITY_DN41587_c0_g3sp|Q9SEI4|PRS6B_ARATHRPT3 26S protease regulatory subunit 6B homolog OS=Arabidopsis thaliana GN=RPT3 PE=1 SV=177.30 0.00

TRINITY_DN48156_c1_g1sp|Q9SZJ5|GLYM1_ARATHSHM1 Serine hydroxymethyltransferase 1, mitochondrial OS=Arabidopsis thaliana GN=SHM1 PE=1 SV=177.30 0.00

TRINITY_DN50733_c0_g4sp|Q655S1|FTSH2_ORYSJFTSH2 ATP-dependent zinc metalloprotease FTSH 2, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH2 PE=3 SV=177.30 0.00

TRINITY_DN40630_c0_g1sp|P0DL09|DRC1_CHLREDRC1 Dynein regulatory complex protein 1 OS=Chlamydomonas reinhardtii GN=DRC1 PE=1 SV=177.20 0.00

TRINITY_DN43200_c0_g2sp|P49200|RS201_ARATHRPS20A 40S ribosomal protein S20-1 OS=Arabidopsis thaliana GN=RPS20A PE=2 SV=277.20 0.00

TRINITY_DN46423_c1_g2sp|Q9STD3|CALR_CHLRE- Calreticulin OS=Chlamydomonas reinhardtii PE=2 SV=177.20 0.00

TRINITY_DN49237_c0_g1sp|Q9FMR9|RIN1_ARATHRIN1 RuvB-like protein 1 OS=Arabidopsis thaliana GN=RIN1 PE=1 SV=177.20 0.00

TRINITY_DN49498_c0_g5sp|P21569|CYPH_MAIZECYP Peptidyl-prolyl cis-trans isomerase OS=Zea mays GN=CYP PE=2 SV=177.20 0.00

TRINITY_DN38674_c1_g3sp|P92979|APR1_ARATHAPR1 5'-adenylylsulfate reductase 1, chloroplastic OS=Arabidopsis thaliana GN=APR1 PE=1 SV=277.10 0.00

TRINITY_DN42263_c0_g6sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=177.10 0.00

TRINITY_DN46954_c0_g8sp|Q43011|ASNS2_ORYSJOs06g0265000Asparagine synthetase [glutamine-hydrolyzing] 2 OS=Oryza sativa subsp. japonica GN=Os06g0265000 PE=2 SV=377.10 0.00

TRINITY_DN49502_c0_g8sp|Q27171|DYHC_PARTEDHC-8 Dynein heavy chain, cytoplasmic OS=Paramecium tetraurelia GN=DHC-8 PE=2 SV=177.10 0.00

TRINITY_DN39786_c1_g4sp|Q7F9I1|CLPC1_ORYSJCLPC1 Chaperone protein ClpC1, chloroplastic OS=Oryza sativa subsp. japonica GN=CLPC1 PE=2 SV=277.00 0.00

TRINITY_DN43667_c2_g3sp|Q56Y85|MAP22_ARATHMAP2B Methionine aminopeptidase 2B OS=Arabidopsis thaliana GN=MAP2B PE=2 SV=277.00 0.00

TRINITY_DN48654_c0_g1sp|A8LPA9|HSLU_DINSHhslU ATP-dependent protease ATPase subunit HslU OS=Dinoroseobacter shibae (strain DSM 16493 / NCIMB 14021 / DFL 12) GN=hslU PE=3 SV=177.00 0.00

TRINITY_DN51252_c0_g1sp|Q6ZDY8|SDHA_ORYSJSDH1 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Oryza sativa subsp. japonica GN=SDH1 PE=1 SV=177.00 0.00

TRINITY_DN51473_c0_g4sp|P62822|RAB1A_CANLFRAB1A Ras-related protein Rab-1A OS=Canis lupus familiaris GN=RAB1A PE=1 SV=377.00 0.00

TRINITY_DN1485_c0_g1sp|Q76I82|RS15A_BOVINRPS15A 40S ribosomal protein S15a OS=Bos taurus GN=RPS15A PE=2 SV=176.90 0.00

TRINITY_DN38884_c0_g1sp|Q96361|ARF1_BRARPARF1 ADP-ribosylation factor 1 OS=Brassica rapa subsp. pekinensis GN=ARF1 PE=2 SV=376.90 0.00

TRINITY_DN40031_c0_g2sp|O65082|RL15B_PICMASB62 60S ribosomal protein L15-2 OS=Picea mariana GN=SB62 PE=2 SV=176.90 0.00

TRINITY_DN40040_c0_g6sp|Q54UC0|PRKDC_DICDIdnapkcs DNA-dependent protein kinase catalytic subunit OS=Dictyostelium discoideum GN=dnapkcs PE=3 SV=276.90 0.00

TRINITY_DN42415_c0_g3sp|Q8LQJ8|FTSH5_ORYSJFTSH5 ATP-dependent zinc metalloprotease FTSH 5, mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH5 PE=3 SV=176.90 0.00

TRINITY_DN44596_c0_g1sp|P22232|FBRL_XENLAfbl rRNA 2'-O-methyltransferase fibrillarin OS=Xenopus laevis GN=fbl PE=2 SV=176.90 0.00

TRINITY_DN44655_c1_g1sp|Q54J47|PDX1_DICDIpdx1 Probable pyridoxal 5'-phosphate synthase subunit pdx1 OS=Dictyostelium discoideum GN=pdx1 PE=1 SV=176.90 0.00

TRINITY_DN45187_c1_g1sp|P17980|PRS6A_HUMANPSMC3 26S protease regulatory subunit 6A OS=Homo sapiens GN=PSMC3 PE=1 SV=376.90 0.00

TRINITY_DN46006_c0_g1sp|P53991|FENR_CHLREPETH Ferredoxin--NADP reductase, chloroplastic OS=Chlamydomonas reinhardtii GN=PETH PE=1 SV=176.90 0.00

TRINITY_DN46211_c0_g2sp|Q9LHG9|NACA1_ARATHAt3g12390Nascent polypeptide-associated complex subunit alpha-like protein 1 OS=Arabidopsis thaliana GN=At3g12390 PE=1 SV=176.90 0.00

TRINITY_DN46635_c0_g3sp|P46286|RL81_ARATHRPL8A 60S ribosomal protein L8-1 OS=Arabidopsis thaliana GN=RPL8A PE=1 SV=276.90 0.00

TRINITY_DN48235_c0_g8sp|Q9VHS8|IF4A3_DROMEeIF4AIIIEukaryotic initiation factor 4A-III OS=Drosophila melanogaster GN=eIF4AIII PE=1 SV=176.90 0.00

TRINITY_DN49298_c0_g3sp|P49310|GRP1_SINAL- Glycine-rich RNA-binding protein GRP1A OS=Sinapis alba PE=2 SV=176.90 0.00

TRINITY_DN51509_c0_g3sp|Q9SF47|PAH1_ARATHPAH1 Phosphatidate phosphatase PAH1 OS=Arabidopsis thaliana GN=PAH1 PE=1 SV=176.90 0.00

TRINITY_DN10390_c0_g1sp|Q9CY58|PAIRB_MOUSESerbp1 Plasminogen activator inhibitor 1 RNA-binding protein OS=Mus musculus GN=Serbp1 PE=1 SV=276.80 0.00

TRINITY_DN25668_c0_g2sp|P83863|H2B_LITVA- Histone H2B (Fragments) OS=Litopenaeus vannamei PE=1 SV=276.80 0.00

TRINITY_DN39358_c0_g1sp|P51824|ARF1_SOLTU- ADP-ribosylation factor 1 OS=Solanum tuberosum PE=2 SV=276.80 0.00

TRINITY_DN39358_c0_g2sp|P51824|ARF1_SOLTU- ADP-ribosylation factor 1 OS=Solanum tuberosum PE=2 SV=276.80 0.00

TRINITY_DN39358_c0_g8sp|P51824|ARF1_SOLTU- ADP-ribosylation factor 1 OS=Solanum tuberosum PE=2 SV=276.80 0.00

TRINITY_DN39506_c0_g3sp|Q9LXG1|RS91_ARATHRPS9B 40S ribosomal protein S9-1 OS=Arabidopsis thaliana GN=RPS9B PE=1 SV=176.80 0.00

TRINITY_DN40559_c0_g4sp|P41348|FTRC1_SPIOLFTRC Ferredoxin-thioredoxin reductase catalytic chain, chloroplastic OS=Spinacia oleracea GN=FTRC PE=1 SV=276.80 0.00

TRINITY_DN42227_c0_g1sp|Q9LRX8|R13A2_ARATHRPL13AB 60S ribosomal protein L13a-2 OS=Arabidopsis thaliana GN=RPL13AB PE=2 SV=176.80 0.00



TRINITY_DN47593_c0_g1sp|P51418|R18A2_ARATHRPL18AB 60S ribosomal protein L18a-2 OS=Arabidopsis thaliana GN=RPL18AB PE=1 SV=276.80 0.00

TRINITY_DN48803_c1_g4sp|P79384|PCCB_PIGPCCB Propionyl-CoA carboxylase beta chain, mitochondrial OS=Sus scrofa GN=PCCB PE=2 SV=176.80 0.00

TRINITY_DN15619_c0_g1sp|Q9VU02|SMD1_DROMESmD1 Probable small nuclear ribonucleoprotein Sm D1 OS=Drosophila melanogaster GN=SmD1 PE=1 SV=176.70 0.00

TRINITY_DN33468_c0_g1sp|P37836|PFL_CHLREPFL Formate acetyltransferase (Fragment) OS=Chlamydomonas reinhardtii GN=PFL PE=2 SV=176.70 0.00

TRINITY_DN37269_c1_g4sp|P45841|RL31_CHLRERPL31 60S ribosomal protein L31 OS=Chlamydomonas reinhardtii GN=RPL31 PE=3 SV=176.70 0.00

TRINITY_DN37899_c0_g12sp|P48580|PP2A1_NEUCRpph-1 Serine/threonine-protein phosphatase PP2A catalytic subunit OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=pph-1 PE=3 SV=376.70 0.00

TRINITY_DN42221_c0_g4sp|Q9YGD2|SUCA_COLLISUCLG1 Succinate--CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial (Fragment) OS=Columba livia GN=SUCLG1 PE=1 SV=176.70 0.00

TRINITY_DN43382_c0_g4sp|Q59992|TRPB_SYNY3trpB Tryptophan synthase beta chain OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=trpB PE=3 SV=176.70 0.00

TRINITY_DN43816_c0_g4sp|Q9SIZ2|IF2AH_ARATHAt2g40290Eukaryotic translation initiation factor 2 subunit alpha homolog OS=Arabidopsis thaliana GN=At2g40290 PE=1 SV=276.70 0.00

TRINITY_DN44630_c1_g2sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=476.70 0.00

TRINITY_DN48675_c0_g1sp|P26413|HSP70_SOYBNHSP70 Heat shock 70 kDa protein OS=Glycine max GN=HSP70 PE=3 SV=176.70 0.00

TRINITY_DN51317_c0_g2sp|Q31KG6|MNMG_SYNE7mnmG tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG OS=Synechococcus elongatus (strain PCC 7942) GN=mnmG PE=3 SV=176.70 0.00

TRINITY_DN25668_c0_g1sp|P0CT13|H2B_MAGO7HTB1 Histone H2B OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=HTB1 PE=3 SV=176.60 0.00

TRINITY_DN36610_c0_g1sp|P0CY39|RS23A_NAUCCRPS23A 40S ribosomal protein S23-A OS=Naumovozyma castellii (strain ATCC 76901 / CBS 4309 / NBRC 1992 / NRRL Y-12630) GN=RPS23A PE=3 SV=176.60 0.00

TRINITY_DN38990_c0_g1sp|Q39573|YPTC5_CHLREYPTC5 GTP-binding protein YPTC5 OS=Chlamydomonas reinhardtii GN=YPTC5 PE=3 SV=176.60 0.00

TRINITY_DN40592_c0_g2sp|Q4G2J4|DER21_MAIZEDER2.1 Derlin-2.1 OS=Zea mays GN=DER2.1 PE=2 SV=276.60 0.00

TRINITY_DN45577_c0_g1sp|Q2W896|ASSY_MAGSAargG Argininosuccinate synthase OS=Magnetospirillum magneticum (strain AMB-1 / ATCC 700264) GN=argG PE=3 SV=176.60 0.00

TRINITY_DN46635_c0_g2sp|P46286|RL81_ARATHRPL8A 60S ribosomal protein L8-1 OS=Arabidopsis thaliana GN=RPL8A PE=1 SV=276.60 0.00

TRINITY_DN46833_c0_g1sp|Q8VZD5|KSG5_ARATHASK5 Shaggy-related protein kinase epsilon OS=Arabidopsis thaliana GN=ASK5 PE=2 SV=176.60 0.00

TRINITY_DN47122_c0_g4sp|O65082|RL15B_PICMASB62 60S ribosomal protein L15-2 OS=Picea mariana GN=SB62 PE=2 SV=176.60 0.00

TRINITY_DN50815_c0_g3sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=176.60 0

TRINITY_DN52346_c3_g1sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=476.60 0.00

TRINITY_DN38132_c0_g8sp|P9WQ18|TRES_MYCTOtreS Trehalose synthase/amylase TreS OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=treS PE=3 SV=176.50 0.00

TRINITY_DN40721_c0_g3sp|Q42688|GLNA1_CHLREGLN1 Glutamine synthetase cytosolic isozyme OS=Chlamydomonas reinhardtii GN=GLN1 PE=2 SV=176.50 0.00

TRINITY_DN44643_c0_g7sp|Q9AUR8|COPA1_ORYSJOs03g0711400Coatomer subunit alpha-1 OS=Oryza sativa subsp. japonica GN=Os03g0711400 PE=2 SV=176.50 0.00

TRINITY_DN51772_c1_g1sp|Q9LD90|CBF5_ARATHCBF5 H/ACA ribonucleoprotein complex subunit 4 OS=Arabidopsis thaliana GN=CBF5 PE=1 SV=176.50 0.00

TRINITY_DN23954_c0_g1sp|P84336|ACTB_CAMDRACTB Actin, cytoplasmic 1 OS=Camelus dromedarius GN=ACTB PE=1 SV=176.40 0.00

TRINITY_DN32114_c0_g1sp|Q42599|NDS8A_ARATHAt1g79010NADH dehydrogenase [ubiquinone] iron-sulfur protein 8-A, mitochondrial OS=Arabidopsis thaliana GN=At1g79010 PE=1 SV=176.40 0.00

TRINITY_DN33480_c0_g1sp|Q9TW32|PPIB_DICDIcypB Peptidyl-prolyl cis-trans isomerase B OS=Dictyostelium discoideum GN=cypB PE=1 SV=176.40 0.00

TRINITY_DN38413_c0_g5sp|Q9FF52|RL123_ARATHRPL12C 60S ribosomal protein L12-3 OS=Arabidopsis thaliana GN=RPL12C PE=2 SV=176.40 0.00

TRINITY_DN40001_c0_g1sp|P49030|MGN_ORYSJOs12g0287200Protein mago nashi homolog OS=Oryza sativa subsp. japonica GN=Os12g0287200 PE=2 SV=276.40 0.00

TRINITY_DN41161_c0_g2sp|Q9ZW85|LEUD3_ARATHAt2g430903-isopropylmalate dehydratase small subunit 3 OS=Arabidopsis thaliana GN=At2g43090 PE=1 SV=176.40 0.00

TRINITY_DN41921_c1_g2sp|P49215|RS17_SOLLCRPS17 40S ribosomal protein S17 OS=Solanum lycopersicum GN=RPS17 PE=2 SV=376.40 0.00

TRINITY_DN42353_c0_g2sp|Q9LV09|BOB1_ARATHBOB1 Protein BOBBER 1 OS=Arabidopsis thaliana GN=BOB1 PE=1 SV=176.40 0.00

TRINITY_DN48374_c5_g4sp|P32764|RBS3_SOLTURBCS-3 Ribulose bisphosphate carboxylase small chain 3, chloroplastic OS=Solanum tuberosum GN=RBCS-3 PE=3 SV=176.40 0.00

TRINITY_DN4873_c0_g2sp|Q42599|NDS8A_ARATHAt1g79010NADH dehydrogenase [ubiquinone] iron-sulfur protein 8-A, mitochondrial OS=Arabidopsis thaliana GN=At1g79010 PE=1 SV=176.40 0.00

TRINITY_DN49234_c0_g9sp|Q43191|LOX15_SOLTULOX1.5 Probable linoleate 9S-lipoxygenase 5 OS=Solanum tuberosum GN=LOX1.5 PE=2 SV=176.40 0.00

TRINITY_DN40505_c0_g1sp|Q9SJI8|MBF1A_ARATHMBF1A Multiprotein-bridging factor 1a OS=Arabidopsis thaliana GN=MBF1A PE=2 SV=176.30 0.00

TRINITY_DN46250_c0_g1sp|Q94FT3|CHLI_CHLRECHLI Magnesium-chelatase subunit ChlI, chloroplastic OS=Chlamydomonas reinhardtii GN=CHLI PE=2 SV=176.30 0.00

TRINITY_DN48829_c0_g1sp|Q8GTQ9|SUCA1_SOLLCSCOA Succinate--CoA ligase [ADP-forming] subunit alpha-1, mitochondrial OS=Solanum lycopersicum GN=SCOA PE=1 SV=176.30 0.00

TRINITY_DN49934_c0_g1sp|O23310|NFYB3_ARATHNFYB3 Nuclear transcription factor Y subunit B-3 OS=Arabidopsis thaliana GN=NFYB3 PE=2 SV=176.30 0.00

TRINITY_DN37785_c1_g1sp|Q32PD0|FCF1_BOVINFCF1 rRNA-processing protein FCF1 homolog OS=Bos taurus GN=FCF1 PE=2 SV=176.20 0.00

TRINITY_DN44413_c1_g2sp|Q32LA7|H2AV_BOVINH2AFV Histone H2A.V OS=Bos taurus GN=H2AFV PE=2 SV=376.20 0.00

TRINITY_DN46826_c0_g1sp|P0CG54|UBB_CAVPOUBB Polyubiquitin-B OS=Cavia porcellus GN=UBB PE=2 SV=176.20 0.00

TRINITY_DN46840_c0_g9sp|P48461|PP11_DROMEPp1alpha-96ASerine/threonine-protein phosphatase alpha-1 isoform OS=Drosophila melanogaster GN=Pp1alpha-96A PE=1 SV=176.20 0.00

TRINITY_DN32767_c0_g1sp|Q9NI62|CYPE_DICDIcypE Peptidyl-prolyl cis-trans isomerase cypE OS=Dictyostelium discoideum GN=cypE PE=1 SV=176.10 0.00

TRINITY_DN37999_c1_g5sp|Q54IK1|RRAGA_DICDIragA Ras-related GTP-binding protein A OS=Dictyostelium discoideum GN=ragA PE=2 SV=176.10 0.00

TRINITY_DN41277_c1_g2sp|Q9SBN4|PGKH_VOLCAPGK Phosphoglycerate kinase, chloroplastic OS=Volvox carteri GN=PGK PE=2 SV=176.10 0.00

TRINITY_DN43888_c0_g6sp|Q9UFH2|DYH17_HUMANDNAH17 Dynein heavy chain 17, axonemal OS=Homo sapiens GN=DNAH17 PE=1 SV=276.10 0.00

TRINITY_DN46878_c1_g1sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=176.10 0.00

TRINITY_DN32694_c0_g1sp|Q6C0I0|SNU13_YARLISNU13 13 kDa ribonucleoprotein-associated protein OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=SNU13 PE=3 SV=176.00 0.00

TRINITY_DN38257_c0_g1sp|Q59LN9|CENPA_CANALCSE4 Histone H3-like centromeric protein CSE4 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=CSE4 PE=3 SV=176.00 0.00

TRINITY_DN39088_c0_g5sp|P22954|MD37D_ARATHMED37D Probable mediator of RNA polymerase II transcription subunit 37c OS=Arabidopsis thaliana GN=MED37D PE=1 SV=276.00 0.00

TRINITY_DN41812_c0_g2sp|C1MI97|RTCB_MICPCMICPUCDRAFT_24370tRNA-splicing ligase RtcB homolog OS=Micromonas pusilla (strain CCMP1545) GN=MICPUCDRAFT_24370 PE=3 SV=176.00 0.00

TRINITY_DN48474_c1_g1sp|Q9AXQ8|DHYS_DIACADHS Deoxyhypusine synthase OS=Dianthus caryophyllus GN=DHS PE=2 SV=176.00 0.00

TRINITY_DN50183_c0_g1sp|H3JU05|SRGT1_CHLRESGT1 Peptidyl serine alpha-galactosyltransferase OS=Chlamydomonas reinhardtii GN=SGT1 PE=1 SV=176.00 0.00



TRINITY_DN51390_c3_g8sp|Q9DE27|RUVB2_XENLAruvbl2 RuvB-like 2 OS=Xenopus laevis GN=ruvbl2 PE=2 SV=176.00 0.00

TRINITY_DN27091_c0_g1sp|Q94JV4|SUI12_ARATHAt1g54290Protein translation factor SUI1 homolog 2 OS=Arabidopsis thaliana GN=At1g54290 PE=3 SV=175.90 0.00

TRINITY_DN33551_c0_g2sp|P81709|LYSC2_CANLF- Lysozyme C, spleen isozyme OS=Canis lupus familiaris PE=1 SV=175.90 0.00

TRINITY_DN38059_c0_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=175.90 0.00

TRINITY_DN41186_c1_g2sp|Q9YHT2|SDHB_CHICKSDHB Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Gallus gallus GN=SDHB PE=1 SV=175.90 0.00

TRINITY_DN43908_c0_g10sp|Q55CI8|HELCL_DICDIascc3l Activating signal cointegrator 1 complex subunit 3-like OS=Dictyostelium discoideum GN=ascc3l PE=3 SV=175.90 0.00

TRINITY_DN46490_c1_g3sp|Q245F2|IF6_TETTSEIF6 Eukaryotic translation initiation factor 6 OS=Tetrahymena thermophila (strain SB210) GN=EIF6 PE=1 SV=175.90 0.00

TRINITY_DN48866_c0_g2sp|O80340|ERF78_ARATHERF4 Ethylene-responsive transcription factor 4 OS=Arabidopsis thaliana GN=ERF4 PE=1 SV=175.90 0.00

TRINITY_DN52518_c4_g5sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=175.90 0

TRINITY_DN11992_c0_g1sp|A2Y609|CALM2_ORYSICAM2 Calmodulin-2 OS=Oryza sativa subsp. indica GN=CAM2 PE=3 SV=175.80 0.00

TRINITY_DN30352_c0_g1sp|P04441|HG2A_MOUSECd74 H-2 class II histocompatibility antigen gamma chain OS=Mus musculus GN=Cd74 PE=1 SV=375.80 0.00

TRINITY_DN30479_c0_g1sp|P32561|RPD3_YEASTRPD3 Histone deacetylase RPD3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RPD3 PE=1 SV=175.80 0.00

TRINITY_DN37859_c0_g1sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=175.80 0.00

TRINITY_DN38779_c0_g4sp|Q5E988|RS5_BOVINRPS5 40S ribosomal protein S5 OS=Bos taurus GN=RPS5 PE=2 SV=375.80 0.00

TRINITY_DN40872_c0_g2sp|O57683|SF3B1_XENLAsf3b1 Splicing factor 3B subunit 1 OS=Xenopus laevis GN=sf3b1 PE=2 SV=175.80 0

TRINITY_DN41224_c0_g5sp|P20654|PP1_EMENIbimG Serine/threonine-protein phosphatase PP1 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=bimG PE=2 SV=175.80 0.00

TRINITY_DN46802_c1_g6sp|Q42689|GLNA2_CHLREGLN2 Glutamine synthetase, chloroplastic OS=Chlamydomonas reinhardtii GN=GLN2 PE=2 SV=175.80 0.00

TRINITY_DN47254_c0_g1sp|P49690|RL23_ARATHRPL23A 60S ribosomal protein L23 OS=Arabidopsis thaliana GN=RPL23A PE=2 SV=375.80 0.00

TRINITY_DN35967_c0_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=175.70 0.00

TRINITY_DN37899_c0_g4sp|Q07099|PP2A1_ARATHPP2A1 Serine/threonine-protein phosphatase PP2A-1 catalytic subunit OS=Arabidopsis thaliana GN=PP2A1 PE=1 SV=175.70 0.00

TRINITY_DN38194_c0_g2sp|P79819|TRFE_ORYLAtf Serotransferrin OS=Oryzias latipes GN=tf PE=3 SV=175.70 0.00

TRINITY_DN4492_c0_g1sp|Q9SU63|AL2B4_ARATHALDH2B4 Aldehyde dehydrogenase family 2 member B4, mitochondrial OS=Arabidopsis thaliana GN=ALDH2B4 PE=2 SV=175.70 0.00

TRINITY_DN51609_c1_g1sp|Q949X0|ADS3_ARATHADS3 Palmitoyl-monogalactosyldiacylglycerol delta-7 desaturase, chloroplastic OS=Arabidopsis thaliana GN=ADS3 PE=1 SV=275.70 0.00

TRINITY_DN23315_c0_g2sp|O78684|ATP6_CARAUmt-atp6 ATP synthase subunit a OS=Carassius auratus GN=mt-atp6 PE=3 SV=175.60 0.00

TRINITY_DN36896_c0_g2sp|A2Y609|CALM2_ORYSICAM2 Calmodulin-2 OS=Oryza sativa subsp. indica GN=CAM2 PE=3 SV=175.60 0.00

TRINITY_DN38311_c0_g2sp|Q08699|RS14_PODCARPS14 40S ribosomal protein S14 OS=Podocoryna carnea GN=RPS14 PE=2 SV=175.60 0.00

TRINITY_DN39199_c0_g3sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=175.60 0.00

TRINITY_DN39878_c1_g3sp|Q8W207|CSN2_ARATHCSN2 COP9 signalosome complex subunit 2 OS=Arabidopsis thaliana GN=CSN2 PE=1 SV=175.60 0.00

TRINITY_DN40123_c2_g9sp|P38791|DHYS_YEASTDYS1 Deoxyhypusine synthase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DYS1 PE=1 SV=175.60 0.00

TRINITY_DN42308_c0_g1sp|Q96CB5|CH044_HUMANC8orf44 Putative uncharacterized protein C8orf44 OS=Homo sapiens GN=C8orf44 PE=2 SV=275.60 0.00

TRINITY_DN43311_c0_g4sp|P50258|TBAD_PHYPOALTA Tubulin alpha-1A chain OS=Physarum polycephalum GN=ALTA PE=1 SV=175.60 0.00

TRINITY_DN45893_c1_g1sp|Q03965|L181_CHLMOL1818 Chlorophyll a-b binding protein L1818, chloroplastic OS=Chlamydomonas moewusii GN=L1818 PE=2 SV=175.60 0.00

TRINITY_DN51028_c2_g1sp|Q9Y265|RUVB1_HUMANRUVBL1 RuvB-like 1 OS=Homo sapiens GN=RUVBL1 PE=1 SV=175.60 0.00

TRINITY_DN51078_c0_g9sp|Q84KI6|SQD1_SPIOLSQD1 UDP-sulfoquinovose synthase, chloroplastic OS=Spinacia oleracea GN=SQD1 PE=1 SV=175.60 0.00

TRINITY_DN51817_c0_g5sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=275.60 0.00

TRINITY_DN52250_c0_g3sp|O80840|PMM_ARATHPMM Phosphomannomutase OS=Arabidopsis thaliana GN=PMM PE=1 SV=175.60 0.00

TRINITY_DN52296_c1_g1sp|P31414|AVP1_ARATHAVP1 Pyrophosphate-energized vacuolar membrane proton pump 1 OS=Arabidopsis thaliana GN=AVP1 PE=1 SV=175.60 0.00

TRINITY_DN37425_c1_g7sp|P54632|1433_DICDIfttB 14-3-3-like protein OS=Dictyostelium discoideum GN=fttB PE=1 SV=275.50 0.00

TRINITY_DN38669_c0_g2sp|P36408|GBB_DICDIgpbA Guanine nucleotide-binding protein subunit beta OS=Dictyostelium discoideum GN=gpbA PE=1 SV=175.50 0.00

TRINITY_DN43339_c0_g4sp|Q2II87|RL7_ANADErplL 50S ribosomal protein L7/L12 OS=Anaeromyxobacter dehalogenans (strain 2CP-C) GN=rplL PE=3 SV=175.50 0.00

TRINITY_DN43782_c0_g5sp|Q6LCW8|H32_CHLREch3-II Histone H3 type 2 OS=Chlamydomonas reinhardtii GN=ch3-II PE=1 SV=175.50 0.00

TRINITY_DN51440_c1_g4sp|P28554|CRTI_SOLLCPDS Phytoene dehydrogenase, chloroplastic/chromoplastic OS=Solanum lycopersicum GN=PDS PE=2 SV=175.50 0.00

TRINITY_DN1466_c0_g1sp|Q6PFP3|PDPFA_DANREppdpfa Pancreatic progenitor cell differentiation and proliferation factor A OS=Danio rerio GN=ppdpfa PE=2 SV=175.40 0.00

TRINITY_DN44949_c0_g9sp|Q6PBF0|RL8_XENTRrpl8 60S ribosomal protein L8 OS=Xenopus tropicalis GN=rpl8 PE=2 SV=375.40 0.00

TRINITY_DN52518_c4_g1sp|A8HUA1|CFA58_CHLRECFAP58 Cilia- and flagella-associated protein 58 OS=Chlamydomonas reinhardtii GN=CFAP58 PE=1 SV=175.40 0.00

TRINITY_DN26975_c0_g1sp|P30164|ACT1_PEA- Actin-1 OS=Pisum sativum PE=2 SV=175.30 0.00

TRINITY_DN27666_c0_g1sp|P25776|ORYA_ORYSJOs04g0650000Oryzain alpha chain OS=Oryza sativa subsp. japonica GN=Os04g0650000 PE=1 SV=275.30 0.00

TRINITY_DN35728_c0_g3sp|O96625|ARPC4_DICDIarcD Actin-related protein 2/3 complex subunit 4 OS=Dictyostelium discoideum GN=arcD PE=1 SV=175.30 0.00

TRINITY_DN35919_c0_g2sp|P25865|UBC1_ARATHUBC1 Ubiquitin-conjugating enzyme E2 1 OS=Arabidopsis thaliana GN=UBC1 PE=1 SV=175.30 0.00

TRINITY_DN37566_c0_g3sp|Q13733|AT1A4_HUMANATP1A4 Sodium/potassium-transporting ATPase subunit alpha-4 OS=Homo sapiens GN=ATP1A4 PE=1 SV=375.30 0.00

TRINITY_DN37899_c0_g11sp|Q8LSN3|FYPP_PEAFYPP Phytochrome-associated serine/threonine-protein phosphatase OS=Pisum sativum GN=FYPP PE=1 SV=175.30 0.00

TRINITY_DN44145_c1_g4sp|Q8RVC7|SULP1_CHLRESULP1 Sulfate permease 1, chloroplastic OS=Chlamydomonas reinhardtii GN=SULP1 PE=1 SV=175.30 0.00

TRINITY_DN35047_c0_g1sp|Q9VHS8|IF4A3_DROMEeIF4AIIIEukaryotic initiation factor 4A-III OS=Drosophila melanogaster GN=eIF4AIII PE=1 SV=175.20 0.00

TRINITY_DN37816_c0_g2sp|C4IZX0|TATC_MAIZETATC Sec-independent protein translocase protein TATC, chloroplastic OS=Zea mays GN=TATC PE=2 SV=175.20 0.00

TRINITY_DN40974_c0_g1sp|Q9SCM3|RS24_ARATHRPS2D 40S ribosomal protein S2-4 OS=Arabidopsis thaliana GN=RPS2D PE=2 SV=175.20 0.00

TRINITY_DN49350_c0_g5sp|Q9SXU1|PSA7_CICARPAD1 Proteasome subunit alpha type-7 OS=Cicer arietinum GN=PAD1 PE=2 SV=175.20 0.00



TRINITY_DN37899_c0_g2sp|P67774|PP2AA_BOVINPPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Bos taurus GN=PPP2CA PE=1 SV=175.10 0.00

TRINITY_DN40156_c2_g5sp|P26356|TBP1_WHEATTBP1 TATA-box-binding protein 1 OS=Triticum aestivum GN=TBP1 PE=2 SV=175.10 0.00

TRINITY_DN23191_c0_g2sp|Q6MVL2|DUT_NEUCRdut-1 Deoxyuridine 5'-triphosphate nucleotidohydrolase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=dut-1 PE=3 SV=175.00 0.00

TRINITY_DN24946_c0_g1sp|Q95JF4|DNAJ1_CHLAEDNAJA1 DnaJ homolog subfamily A member 1 OS=Chlorocebus aethiops GN=DNAJA1 PE=2 SV=175.00 0.00

TRINITY_DN34966_c0_g6sp|P34036|DYHC_DICDIdhcA Dynein heavy chain, cytoplasmic OS=Dictyostelium discoideum GN=dhcA PE=1 SV=275.00 0.00

TRINITY_DN35622_c1_g6sp|Q9STD3|CALR_CHLRE- Calreticulin OS=Chlamydomonas reinhardtii PE=2 SV=175.00 0.00

TRINITY_DN37164_c1_g1sp|Q6P2Q9|PRP8_HUMANPRPF8 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=275.00 0.00

TRINITY_DN39646_c0_g1sp|Q39982|CRTW_HAEPL- Beta-carotene ketolase OS=Haematococcus pluvialis PE=2 SV=175.00 0.00

TRINITY_DN40292_c1_g5sp|Q5VRH4|HGD_ORYSJHGO Homogentisate 1,2-dioxygenase OS=Oryza sativa subsp. japonica GN=HGO PE=2 SV=175.00 0.00

TRINITY_DN42328_c0_g2sp|Q6DRH5|NOP10_DANREnop10 H/ACA ribonucleoprotein complex subunit 3 OS=Danio rerio GN=nop10 PE=3 SV=175.00 0.00

TRINITY_DN42354_c1_g4sp|Q8H1B3|MD37B_ARATHMED37B Probable mediator of RNA polymerase II transcription subunit 37b OS=Arabidopsis thaliana GN=MED37B PE=1 SV=175.00 0.00

TRINITY_DN46673_c1_g1sp|Q38854|DXS_ARATHDXS 1-deoxy-D-xylulose-5-phosphate synthase, chloroplastic OS=Arabidopsis thaliana GN=DXS PE=1 SV=275.00 0.00

TRINITY_DN46936_c1_g1sp|Q94AR8|LEUC_ARATHIIL1 3-isopropylmalate dehydratase large subunit, chloroplastic OS=Arabidopsis thaliana GN=IIL1 PE=1 SV=175.00 0.00

TRINITY_DN48011_c0_g4sp|Q9C0T1|RL37_EMENIrpl37 60S ribosomal protein L37 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=rpl37 PE=3 SV=175.00 0.00

TRINITY_DN49094_c2_g1sp|Q0QHL3|CISY_GLOMM- Probable citrate synthase, mitochondrial OS=Glossina morsitans morsitans PE=2 SV=175.00 0.00

TRINITY_DN34684_c0_g1sp|Q109G2|RH12_ORYSJOs10g0503700DEAD-box ATP-dependent RNA helicase 12 OS=Oryza sativa subsp. japonica GN=Os10g0503700 PE=2 SV=274.90 0.00

TRINITY_DN34872_c0_g4sp|P36404|ARL2_HUMANARL2 ADP-ribosylation factor-like protein 2 OS=Homo sapiens GN=ARL2 PE=1 SV=474.90 0.00

TRINITY_DN41003_c1_g7sp|Q01899|HSP7M_PHAVU- Heat shock 70 kDa protein, mitochondrial OS=Phaseolus vulgaris PE=2 SV=174.90 0.00

TRINITY_DN42617_c0_g6sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=174.90 0.00

TRINITY_DN33551_c0_g1sp|Q9DD65|LYSC_PAROL- Lysozyme C OS=Paralichthys olivaceus PE=2 SV=174.80 0.00

TRINITY_DN34376_c0_g1sp|P25804|CYSP_PEA- Cysteine proteinase 15A OS=Pisum sativum PE=2 SV=174.80 0.00

TRINITY_DN35981_c0_g1sp|P54632|1433_DICDIfttB 14-3-3-like protein OS=Dictyostelium discoideum GN=fttB PE=1 SV=274.80 0.00

TRINITY_DN37870_c0_g2sp|P28189|RS13_SCHPOrps13 40S ribosomal protein S13 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rps13 PE=1 SV=274.80 0.00

TRINITY_DN43625_c0_g5sp|Q86CR8|ATG8_DICDIatg8 Autophagy-related protein 8 OS=Dictyostelium discoideum GN=atg8 PE=2 SV=174.80 0.00

TRINITY_DN45735_c0_g7sp|Q39579|DYL2_CHLRE- Dynein 11 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=174.80 0.00

TRINITY_DN46802_c1_g1sp|Q42689|GLNA2_CHLREGLN2 Glutamine synthetase, chloroplastic OS=Chlamydomonas reinhardtii GN=GLN2 PE=2 SV=174.80 0.00

TRINITY_DN49639_c0_g5sp|Q32LQ4|BHMT1_DANREbhmt Betaine--homocysteine S-methyltransferase 1 OS=Danio rerio GN=bhmt PE=2 SV=174.80 0.00

TRINITY_DN50570_c2_g1sp|Q42694|RUBA_CHLRE- RuBisCO large subunit-binding protein subunit alpha, chloroplastic OS=Chlamydomonas reinhardtii PE=1 SV=174.80 0.00

TRINITY_DN35919_c0_g1sp|P25865|UBC1_ARATHUBC1 Ubiquitin-conjugating enzyme E2 1 OS=Arabidopsis thaliana GN=UBC1 PE=1 SV=174.70 0.00

TRINITY_DN41266_c0_g3sp|Q9LD90|CBF5_ARATHCBF5 H/ACA ribonucleoprotein complex subunit 4 OS=Arabidopsis thaliana GN=CBF5 PE=1 SV=174.70 0.00

TRINITY_DN47625_c0_g3sp|O61462|RL37A_CRYSTRPL37A 60S ribosomal protein L37a OS=Cryptochiton stelleri GN=RPL37A PE=3 SV=374.70 0.00

TRINITY_DN47960_c2_g4sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=174.70 0

TRINITY_DN5561_c0_g1sp|O80845|PX11D_ARATHPEX11D Peroxisomal membrane protein 11D OS=Arabidopsis thaliana GN=PEX11D PE=1 SV=274.70 0.00

TRINITY_DN34619_c0_g1sp|Q84XU2|PPP5_ARATHPAPP5 Serine/threonine-protein phosphatase 5 OS=Arabidopsis thaliana GN=PAPP5 PE=1 SV=174.60 0.00

TRINITY_DN34851_c0_g3sp|O23708|PSA2A_ARATHPAB1 Proteasome subunit alpha type-2-A OS=Arabidopsis thaliana GN=PAB1 PE=1 SV=174.60 0.00

TRINITY_DN36496_c0_g2sp|O14148|INO80_SCHPOino80 Putative DNA helicase ino80 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ino80 PE=1 SV=474.60 0.00

TRINITY_DN37193_c0_g4sp|Q6DUB4|RAB7B_PAROTRab7b Ras-related protein Rab-7b OS=Paramecium octaurelia GN=Rab7b PE=1 SV=174.60 0.00

TRINITY_DN37370_c0_g10sp|Q9AR27|HD6_ORYSIHD6 Casein kinase II subunit alpha-2 OS=Oryza sativa subsp. indica GN=HD6 PE=2 SV=174.60 0.00

TRINITY_DN38194_c0_g6sp|P79819|TRFE_ORYLAtf Serotransferrin OS=Oryzias latipes GN=tf PE=3 SV=174.60 0.00

TRINITY_DN38415_c0_g13sp|P70099|RAD51_CRIGRRAD51 DNA repair protein RAD51 homolog 1 OS=Cricetulus griseus GN=RAD51 PE=2 SV=174.60 0.00

TRINITY_DN39172_c0_g6sp|Q09069|EF1A_SORMATEF Elongation factor 1-alpha OS=Sordaria macrospora GN=TEF PE=3 SV=174.60 0.00

TRINITY_DN42760_c0_g9sp|P31009|RS2_DROMERpS2 40S ribosomal protein S2 OS=Drosophila melanogaster GN=RpS2 PE=1 SV=274.60 0.00

TRINITY_DN43875_c0_g1sp|P09624|DLDH_YEASTLPD1 Dihydrolipoyl dehydrogenase, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=LPD1 PE=1 SV=174.60 0.00

TRINITY_DN4563_c0_g1sp|P83270|HBA1_ANAMIhba1 Hemoglobin subunit alpha-1 OS=Anarhichas minor GN=hba1 PE=1 SV=274.60 0.00

TRINITY_DN47454_c0_g5sp|Q9XXK1|ATPA_CAEELH28O16.1ATP synthase subunit alpha, mitochondrial OS=Caenorhabditis elegans GN=H28O16.1 PE=1 SV=174.60 0.00

TRINITY_DN49664_c0_g3sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=174.60 0.00

TRINITY_DN50726_c0_g4sp|Q61LA8|ARF12_CAEBRarf-1.2 ADP-ribosylation factor 1-like 2 OS=Caenorhabditis briggsae GN=arf-1.2 PE=3 SV=374.60 0.00

TRINITY_DN51313_c0_g2sp|Q05974|RAB1A_LYMSTRAB1A Ras-related protein Rab-1A OS=Lymnaea stagnalis GN=RAB1A PE=2 SV=174.60 0.00

TRINITY_DN9663_c0_g1sp|P40880|CAHC_HORVU- Carbonic anhydrase, chloroplastic OS=Hordeum vulgare PE=2 SV=174.60 0.00

TRINITY_DN23422_c0_g1sp|Q00454|RL27A_TETTHRPL27A 60S ribosomal protein L27a OS=Tetrahymena thermophila GN=RPL27A PE=1 SV=174.50 0.00

TRINITY_DN36074_c0_g1sp|Q9P2E2|KIF17_HUMANKIF17 Kinesin-like protein KIF17 OS=Homo sapiens GN=KIF17 PE=2 SV=374.50 0.00

TRINITY_DN39876_c0_g2sp|O48557|RL17_MAIZERPL17 60S ribosomal protein L17 OS=Zea mays GN=RPL17 PE=2 SV=174.50 0.00

TRINITY_DN40652_c1_g1sp|P12356|PSAF_CHLREPSAF Photosystem I reaction center subunit III, chloroplastic OS=Chlamydomonas reinhardtii GN=PSAF PE=1 SV=174.50 0.00

TRINITY_DN41321_c1_g1sp|Q9AR27|HD6_ORYSIHD6 Casein kinase II subunit alpha-2 OS=Oryza sativa subsp. indica GN=HD6 PE=2 SV=174.50 0.00

TRINITY_DN45465_c0_g5sp|Q8RWY3|ISW2_ARATHCHR11 ISWI chromatin-remodeling complex ATPase CHR11 OS=Arabidopsis thaliana GN=CHR11 PE=1 SV=474.50 0.00

TRINITY_DN51010_c0_g1sp|Q852L0|HD16N_ORYSJHD16 Casein kinase 1-like protein HD16 OS=Oryza sativa subsp. japonica GN=HD16 PE=1 SV=174.50 0.00



TRINITY_DN34802_c0_g2sp|Q557E4|SKP1B_DICDIfpaB-1 SCF ubiquitin ligase complex protein SKP1b OS=Dictyostelium discoideum GN=fpaB-1 PE=1 SV=174.40 0.00

TRINITY_DN39921_c1_g1sp|Q54F30|NARF_DICDInarfl Probable cytosolic Fe-S cluster assembly factor narfl OS=Dictyostelium discoideum GN=narfl PE=3 SV=174.40 0.00

TRINITY_DN41933_c0_g1sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=174.40 0.00

TRINITY_DN43799_c1_g1sp|P44645|MOG_HAEINmog Molybdopterin adenylyltransferase OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=mog PE=1 SV=174.40 0.00

TRINITY_DN45435_c0_g2sp|B0C0E2|MIAB_ACAM1miaB tRNA-2-methylthio-N(6)-dimethylallyladenosine synthase OS=Acaryochloris marina (strain MBIC 11017) GN=miaB PE=3 SV=174.40 0.00

TRINITY_DN46486_c0_g1sp|A7MB47|RCD1_BOVINRQCD1 Cell differentiation protein RCD1 homolog OS=Bos taurus GN=RQCD1 PE=2 SV=174.40 0.00

TRINITY_DN47195_c0_g4sp|Q54R04|ARL8_DICDIarl8 ADP-ribosylation factor-like protein 8 OS=Dictyostelium discoideum GN=arl8 PE=3 SV=174.40 0.00

TRINITY_DN49495_c0_g3sp|P52015|CYP7_CAEELcyn-7 Peptidyl-prolyl cis-trans isomerase 7 OS=Caenorhabditis elegans GN=cyn-7 PE=1 SV=274.40 0.00

TRINITY_DN30880_c0_g1sp|O59801|SKI2_SCHPOSPCC550.03cPutative ATP-dependent RNA helicase C550.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC550.03c PE=3 SV=174.30 0.00

TRINITY_DN38523_c1_g2sp|Q54G57|ASCC3_DICDIascc3 Activating signal cointegrator 1 complex subunit 3 OS=Dictyostelium discoideum GN=ascc3 PE=3 SV=174.30 0.00

TRINITY_DN41233_c0_g5sp|Q00728|H2A4_RAT- Histone H2A type 4 OS=Rattus norvegicus PE=2 SV=274.30 0.00

TRINITY_DN41766_c0_g2sp|Q8LAU9|GATA1_ARATHGATA1 GATA transcription factor 1 OS=Arabidopsis thaliana GN=GATA1 PE=2 SV=274.30 0.00

TRINITY_DN44184_c0_g1sp|A8IEF3|ANM1_CHLREPRMT1 Protein arginine N-methyltransferase 1 OS=Chlamydomonas reinhardtii GN=PRMT1 PE=1 SV=174.30 0.00

TRINITY_DN29445_c0_g1sp|Q25691|VATB_PLAFAVAPB V-type proton ATPase subunit B OS=Plasmodium falciparum GN=VAPB PE=2 SV=174.20 0.00

TRINITY_DN31301_c0_g2sp|P49043|VPE_CITSI- Vacuolar-processing enzyme OS=Citrus sinensis PE=2 SV=174.20 0.00

TRINITY_DN39065_c1_g2sp|Q54QK7|DIM1_DICDIdimt1 Probable dimethyladenosine transferase OS=Dictyostelium discoideum GN=dimt1 PE=3 SV=174.20 0.00

TRINITY_DN41537_c0_g3sp|Q9LEJ0|ENO1_HEVBRENO1 Enolase 1 OS=Hevea brasiliensis GN=ENO1 PE=1 SV=174.20 0.00

TRINITY_DN45642_c0_g1sp|P09496|CLCA_HUMANCLTA Clathrin light chain A OS=Homo sapiens GN=CLTA PE=1 SV=174.20 0.00

TRINITY_DN45838_c2_g3sp|Q9BZG8|DPH1_HUMANDPH1 Diphthamide biosynthesis protein 1 OS=Homo sapiens GN=DPH1 PE=1 SV=274.20 0.00

TRINITY_DN47414_c1_g1sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=174.20 0

TRINITY_DN49969_c0_g2sp|Q8L3Z8|FZR2_ARATHFZR2 Protein FIZZY-RELATED 2 OS=Arabidopsis thaliana GN=FZR2 PE=1 SV=174.20 0.00

TRINITY_DN6954_c0_g1sp|P04975|CLCB_BOVINCLTB Clathrin light chain B OS=Bos taurus GN=CLTB PE=1 SV=174.20 0.00

TRINITY_DN32008_c0_g1sp|Q9DC70|NDUS7_MOUSENdufs7 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Mus musculus GN=Ndufs7 PE=1 SV=174.10 0.00

TRINITY_DN32008_c0_g2sp|Q9DC70|NDUS7_MOUSENdufs7 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Mus musculus GN=Ndufs7 PE=1 SV=174.10 0.00

TRINITY_DN38059_c0_g2sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=174.10 0.00

TRINITY_DN40715_c0_g1sp|P36862|YPTV3_VOLCAYPTV3 GTP-binding protein yptV3 OS=Volvox carteri GN=YPTV3 PE=3 SV=174.10 0.00

TRINITY_DN42357_c0_g2sp|Q9MA74|SDC1_ARATHSDC Serine decarboxylase OS=Arabidopsis thaliana GN=SDC PE=1 SV=174.10 0.00

TRINITY_DN42421_c1_g3sp|O22647|RS16_FRIAGRPS16 40S ribosomal protein S16 OS=Fritillaria agrestis GN=RPS16 PE=2 SV=174.10 0.00

TRINITY_DN42961_c0_g3sp|P81831|CAPP1_CHLREPpc1 Phosphoenolpyruvate carboxylase 1 OS=Chlamydomonas reinhardtii GN=Ppc1 PE=1 SV=274.10 0.00

TRINITY_DN43106_c1_g4sp|Q9M077|AUR1_ARATHAUR1 Serine/threonine-protein kinase Aurora-1 OS=Arabidopsis thaliana GN=AUR1 PE=1 SV=174.10 0.00

TRINITY_DN48848_c1_g2sp|Q6ZDY8|SDHA_ORYSJSDH1 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Oryza sativa subsp. japonica GN=SDH1 PE=1 SV=174.10 0.00

TRINITY_DN50896_c0_g3sp|Q42577|NDUS7_ARATHAt5g11770NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Arabidopsis thaliana GN=At5g11770 PE=1 SV=174.10 0.00

TRINITY_DN34341_c0_g2sp|P55933|CKS1_PHYPO- Probable cyclin-dependent kinases regulatory subunit OS=Physarum polycephalum PE=1 SV=174.00 0.00

TRINITY_DN34966_c0_g3sp|P34036|DYHC_DICDIdhcA Dynein heavy chain, cytoplasmic OS=Dictyostelium discoideum GN=dhcA PE=1 SV=274.00 0.00

TRINITY_DN36485_c0_g1sp|P61105|RAB2A_CANLFRAB2A Ras-related protein Rab-2A OS=Canis lupus familiaris GN=RAB2A PE=1 SV=174.00 0.00

TRINITY_DN38657_c0_g1sp|Q5R546|ATPA_PONABATP5A1 ATP synthase subunit alpha, mitochondrial OS=Pongo abelii GN=ATP5A1 PE=2 SV=174.00 0.00

TRINITY_DN40031_c0_g1sp|O65082|RL15B_PICMASB62 60S ribosomal protein L15-2 OS=Picea mariana GN=SB62 PE=2 SV=174.00 0.00

TRINITY_DN43599_c0_g1sp|Q6H5J0|FABI2_ORYSJOs09g0277800Enoyl-[acyl-carrier-protein] reductase [NADH] 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os09g0277800 PE=2 SV=174.00 0.00

TRINITY_DN43648_c0_g1sp|Q39016|CDPKB_ARATHCPK11 Calcium-dependent protein kinase 11 OS=Arabidopsis thaliana GN=CPK11 PE=1 SV=274.00 0.00

TRINITY_DN43842_c0_g1sp|O81845|PUMP1_ARATHPUMP1 Mitochondrial uncoupling protein 1 OS=Arabidopsis thaliana GN=PUMP1 PE=1 SV=174.00 0.00

TRINITY_DN45855_c0_g1sp|Q9SEI3|PS10A_ARATHRPT4A 26S protease regulatory subunit 10B homolog A OS=Arabidopsis thaliana GN=RPT4A PE=1 SV=174.00 0.00

TRINITY_DN46352_c0_g1sp|Q54X73|ACOC_DICDIaco1 Probable cytoplasmic aconitate hydratase OS=Dictyostelium discoideum GN=aco1 PE=3 SV=174.00 0.00

TRINITY_DN46515_c1_g2sp|Q40152|HSF8_SOLLCHSF8 Heat shock factor protein HSF8 OS=Solanum lycopersicum GN=HSF8 PE=3 SV=174.00 0.00

TRINITY_DN53066_c0_g1sp|Q9CPQ1|COX6C_MOUSECox6c Cytochrome c oxidase subunit 6C OS=Mus musculus GN=Cox6c PE=1 SV=374.00 0.00

TRINITY_DN14710_c0_g1sp|Q04709|TBB_BABBO- Tubulin beta chain OS=Babesia bovis PE=3 SV=173.90 0.00

TRINITY_DN31941_c0_g1sp|Q245F2|IF6_TETTSEIF6 Eukaryotic translation initiation factor 6 OS=Tetrahymena thermophila (strain SB210) GN=EIF6 PE=1 SV=173.90 0.00

TRINITY_DN34812_c0_g1sp|Q945U1|RS15_ELAOLRPS15 40S ribosomal protein S15 OS=Elaeis oleifera GN=RPS15 PE=2 SV=173.90 0.00

TRINITY_DN36996_c0_g1sp|Q3T0D5|RL30_BOVINRPL30 60S ribosomal protein L30 OS=Bos taurus GN=RPL30 PE=3 SV=373.90 0.00

TRINITY_DN43659_c0_g8sp|Q9DE26|RUVB1_XENLAruvbl1 RuvB-like 1 OS=Xenopus laevis GN=ruvbl1 PE=2 SV=173.90 0.00

TRINITY_DN48872_c0_g1sp|Q940S0|TMN2_ARATHTMN2 Transmembrane 9 superfamily member 2 OS=Arabidopsis thaliana GN=TMN2 PE=2 SV=173.90 0.00

TRINITY_DN11377_c0_g1sp|Q9I8L5|FA10A_DANREfabp10a Fatty acid-binding protein 10-A, liver basic OS=Danio rerio GN=fabp10a PE=1 SV=173.80 0.00

TRINITY_DN28078_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=173.80 0.00

TRINITY_DN38520_c0_g1sp|Q54HP1|MYBQ_DICDImybQ Myb-like protein Q OS=Dictyostelium discoideum GN=mybQ PE=3 SV=173.80 0.00

TRINITY_DN43442_c0_g1sp|Q1W376|PMM_SOYBN- Phosphomannomutase OS=Glycine max PE=2 SV=173.80 0.00

TRINITY_DN43464_c1_g1sp|P12113|ATPG_CHLREATPC ATP synthase gamma chain, chloroplastic OS=Chlamydomonas reinhardtii GN=ATPC PE=1 SV=173.80 0.00

TRINITY_DN43782_c0_g1sp|Q9FMJ0|P4KB1_ARATHPI4KB1 Phosphatidylinositol 4-kinase beta 1 OS=Arabidopsis thaliana GN=PI4KB1 PE=1 SV=173.80 0.00



TRINITY_DN44166_c0_g7sp|P07463|CALM_PARTECAM Calmodulin OS=Paramecium tetraurelia GN=CAM PE=1 SV=373.80 0.00

TRINITY_DN47134_c2_g2sp|Q8H1Q2|NBP35_ARATHNBP35 Cytosolic Fe-S cluster assembly factor NBP35 OS=Arabidopsis thaliana GN=NBP35 PE=1 SV=173.80 0.00

TRINITY_DN47206_c0_g3sp|Q2QM69|BQMT2_ORYSJOs12g06154002-methyl-6-phytyl-1,4-hydroquinone methyltransferase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os12g0615400 PE=2 SV=273.80 0.00

TRINITY_DN50072_c1_g1sp|A8ILK1|CFA52_CHLRECFAP52 Cilia- and flagella-associated protein 52 OS=Chlamydomonas reinhardtii GN=CFAP52 PE=1 SV=173.80 0.00

TRINITY_DN50512_c0_g1sp|A8J9T5|THI4_CHLRETHI1 Thiamine thiazole synthase, chloroplastic OS=Chlamydomonas reinhardtii GN=THI1 PE=3 SV=173.80 0.00

TRINITY_DN52378_c1_g3sp|Q9SSD2|PRP8A_ARATHPRP8A Pre-mRNA-processing-splicing factor 8A OS=Arabidopsis thaliana GN=PRP8A PE=1 SV=173.80 0.00

TRINITY_DN41188_c2_g3sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=173.70 0.00

TRINITY_DN41802_c0_g2sp|E9L7A5|PAT_PETHY- Bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate aminotransferase OS=Petunia hybrida PE=1 SV=173.70 0.00

TRINITY_DN42624_c0_g6sp|A2YWQ1|HSP81_ORYSIHSP81-1 Heat shock protein 81-1 OS=Oryza sativa subsp. indica GN=HSP81-1 PE=2 SV=173.70 0.00

TRINITY_DN44728_c0_g4sp|O42993|FKBP_SCHPOfkh1 Peptidyl-prolyl cis-trans isomerase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fkh1 PE=3 SV=173.70 0.00

TRINITY_DN45478_c0_g1sp|O04630|SYTM1_ARATHTHRRS Threonine--tRNA ligase, mitochondrial 1 OS=Arabidopsis thaliana GN=THRRS PE=1 SV=373.70 0.00

TRINITY_DN50281_c0_g2sp|Q94694|RAP1_PHYPORAP1 Ras-related protein Rap-1 OS=Physarum polycephalum GN=RAP1 PE=2 SV=173.70 0.00

TRINITY_DN50443_c0_g2sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=173.70 0.00

TRINITY_DN51444_c0_g9sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=373.70 0.00

TRINITY_DN41207_c0_g4sp|Q39026|MPK6_ARATHMPK6 Mitogen-activated protein kinase 6 OS=Arabidopsis thaliana GN=MPK6 PE=1 SV=173.60 0.00

TRINITY_DN41718_c0_g1sp|Q9SIK2|RS252_ARATHRPS25B 40S ribosomal protein S25-2 OS=Arabidopsis thaliana GN=RPS25B PE=2 SV=173.60 0.00

TRINITY_DN44808_c0_g4sp|F4K2E9|PRP16_ARATHCUV Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH7 OS=Arabidopsis thaliana GN=CUV PE=1 SV=173.60 0.00

TRINITY_DN51740_c0_g1sp|Q8IQF1|MOCS1_DROMEMocs1 Molybdenum cofactor biosynthesis protein 1 OS=Drosophila melanogaster GN=Mocs1 PE=2 SV=173.60 0.00

TRINITY_DN53870_c0_g1sp|Q06445|CYTI_VIGUN- Cysteine proteinase inhibitor OS=Vigna unguiculata PE=1 SV=173.60 0.00

TRINITY_DN37373_c0_g2sp|Q5UAP0|RS4_BOMMORpS4 40S ribosomal protein S4 OS=Bombyx mori GN=RpS4 PE=2 SV=173.50 0.00

TRINITY_DN38925_c2_g5sp|Q5E988|RS5_BOVINRPS5 40S ribosomal protein S5 OS=Bos taurus GN=RPS5 PE=2 SV=373.50 0.00

TRINITY_DN39064_c0_g3sp|O23708|PSA2A_ARATHPAB1 Proteasome subunit alpha type-2-A OS=Arabidopsis thaliana GN=PAB1 PE=1 SV=173.50 0.00

TRINITY_DN39753_c0_g10sp|Q54MH3|DHX16_DICDIdhx16 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Dictyostelium discoideum GN=dhx16 PE=3 SV=173.50 0.00

TRINITY_DN40120_c0_g3sp|Q54RY6|SRFB_DICDIsrfB Serum response factor homolog B OS=Dictyostelium discoideum GN=srfB PE=3 SV=173.50 0.00

TRINITY_DN41581_c0_g1sp|Q9SL05|PGR5_ARATHPGR5 Protein PROTON GRADIENT REGULATION 5, chloroplastic OS=Arabidopsis thaliana GN=PGR5 PE=1 SV=173.50 0.00

TRINITY_DN42809_c0_g6sp|P80572|ADHX_PEA- Alcohol dehydrogenase class-3 OS=Pisum sativum PE=1 SV=173.50 0.00

TRINITY_DN47454_c1_g1sp|P26854|ATPAM_MARPOATPA ATP synthase subunit alpha, mitochondrial OS=Marchantia polymorpha GN=ATPA PE=3 SV=273.50 0.00

TRINITY_DN50179_c0_g3sp|A8I2V9|LISC_CHLRELIP1P Lipoyl synthase, chloroplastic OS=Chlamydomonas reinhardtii GN=LIP1P PE=3 SV=173.50 0.00

TRINITY_DN1527_c0_g1sp|Q3SZF8|SMD2_BOVINSNRPD2 Small nuclear ribonucleoprotein Sm D2 OS=Bos taurus GN=SNRPD2 PE=3 SV=173.40 0.00

TRINITY_DN36597_c0_g6sp|P22953|MD37E_ARATHMED37E Probable mediator of RNA polymerase II transcription subunit 37e OS=Arabidopsis thaliana GN=MED37E PE=1 SV=373.40 0.00

TRINITY_DN39398_c1_g4sp|P17067|CAHC_PEA- Carbonic anhydrase, chloroplastic OS=Pisum sativum PE=1 SV=173.40 0.00

TRINITY_DN50192_c0_g1sp|Q8H8T0|RGP1_ORYSJUAM1 UDP-arabinopyranose mutase 1 OS=Oryza sativa subsp. japonica GN=UAM1 PE=1 SV=173.40 0.00

TRINITY_DN51666_c0_g3sp|Q9FJH6|AB1F_ARATHABCF1 ABC transporter F family member 1 OS=Arabidopsis thaliana GN=ABCF1 PE=2 SV=173.40 0.00

TRINITY_DN53608_c0_g1sp|Q3SZF8|SMD2_BOVINSNRPD2 Small nuclear ribonucleoprotein Sm D2 OS=Bos taurus GN=SNRPD2 PE=3 SV=173.40 0.00

TRINITY_DN32588_c0_g3sp|P12301|PSBQ_SPIOLPSBQ Oxygen-evolving enhancer protein 3, chloroplastic OS=Spinacia oleracea GN=PSBQ PE=1 SV=173.30 0.00

TRINITY_DN34355_c0_g1sp|P46295|RS14_CHLRERPS14 40S ribosomal protein S14 OS=Chlamydomonas reinhardtii GN=RPS14 PE=3 SV=173.30 0.00

TRINITY_DN37036_c0_g6sp|O24381|TLC1_SOLTU- Plastidic ATP/ADP-transporter OS=Solanum tuberosum PE=2 SV=273.30 0.00

TRINITY_DN42638_c0_g1sp|Q54XK2|SC61A_DICDIsec61a Protein transport protein Sec61 subunit alpha OS=Dictyostelium discoideum GN=sec61a PE=3 SV=173.30 0.00

TRINITY_DN44737_c1_g6sp|P49633|RL40_ACACA- Ubiquitin-60S ribosomal protein L40 OS=Acanthamoeba castellanii PE=2 SV=273.30 0.00

TRINITY_DN47245_c0_g1sp|Q42684|SODM_CHLRESODA Superoxide dismutase [Mn], mitochondrial OS=Chlamydomonas reinhardtii GN=SODA PE=2 SV=173.30 0.00

TRINITY_DN47555_c0_g8sp|Q8L7U5|BSL1_ARATHBSL1 Serine/threonine-protein phosphatase BSL1 OS=Arabidopsis thaliana GN=BSL1 PE=1 SV=273.30 0.00

TRINITY_DN48228_c0_g8sp|Q9T0J6|DUS3L_ARATHAt4g38890tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like OS=Arabidopsis thaliana GN=At4g38890 PE=1 SV=273.30 0.00

TRINITY_DN49088_c0_g1sp|Q3B8D5|KATL2_XENLAkatnal2 Katanin p60 ATPase-containing subunit A-like 2 OS=Xenopus laevis GN=katnal2 PE=2 SV=173.30 0.00

TRINITY_DN51367_c1_g1sp|Q9C522|ACLB1_ARATHACLB-1 ATP-citrate synthase beta chain protein 1 OS=Arabidopsis thaliana GN=ACLB-1 PE=2 SV=173.30 0.00

TRINITY_DN19673_c0_g1sp|Q6BXH8|RS6_DEBHARPS6 40S ribosomal protein S6 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=RPS6 PE=3 SV=173.20 0.00

TRINITY_DN41018_c1_g6sp|Q95032|METK_ACACAmetK S-adenosylmethionine synthase OS=Acanthamoeba castellanii GN=metK PE=2 SV=173.20 0.00

TRINITY_DN47454_c0_g2sp|Q9XXK1|ATPA_CAEELH28O16.1ATP synthase subunit alpha, mitochondrial OS=Caenorhabditis elegans GN=H28O16.1 PE=1 SV=173.20 0.00

TRINITY_DN38647_c0_g5sp|P36410|RAB14_DICDIrab14 Ras-related protein Rab-14 OS=Dictyostelium discoideum GN=rab14 PE=1 SV=273.10 0.00

TRINITY_DN43556_c0_g2sp|Q757G1|RS29_ASHGORPS29 40S ribosomal protein S29 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=RPS29 PE=3 SV=173.10 0.00

TRINITY_DN43812_c1_g1sp|P52908|1433_CHLRE- 14-3-3-like protein OS=Chlamydomonas reinhardtii PE=2 SV=173.10 0.00

TRINITY_DN45348_c0_g3sp|Q9SF33|TI142_ARATHTIM14-2 Mitochondrial import inner membrane translocase subunit TIM14-2 OS=Arabidopsis thaliana GN=TIM14-2 PE=3 SV=173.10 0.00

TRINITY_DN46229_c0_g2sp|Q9SVA6|DRG3_ARATHDRG3 Developmentally-regulated G-protein 3 OS=Arabidopsis thaliana GN=DRG3 PE=1 SV=173.10 0.00

TRINITY_DN47355_c0_g2sp|Q8CG09|MRP1_RATAbcc1 Multidrug resistance-associated protein 1 OS=Rattus norvegicus GN=Abcc1 PE=1 SV=273.10 0.00

TRINITY_DN48723_c0_g1sp|Q94A97|UBC35_ARATHUBC35 Ubiquitin-conjugating enzyme E2 35 OS=Arabidopsis thaliana GN=UBC35 PE=1 SV=173.10 0.00

TRINITY_DN48958_c0_g1sp|Q9P3X9|PPID_NEUCRcyp41 41 kDa peptidyl-prolyl cis-trans isomerase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cyp41 PE=1 SV=173.10 0.00

TRINITY_DN49103_c0_g4sp|P38385|SC61G_ORYSJOs02g0178400Protein transport protein Sec61 subunit gamma OS=Oryza sativa subsp. japonica GN=Os02g0178400 PE=3 SV=173.10 0.00



TRINITY_DN50204_c1_g6sp|P22131|ACT1_PHYINACTA Actin-1 OS=Phytophthora infestans GN=ACTA PE=2 SV=173.10 0.00

TRINITY_DN50798_c0_g2sp|Q9M060|IF62_ARATHEIF6-2 Eukaryotic translation initiation factor 6-2 OS=Arabidopsis thaliana GN=EIF6-2 PE=2 SV=173.10 0.00

TRINITY_DN25135_c0_g1sp|Q4AEG9|GPX4_SAPAPGPX4 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial OS=Sapajus apella GN=GPX4 PE=2 SV=273.00 0.00

TRINITY_DN36373_c0_g7sp|Q7ZUG0|RUXE_DANREsnrpe Small nuclear ribonucleoprotein E OS=Danio rerio GN=snrpe PE=3 SV=173.00 0.00

TRINITY_DN36530_c0_g2sp|P54409|TCPH_TETPY- T-complex protein 1 subunit eta OS=Tetrahymena pyriformis PE=3 SV=172.90 0.00

TRINITY_DN43921_c0_g7sp|P42528|ARP3_DICDIarpC Actin-related protein 3 OS=Dictyostelium discoideum GN=arpC PE=1 SV=172.90 0.00

TRINITY_DN46304_c0_g1sp|Q9LZQ9|DEAH2_ARATHAt3g62310Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH2 OS=Arabidopsis thaliana GN=At3g62310 PE=2 SV=172.90 0.00

TRINITY_DN5056_c0_g1sp|Q4JQI6|NU2M_TETNGMT-ND2 NADH-ubiquinone oxidoreductase chain 2 OS=Tetraodon nigroviridis GN=MT-ND2 PE=3 SV=172.90 0.00

TRINITY_DN39329_c0_g1sp|A2T2X4|IFT46_CHLREIFT46 Intraflagellar transport protein 46 OS=Chlamydomonas reinhardtii GN=IFT46 PE=1 SV=172.80 0.00

TRINITY_DN40266_c0_g3sp|Q9STG6|DUT_ARATHDUT Deoxyuridine 5'-triphosphate nucleotidohydrolase OS=Arabidopsis thaliana GN=DUT PE=1 SV=172.80 0.00

TRINITY_DN40835_c0_g2sp|O61122|SVKA_DICDIsvkA Serine/threonine-protein kinase svkA OS=Dictyostelium discoideum GN=svkA PE=1 SV=172.80 0.00

TRINITY_DN41018_c1_g10sp|Q39572|YPTC6_CHLREYPTC6 Ras-related protein YPTC6 OS=Chlamydomonas reinhardtii GN=YPTC6 PE=3 SV=172.80 0.00

TRINITY_DN50343_c0_g1sp|Q40884|MPK_PETHYMPK1 Mitogen-activated protein kinase homolog 1 OS=Petunia hybrida GN=MPK1 PE=2 SV=172.80 0.00

TRINITY_DN50773_c1_g1sp|Q42545|FTSZ1_ARATHFTSZ1 Cell division protein FtsZ homolog 1, chloroplastic OS=Arabidopsis thaliana GN=FTSZ1 PE=1 SV=272.80 0.00

TRINITY_DN27512_c0_g2sp|Q05716|IBP4_BOVINIGFBP4 Insulin-like growth factor-binding protein 4 OS=Bos taurus GN=IGFBP4 PE=2 SV=172.70 0.00

TRINITY_DN36593_c0_g2sp|A8JBB2|PESC_CHLRECHLREDRAFT_206018Pescadillo homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_206018 PE=3 SV=172.70 0.00

TRINITY_DN39659_c0_g1sp|Q3SZQ6|RL32_BOVINRPL32 60S ribosomal protein L32 OS=Bos taurus GN=RPL32 PE=2 SV=372.70 0.00

TRINITY_DN40274_c0_g1sp|Q9LR33|R27A2_ARATHRPL27AB 60S ribosomal protein L27a-2 OS=Arabidopsis thaliana GN=RPL27AB PE=2 SV=172.70 0.00

TRINITY_DN40404_c0_g1sp|Q8LE58|CHM1A_ARATHCHMP1A ESCRT-related protein CHMP1A OS=Arabidopsis thaliana GN=CHMP1A PE=1 SV=172.70 0.00

TRINITY_DN40981_c2_g2sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=172.70 0.00

TRINITY_DN41219_c0_g1sp|Q6P2Q9|PRP8_HUMANPRPF8 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=272.70 0.00

TRINITY_DN43317_c0_g3sp|Q9FLM8|NRPBC_ARATHNRPB12 DNA-directed RNA polymerases II, IV and V subunit 12 OS=Arabidopsis thaliana GN=NRPB12 PE=1 SV=172.70 0.00

TRINITY_DN43483_c0_g3sp|Q6WWW4|UPL3_ARATHUPL3 E3 ubiquitin-protein ligase UPL3 OS=Arabidopsis thaliana GN=UPL3 PE=1 SV=172.70 0.00

TRINITY_DN46361_c0_g3sp|Q68EK7|RAB4B_DANRErab4b Ras-related protein Rab-4B OS=Danio rerio GN=rab4b PE=2 SV=172.70 0.00

TRINITY_DN47271_c0_g5sp|P47904|RS27_XENLArps27 40S ribosomal protein S27 OS=Xenopus laevis GN=rps27 PE=3 SV=272.70 0.00

TRINITY_DN50173_c1_g1sp|P39057|DYHC_HELCR- Dynein beta chain, ciliary OS=Heliocidaris crassispina PE=1 SV=172.70 0.00

TRINITY_DN51328_c0_g1sp|Q9BSU3|NAA11_HUMANNAA11 N-alpha-acetyltransferase 11 OS=Homo sapiens GN=NAA11 PE=1 SV=372.70 0.00

TRINITY_DN38418_c0_g1sp|Q1ZXC6|ELP3_DICDIelp3 Probable elongator complex protein 3 OS=Dictyostelium discoideum GN=elp3 PE=3 SV=172.60 0.00

TRINITY_DN39088_c0_g10sp|Q27975|HS71A_BOVINHSPA1A Heat shock 70 kDa protein 1A OS=Bos taurus GN=HSPA1A PE=1 SV=272.60 0.00

TRINITY_DN40738_c0_g4sp|Q1KVV7|IF1C_ACUOBinfA Translation initiation factor IF-1, chloroplastic OS=Acutodesmus obliquus GN=infA PE=3 SV=172.60 0.00

TRINITY_DN41340_c0_g1sp|Q9Y333|LSM2_HUMANLSM2 U6 snRNA-associated Sm-like protein LSm2 OS=Homo sapiens GN=LSM2 PE=1 SV=172.60 0.00

TRINITY_DN50834_c1_g4sp|P49292|PCKA1_UROPAPCK1 Phosphoenolpyruvate carboxykinase [ATP] 1 OS=Urochloa panicoides GN=PCK1 PE=1 SV=172.60 0.00

TRINITY_DN10744_c0_g1sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=472.50 0.00

TRINITY_DN28833_c0_g1sp|Q6F482|RL39_PLUXYRpL39 60S ribosomal protein L39 OS=Plutella xylostella GN=RpL39 PE=3 SV=172.50 0.00

TRINITY_DN28833_c0_g2sp|Q6F482|RL39_PLUXYRpL39 60S ribosomal protein L39 OS=Plutella xylostella GN=RpL39 PE=3 SV=172.50 0.00

TRINITY_DN32911_c0_g1sp|P42026|NDUS7_BOVINNDUFS7 NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrial OS=Bos taurus GN=NDUFS7 PE=1 SV=172.50 0.00

TRINITY_DN33446_c1_g1sp|P50258|TBAD_PHYPOALTA Tubulin alpha-1A chain OS=Physarum polycephalum GN=ALTA PE=1 SV=172.50 0.00

TRINITY_DN34310_c0_g1sp|Q2HJH0|LSM5_BOVINLSM5 U6 snRNA-associated Sm-like protein LSm5 OS=Bos taurus GN=LSM5 PE=3 SV=372.50 0.00

TRINITY_DN35805_c0_g5sp|Q54K67|MANG_DICDImanG Alpha-mannosidase G OS=Dictyostelium discoideum GN=manG PE=1 SV=172.50 0.00

TRINITY_DN41066_c1_g2sp|O04450|TCPE_ARATHCCT5 T-complex protein 1 subunit epsilon OS=Arabidopsis thaliana GN=CCT5 PE=1 SV=172.50 0.00

TRINITY_DN43252_c0_g7sp|Q56Y85|MAP22_ARATHMAP2B Methionine aminopeptidase 2B OS=Arabidopsis thaliana GN=MAP2B PE=2 SV=272.50 0.00

TRINITY_DN44129_c0_g1sp|A5D8M6|SBDS_XENLAsbds Ribosome maturation protein SBDS OS=Xenopus laevis GN=sbds PE=2 SV=172.50 0.00

TRINITY_DN45630_c0_g3sp|Q949R9|MPC1_ARATHMPC1 Mitochondrial pyruvate carrier 1 OS=Arabidopsis thaliana GN=MPC1 PE=3 SV=172.50 0.00

TRINITY_DN45792_c0_g4sp|Q75IM9|IVD_ORYSJOs05g0125500Isovaleryl-CoA dehydrogenase, mitochondrial OS=Oryza sativa subsp. japonica GN=Os05g0125500 PE=2 SV=272.50 0.00

TRINITY_DN46451_c2_g3sp|Q27140|EF1A2_EUPCREFA2 Elongation factor 1-alpha 2 OS=Euplotes crassus GN=EFA2 PE=3 SV=172.50 0.00

TRINITY_DN47509_c1_g1sp|Q8L4P8|CKB11_ORYSJCDKB1-1 Cyclin-dependent kinase B1-1 OS=Oryza sativa subsp. japonica GN=CDKB1-1 PE=2 SV=172.50 0.00

TRINITY_DN49634_c0_g1sp|A8JF71|CTU1_CHLRENCS6 Cytoplasmic tRNA 2-thiolation protein 1 OS=Chlamydomonas reinhardtii GN=NCS6 PE=3 SV=172.50 0.00

TRINITY_DN50790_c0_g5sp|Q9ZS34|CHLP_TOBACCHLP Geranylgeranyl diphosphate reductase, chloroplastic OS=Nicotiana tabacum GN=CHLP PE=2 SV=172.50 0.00

TRINITY_DN32588_c0_g1sp|Q41932|PSBQ2_ARATHPSBQ2 Oxygen-evolving enhancer protein 3-2, chloroplastic OS=Arabidopsis thaliana GN=PSBQ2 PE=1 SV=272.40 0.00

TRINITY_DN34217_c0_g1sp|Q9M060|IF62_ARATHEIF6-2 Eukaryotic translation initiation factor 6-2 OS=Arabidopsis thaliana GN=EIF6-2 PE=2 SV=172.40 0.00

TRINITY_DN38680_c0_g7sp|P41914|RAN_TETPY- GTP-binding nuclear protein Ran OS=Tetrahymena pyriformis PE=2 SV=172.40 0.00

TRINITY_DN38736_c0_g1sp|Q8LAU9|GATA1_ARATHGATA1 GATA transcription factor 1 OS=Arabidopsis thaliana GN=GATA1 PE=2 SV=272.40 0.00

TRINITY_DN41463_c0_g6sp|Q7X9V2|PIE1_ARATHPIE1 Protein PHOTOPERIOD-INDEPENDENT EARLY FLOWERING 1 OS=Arabidopsis thaliana GN=PIE1 PE=1 SV=172.40 0.00

TRINITY_DN46055_c0_g3sp|P54408|TCPG_TETPY- T-complex protein 1 subunit gamma OS=Tetrahymena pyriformis PE=3 SV=172.40 0.00

TRINITY_DN46632_c0_g1sp|O82392|THIC_ARATHTHIC Phosphomethylpyrimidine synthase, chloroplastic OS=Arabidopsis thaliana GN=THIC PE=1 SV=172.40 0.00

TRINITY_DN47127_c0_g1sp|Q9SIK7|PSNB_ARATHAt2g29900Presenilin-like protein At2g29900 OS=Arabidopsis thaliana GN=At2g29900 PE=2 SV=172.40 0.00



TRINITY_DN50413_c0_g4sp|P53487|ARP2_ACACAarp2 Actin-related protein 2 OS=Acanthamoeba castellanii GN=arp2 PE=2 SV=172.40 0.00

TRINITY_DN35926_c0_g1sp|P67774|PP2AA_BOVINPPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Bos taurus GN=PPP2CA PE=1 SV=172.30 0.00

TRINITY_DN36750_c0_g1sp|Q9XG99|KPRS2_SPIOLPRS2 Ribose-phosphate pyrophosphokinase 2, chloroplastic OS=Spinacia oleracea GN=PRS2 PE=2 SV=172.30 0.00

TRINITY_DN36826_c2_g11sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=272.30 0.00

TRINITY_DN41537_c0_g1sp|Q27527|ENO_CAEELenol-1 Enolase OS=Caenorhabditis elegans GN=enol-1 PE=1 SV=372.30 0.00

TRINITY_DN42738_c0_g7sp|Q9LUM4|RAP22_ARATHRAP2-2 Ethylene-responsive transcription factor RAP2-2 OS=Arabidopsis thaliana GN=RAP2-2 PE=1 SV=272.30 0.00

TRINITY_DN47699_c0_g1sp|P28723|FTHS_SPIOL- Formate--tetrahydrofolate ligase OS=Spinacia oleracea PE=1 SV=372.30 0.00

TRINITY_DN48686_c1_g2sp|Q9LW64|SF3BA_ARATHAt3g23325Uncharacterized protein At3g23325 OS=Arabidopsis thaliana GN=At3g23325 PE=3 SV=172.30 0.00

TRINITY_DN50304_c1_g2sp|Q9ZPX5|SDHA2_ARATHSDH1-2 Succinate dehydrogenase [ubiquinone] flavoprotein subunit 2, mitochondrial OS=Arabidopsis thaliana GN=SDH1-2 PE=1 SV=172.30 0.00

TRINITY_DN52346_c2_g5sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=172.30 0.00

TRINITY_DN33164_c0_g2sp|Q39253|CAX1_ARATHCAX1 Vacuolar cation/proton exchanger 1 OS=Arabidopsis thaliana GN=CAX1 PE=1 SV=372.20 0.00

TRINITY_DN37264_c0_g11sp|P50262|TBB4_OOMCKTUBB4 Tubulin beta-4 chain OS=Oomycete-like sp. (strain MacKay2000) GN=TUBB4 PE=3 SV=172.20 0.00

TRINITY_DN37846_c0_g4sp|P42521|RIR2_DICDIrnrB-1 Ribonucleoside-diphosphate reductase small subunit OS=Dictyostelium discoideum GN=rnrB-1 PE=2 SV=272.20 0.00

TRINITY_DN39278_c0_g2sp|O86034|BDHA_RHIMEbdhA D-beta-hydroxybutyrate dehydrogenase OS=Rhizobium meliloti (strain 1021) GN=bdhA PE=1 SV=172.20 0.00

TRINITY_DN40643_c0_g1sp|Q54Q71|RIR1_DICDIrnrA Ribonucleoside-diphosphate reductase large subunit OS=Dictyostelium discoideum GN=rnrA PE=3 SV=172.20 0.00

TRINITY_DN41442_c0_g5sp|Q54XK2|SC61A_DICDIsec61a Protein transport protein Sec61 subunit alpha OS=Dictyostelium discoideum GN=sec61a PE=3 SV=172.20 0.00

TRINITY_DN43296_c0_g8sp|Q9LT08|PSDE_ARATHRPN11 26S proteasome non-ATPase regulatory subunit 14 homolog OS=Arabidopsis thaliana GN=RPN11 PE=1 SV=172.20 0.00

TRINITY_DN46326_c1_g3sp|P54209|ATC1_DUNBICA1 Cation-transporting ATPase CA1 OS=Dunaliella bioculata GN=CA1 PE=2 SV=172.20 0.00

TRINITY_DN46826_c0_g3sp|P07830|ACT1_DICDIact1 Major actin OS=Dictyostelium discoideum GN=act1 PE=1 SV=272.20 0.00

TRINITY_DN50762_c0_g1sp|A8HTW6|EFTU_AZOC5tuf1 Elongation factor Tu OS=Azorhizobium caulinodans (strain ATCC 43989 / DSM 5975 / JCM 20966 / NBRC 14845 / NCIMB 13405 / ORS 571) GN=tuf1 PE=3 SV=172.20 0.00

TRINITY_DN51078_c0_g5sp|Q84KI6|SQD1_SPIOLSQD1 UDP-sulfoquinovose synthase, chloroplastic OS=Spinacia oleracea GN=SQD1 PE=1 SV=172.20 0.00

TRINITY_DN27007_c0_g1sp|Q76I82|RS15A_BOVINRPS15A 40S ribosomal protein S15a OS=Bos taurus GN=RPS15A PE=2 SV=172.10 0.00

TRINITY_DN32588_c0_g2sp|Q41932|PSBQ2_ARATHPSBQ2 Oxygen-evolving enhancer protein 3-2, chloroplastic OS=Arabidopsis thaliana GN=PSBQ2 PE=1 SV=272.10 0.00

TRINITY_DN36530_c0_g1sp|P54409|TCPH_TETPY- T-complex protein 1 subunit eta OS=Tetrahymena pyriformis PE=3 SV=172.10 0.00

TRINITY_DN38225_c0_g3sp|P34109|MYOD_DICDImyoD Myosin ID heavy chain OS=Dictyostelium discoideum GN=myoD PE=1 SV=272.10 0.00

TRINITY_DN43129_c0_g1sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=172.10 0.00

TRINITY_DN43305_c0_g3sp|A2XCH8|CKS1_ORYSICKS1 Cyclin-dependent kinases regulatory subunit 1 OS=Oryza sativa subsp. indica GN=CKS1 PE=2 SV=172.10 0.00

TRINITY_DN44473_c0_g2sp|Q5E9C3|SSNA1_BOVINSSNA1 Sjoegren syndrome nuclear autoantigen 1 homolog OS=Bos taurus GN=SSNA1 PE=3 SV=172.10 0.00

TRINITY_DN45804_c1_g1sp|Q9JLI7|SPAG6_MOUSESpag6 Sperm-associated antigen 6 OS=Mus musculus GN=Spag6 PE=1 SV=172.10 0.00

TRINITY_DN46742_c1_g4sp|A4SXJ6|CYNS_POLSQcynS Cyanate hydratase OS=Polynucleobacter necessarius subsp. asymbioticus (strain DSM 18221 / CIP 109841 / QLW-P1DMWA-1) GN=cynS PE=3 SV=172.10 0.00

TRINITY_DN49783_c1_g1sp|Q9SJ40|VPS11_ARATHVPS11 Vacuolar protein-sorting-associated protein 11 homolog OS=Arabidopsis thaliana GN=VPS11 PE=1 SV=172.10 0.00

TRINITY_DN16783_c0_g1sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=272.00 0.00

TRINITY_DN34175_c0_g1sp|O23676|MGN_ARATHAt1g02140Protein mago nashi homolog OS=Arabidopsis thaliana GN=At1g02140 PE=1 SV=172.00 0.00

TRINITY_DN37255_c1_g1sp|O23710|PSB7A_ARATHPBB1 Proteasome subunit beta type-7-A OS=Arabidopsis thaliana GN=PBB1 PE=1 SV=272.00 0.00

TRINITY_DN38255_c1_g4sp|Q86JP3|RAB5A_DICDIrab5A Ras-related protein Rab-5A OS=Dictyostelium discoideum GN=rab5A PE=3 SV=172.00 0.00

TRINITY_DN43854_c0_g3sp|P0CT62|RS30A_SCHPOrps3001 40S ribosomal protein S30-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rps3001 PE=3 SV=172.00 0.00

TRINITY_DN47196_c0_g2sp|Q3ZBK6|LSM4_BOVINLSM4 U6 snRNA-associated Sm-like protein LSm4 OS=Bos taurus GN=LSM4 PE=2 SV=172.00 0.00

TRINITY_DN48640_c1_g1sp|Q9SJ20|RIR1_ARATHRNR1 Ribonucleoside-diphosphate reductase large subunit OS=Arabidopsis thaliana GN=RNR1 PE=1 SV=172.00 0

TRINITY_DN48675_c0_g2sp|P10591|HSP71_YEASTSSA1 Heat shock protein SSA1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SSA1 PE=1 SV=472.00 0.00

TRINITY_DN9134_c0_g1sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=472.00 0.00

TRINITY_DN25365_c0_g1sp|P22981|LET60_CAEELlet-60 Ras protein let-60 OS=Caenorhabditis elegans GN=let-60 PE=1 SV=171.90 0.00

TRINITY_DN35826_c0_g1sp|Q54NY7|MTNB_DICDIDDB_G0284915Probable methylthioribulose-1-phosphate dehydratase OS=Dictyostelium discoideum GN=DDB_G0284915 PE=3 SV=171.90 0.00

TRINITY_DN37656_c0_g5sp|P12852|PSBQ_CHLREPSBQ Oxygen-evolving enhancer protein 3, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBQ PE=2 SV=171.90 0.00

TRINITY_DN40272_c0_g2sp|Q9FS87|IVD_SOLTUIVD Isovaleryl-CoA dehydrogenase, mitochondrial OS=Solanum tuberosum GN=IVD PE=1 SV=271.90 0.00

TRINITY_DN42025_c1_g1sp|Q91918|RA51A_XENLArad51-a DNA repair protein RAD51 homolog A OS=Xenopus laevis GN=rad51-a PE=2 SV=171.90 0.00

TRINITY_DN43986_c1_g4sp|P29036|FRI1_MAIZEFER1 Ferritin-1, chloroplastic OS=Zea mays GN=FER1 PE=1 SV=271.90 0.00

TRINITY_DN47055_c0_g1sp|Q9XHH2|DNAL1_CHLRELC1 Dynein light chain 1, axonemal OS=Chlamydomonas reinhardtii GN=LC1 PE=1 SV=171.90 0.00

TRINITY_DN47467_c0_g12sp|P12857|ADT2_MAIZEANT2 ADP,ATP carrier protein 2, mitochondrial OS=Zea mays GN=ANT2 PE=2 SV=271.90 0.00

TRINITY_DN50176_c1_g2sp|P42645|14335_ARATHGRF5 14-3-3-like protein GF14 upsilon OS=Arabidopsis thaliana GN=GRF5 PE=1 SV=271.90 0.00

TRINITY_DN52323_c1_g2sp|P31843|RRPO_OENBE- RNA-directed DNA polymerase homolog OS=Oenothera berteroana PE=4 SV=171.90 0.00

TRINITY_DN21413_c0_g2sp|P92963|RAB1C_ARATHRABB1C Ras-related protein RABB1c OS=Arabidopsis thaliana GN=RABB1C PE=1 SV=171.80 0.00

TRINITY_DN35811_c2_g9sp|P06445|ENV_RMCFVenv Envelope glycoprotein OS=Rauscher mink cell focus-inducing virus GN=env PE=3 SV=171.80 0.00

TRINITY_DN37453_c0_g1sp|Q6Z6G6|CTU1_ORYSJNCS6 Cytoplasmic tRNA 2-thiolation protein 1 OS=Oryza sativa subsp. japonica GN=NCS6 PE=2 SV=171.80 0.00

TRINITY_DN37912_c0_g3sp|Q54R47|GCDH_DICDIgcdh Glutaryl-CoA dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=gcdh PE=3 SV=171.80 0.00

TRINITY_DN38795_c2_g7sp|P51955|NEK2_HUMANNEK2 Serine/threonine-protein kinase Nek2 OS=Homo sapiens GN=NEK2 PE=1 SV=171.80 0.00

TRINITY_DN39142_c0_g1sp|Q9SEI4|PRS6B_ARATHRPT3 26S protease regulatory subunit 6B homolog OS=Arabidopsis thaliana GN=RPT3 PE=1 SV=171.80 0.00



TRINITY_DN40906_c0_g2sp|Q09JT4|RL38_ARGMORpL38 60S ribosomal protein L38 OS=Argas monolakensis GN=RpL38 PE=3 SV=171.80 0.00

TRINITY_DN42025_c1_g4sp|Q91918|RA51A_XENLArad51-a DNA repair protein RAD51 homolog A OS=Xenopus laevis GN=rad51-a PE=2 SV=171.80 0.00

TRINITY_DN49813_c0_g5sp|Q38960|LWD2_ARATHLWD2 WD repeat-containing protein LWD2 OS=Arabidopsis thaliana GN=LWD2 PE=2 SV=171.80 0.00

TRINITY_DN50900_c2_g3sp|Q39586|METE_CHLRE- 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase OS=Chlamydomonas reinhardtii PE=2 SV=171.80 0.00

TRINITY_DN36628_c0_g1sp|P34149|RACC_DICDIracC Rho-related protein racC OS=Dictyostelium discoideum GN=racC PE=1 SV=171.70 0.00

TRINITY_DN39714_c0_g2sp|P24005|ACTB_DICDIabpB Calcium-regulated actin-bundling protein OS=Dictyostelium discoideum GN=abpB PE=1 SV=171.70 0.00

TRINITY_DN40352_c0_g1sp|Q9DE27|RUVB2_XENLAruvbl2 RuvB-like 2 OS=Xenopus laevis GN=ruvbl2 PE=2 SV=171.70 0.00

TRINITY_DN40851_c0_g1sp|Q962S7|RL37_SPOFRRpL37 60S ribosomal protein L37 OS=Spodoptera frugiperda GN=RpL37 PE=3 SV=371.70 0.00

TRINITY_DN42208_c1_g10sp|Q6ZDY8|SDHA_ORYSJSDH1 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial OS=Oryza sativa subsp. japonica GN=SDH1 PE=1 SV=171.70 0.00

TRINITY_DN44236_c0_g1sp|Q9LXG1|RS91_ARATHRPS9B 40S ribosomal protein S9-1 OS=Arabidopsis thaliana GN=RPS9B PE=1 SV=171.70 0.00

TRINITY_DN48896_c1_g6sp|Q9STH1|HSOP3_ARATHHOP3 Hsp70-Hsp90 organizing protein 3 OS=Arabidopsis thaliana GN=HOP3 PE=2 SV=171.70 0.00

TRINITY_DN49020_c1_g4sp|B9DGD6|ACS_ARATHACS Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal OS=Arabidopsis thaliana GN=ACS PE=1 SV=171.70 0.00

TRINITY_DN31908_c0_g2sp|Q9W3V8|ALG8_DROMExit Probable dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase OS=Drosophila melanogaster GN=xit PE=2 SV=171.60 0.00

TRINITY_DN37232_c0_g7sp|Q39613|CYPH_CATROPCKR1 Peptidyl-prolyl cis-trans isomerase OS=Catharanthus roseus GN=PCKR1 PE=1 SV=171.60 0.00

TRINITY_DN38397_c0_g6sp|Q29448|HMGCL_BOVINHMGCL Hydroxymethylglutaryl-CoA lyase, mitochondrial OS=Bos taurus GN=HMGCL PE=2 SV=271.60 0.00

TRINITY_DN40583_c0_g5sp|Q0UV95|NSA2_PHANONSA2 Ribosome biogenesis protein NSA2 OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=NSA2 PE=3 SV=171.60 0.00

TRINITY_DN47808_c0_g7sp|Q54PF3|CSN5_DICDIcsn5 COP9 signalosome complex subunit 5 OS=Dictyostelium discoideum GN=csn5 PE=1 SV=171.60 0.00

TRINITY_DN49550_c1_g1sp|Q9Z0N2|IF2H_MOUSEEif2s3y Eukaryotic translation initiation factor 2 subunit 3, Y-linked OS=Mus musculus GN=Eif2s3y PE=1 SV=271.60 0.00

TRINITY_DN51960_c1_g2sp|Q9AUV6|UGDH3_ORYSJUGD3 UDP-glucose 6-dehydrogenase 3 OS=Oryza sativa subsp. japonica GN=UGD3 PE=2 SV=171.60 0.00

TRINITY_DN37711_c0_g1sp|Q54MH3|DHX16_DICDIdhx16 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Dictyostelium discoideum GN=dhx16 PE=3 SV=171.50 0.00

TRINITY_DN40038_c0_g2sp|Q9LHE7|FYPP3_ARATHFYPP3 Phytochrome-associated serine/threonine-protein phosphatase 3 OS=Arabidopsis thaliana GN=FYPP3 PE=1 SV=171.50 0.00

TRINITY_DN45949_c0_g3sp|Q9SA52|CP41B_ARATHCSP41B Chloroplast stem-loop binding protein of 41 kDa b, chloroplastic OS=Arabidopsis thaliana GN=CSP41B PE=1 SV=171.50 0.00

TRINITY_DN486_c0_g1sp|O00487|PSDE_HUMANPSMD14 26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=171.50 0.00

TRINITY_DN12172_c0_g1sp|Q9SYA6|RPBAL_ARATHNRPB10L DNA-directed RNA polymerase subunit 10-like protein OS=Arabidopsis thaliana GN=NRPB10L PE=1 SV=171.40 0.00

TRINITY_DN1505_c0_g1sp|Q9UTI7|TYSY_SCHPOSPAC15E1.04Probable thymidylate synthase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC15E1.04 PE=3 SV=171.40 0.00

TRINITY_DN20149_c0_g1sp|O82392|THIC_ARATHTHIC Phosphomethylpyrimidine synthase, chloroplastic OS=Arabidopsis thaliana GN=THIC PE=1 SV=171.40 0.00

TRINITY_DN34224_c0_g1sp|P41914|RAN_TETPY- GTP-binding nuclear protein Ran OS=Tetrahymena pyriformis PE=2 SV=171.40 0.00

TRINITY_DN37028_c0_g2sp|P55250|FUMH_RHIORFUMR Fumarate hydratase, mitochondrial OS=Rhizopus oryzae GN=FUMR PE=3 SV=171.40 0.00

TRINITY_DN38225_c0_g4sp|P10569|MYSC_ACACAMIC Myosin IC heavy chain OS=Acanthamoeba castellanii GN=MIC PE=1 SV=171.40 0.00

TRINITY_DN39753_c0_g6sp|Q54MH3|DHX16_DICDIdhx16 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Dictyostelium discoideum GN=dhx16 PE=3 SV=171.40 0.00

TRINITY_DN40147_c1_g3sp|P46466|PRS4_ORYSJTBP2 26S protease regulatory subunit 4 homolog OS=Oryza sativa subsp. japonica GN=TBP2 PE=2 SV=271.40 0.00

TRINITY_DN40592_c0_g7sp|Q9ZS88|DER22_ARATHDER2.2 Derlin-2.2 OS=Arabidopsis thaliana GN=DER2.2 PE=2 SV=171.40 0.00

TRINITY_DN41215_c0_g2sp|Q9W5E1|RBX1A_DROMERoc1a RING-box protein 1A OS=Drosophila melanogaster GN=Roc1a PE=1 SV=171.40 0.00

TRINITY_DN41316_c0_g1sp|P98093|CO3_ONCMYc3 Complement C3 (Fragment) OS=Oncorhynchus mykiss GN=c3 PE=1 SV=171.40 0.00

TRINITY_DN41417_c1_g10sp|P27517|CB2_DUNTE- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella tertiolecta PE=2 SV=171.40 0.00

TRINITY_DN42712_c0_g7sp|O82201|AP4S_ARATHAt2g19790AP-4 complex subunit sigma OS=Arabidopsis thaliana GN=At2g19790 PE=1 SV=171.40 0.00

TRINITY_DN43507_c0_g2sp|Q8ISP0|RS18_BRABERPS18 40S ribosomal protein S18 OS=Branchiostoma belcheri GN=RPS18 PE=2 SV=171.40 0.00

TRINITY_DN43743_c0_g9sp|P07107|ACBP_BOVINDBI Acyl-CoA-binding protein OS=Bos taurus GN=DBI PE=1 SV=271.40 0.00

TRINITY_DN46871_c0_g1sp|P12852|PSBQ_CHLREPSBQ Oxygen-evolving enhancer protein 3, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBQ PE=2 SV=171.40 0.00

TRINITY_DN47156_c0_g2sp|O49886|CYPH_LUPLU- Peptidyl-prolyl cis-trans isomerase OS=Lupinus luteus PE=2 SV=171.40 0.00

TRINITY_DN47176_c0_g2sp|A2XFI3|PDC2_ORYSIPDC2 Pyruvate decarboxylase 2 OS=Oryza sativa subsp. indica GN=PDC2 PE=2 SV=271.40 0.00

TRINITY_DN47487_c1_g3sp|P56517|HDAC1_CHICKHDAC1 Histone deacetylase 1 OS=Gallus gallus GN=HDAC1 PE=2 SV=171.40 0.00

TRINITY_DN47633_c0_g3sp|Q8LPJ4|AB2E_ARATHABCE2 ABC transporter E family member 2 OS=Arabidopsis thaliana GN=ABCE2 PE=2 SV=171.40 0.00

TRINITY_DN47882_c0_g1sp|Q2V9B0|MY1R1_SOLTU- Transcription factor MYB1R1 OS=Solanum tuberosum PE=2 SV=171.40 0.00

TRINITY_DN49961_c1_g2sp|Q17QZ4|TFDP1_BOVINTFDP1 Transcription factor Dp-1 OS=Bos taurus GN=TFDP1 PE=2 SV=171.40 0.00

TRINITY_DN50050_c0_g1sp|Q9C5G5|SAC7_ARATHSAC7 Phosphoinositide phosphatase SAC7 OS=Arabidopsis thaliana GN=SAC7 PE=2 SV=171.40 0.00

TRINITY_DN53128_c0_g1sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=371.40 0.00

TRINITY_DN27402_c0_g1sp|P32980|ATPD_TOBACATPD ATP synthase delta chain, chloroplastic OS=Nicotiana tabacum GN=ATPD PE=2 SV=171.30 0.00

TRINITY_DN37898_c0_g2sp|P0DJ60|RL19_TETTSRPL19 60S ribosomal protein L19 OS=Tetrahymena thermophila (strain SB210) GN=RPL19 PE=1 SV=171.30 0.00

TRINITY_DN39010_c0_g1sp|Q9CAF5|AB6I_ARATHABCI6 ABC transporter I family member 6, chloroplastic OS=Arabidopsis thaliana GN=ABCI6 PE=1 SV=171.30 0.00

TRINITY_DN40578_c1_g2sp|P46870|KLP1_CHLREKLP1 Kinesin-like protein KLP1 OS=Chlamydomonas reinhardtii GN=KLP1 PE=2 SV=171.30 0.00

TRINITY_DN46807_c2_g2sp|Q9ATY5|UVH3_ARATHUVH3 DNA repair protein UVH3 OS=Arabidopsis thaliana GN=UVH3 PE=2 SV=171.30 0.00

TRINITY_DN6342_c0_g1sp|P12805|BUD31_XENLAbud31 Protein BUD31 homolog OS=Xenopus laevis GN=bud31 PE=2 SV=171.30 0.00

TRINITY_DN19684_c0_g1sp|P42748|UBC4_ARATHUBC4 Ubiquitin-conjugating enzyme E2 4 OS=Arabidopsis thaliana GN=UBC4 PE=2 SV=271.20 0.00

TRINITY_DN33866_c0_g1sp|Q9UVR2|UBC1_MAGO7UBC1 Ubiquitin-conjugating enzyme E2-16 kDa OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=UBC1 PE=3 SV=271.20 0.00

TRINITY_DN42121_c0_g1sp|Q552R1|DCAF7_DICDIwdr68 DDB1- and CUL4-associated factor 7 homolog OS=Dictyostelium discoideum GN=wdr68 PE=3 SV=271.20 0.00



TRINITY_DN42624_c1_g2sp|Q07078|HSP83_ORYSJHSP81-3 Heat shock protein 81-3 OS=Oryza sativa subsp. japonica GN=HSP81-3 PE=1 SV=271.20 0.00

TRINITY_DN42742_c0_g1sp|B8HVL5|RL11_CYAP4rplK 50S ribosomal protein L11 OS=Cyanothece sp. (strain PCC 7425 / ATCC 29141) GN=rplK PE=3 SV=171.20 0.00

TRINITY_DN44503_c0_g2sp|Q01474|SAR1B_ARATHSAR1B GTP-binding protein SAR1B OS=Arabidopsis thaliana GN=SAR1B PE=1 SV=171.20 0.00

TRINITY_DN49694_c2_g1sp|P49199|RS8_ORYSJRPS8 40S ribosomal protein S8 OS=Oryza sativa subsp. japonica GN=RPS8 PE=2 SV=271.20 0.00

TRINITY_DN51270_c1_g4sp|A2XUW1|CDKG2_ORYSICDKG-2 Cyclin-dependent kinase G-2 OS=Oryza sativa subsp. indica GN=CDKG-2 PE=3 SV=171.20 0.00

TRINITY_DN1226_c0_g1sp|P29060|CHIA_TOBAC- Acidic endochitinase OS=Nicotiana tabacum PE=1 SV=171.10 0.00

TRINITY_DN35968_c0_g9sp|P35130|UBC2_MEDSAUBC2 Ubiquitin-conjugating enzyme E2 2 OS=Medicago sativa GN=UBC2 PE=2 SV=171.10 0.00

TRINITY_DN37098_c0_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=171.10 0.00

TRINITY_DN37098_c0_g4sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=171.10 0.00

TRINITY_DN38234_c0_g3sp|Q9FJH6|AB1F_ARATHABCF1 ABC transporter F family member 1 OS=Arabidopsis thaliana GN=ABCF1 PE=2 SV=171.10 0.00

TRINITY_DN39341_c0_g2sp|B0C312|DAPF_ACAM1dapF Diaminopimelate epimerase OS=Acaryochloris marina (strain MBIC 11017) GN=dapF PE=1 SV=171.10 0.00

TRINITY_DN40953_c1_g9sp|Q8H6B1|SPT16_MAIZESPT16 FACT complex subunit SPT16 OS=Zea mays GN=SPT16 PE=2 SV=171.10 0.00

TRINITY_DN42055_c0_g3sp|P20054|PYR1_DICDIpyr1-3 Protein PYR1-3 OS=Dictyostelium discoideum GN=pyr1-3 PE=1 SV=371.10 0.00

TRINITY_DN42456_c0_g4sp|P73326|ARGB_SYNY3argB Acetylglutamate kinase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=argB PE=3 SV=171.10 0.00

TRINITY_DN42590_c1_g1sp|Q9SL70|TCX6_ARATHTCX6 Protein tesmin/TSO1-like CXC 6 OS=Arabidopsis thaliana GN=TCX6 PE=1 SV=171.10 0.00

TRINITY_DN43206_c0_g2sp|Q9AR27|HD6_ORYSIHD6 Casein kinase II subunit alpha-2 OS=Oryza sativa subsp. indica GN=HD6 PE=2 SV=171.10 0.00

TRINITY_DN45775_c0_g2sp|P28769|TCPA_ARATHCCT1 T-complex protein 1 subunit alpha OS=Arabidopsis thaliana GN=CCT1 PE=1 SV=171.10 0.00

TRINITY_DN46089_c0_g3sp|Q6AVA8|PPDK1_ORYSJPPDK1 Pyruvate, phosphate dikinase 1, chloroplastic OS=Oryza sativa subsp. japonica GN=PPDK1 PE=1 SV=171.10 0.00

TRINITY_DN46588_c0_g2sp|P46489|MDHP_FLABI- Malate dehydrogenase [NADP], chloroplastic OS=Flaveria bidentis PE=1 SV=171.10 0.00

TRINITY_DN46950_c0_g5sp|Q54K33|RBX1_DICDIrbx1 RING-box protein 1 OS=Dictyostelium discoideum GN=rbx1 PE=3 SV=171.10 0.00

TRINITY_DN48757_c0_g1sp|P32254|RASS_DICDIrasS Ras-like protein rasS OS=Dictyostelium discoideum GN=rasS PE=2 SV=171.10 0.00

TRINITY_DN1117_c0_g1sp|Q949Q5|PSAO_ARATHPSAO Photosystem I subunit O OS=Arabidopsis thaliana GN=PSAO PE=1 SV=171.00 0.00

TRINITY_DN24660_c0_g1sp|P46293|RS16_GOSHIRPS16 40S ribosomal protein S16 OS=Gossypium hirsutum GN=RPS16 PE=2 SV=171.00 0.00

TRINITY_DN31082_c0_g3sp|Q9M8D3|PUR4_ARATHAt1g74260Probable phosphoribosylformylglycinamidine synthase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At1g74260 PE=2 SV=371.00 0.00

TRINITY_DN35974_c0_g4sp|P58116|YHHW_ECO57yhhW Quercetin 2,3-dioxygenase OS=Escherichia coli O157:H7 GN=yhhW PE=3 SV=171.00 0.00

TRINITY_DN36478_c0_g2sp|Q2KIW6|PRS10_BOVINPSMC6 26S protease regulatory subunit 10B OS=Bos taurus GN=PSMC6 PE=2 SV=171.00 0.00

TRINITY_DN37436_c0_g1sp|Q940B0|RL183_ARATHRPL18C 60S ribosomal protein L18-3 OS=Arabidopsis thaliana GN=RPL18C PE=2 SV=171.00 0.00

TRINITY_DN38259_c0_g1sp|A9NUH8|METK1_PICSIMETK1 S-adenosylmethionine synthase 1 OS=Picea sitchensis GN=METK1 PE=2 SV=171.00 0.00

TRINITY_DN38672_c0_g1sp|Q2KHZ9|GCDH_BOVINGCDH Glutaryl-CoA dehydrogenase, mitochondrial OS=Bos taurus GN=GCDH PE=2 SV=171.00 0.00

TRINITY_DN41921_c1_g3sp|Q962R2|RS17_SPOFRRpS17 40S ribosomal protein S17 OS=Spodoptera frugiperda GN=RpS17 PE=2 SV=371.00 0.00

TRINITY_DN43305_c0_g4sp|A2XCH8|CKS1_ORYSICKS1 Cyclin-dependent kinases regulatory subunit 1 OS=Oryza sativa subsp. indica GN=CKS1 PE=2 SV=171.00 0.00

TRINITY_DN46041_c0_g2sp|Q94480|CTU1_DICDIctu1 Cytoplasmic tRNA 2-thiolation protein 1 OS=Dictyostelium discoideum GN=ctu1 PE=2 SV=271.00 0.00

TRINITY_DN46196_c0_g2sp|O75600|KBL_HUMANGCAT 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial OS=Homo sapiens GN=GCAT PE=1 SV=171.00 0.00

TRINITY_DN46675_c0_g4sp|Q9SJ20|RIR1_ARATHRNR1 Ribonucleoside-diphosphate reductase large subunit OS=Arabidopsis thaliana GN=RNR1 PE=1 SV=171.00 0.00

TRINITY_DN46955_c1_g7sp|Q8LAU9|GATA1_ARATHGATA1 GATA transcription factor 1 OS=Arabidopsis thaliana GN=GATA1 PE=2 SV=271.00 0.00

TRINITY_DN47121_c0_g2sp|Q01899|HSP7M_PHAVU- Heat shock 70 kDa protein, mitochondrial OS=Phaseolus vulgaris PE=2 SV=171.00 0.00

TRINITY_DN48319_c1_g7sp|Q05046|CH62_CUCMACPN60-2 Chaperonin CPN60-2, mitochondrial OS=Cucurbita maxima GN=CPN60-2 PE=1 SV=171.00 0.00

TRINITY_DN50094_c1_g1sp|P53500|ACT_CYAM1CYME_CMM237CActin OS=Cyanidioschyzon merolae (strain 10D) GN=CYME_CMM237C PE=3 SV=171.00 0.00

TRINITY_DN5050_c0_g1sp|Q9P7M5|NOP10_SCHPOnop10 H/ACA ribonucleoprotein complex subunit 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nop10 PE=3 SV=171.00 0.00

TRINITY_DN50533_c1_g1sp|O24473|IF2B_WHEAT- Eukaryotic translation initiation factor 2 subunit beta OS=Triticum aestivum PE=1 SV=171.00 0.00

TRINITY_DN52087_c1_g1sp|Q9LZ03|TOP6A_ARATHTOP6A DNA topoisomerase 6 subunit A OS=Arabidopsis thaliana GN=TOP6A PE=1 SV=171.00 0.00

TRINITY_DN35561_c0_g1sp|Q94AH9|MD36A_ARATHMED36A Mediator of RNA polymerase II transcription subunit 36a OS=Arabidopsis thaliana GN=MED36A PE=1 SV=270.90 0.00

TRINITY_DN36946_c0_g1sp|Q93W20|NIFU2_ARATHNIFU2 NifU-like protein 2, chloroplastic OS=Arabidopsis thaliana GN=NIFU2 PE=1 SV=170.90 0.00

TRINITY_DN37042_c2_g2sp|Q9M7X7|RL291_ARATHRPL29A 60S ribosomal protein L29-1 OS=Arabidopsis thaliana GN=RPL29A PE=1 SV=170.90 0.00

TRINITY_DN38658_c0_g2sp|P49724|OAT_DROANOat Ornithine aminotransferase, mitochondrial OS=Drosophila ananassae GN=Oat PE=1 SV=170.90 0.00

TRINITY_DN41594_c0_g1sp|Q27171|DYHC_PARTEDHC-8 Dynein heavy chain, cytoplasmic OS=Paramecium tetraurelia GN=DHC-8 PE=2 SV=170.90 0.00

TRINITY_DN42613_c0_g2sp|Q54PA9|PRPSA_DICDIprsA Ribose-phosphate pyrophosphokinase A OS=Dictyostelium discoideum GN=prsA PE=1 SV=170.90 0.00

TRINITY_DN45546_c0_g2sp|Q84XU2|PPP5_ARATHPAPP5 Serine/threonine-protein phosphatase 5 OS=Arabidopsis thaliana GN=PAPP5 PE=1 SV=170.90 0.00

TRINITY_DN45951_c1_g6sp|Q9M0F9|PFKA1_ARATHPFK1 ATP-dependent 6-phosphofructokinase 1 OS=Arabidopsis thaliana GN=PFK1 PE=1 SV=170.90 0.00

TRINITY_DN46009_c0_g2sp|Q9M315|PANB2_ARATHKPHMT2 3-methyl-2-oxobutanoate hydroxymethyltransferase 2, mitochondrial OS=Arabidopsis thaliana GN=KPHMT2 PE=1 SV=170.90 0.00

TRINITY_DN46371_c0_g2sp|Q8LB54|PRP38_ARATHPRP38 Pre-mRNA-splicing factor 38 OS=Arabidopsis thaliana GN=PRP38 PE=1 SV=170.90 0.00

TRINITY_DN51560_c1_g1sp|P23902|KASC1_HORVUKAS12 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplastic OS=Hordeum vulgare GN=KAS12 PE=1 SV=170.90 0.00

TRINITY_DN51935_c0_g2sp|Q9AR22|CTH1_CHLRECTH1 Magnesium-protoporphyrin IX monomethyl ester [oxidative] cyclase 2, chloroplastic OS=Chlamydomonas reinhardtii GN=CTH1 PE=2 SV=170.90 0.00

TRINITY_DN52073_c2_g6sp|Q8L7U5|BSL1_ARATHBSL1 Serine/threonine-protein phosphatase BSL1 OS=Arabidopsis thaliana GN=BSL1 PE=1 SV=270.90 0.00

TRINITY_DN28943_c0_g1sp|P49840|GSK3A_HUMANGSK3A Glycogen synthase kinase-3 alpha OS=Homo sapiens GN=GSK3A PE=1 SV=270.80 0.00

TRINITY_DN32522_c0_g1sp|B8EQ21|MNMG_METSBmnmG tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG OS=Methylocella silvestris (strain DSM 15510 / CIP 108128 / LMG 27833 / NCIMB 13906 / BL2) GN=mnmG PE=3 SV=170.80 0.00



TRINITY_DN33431_c0_g1sp|P79755|CO9_TAKRUc9 Complement component C9 OS=Takifugu rubripes GN=c9 PE=3 SV=170.80 0.00

TRINITY_DN35710_c2_g6sp|P90548|TBG2_EUPOC- Tubulin gamma-2 chain OS=Euplotes octocarinatus PE=3 SV=170.80 0.00

TRINITY_DN37857_c1_g2sp|Q5QMN3|RH20_ORYSJOs01g0197200DEAD-box ATP-dependent RNA helicase 20 OS=Oryza sativa subsp. japonica GN=Os01g0197200 PE=3 SV=270.80 0.00

TRINITY_DN38241_c0_g1sp|Q8JFP1|IF4A2_CHICKEIF4A2 Eukaryotic initiation factor 4A-II OS=Gallus gallus GN=EIF4A2 PE=2 SV=170.80 0.00

TRINITY_DN38844_c0_g1sp|Q3E813|YL154_YEASTYLR154C-GUncharacterized protein YLR154C-G OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YLR154C-G PE=2 SV=170.80 0.00

TRINITY_DN40000_c0_g9sp|P34498|MOG1_CAEELmog-1 Probable pre-mRNA-splicing factor ATP-dependent RNA helicase mog-1 OS=Caenorhabditis elegans GN=mog-1 PE=1 SV=270.80 0.00

TRINITY_DN44728_c0_g6sp|P48375|FKB12_DROMEFK506-bp212 kDa FK506-binding protein OS=Drosophila melanogaster GN=FK506-bp2 PE=3 SV=270.80 0.00

TRINITY_DN46138_c0_g5sp|P43690|DRG1_XENLAdrg1 Developmentally-regulated GTP-binding protein 1 OS=Xenopus laevis GN=drg1 PE=2 SV=170.80 0.00

TRINITY_DN51516_c0_g2sp|O75533|SF3B1_HUMANSF3B1 Splicing factor 3B subunit 1 OS=Homo sapiens GN=SF3B1 PE=1 SV=370.80 0

TRINITY_DN16577_c0_g1sp|Q9M390|PTR1_ARATHNPF8.1 Protein NRT1/ PTR FAMILY 8.1 OS=Arabidopsis thaliana GN=NPF8.1 PE=1 SV=170.70 0.00

TRINITY_DN23808_c0_g1sp|P54673|PI3K1_DICDIpikA Phosphatidylinositol 3-kinase 1 OS=Dictyostelium discoideum GN=pikA PE=2 SV=270.70 0.00

TRINITY_DN33964_c0_g1sp|P49693|RL193_ARATHRPL19C 60S ribosomal protein L19-3 OS=Arabidopsis thaliana GN=RPL19C PE=2 SV=370.70 0.00

TRINITY_DN37881_c0_g2sp|Q9SI37|WRKY1_ARATHWRKY1 WRKY transcription factor 1 OS=Arabidopsis thaliana GN=WRKY1 PE=1 SV=170.70 0.00

TRINITY_DN40729_c0_g1sp|Q38833|CHLG_ARATHCHLG Chlorophyll synthase, chloroplastic OS=Arabidopsis thaliana GN=CHLG PE=2 SV=170.70 0.00

TRINITY_DN40896_c1_g2sp|O42661|SMD1_SCHPOsmd1 Small nuclear ribonucleoprotein Sm D1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=smd1 PE=1 SV=170.70 0.00

TRINITY_DN41135_c1_g1sp|Q41639|CDC2_VIGACCDC2 Cell division control protein 2 homolog OS=Vigna aconitifolia GN=CDC2 PE=2 SV=170.70 0.00

TRINITY_DN41518_c1_g3sp|Q2R1V8|GME2_ORYSJGME-2 GDP-mannose 3,5-epimerase 2 OS=Oryza sativa subsp. japonica GN=GME-2 PE=2 SV=270.70 0.00

TRINITY_DN43108_c0_g2sp|Q9FNS4|MBB1_CHLREMBB1 PsbB mRNA maturation factor Mbb1, chloroplastic OS=Chlamydomonas reinhardtii GN=MBB1 PE=2 SV=170.70 0.00

TRINITY_DN46950_c0_g6sp|Q54K33|RBX1_DICDIrbx1 RING-box protein 1 OS=Dictyostelium discoideum GN=rbx1 PE=3 SV=170.70 0.00

TRINITY_DN49401_c0_g2sp|P42731|PABP2_ARATHPAB2 Polyadenylate-binding protein 2 OS=Arabidopsis thaliana GN=PAB2 PE=1 SV=170.70 0.00

TRINITY_DN50324_c0_g1sp|Q9SMH3|DYH1A_CHLREDHC1 Dynein-1-alpha heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC1 PE=1 SV=170.70 0

TRINITY_DN51782_c0_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=170.70 0.00

TRINITY_DN52153_c1_g1sp|P16865|H2A3_VOLCA- Histone H2A-III OS=Volvox carteri PE=3 SV=170.70 0.00

TRINITY_DN35561_c0_g2sp|P22232|FBRL_XENLAfbl rRNA 2'-O-methyltransferase fibrillarin OS=Xenopus laevis GN=fbl PE=2 SV=170.60 0.00

TRINITY_DN36648_c0_g1sp|P52485|UBCD2_DROMEUbc2 Ubiquitin-conjugating enzyme E2-24 kDa OS=Drosophila melanogaster GN=Ubc2 PE=2 SV=170.60 0.00

TRINITY_DN36980_c0_g1sp|Q54IM8|ACAD8_DICDIacad8 Isobutyryl-CoA dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=acad8 PE=3 SV=170.60 0.00

TRINITY_DN40335_c0_g3sp|Q42679|DCAM_CATROSAMDC S-adenosylmethionine decarboxylase proenzyme OS=Catharanthus roseus GN=SAMDC PE=1 SV=170.60 0.00

TRINITY_DN42588_c0_g1sp|O24381|TLC1_SOLTU- Plastidic ATP/ADP-transporter OS=Solanum tuberosum PE=2 SV=270.60 0.00

TRINITY_DN43076_c1_g2sp|P73625|MUTS2_SYNY3mutS2 Endonuclease MutS2 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=mutS2 PE=3 SV=170.60 0.00

TRINITY_DN43739_c1_g1sp|Q9SAV3|ODBB1_ARATHBCDH 2-oxoisovalerate dehydrogenase subunit beta 1, mitochondrial OS=Arabidopsis thaliana GN=BCDH BETA1 PE=2 SV=170.60 0.00

TRINITY_DN26600_c0_g1sp|Q0E2Y1|UVR3_ORYSJUVR3 (6-4)DNA photolyase OS=Oryza sativa subsp. japonica GN=UVR3 PE=3 SV=170.50 0.00

TRINITY_DN36187_c0_g1sp|Q55FN7|ODBB_DICDIbkdB 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial OS=Dictyostelium discoideum GN=bkdB PE=3 SV=170.50 0.00

TRINITY_DN36339_c0_g4sp|P49103|RAB2A_MAIZERAB2A Ras-related protein Rab-2-A OS=Zea mays GN=RAB2A PE=2 SV=170.50 0.00

TRINITY_DN38351_c0_g11sp|O15706|VACA_DICDIvacA Vacuolin-A OS=Dictyostelium discoideum GN=vacA PE=1 SV=170.50 0.00

TRINITY_DN38698_c0_g3sp|Q9AR27|HD6_ORYSIHD6 Casein kinase II subunit alpha-2 OS=Oryza sativa subsp. indica GN=HD6 PE=2 SV=170.50 0.00

TRINITY_DN38946_c0_g2sp|P80042|GGPPS_CAPANGGPS1 Geranylgeranyl pyrophosphate synthase, chloroplastic OS=Capsicum annuum GN=GGPS1 PE=3 SV=170.50 0.00

TRINITY_DN39036_c1_g4sp|Q8RY16|PEX6_ARATHPEX6 Peroxisome biogenesis protein 6 OS=Arabidopsis thaliana GN=PEX6 PE=1 SV=170.50 0.00

TRINITY_DN40450_c0_g12sp|P80470|PSBY_SPIOLPSBY Photosystem II core complex proteins psbY, chloroplastic OS=Spinacia oleracea GN=PSBY PE=1 SV=270.50 0.00

TRINITY_DN42392_c0_g1sp|B0G185|AP1S2_DICDIap1s2 AP-1 complex subunit sigma-2 OS=Dictyostelium discoideum GN=ap1s2 PE=3 SV=170.50 0.00

TRINITY_DN44244_c0_g4sp|Q42877|RPB2_SOLLCRPB2 DNA-directed RNA polymerase II subunit RPB2 OS=Solanum lycopersicum GN=RPB2 PE=2 SV=170.50 0

TRINITY_DN46878_c1_g4sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=170.50 0.00

TRINITY_DN47318_c0_g4sp|Q9HBG4|VPP4_HUMANATP6V0A4V-type proton ATPase 116 kDa subunit a isoform 4 OS=Homo sapiens GN=ATP6V0A4 PE=1 SV=270.50 0.00

TRINITY_DN48529_c1_g1sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=170.50 0.00

TRINITY_DN49588_c1_g1sp|Q9SL02|RAD50_ARATHRAD50 DNA repair protein RAD50 OS=Arabidopsis thaliana GN=RAD50 PE=1 SV=270.50 0.00

TRINITY_DN50031_c0_g4sp|Q84JI6|2AB2E_ARATHB''EPSILONProbable serine/threonine protein phosphatase 2A regulatory subunit B''epsilon OS=Arabidopsis thaliana GN=B''EPSILON PE=2 SV=170.50 0.00

TRINITY_DN25406_c0_g1sp|A4FUI2|RUXE_BOVINSNRPE Small nuclear ribonucleoprotein E OS=Bos taurus GN=SNRPE PE=3 SV=170.40 0.00

TRINITY_DN35175_c0_g2sp|Q9XG77|PSA6_TOBACPAA1 Proteasome subunit alpha type-6 OS=Nicotiana tabacum GN=PAA1 PE=2 SV=170.40 0.00

TRINITY_DN39664_c1_g6sp|Q28I85|POC1A_XENTRpoc1a POC1 centriolar protein homolog A OS=Xenopus tropicalis GN=poc1a PE=2 SV=170.40 0.00

TRINITY_DN44464_c0_g3sp|P20794|MAK_HUMANMAK Serine/threonine-protein kinase MAK OS=Homo sapiens GN=MAK PE=1 SV=270.40 0.00

TRINITY_DN48193_c0_g5sp|Q922Y0|DYRK3_MOUSEDyrk3 Dual specificity tyrosine-phosphorylation-regulated kinase 3 OS=Mus musculus GN=Dyrk3 PE=1 SV=170.40 0.00

TRINITY_DN48658_c1_g3sp|O22567|DXS1_ORYSJCLA1 1-deoxy-D-xylulose-5-phosphate synthase 1, chloroplastic OS=Oryza sativa subsp. japonica GN=CLA1 PE=2 SV=270.40 0.00

TRINITY_DN28984_c0_g1sp|Q9C5C8|MSRB2_ARATHMSRB2 Peptide methionine sulfoxide reductase B2, chloroplastic OS=Arabidopsis thaliana GN=MSRB2 PE=1 SV=170.30 0.00

TRINITY_DN32993_c0_g4sp|Q18246|RAP1_CAEELrap-1 Ras-related protein Rap-1 OS=Caenorhabditis elegans GN=rap-1 PE=3 SV=170.30 0.00

TRINITY_DN36199_c0_g1sp|P33198|IDHP_PIGIDH2 Isocitrate dehydrogenase [NADP], mitochondrial (Fragment) OS=Sus scrofa GN=IDH2 PE=1 SV=170.30 0.00

TRINITY_DN42021_c0_g1sp|Q8H1R4|AB10I_ARATHABCI10 ABC transporter I family member 10, chloroplastic OS=Arabidopsis thaliana GN=ABCI10 PE=2 SV=170.30 0.00

TRINITY_DN42254_c0_g2sp|Q7ZXH7|RAP1B_XENLArap1b Ras-related protein Rap-1b OS=Xenopus laevis GN=rap1b PE=2 SV=170.30 0.00



TRINITY_DN47331_c0_g2sp|P54209|ATC1_DUNBICA1 Cation-transporting ATPase CA1 OS=Dunaliella bioculata GN=CA1 PE=2 SV=170.30 0.00

TRINITY_DN47400_c0_g1sp|Q5Z974|FTSH1_ORYSJFTSH1 ATP-dependent zinc metalloprotease FTSH 1, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH1 PE=2 SV=170.30 0.00

TRINITY_DN50178_c0_g1sp|Q9T096|YIPL6_ARATHAt4g27745Protein yippee-like At4g27745 OS=Arabidopsis thaliana GN=At4g27745 PE=3 SV=270.30 0.00

TRINITY_DN26213_c0_g1sp|P06868|PLMN_BOVINPLG Plasminogen OS=Bos taurus GN=PLG PE=1 SV=270.20 0.00

TRINITY_DN34129_c0_g1sp|O22899|PRP43_ARATHAt2g47250Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH3 OS=Arabidopsis thaliana GN=At2g47250 PE=2 SV=170.20 0.00

TRINITY_DN34801_c0_g1sp|P50648|RIR1_PLAF4RNR1 Ribonucleoside-diphosphate reductase large subunit OS=Plasmodium falciparum (isolate Dd2) GN=RNR1 PE=2 SV=170.20 0.00

TRINITY_DN3817_c0_g1sp|A2XUW1|CDKG2_ORYSICDKG-2 Cyclin-dependent kinase G-2 OS=Oryza sativa subsp. indica GN=CDKG-2 PE=3 SV=170.20 0.00

TRINITY_DN39751_c1_g4sp|P42794|RL112_ARATHRPL11B 60S ribosomal protein L11-2 OS=Arabidopsis thaliana GN=RPL11B PE=2 SV=270.20 0.00

TRINITY_DN39791_c0_g1sp|P55737|HS902_ARATHHSP90-2 Heat shock protein 90-2 OS=Arabidopsis thaliana GN=HSP90-2 PE=1 SV=170.20 0.00

TRINITY_DN40038_c0_g8sp|Q8LSN3|FYPP_PEAFYPP Phytochrome-associated serine/threonine-protein phosphatase OS=Pisum sativum GN=FYPP PE=1 SV=170.20 0.00

TRINITY_DN44337_c0_g1sp|Q8RWV0|TKTC1_ARATHTKL-1 Transketolase-1, chloroplastic OS=Arabidopsis thaliana GN=TKL-1 PE=1 SV=170.20 0.00

TRINITY_DN45509_c1_g3sp|O82221|RUXG_ARATHAt2g23930Probable small nuclear ribonucleoprotein G OS=Arabidopsis thaliana GN=At2g23930 PE=2 SV=170.20 0.00

TRINITY_DN48423_c1_g2sp|P00873|RBS1_CHLRERBCS-1 Ribulose bisphosphate carboxylase small chain 1, chloroplastic OS=Chlamydomonas reinhardtii GN=RBCS-1 PE=1 SV=170.20 0.00

TRINITY_DN48600_c0_g1sp|Q67EU8|R51A1_MAIZERAD51A DNA repair protein RAD51 homolog A OS=Zea mays GN=RAD51A PE=2 SV=270.20 0.00

TRINITY_DN48955_c0_g1sp|Q9ZTN2|ERD2_PETHYERD2 ER lumen protein-retaining receptor OS=Petunia hybrida GN=ERD2 PE=2 SV=170.20 0.00

TRINITY_DN48991_c2_g4sp|A8XJ93|RL112_CAEBRrpl-11.260S ribosomal protein L11-2 OS=Caenorhabditis briggsae GN=rpl-11.2 PE=3 SV=170.20 0.00

TRINITY_DN25745_c0_g1sp|O94383|SMC1_SCHPOpsm1 Structural maintenance of chromosomes protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=psm1 PE=1 SV=270.10 0.00

TRINITY_DN26245_c0_g1sp|P62312|LSM6_HUMANLSM6 U6 snRNA-associated Sm-like protein LSm6 OS=Homo sapiens GN=LSM6 PE=1 SV=170.10 0.00

TRINITY_DN32009_c0_g1sp|P08898|H3_CAEELhis-2 Histone H3 OS=Caenorhabditis elegans GN=his-2 PE=1 SV=470.10 0.00

TRINITY_DN35966_c0_g10sp|Q9XF89|CB5_ARATHLHCB5 Chlorophyll a-b binding protein CP26, chloroplastic OS=Arabidopsis thaliana GN=LHCB5 PE=1 SV=170.10 0.00

TRINITY_DN35998_c0_g1sp|Q8T2F3|NUBP1_DICDInubp1 Cytosolic Fe-S cluster assembly factor NUBP1 homolog OS=Dictyostelium discoideum GN=nubp1 PE=3 SV=170.10 0.00

TRINITY_DN36376_c0_g2sp|Q14839|CHD4_HUMANCHD4 Chromodomain-helicase-DNA-binding protein 4 OS=Homo sapiens GN=CHD4 PE=1 SV=270.10 0.00

TRINITY_DN38940_c0_g3sp|O81395|DRTS_MAIZEDRTS Bifunctional dihydrofolate reductase-thymidylate synthase OS=Zea mays GN=DRTS PE=2 SV=170.10 0.00

TRINITY_DN40266_c0_g1sp|P49030|MGN_ORYSJOs12g0287200Protein mago nashi homolog OS=Oryza sativa subsp. japonica GN=Os12g0287200 PE=2 SV=270.10 0.00

TRINITY_DN43166_c1_g4sp|Q39617|POR_CHLREPORA Protochlorophyllide reductase, chloroplastic OS=Chlamydomonas reinhardtii GN=PORA PE=3 SV=170.10 0.00

TRINITY_DN43345_c0_g1sp|Q9LVV5|TL15B_ARATHAt5g52970Thylakoid lumenal 15.0 kDa protein 2, chloroplastic OS=Arabidopsis thaliana GN=At5g52970 PE=1 SV=270.10 0.00

TRINITY_DN44102_c0_g2sp|Q55CA0|VPS26_DICDIvps26 Vacuolar protein sorting-associated protein 26 OS=Dictyostelium discoideum GN=vps26 PE=2 SV=170.10 0.00

TRINITY_DN44386_c1_g6sp|Q8LK61|GAPN_WHEATGAPN NADP-dependent glyceraldehyde-3-phosphate dehydrogenase OS=Triticum aestivum GN=GAPN PE=1 SV=270.10 0.00

TRINITY_DN45756_c0_g1sp|Q2JS42|PYRH_SYNJApyrH Uridylate kinase OS=Synechococcus sp. (strain JA-3-3Ab) GN=pyrH PE=3 SV=170.10 0.00

TRINITY_DN47121_c0_g4sp|P36415|HS7C1_DICDIhspB Heat shock cognate 70 kDa protein 1 OS=Dictyostelium discoideum GN=hspB PE=1 SV=270.10 0.00

TRINITY_DN47271_c0_g4sp|P47904|RS27_XENLArps27 40S ribosomal protein S27 OS=Xenopus laevis GN=rps27 PE=3 SV=270.10 0.00

TRINITY_DN27046_c0_g2sp|P80680|FTRV_MAIZE- Ferredoxin-thioredoxin reductase, variable chain OS=Zea mays PE=1 SV=170.00 0.00

TRINITY_DN33694_c0_g1sp|Q40158|MT2B_SOLLCMTB Metallothionein-like protein type 2 B OS=Solanum lycopersicum GN=MTB PE=2 SV=170.00 0.00

TRINITY_DN39127_c0_g7sp|Q8VYK9|CKL12_ARATHCKL12 Casein kinase 1-like protein 12 OS=Arabidopsis thaliana GN=CKL12 PE=2 SV=170.00 0.00

TRINITY_DN42018_c0_g5sp|P34893|CH10_ARATHCPN10 10 kDa chaperonin, mitochondrial OS=Arabidopsis thaliana GN=CPN10 PE=1 SV=170.00 0.00

TRINITY_DN43771_c0_g5sp|P38558|TBG2_ARATHTUBG2 Tubulin gamma-2 chain OS=Arabidopsis thaliana GN=TUBG2 PE=1 SV=170.00 0.00

TRINITY_DN47809_c1_g4sp|Q9LV21|TCPD_ARATHCCT4 T-complex protein 1 subunit delta OS=Arabidopsis thaliana GN=CCT4 PE=1 SV=170.00 0.00

TRINITY_DN49046_c0_g4sp|A7MB47|RCD1_BOVINRQCD1 Cell differentiation protein RCD1 homolog OS=Bos taurus GN=RQCD1 PE=2 SV=170.00 0.00

TRINITY_DN50173_c1_g3sp|Q9UFH2|DYH17_HUMANDNAH17 Dynein heavy chain 17, axonemal OS=Homo sapiens GN=DNAH17 PE=1 SV=270.00 0.00

TRINITY_DN50942_c0_g2sp|Q43784|SSG1_MANESWAXY Granule-bound starch synthase 1, chloroplastic/amyloplastic OS=Manihot esculenta GN=WAXY PE=2 SV=170.00 0.00

TRINITY_DN874_c0_g1sp|Q9QXN3|TRIP4_MOUSETrip4 Activating signal cointegrator 1 OS=Mus musculus GN=Trip4 PE=1 SV=270.00 0.00

TRINITY_DN29364_c0_g1sp|Q15427|SF3B4_HUMANSF3B4 Splicing factor 3B subunit 4 OS=Homo sapiens GN=SF3B4 PE=1 SV=169.90 0.00

TRINITY_DN49287_c0_g1sp|Q9ZNZ7|GLTB1_ARATHGLU1 Ferredoxin-dependent glutamate synthase 1, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=GLU1 PE=1 SV=369.90 0.00

TRINITY_DN52353_c0_g2sp|Q93VR3|GME_ARATHAt5g28840GDP-mannose 3,5-epimerase OS=Arabidopsis thaliana GN=At5g28840 PE=1 SV=169.90 0.00

TRINITY_DN28921_c0_g2sp|Q8AV84|BTD_TAKRUbtd Biotinidase OS=Takifugu rubripes GN=btd PE=3 SV=169.80 0.00

TRINITY_DN38004_c1_g7sp|P0CG82|UBIQP_TETPYTU20 Polyubiquitin OS=Tetrahymena pyriformis GN=TU20 PE=3 SV=169.80 0.00

TRINITY_DN38085_c1_g7sp|P51850|PDC1_PEAPDC1 Pyruvate decarboxylase 1 OS=Pisum sativum GN=PDC1 PE=2 SV=169.80 0.00

TRINITY_DN38772_c0_g2sp|Q46266|PFL_CLOPApfl Formate acetyltransferase OS=Clostridium pasteurianum GN=pfl PE=3 SV=169.80 0.00

TRINITY_DN38893_c1_g1sp|Q39255|SKP1A_ARATHSKP1A SKP1-like protein 1A OS=Arabidopsis thaliana GN=SKP1A PE=1 SV=169.80 0.00

TRINITY_DN39745_c0_g1sp|B3QPN8|GPMA_CHLP8gpmA 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase OS=Chlorobaculum parvum (strain NCIB 8327) GN=gpmA PE=3 SV=169.80 0.00

TRINITY_DN40312_c0_g1sp|A1JHN0|HSTC_CHLREHST Homogentisate solanesyltransferase, chloroplastic OS=Chlamydomonas reinhardtii GN=HST PE=1 SV=169.80 0.00

TRINITY_DN41587_c0_g5sp|Q9SEI4|PRS6B_ARATHRPT3 26S protease regulatory subunit 6B homolog OS=Arabidopsis thaliana GN=RPT3 PE=1 SV=169.80 0.00

TRINITY_DN42642_c1_g3sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=269.80 0.00

TRINITY_DN43793_c1_g3sp|Q9LVI9|DPYD_ARATHPYD1 Dihydropyrimidine dehydrogenase (NADP(+)), chloroplastic OS=Arabidopsis thaliana GN=PYD1 PE=1 SV=169.80 0.00

TRINITY_DN44572_c0_g1sp|Q8LSN3|FYPP_PEAFYPP Phytochrome-associated serine/threonine-protein phosphatase OS=Pisum sativum GN=FYPP PE=1 SV=169.80 0.00

TRINITY_DN45203_c0_g1sp|P29618|CDKA1_ORYSJCDKA-1 Cyclin-dependent kinase A-1 OS=Oryza sativa subsp. japonica GN=CDKA-1 PE=1 SV=169.80 0.00



TRINITY_DN46423_c1_g4sp|Q9STD3|CALR_CHLRE- Calreticulin OS=Chlamydomonas reinhardtii PE=2 SV=169.80 0.00

TRINITY_DN46832_c2_g2sp|Q99798|ACON_HUMANACO2 Aconitate hydratase, mitochondrial OS=Homo sapiens GN=ACO2 PE=1 SV=269.80 0.00

TRINITY_DN52199_c1_g1sp|Q0DHL4|FTSH8_ORYSJFTSH8 ATP-dependent zinc metalloprotease FTSH 8, mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH8 PE=3 SV=169.80 0.00

TRINITY_DN26600_c0_g3sp|Q0E2Y1|UVR3_ORYSJUVR3 (6-4)DNA photolyase OS=Oryza sativa subsp. japonica GN=UVR3 PE=3 SV=169.70 0.00

TRINITY_DN26621_c0_g1sp|Q54CW7|RTPR_DICDIrtpR Probable adenosylcobalamin-dependent ribonucleoside-triphosphate reductase OS=Dictyostelium discoideum GN=rtpR PE=3 SV=169.70 0.00

TRINITY_DN35830_c0_g11sp|P67774|PP2AA_BOVINPPP2CA Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Bos taurus GN=PPP2CA PE=1 SV=169.70 0.00

TRINITY_DN39478_c1_g1sp|Q9ZPX1|ARF5_ARATHARL2 ADP-ribosylation factor-like protein 2 OS=Arabidopsis thaliana GN=ARL2 PE=2 SV=169.70 0.00

TRINITY_DN39703_c0_g4sp|Q3E9A0|ANTR6_ARATHANTR6 Probable anion transporter 6, chloroplastic OS=Arabidopsis thaliana GN=ANTR6 PE=2 SV=169.70 0.00

TRINITY_DN40347_c0_g1sp|O22870|FK163_ARATHFKBP16-3Peptidyl-prolyl cis-trans isomerase FKBP16-3, chloroplastic OS=Arabidopsis thaliana GN=FKBP16-3 PE=1 SV=269.70 0.00

TRINITY_DN40596_c0_g5sp|P49730|RIR2_TOBAC- Ribonucleoside-diphosphate reductase small chain OS=Nicotiana tabacum PE=2 SV=169.70 0.00

TRINITY_DN42221_c0_g3sp|B3FHT4|SUCA_BLAHNSCSa Succinate--CoA ligase [ADP-forming] subunit alpha OS=Blastocystis sp. subtype 1 (strain ATCC 50177 / NandII) GN=SCSa PE=1 SV=169.70 0.00

TRINITY_DN42792_c0_g3sp|Q8S2A7|FTSH3_ORYSJFTSH3 ATP-dependent zinc metalloprotease FTSH 3, mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH3 PE=2 SV=169.70 0.00

TRINITY_DN45407_c0_g2sp|P48580|PP2A1_NEUCRpph-1 Serine/threonine-protein phosphatase PP2A catalytic subunit OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=pph-1 PE=3 SV=369.70 0.00

TRINITY_DN45676_c0_g8sp|Q8LCQ4|LHCA6_ARATHLHCA6 Photosystem I chlorophyll a/b-binding protein 6, chloroplastic OS=Arabidopsis thaliana GN=LHCA6 PE=1 SV=169.70 0.00

TRINITY_DN46000_c0_g2sp|P45951|ARP_ARATHARP DNA-(apurinic or apyrimidinic site) lyase, chloroplastic OS=Arabidopsis thaliana GN=ARP PE=1 SV=269.70 0.00

TRINITY_DN46352_c1_g3sp|Q42560|ACO1_ARATHACO1 Aconitate hydratase 1 OS=Arabidopsis thaliana GN=ACO1 PE=1 SV=269.70 0.00

TRINITY_DN46549_c1_g1sp|P00829|ATPB_BOVINATP5B ATP synthase subunit beta, mitochondrial OS=Bos taurus GN=ATP5B PE=1 SV=269.70 0.00

TRINITY_DN50242_c2_g2sp|Q43727|G6PD1_ARATHAPG1 Glucose-6-phosphate 1-dehydrogenase 1, chloroplastic OS=Arabidopsis thaliana GN=APG1 PE=2 SV=269.70 0.00

TRINITY_DN53780_c0_g1sp|Q37617|NU4M_PROWIND4 NADH-ubiquinone oxidoreductase chain 4 OS=Prototheca wickerhamii GN=ND4 PE=3 SV=169.70 0.00

TRINITY_DN38278_c0_g3sp|Q03684|BIP4_TOBACBIP4 Luminal-binding protein 4 OS=Nicotiana tabacum GN=BIP4 PE=2 SV=169.60 0.00

TRINITY_DN38903_c0_g2sp|Q6WV74|H4_MYTCH- Histone H4 OS=Mytilus chilensis PE=3 SV=369.60 0.00

TRINITY_DN39200_c1_g2sp|A7RWD2|CIAO1_NEMVEv1g226592Probable cytosolic iron-sulfur protein assembly protein CIAO1 homolog OS=Nematostella vectensis GN=v1g226592 PE=3 SV=169.60 0.00

TRINITY_DN40741_c0_g2sp|B6U151|GATA_MAIZEGATA Glutamyl-tRNA(Gln) amidotransferase subunit A, chloroplastic/mitochondrial OS=Zea mays GN=GATA PE=2 SV=169.60 0.00

TRINITY_DN42475_c0_g6sp|Q54SJ5|MYLKC_DICDIDDB_G0282429Probable myosin light chain kinase DDB_G0282429 OS=Dictyostelium discoideum GN=DDB_G0282429 PE=3 SV=169.60 0.00

TRINITY_DN43666_c0_g7sp|O65590|WRK34_ARATHWRKY34 Probable WRKY transcription factor 34 OS=Arabidopsis thaliana GN=WRKY34 PE=2 SV=169.60 0.00

TRINITY_DN44700_c0_g1sp|P22276|RPC2_YEASTRET1 DNA-directed RNA polymerase III subunit RPC2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RET1 PE=1 SV=269.60 0.00

TRINITY_DN45928_c0_g3sp|Q9FJX0|PPIL2_ARATHCYP65 Peptidyl-prolyl cis-trans isomerase CYP65 OS=Arabidopsis thaliana GN=CYP65 PE=2 SV=169.60 0.00

TRINITY_DN46932_c0_g6sp|O15891|TCPA_TETPY- T-complex protein 1 subunit alpha OS=Tetrahymena pyriformis PE=3 SV=169.60 0.00

TRINITY_DN51276_c0_g4sp|Q4HWQ2|CCPR2_GIBZEFGRRES_10606Putative heme-binding peroxidase OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=FGRRES_10606 PE=3 SV=169.60 0.00

TRINITY_DN52154_c1_g1sp|Q8H0U8|RH42_ARATHRH42 DEAD-box ATP-dependent RNA helicase 42 OS=Arabidopsis thaliana GN=RH42 PE=1 SV=269.60 0.00

TRINITY_DN53954_c0_g1sp|P62312|LSM6_HUMANLSM6 U6 snRNA-associated Sm-like protein LSm6 OS=Homo sapiens GN=LSM6 PE=1 SV=169.60 0.00

TRINITY_DN35135_c0_g1sp|Q55GJ6|PSB6_DICDIpsmB6 Proteasome subunit beta type-6 OS=Dictyostelium discoideum GN=psmB6 PE=1 SV=169.50 0.00

TRINITY_DN36050_c0_g1sp|A8J2Z9|FEN1_CHLREFEN1 Flap endonuclease 1 OS=Chlamydomonas reinhardtii GN=FEN1 PE=3 SV=169.50 0.00

TRINITY_DN36900_c0_g3sp|Q05609|CTR1_ARATHCTR1 Serine/threonine-protein kinase CTR1 OS=Arabidopsis thaliana GN=CTR1 PE=1 SV=169.50 0.00

TRINITY_DN37061_c1_g3sp|P12759|RSP3_CHLRERSP3 Flagellar radial spoke protein 3 OS=Chlamydomonas reinhardtii GN=RSP3 PE=3 SV=169.50 0.00

TRINITY_DN38944_c2_g1sp|P17688|AROA_BRANA- 3-phosphoshikimate 1-carboxyvinyltransferase, chloroplastic OS=Brassica napus PE=3 SV=169.50 0.00

TRINITY_DN39970_c0_g6sp|P31542|CLPAB_SOLLCCD4B ATP-dependent Clp protease ATP-binding subunit ClpA homolog CD4B, chloroplastic OS=Solanum lycopersicum GN=CD4B PE=3 SV=169.50 0.00

TRINITY_DN3_c0_g1sp|Q235M8|RL10_TETTSRPL10 60S ribosomal protein L10 OS=Tetrahymena thermophila (strain SB210) GN=RPL10 PE=1 SV=169.50 0.00

TRINITY_DN43329_c0_g1sp|P18068|PLAS_CHLREPETE Plastocyanin, chloroplastic OS=Chlamydomonas reinhardtii GN=PETE PE=1 SV=169.50 0.00

TRINITY_DN45471_c1_g1sp|O24361|PSB5_SPIOL- Proteasome subunit beta type-5 OS=Spinacia oleracea PE=2 SV=169.50 0.00

TRINITY_DN46705_c0_g1sp|Q8VZC3|AL121_ARATHALDH12A1Delta-1-pyrroline-5-carboxylate dehydrogenase 12A1, mitochondrial OS=Arabidopsis thaliana GN=ALDH12A1 PE=2 SV=169.50 0.00

TRINITY_DN46989_c0_g10sp|Q54MH3|DHX16_DICDIdhx16 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Dictyostelium discoideum GN=dhx16 PE=3 SV=169.50 0.00

TRINITY_DN48236_c0_g2sp|Q9LHH7|FOLD2_ARATHFOLD2 Bifunctional protein FolD 2 OS=Arabidopsis thaliana GN=FOLD2 PE=2 SV=169.50 0.00

TRINITY_DN36552_c0_g4sp|Q92900|RENT1_HUMANUPF1 Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=269.40 0.00

TRINITY_DN41387_c1_g1sp|O49954|GCSP_SOLTUGDCSP Glycine dehydrogenase (decarboxylating), mitochondrial OS=Solanum tuberosum GN=GDCSP PE=2 SV=169.40 0.00

TRINITY_DN44736_c0_g1sp|Q8VXQ9|G3PA_SCEVAGapA Glyceraldehyde-3-phosphate dehydrogenase A, chloroplastic (Fragment) OS=Scenedesmus vacuolatus GN=GapA PE=2 SV=169.40 0.00

TRINITY_DN46148_c0_g3sp|P51960|MYBA_MOUSEMybl1 Myb-related protein A OS=Mus musculus GN=Mybl1 PE=1 SV=269.40 0.00

TRINITY_DN49813_c0_g3sp|P20790|RAB8A_DICDIrab8A Ras-related protein Rab-8A OS=Dictyostelium discoideum GN=rab8A PE=3 SV=169.40 0.00

TRINITY_DN50921_c0_g1sp|Q9SI75|EFGC_ARATHCPEFG Elongation factor G, chloroplastic OS=Arabidopsis thaliana GN=CPEFG PE=1 SV=169.40 0.00

TRINITY_DN5136_c0_g1sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=169.40 0.00

TRINITY_DN52682_c1_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=169.40 0.00

TRINITY_DN37210_c0_g2sp|P52908|1433_CHLRE- 14-3-3-like protein OS=Chlamydomonas reinhardtii PE=2 SV=169.30 0.00

TRINITY_DN38471_c0_g1sp|P93253|SAHH_MESCRSAHH Adenosylhomocysteinase OS=Mesembryanthemum crystallinum GN=SAHH PE=2 SV=169.30 0.00

TRINITY_DN39452_c0_g3sp|P35614|ERF1Z_ARATHERF1-3 Eukaryotic peptide chain release factor subunit 1-3 OS=Arabidopsis thaliana GN=ERF1-3 PE=1 SV=169.30 0.00

TRINITY_DN40094_c0_g1sp|Q54ES9|TCPB_DICDIcct2 T-complex protein 1 subunit beta OS=Dictyostelium discoideum GN=cct2 PE=1 SV=169.30 0.00

TRINITY_DN40388_c0_g1sp|Q8W117|SMU1_ARATHSMU1 Suppressor of mec-8 and unc-52 protein homolog 1 OS=Arabidopsis thaliana GN=SMU1 PE=1 SV=169.30 0.00



TRINITY_DN42447_c1_g2sp|Q38799|ODPB1_ARATHPDH2 Pyruvate dehydrogenase E1 component subunit beta-1, mitochondrial OS=Arabidopsis thaliana GN=PDH2 PE=1 SV=269.30 0.00

TRINITY_DN44158_c0_g3sp|Q9LIR4|ILVD_ARATHDHAD Dihydroxy-acid dehydratase, chloroplastic OS=Arabidopsis thaliana GN=DHAD PE=1 SV=169.30 0.00

TRINITY_DN47292_c0_g1sp|O03986|HS904_ARATHHSP90-4 Heat shock protein 90-4 OS=Arabidopsis thaliana GN=HSP90-4 PE=1 SV=169.30 0.00

TRINITY_DN47683_c0_g1sp|Q08062|MDHC_MAIZE- Malate dehydrogenase, cytoplasmic OS=Zea mays PE=2 SV=269.30 0.00

TRINITY_DN21091_c0_g1sp|O35242|FAN_MOUSENsmaf Protein FAN OS=Mus musculus GN=Nsmaf PE=1 SV=269.20 0.00

TRINITY_DN34131_c0_g3sp|Q3B7N1|CHD1L_BOVINCHD1L Chromodomain-helicase-DNA-binding protein 1-like OS=Bos taurus GN=CHD1L PE=2 SV=169.20 0.00

TRINITY_DN38309_c0_g5sp|Q01899|HSP7M_PHAVU- Heat shock 70 kDa protein, mitochondrial OS=Phaseolus vulgaris PE=2 SV=169.20 0.00

TRINITY_DN40336_c1_g1sp|Q7XRX1|RFC4_ORYSJRFC4 Replication factor C subunit 4 OS=Oryza sativa subsp. japonica GN=RFC4 PE=2 SV=269.20 0.00

TRINITY_DN41479_c0_g6sp|O44437|SMD3_DROMESmD3 Small nuclear ribonucleoprotein Sm D3 OS=Drosophila melanogaster GN=SmD3 PE=1 SV=169.20 0.00

TRINITY_DN43537_c1_g3sp|Q8L968|ITPA_ARATHAt4g13720Inosine triphosphate pyrophosphatase OS=Arabidopsis thaliana GN=At4g13720 PE=2 SV=169.20 0.00

TRINITY_DN44572_c0_g4sp|O04860|PP2A5_TOBACNPP5 Serine/threonine-protein phosphatase PP2A-5 catalytic subunit OS=Nicotiana tabacum GN=NPP5 PE=2 SV=169.20 0.00

TRINITY_DN45534_c0_g3sp|O82413|SYHM_ARATHAt3g46100Histidine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At3g46100 PE=2 SV=169.20 0.00

TRINITY_DN46213_c1_g7sp|L7HUY5|ACEA_MAGOYICL1 Isocitrate lyase OS=Magnaporthe oryzae (strain Y34) GN=ICL1 PE=2 SV=269.20 0.00

TRINITY_DN48963_c0_g7sp|Q6VNB8|WDFY3_MOUSEWdfy3 WD repeat and FYVE domain-containing protein 3 OS=Mus musculus GN=Wdfy3 PE=1 SV=169.20 0.00

TRINITY_DN48965_c0_g2sp|Q8RY22|DEGP7_ARATHDEGP7 Protease Do-like 7 OS=Arabidopsis thaliana GN=DEGP7 PE=2 SV=169.20 0.00

TRINITY_DN49162_c0_g2sp|O86034|BDHA_RHIMEbdhA D-beta-hydroxybutyrate dehydrogenase OS=Rhizobium meliloti (strain 1021) GN=bdhA PE=1 SV=169.20 0.00

TRINITY_DN49977_c0_g2sp|O01805|ACBP1_CAEELacbp-1 Acyl-CoA-binding protein homolog 1 OS=Caenorhabditis elegans GN=acbp-1 PE=3 SV=169.20 0.00

TRINITY_DN50888_c1_g1sp|Q7XZU0|SAC9_ARATHSAC9 Probable phosphoinositide phosphatase SAC9 OS=Arabidopsis thaliana GN=SAC9 PE=1 SV=169.20 0.00

TRINITY_DN51420_c0_g2sp|O42248|GBLP_DANREgnb2l1 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Danio rerio GN=gnb2l1 PE=2 SV=169.20 0.00

TRINITY_DN51588_c0_g1sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=269.20 0.00

TRINITY_DN28548_c0_g3sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=169.10 0.00

TRINITY_DN33920_c0_g1sp|Q17QG5|UB2G2_BOVINUBE2G2 Ubiquitin-conjugating enzyme E2 G2 OS=Bos taurus GN=UBE2G2 PE=2 SV=169.10 0.00

TRINITY_DN35764_c1_g5sp|Q54KR1|SYCC_DICDIcysS Cysteine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=cysS PE=3 SV=169.10 0.00

TRINITY_DN39546_c2_g6sp|P46291|RL38_SOLLCRPL38 60S ribosomal protein L38 OS=Solanum lycopersicum GN=RPL38 PE=3 SV=169.10 0.00

TRINITY_DN46814_c0_g4sp|O02414|DYL1_HELCR- Dynein light chain LC6, flagellar outer arm OS=Heliocidaris crassispina PE=3 SV=169.10 0.00

TRINITY_DN47185_c0_g1sp|P10992|ACT1_TETTH- Actin, macronuclear OS=Tetrahymena thermophila PE=1 SV=369.10 0.00

TRINITY_DN47767_c0_g1sp|Q55FT1|DPYD_DICDIpyd1 Dihydropyrimidine dehydrogenase [NADP(+)] OS=Dictyostelium discoideum GN=pyd1 PE=2 SV=169.10 0

TRINITY_DN50175_c0_g1sp|Q9SSA8|RA212_ARATHRAP2-12 Ethylene-responsive transcription factor RAP2-12 OS=Arabidopsis thaliana GN=RAP2-12 PE=1 SV=169.10 0.00

TRINITY_DN51892_c1_g2sp|B8ANF1|CHLH_ORYSICHLH Magnesium-chelatase subunit ChlH, chloroplastic OS=Oryza sativa subsp. indica GN=CHLH PE=3 SV=169.10 0

TRINITY_DN11615_c0_g1sp|Q9D1C1|UBE2C_MOUSEUbe2c Ubiquitin-conjugating enzyme E2 C OS=Mus musculus GN=Ube2c PE=1 SV=169.00 0.00

TRINITY_DN20349_c0_g1sp|O22611|DRM1_PEADRM1 Dormancy-associated protein 1 OS=Pisum sativum GN=DRM1 PE=2 SV=169.00 0.00

TRINITY_DN29268_c0_g1sp|Q9SSD2|PRP8A_ARATHPRP8A Pre-mRNA-processing-splicing factor 8A OS=Arabidopsis thaliana GN=PRP8A PE=1 SV=169.00 0.00

TRINITY_DN33954_c0_g1sp|B9L9D4|RL34_NAUPArpmH 50S ribosomal protein L34 OS=Nautilia profundicola (strain ATCC BAA-1463 / DSM 18972 / AmH) GN=rpmH PE=3 SV=169.00 0.00

TRINITY_DN37955_c0_g2sp|Q8LGF7|PEX4_ARATHPEX4 Protein PEROXIN-4 OS=Arabidopsis thaliana GN=PEX4 PE=1 SV=169.00 0.00

TRINITY_DN38361_c2_g4sp|A8J785|ATPX_CHLREATPG ATP synthase subunit b', chloroplastic OS=Chlamydomonas reinhardtii GN=ATPG PE=1 SV=169.00 0.00

TRINITY_DN43865_c1_g3sp|Q8H0V3|LGUL_ARATHAt1g08110Lactoylglutathione lyase OS=Arabidopsis thaliana GN=At1g08110 PE=2 SV=169.00 0.00

TRINITY_DN44910_c0_g4sp|Q4P733|DED1_USTMADED1 ATP-dependent RNA helicase DED1 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=DED1 PE=3 SV=169.00 0.00

TRINITY_DN45104_c0_g2sp|Q6Z1J6|OLA1_ORYSJYchF1 Obg-like ATPase 1 OS=Oryza sativa subsp. japonica GN=YchF1 PE=1 SV=169.00 0.00

TRINITY_DN47646_c0_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=169.00 0.00

TRINITY_DN47941_c0_g4sp|Q9HZP7|ETFA_PSEAEetfA Electron transfer flavoprotein subunit alpha OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=etfA PE=3 SV=169.00 0.00

TRINITY_DN48529_c2_g1sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=169.00 0.00

TRINITY_DN14127_c0_g1sp|Q9LJX0|AB19B_ARATHABCB19 ABC transporter B family member 19 OS=Arabidopsis thaliana GN=ABCB19 PE=1 SV=168.90 0.00

TRINITY_DN35698_c0_g1sp|Q54XJ0|MOB1A_DICDImobA MOB kinase activator-like 1 homolog A OS=Dictyostelium discoideum GN=mobA PE=3 SV=168.90 0.00

TRINITY_DN35734_c0_g1sp|Q86HX0|ODPB_DICDIpdhB Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Dictyostelium discoideum GN=pdhB PE=1 SV=168.90 0.00

TRINITY_DN40228_c0_g1sp|Q8T2J9|MCCB_DICDImccb Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Dictyostelium discoideum GN=mccb PE=3 SV=268.90 0.00

TRINITY_DN43681_c0_g2sp|Q9CAF5|AB6I_ARATHABCI6 ABC transporter I family member 6, chloroplastic OS=Arabidopsis thaliana GN=ABCI6 PE=1 SV=168.90 0.00

TRINITY_DN45024_c1_g1sp|P36861|YPTV2_VOLCAYPTV2 GTP-binding protein yptV2 OS=Volvox carteri GN=YPTV2 PE=3 SV=168.90 0.00

TRINITY_DN50368_c0_g1sp|Q5DM57|IF172_CHLREIFT172 Intraflagellar transport protein 172 OS=Chlamydomonas reinhardtii GN=IFT172 PE=1 SV=168.90 0

TRINITY_DN50686_c0_g3sp|Q9FNP1|PEX1_ARATHPEX1 Peroxisome biogenesis protein 1 OS=Arabidopsis thaliana GN=PEX1 PE=2 SV=268.90 0.00

TRINITY_DN51956_c1_g8sp|P0DJ24|RL37_TETTSRPL37 60S ribosomal protein L37 OS=Tetrahymena thermophila (strain SB210) GN=RPL37 PE=1 SV=168.90 0.00

TRINITY_DN52613_c0_g3sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=268.90 0.00

TRINITY_DN10583_c0_g1sp|Q0P5D0|PPIH_BOVINPPIH Peptidyl-prolyl cis-trans isomerase H OS=Bos taurus GN=PPIH PE=2 SV=168.80 0.00

TRINITY_DN19033_c0_g1sp|Q40158|MT2B_SOLLCMTB Metallothionein-like protein type 2 B OS=Solanum lycopersicum GN=MTB PE=2 SV=168.80 0.00

TRINITY_DN29622_c0_g2sp|P25870|CLH_DICDIchcA Clathrin heavy chain OS=Dictyostelium discoideum GN=chcA PE=1 SV=168.80 0.00

TRINITY_DN31491_c0_g1sp|Q569D5|SBP1_XENTRselenbp1Selenium-binding protein 1 OS=Xenopus tropicalis GN=selenbp1 PE=2 SV=168.80 0.00

TRINITY_DN37971_c0_g5sp|Q8GXS3|CFIS2_ARATHCFIS2 Pre-mRNA cleavage factor Im 25 kDa subunit 2 OS=Arabidopsis thaliana GN=CFIS2 PE=1 SV=168.80 0.00



TRINITY_DN39032_c1_g1sp|Q8W4I9|AML1_ARATHML1 Protein MEI2-like 1 OS=Arabidopsis thaliana GN=ML1 PE=1 SV=168.80 0.00

TRINITY_DN41754_c0_g1sp|Q54DF7|Y2354_DICDIDDB_G0292354Probable serine/threonine-protein kinase DDB_G0292354 OS=Dictyostelium discoideum GN=DDB_G0292354 PE=3 SV=168.80 0.00

TRINITY_DN42423_c0_g6sp|Q229Z6|POC1_TETTSTTHERM_01308010POC1 centriolar protein homolog OS=Tetrahymena thermophila (strain SB210) GN=TTHERM_01308010 PE=3 SV=168.80 0.00

TRINITY_DN44628_c1_g1sp|Q9FL12|DEGP9_ARATHDEGP9 Protease Do-like 9 OS=Arabidopsis thaliana GN=DEGP9 PE=1 SV=168.80 0.00

TRINITY_DN45450_c0_g2sp|F4KD38|NRPC2_ARATHNRPC2 DNA-directed RNA polymerase III subunit 2 OS=Arabidopsis thaliana GN=NRPC2 PE=2 SV=168.80 0.00

TRINITY_DN46840_c0_g4sp|Q9UW86|PP1_NEUCRpph-3 Serine/threonine-protein phosphatase PP1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=pph-3 PE=2 SV=168.80 0.00

TRINITY_DN47121_c0_g1sp|Q03684|BIP4_TOBACBIP4 Luminal-binding protein 4 OS=Nicotiana tabacum GN=BIP4 PE=2 SV=168.80 0.00

TRINITY_DN49053_c0_g2sp|O49543|MNIF1_ARATHNIFS1 Cysteine desulfurase, mitochondrial OS=Arabidopsis thaliana GN=NIFS1 PE=1 SV=168.80 0.00

TRINITY_DN49213_c0_g1sp|P22200|KPYC_SOLTU- Pyruvate kinase, cytosolic isozyme OS=Solanum tuberosum PE=2 SV=168.80 0.00

TRINITY_DN49495_c0_g5sp|P52015|CYP7_CAEELcyn-7 Peptidyl-prolyl cis-trans isomerase 7 OS=Caenorhabditis elegans GN=cyn-7 PE=1 SV=268.80 0.00

TRINITY_DN49881_c1_g3sp|P61485|RL36A_DANRErpl36a 60S ribosomal protein L36a OS=Danio rerio GN=rpl36a PE=3 SV=268.80 0.00

TRINITY_DN50900_c2_g2sp|B5EZU1|METE_SALA4metE 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase OS=Salmonella agona (strain SL483) GN=metE PE=3 SV=168.80 0.00

TRINITY_DN51757_c0_g4sp|A2Q879|CTU1_ASPNCncs6 Cytoplasmic tRNA 2-thiolation protein 1 OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=ncs6 PE=3 SV=168.80 0.00

TRINITY_DN51942_c1_g2sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=368.80 0.00

TRINITY_DN54184_c0_g1sp|Q8S8Q6|TET8_ARATHTET8 Tetraspanin-8 OS=Arabidopsis thaliana GN=TET8 PE=2 SV=168.80 0.00

TRINITY_DN39915_c0_g2sp|A2XCH8|CKS1_ORYSICKS1 Cyclin-dependent kinases regulatory subunit 1 OS=Oryza sativa subsp. indica GN=CKS1 PE=2 SV=168.70 0.00

TRINITY_DN46383_c0_g1sp|Q9LKU2|TATA_ARATHTATA Sec-independent protein translocase protein TATA, chloroplastic OS=Arabidopsis thaliana GN=TATA PE=1 SV=168.70 0.00

TRINITY_DN48325_c0_g2sp|Q5NAY4|HISX_ORYSJHDH Histidinol dehydrogenase, chloroplastic OS=Oryza sativa subsp. japonica GN=HDH PE=2 SV=168.70 0.00

TRINITY_DN23961_c0_g1sp|Q9CA23|UFM1_ARATHAt1g77710Ubiquitin-fold modifier 1 OS=Arabidopsis thaliana GN=At1g77710 PE=3 SV=168.60 0.00

TRINITY_DN36622_c0_g8sp|P36992|AMBP_PLEPL- Protein AMBP (Fragment) OS=Pleuronectes platessa PE=2 SV=168.60 0.00

TRINITY_DN37611_c0_g1sp|P17126|ACT_HYDVU- Actin, non-muscle 6.2 OS=Hydra vulgaris PE=3 SV=168.60 0.00

TRINITY_DN37987_c2_g1sp|P81601|ADHL_GADMO- Alcohol dehydrogenase class-3 chain L OS=Gadus morhua PE=1 SV=168.60 0.00

TRINITY_DN39172_c0_g2sp|P86934|EF1A1_TRYB2TEF1 Elongation factor 1-alpha 1 OS=Trypanosoma brucei brucei (strain 927/4 GUTat10.1) GN=TEF1 PE=1 SV=168.60 0.00

TRINITY_DN40004_c0_g1sp|Q43124|PCNA_BRANA- Proliferating cell nuclear antigen OS=Brassica napus PE=2 SV=168.60 0.00

TRINITY_DN41912_c0_g1sp|A2YPT7|CARM1_ORYSICARM1 Probable histone-arginine methyltransferase CARM1 OS=Oryza sativa subsp. indica GN=CARM1 PE=3 SV=268.60 0.00

TRINITY_DN42211_c0_g3sp|Q8RY16|PEX6_ARATHPEX6 Peroxisome biogenesis protein 6 OS=Arabidopsis thaliana GN=PEX6 PE=1 SV=168.60 0.00

TRINITY_DN43417_c0_g1sp|O04584|FD4L1_ARATHFAD4L1 Fatty acid desaturase 4-like 1, chloroplastic OS=Arabidopsis thaliana GN=FAD4L1 PE=3 SV=168.60 0.00

TRINITY_DN43426_c0_g4sp|Q550D5|GTAA_DICDIstkA Transcription factor stalky OS=Dictyostelium discoideum GN=stkA PE=1 SV=168.60 0.00

TRINITY_DN46954_c0_g2sp|O24661|ASNS_TRIVSAS Asparagine synthetase [glutamine-hydrolyzing] OS=Triphysaria versicolor GN=AS PE=2 SV=368.60 0.00

TRINITY_DN48615_c0_g1sp|Q27484|H2B3_CAEELhis-41 Probable histone H2B 3 OS=Caenorhabditis elegans GN=his-41 PE=3 SV=368.60 0.00

TRINITY_DN49331_c0_g5sp|Q86AX3|HUTU_DICDIuroc1 Probable urocanate hydratase OS=Dictyostelium discoideum GN=uroc1 PE=3 SV=268.60 0.00

TRINITY_DN49987_c2_g1sp|B1XK44|LEPA_SYNP2lepA Elongation factor 4 OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=lepA PE=3 SV=168.60 0.00

TRINITY_DN21119_c0_g1sp|F4K2E9|PRP16_ARATHCUV Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH7 OS=Arabidopsis thaliana GN=CUV PE=1 SV=168.50 0.00

TRINITY_DN32996_c0_g1sp|Q10233|RPC2_SCHPOrpc2 DNA-directed RNA polymerase III subunit RPC2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpc2 PE=2 SV=168.50 0.00

TRINITY_DN37754_c0_g4sp|Q9M8Z7|U80A2_ARATHUGT80A2 Sterol 3-beta-glucosyltransferase UGT80A2 OS=Arabidopsis thaliana GN=UGT80A2 PE=1 SV=168.50 0.00

TRINITY_DN38935_c0_g2sp|P11471|PSBP_CHLREPSBP Oxygen-evolving enhancer protein 2, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBP PE=2 SV=168.50 0.00

TRINITY_DN42588_c0_g2sp|P92935|TLC2_ARATHAATP2 ADP,ATP carrier protein 2, chloroplastic OS=Arabidopsis thaliana GN=AATP2 PE=1 SV=268.50 0.00

TRINITY_DN43743_c0_g10sp|Q9DGK4|TCTP_DANREtpt1 Translationally-controlled tumor protein homolog OS=Danio rerio GN=tpt1 PE=2 SV=168.50 0.00

TRINITY_DN44942_c1_g11sp|Q76NM6|VATA_PLAF7vapA V-type proton ATPase catalytic subunit A OS=Plasmodium falciparum (isolate 3D7) GN=vapA PE=1 SV=168.50 0.00

TRINITY_DN48786_c0_g2sp|Q7S7Z6|PPIB_NEUCRcpr2 Peptidyl-prolyl cis-trans isomerase B OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cpr2 PE=3 SV=368.50 0.00

TRINITY_DN49315_c0_g5sp|A4QND5|NIP7_XENTRnip7 60S ribosome subunit biogenesis protein NIP7 homolog OS=Xenopus tropicalis GN=nip7 PE=2 SV=168.50 0.00

TRINITY_DN51956_c1_g10sp|P0DJ24|RL37_TETTSRPL37 60S ribosomal protein L37 OS=Tetrahymena thermophila (strain SB210) GN=RPL37 PE=1 SV=168.50 0.00

TRINITY_DN25742_c0_g1sp|P0CZ23|ACOX3_ARATHACX3 Acyl-coenzyme A oxidase 3, peroxisomal OS=Arabidopsis thaliana GN=ACX3 PE=1 SV=168.40 0.00

TRINITY_DN29060_c0_g1sp|P29024|CHIA_PHAAN- Acidic endochitinase OS=Phaseolus angularis PE=2 SV=168.40 0.00

TRINITY_DN33298_c0_g1sp|Q09127|RL10A_SCHPOrpl1001 60S ribosomal protein L10-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpl1001 PE=2 SV=268.40 0.00

TRINITY_DN34372_c0_g1sp|P13021|CAPZB_DICDIacpA F-actin-capping protein subunit beta OS=Dictyostelium discoideum GN=acpA PE=1 SV=168.40 0.00

TRINITY_DN35695_c0_g2sp|Q04467|IDHP_BOVINIDH2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Bos taurus GN=IDH2 PE=1 SV=268.40 0.00

TRINITY_DN35695_c0_g3sp|P54071|IDHP_MOUSEIdh2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Mus musculus GN=Idh2 PE=1 SV=368.40 0.00

TRINITY_DN37167_c1_g4sp|P87027|SPG1_SCHPOspg1 Septum-promoting GTP-binding protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=spg1 PE=1 SV=168.40 0.00

TRINITY_DN37193_c0_g3sp|Q39570|YPTC4_CHLREYPTC4 GTP-binding protein YPTC4 OS=Chlamydomonas reinhardtii GN=YPTC4 PE=3 SV=168.40 0.00

TRINITY_DN37641_c0_g5sp|F4HXV6|NU155_ARATHNUP155 Nuclear pore complex protein NUP155 OS=Arabidopsis thaliana GN=NUP155 PE=1 SV=168.40 0.00

TRINITY_DN38698_c0_g5sp|Q08466|CSK22_ARATHCKA2 Casein kinase II subunit alpha-2 OS=Arabidopsis thaliana GN=CKA2 PE=1 SV=368.40 0.00

TRINITY_DN40263_c0_g2sp|Q7SDM8|THG1_NEUCRrgt-1 tRNA(His) guanylyltransferase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rgt-1 PE=3 SV=168.40 0.00

TRINITY_DN40744_c0_g2sp|Q39578|DYI2_CHLREODA9 Dynein, 78 kDa intermediate chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA9 PE=1 SV=368.40 0.00

TRINITY_DN43411_c1_g1sp|P34918|G3P3_ANAVTgap3 Glyceraldehyde-3-phosphate dehydrogenase 3 OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=gap3 PE=1 SV=268.40 0.00

TRINITY_DN35695_c0_g1sp|Q04467|IDHP_BOVINIDH2 Isocitrate dehydrogenase [NADP], mitochondrial OS=Bos taurus GN=IDH2 PE=1 SV=268.30 0.00



TRINITY_DN37196_c0_g10sp|P61162|ACTZ_CANLFACTR1A Alpha-centractin OS=Canis lupus familiaris GN=ACTR1A PE=2 SV=168.30 0.00

TRINITY_DN38120_c1_g2sp|Q9SBJ1|PDK_ARATHPDK [Pyruvate dehydrogenase (acetyl-transferring)] kinase, mitochondrial OS=Arabidopsis thaliana GN=PDK PE=1 SV=168.30 0.00

TRINITY_DN38989_c0_g5sp|P14749|AGAL_CYATE- Alpha-galactosidase OS=Cyamopsis tetragonoloba PE=1 SV=168.30 0.00

TRINITY_DN41315_c0_g1sp|Q8LPJ4|AB2E_ARATHABCE2 ABC transporter E family member 2 OS=Arabidopsis thaliana GN=ABCE2 PE=2 SV=168.30 0.00

TRINITY_DN41803_c0_g2sp|Q964D8|BUP1_DICDIpyd3 Beta-ureidopropionase OS=Dictyostelium discoideum GN=pyd3 PE=1 SV=168.30 0.00

TRINITY_DN44967_c0_g1sp|Q55G87|CANB1_DICDIcnbA Calcineurin subunit B type 1 OS=Dictyostelium discoideum GN=cnbA PE=1 SV=168.30 0.00

TRINITY_DN47166_c0_g3sp|Q869S7|SUCB2_DICDIscsB Succinate--CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Dictyostelium discoideum GN=scsB PE=3 SV=168.30 0.00

TRINITY_DN48005_c1_g5sp|P97807|FUMH_MOUSEFh Fumarate hydratase, mitochondrial OS=Mus musculus GN=Fh PE=1 SV=368.30 0.00

TRINITY_DN48119_c0_g1sp|P32810|G3P3_CAEBRgpd-3.1 Glyceraldehyde-3-phosphate dehydrogenase 3.1 OS=Caenorhabditis briggsae GN=gpd-3.1 PE=3 SV=168.30 0.00

TRINITY_DN48308_c0_g4sp|P33527|MRP1_HUMANABCC1 Multidrug resistance-associated protein 1 OS=Homo sapiens GN=ABCC1 PE=1 SV=368.30 0.00

TRINITY_DN50548_c1_g1sp|Q42884|AROC1_SOLLCCS1 Chorismate synthase 1, chloroplastic OS=Solanum lycopersicum GN=CS1 PE=2 SV=168.30 0.00

TRINITY_DN30500_c0_g1sp|Q96386|MT3_CARPA- Metallothionein-like protein type 3 OS=Carica papaya PE=3 SV=168.20 0.00

TRINITY_DN35031_c0_g1sp|P34112|CDK1_DICDIcdk1 Cyclin-dependent kinase 1 OS=Dictyostelium discoideum GN=cdk1 PE=2 SV=168.20 0.00

TRINITY_DN36460_c1_g1sp|P34109|MYOD_DICDImyoD Myosin ID heavy chain OS=Dictyostelium discoideum GN=myoD PE=1 SV=268.20 0.00

TRINITY_DN36987_c0_g2sp|P90689|ACT_BRUMA- Actin OS=Brugia malayi PE=1 SV=168.20 0.00

TRINITY_DN37758_c0_g7sp|P0DKH3|RI2BL_ARATHRNR2B Ribonucleoside-diphosphate reductase small chain B OS=Arabidopsis thaliana GN=RNR2B PE=2 SV=168.20 0.00

TRINITY_DN41522_c1_g4sp|P42345|MTOR_HUMANMTOR Serine/threonine-protein kinase mTOR OS=Homo sapiens GN=MTOR PE=1 SV=168.20 0.00

TRINITY_DN47159_c0_g5sp|P54213|CATR_DUNSA- Caltractin OS=Dunaliella salina PE=2 SV=168.20 0.00

TRINITY_DN48675_c0_g4sp|Q10265|HSP71_SCHPOssa1 Probable heat shock protein ssa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssa1 PE=1 SV=268.20 0.00

TRINITY_DN52278_c1_g1sp|Q9CAM7|RFC2_ARATHRFC2 Replication factor C subunit 2 OS=Arabidopsis thaliana GN=RFC2 PE=1 SV=168.20 0.00

TRINITY_DN32124_c0_g3sp|Q86JF2|LVSB_DICDIlvsB BEACH domain-containing protein lvsB OS=Dictyostelium discoideum GN=lvsB PE=3 SV=168.10 0.00

TRINITY_DN32707_c0_g4sp|P20427|CSK22_BOVINCSNK2A2 Casein kinase II subunit alpha' OS=Bos taurus GN=CSNK2A2 PE=1 SV=368.10 0.00

TRINITY_DN35383_c0_g7sp|D4B0V1|E13B_ARTBCARB_02077Probable glucan endo-1,3-beta-glucosidase ARB_02077 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_02077 PE=1 SV=168.10 0.00

TRINITY_DN35474_c0_g5sp|P63048|RL40_BOVINUBA52 Ubiquitin-60S ribosomal protein L40 OS=Bos taurus GN=UBA52 PE=1 SV=268.10 0.00

TRINITY_DN35735_c0_g1sp|P54641|VA0D_DICDIvatD-1 V-type proton ATPase subunit d OS=Dictyostelium discoideum GN=vatD-1 PE=1 SV=268.10 0.00

TRINITY_DN3678_c0_g2sp|Q8W4M7|ERCC2_ARATHXPD DNA repair helicase XPD OS=Arabidopsis thaliana GN=XPD PE=1 SV=168.10 0.00

TRINITY_DN37751_c0_g5sp|Q9ZPX1|ARF5_ARATHARL2 ADP-ribosylation factor-like protein 2 OS=Arabidopsis thaliana GN=ARL2 PE=2 SV=168.10 0.00

TRINITY_DN41900_c0_g2sp|P49364|GCST_PEAGDCST Aminomethyltransferase, mitochondrial OS=Pisum sativum GN=GDCST PE=1 SV=268.10 0.00

TRINITY_DN41905_c0_g3sp|Q0DJS1|TOR_ORYSJTOR Serine/threonine-protein kinase TOR OS=Oryza sativa subsp. japonica GN=TOR PE=2 SV=368.10 0.00

TRINITY_DN42219_c1_g1sp|Q3ZBC0|RPAB4_BOVINPOLR2K DNA-directed RNA polymerases I, II, and III subunit RPABC4 OS=Bos taurus GN=POLR2K PE=1 SV=168.10 0.00

TRINITY_DN42540_c0_g1sp|Q54NM9|STT3_DICDIstt3 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3 OS=Dictyostelium discoideum GN=stt3 PE=3 SV=168.10 0.00

TRINITY_DN45601_c0_g1sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=368.10 0.00

TRINITY_DN45921_c0_g2sp|B6SHG7|TRMB_MAIZE- tRNA (guanine-N(7)-)-methyltransferase OS=Zea mays PE=2 SV=168.10 0.00

TRINITY_DN46022_c1_g2sp|Q9SR15|SYWC_ARATHAt3g04600Tryptophan--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At3g04600 PE=2 SV=168.10 0.00

TRINITY_DN48833_c1_g6sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=368.10 0.00

TRINITY_DN49552_c0_g3sp|Q9JLI7|SPAG6_MOUSESpag6 Sperm-associated antigen 6 OS=Mus musculus GN=Spag6 PE=1 SV=168.10 0.00

TRINITY_DN49567_c0_g1sp|Q5BBY1|HAS1_EMENIhas1 ATP-dependent RNA helicase has1 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=has1 PE=3 SV=168.10 0.00

TRINITY_DN50181_c0_g2sp|Q9FFR3|6PGD2_ARATHAt5g416706-phosphogluconate dehydrogenase, decarboxylating 2, chloroplastic OS=Arabidopsis thaliana GN=At5g41670 PE=1 SV=168.10 0.00

TRINITY_DN51245_c1_g2sp|A8MS68|PLPD1_ARATHLPD1 Dihydrolipoyl dehydrogenase 1, chloroplastic OS=Arabidopsis thaliana GN=LPD1 PE=2 SV=168.10 0.00

TRINITY_DN51492_c1_g2sp|Q42910|PPDK_MESCRPPD Pyruvate, phosphate dikinase, chloroplastic OS=Mesembryanthemum crystallinum GN=PPD PE=2 SV=168.10 0.00

TRINITY_DN20723_c0_g1sp|Q9WVS4|MOK_MOUSEMok MAPK/MAK/MRK overlapping kinase OS=Mus musculus GN=Mok PE=1 SV=168.00 0.00

TRINITY_DN34712_c0_g1sp|P0CT77|RL11A_SCHPOrpl1101 60S ribosomal protein L11-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpl1101 PE=2 SV=168.00 0.00

TRINITY_DN37236_c0_g2sp|Q54CS9|RAD50_DICDIrad50 DNA repair protein RAD50 OS=Dictyostelium discoideum GN=rad50 PE=3 SV=168.00 0.00

TRINITY_DN38397_c0_g8sp|Q29448|HMGCL_BOVINHMGCL Hydroxymethylglutaryl-CoA lyase, mitochondrial OS=Bos taurus GN=HMGCL PE=2 SV=268.00 0.00

TRINITY_DN41452_c0_g1sp|Q54JD9|SCOT_DICDIoxct1 Probable succinyl-CoA:3-ketoacid coenzyme A transferase, mitochondrial OS=Dictyostelium discoideum GN=oxct1 PE=3 SV=168.00 0.00

TRINITY_DN42755_c0_g8sp|O24308|TOP2_PEATOP2 DNA topoisomerase 2 OS=Pisum sativum GN=TOP2 PE=2 SV=168.00 0.00

TRINITY_DN43535_c0_g1sp|Q54S03|DDX18_DICDIddx18 Probable ATP-dependent RNA helicase ddx18 OS=Dictyostelium discoideum GN=ddx18 PE=3 SV=168.00 0.00

TRINITY_DN44331_c0_g12sp|O76039|CDKL5_HUMANCDKL5 Cyclin-dependent kinase-like 5 OS=Homo sapiens GN=CDKL5 PE=1 SV=168.00 0.00

TRINITY_DN44904_c0_g4sp|O04090|FER1_ARATHFD1 Ferredoxin-1, chloroplastic OS=Arabidopsis thaliana GN=FD1 PE=1 SV=168.00 0.00

TRINITY_DN48156_c1_g2sp|Q9SZJ5|GLYM1_ARATHSHM1 Serine hydroxymethyltransferase 1, mitochondrial OS=Arabidopsis thaliana GN=SHM1 PE=1 SV=168.00 0.00

TRINITY_DN48868_c0_g2sp|Q37619|NDUS2_PROWINAD7 NADH-ubiquinone oxidoreductase 49 kDa subunit OS=Prototheca wickerhamii GN=NAD7 PE=3 SV=168.00 0.00

TRINITY_DN49665_c0_g2sp|Q70G58|NTRC_ORYSJOs07g0657900Thioredoxin reductase NTRC OS=Oryza sativa subsp. japonica GN=Os07g0657900 PE=1 SV=268.00 0.00

TRINITY_DN23191_c0_g1sp|P32518|DUT_SOLLC- Deoxyuridine 5'-triphosphate nucleotidohydrolase OS=Solanum lycopersicum PE=2 SV=167.90 0.00

TRINITY_DN34924_c0_g2sp|Q54CS8|PEX6_DICDIpex6 Peroxisomal biogenesis factor 6 OS=Dictyostelium discoideum GN=pex6 PE=3 SV=167.90 0.00

TRINITY_DN37296_c0_g2sp|O77229|CATA_DICDIcatA Catalase-A OS=Dictyostelium discoideum GN=catA PE=2 SV=267.90 0.00

TRINITY_DN39184_c0_g7sp|Q54YY1|SCAI_DICDIscai Protein SCAI homolog OS=Dictyostelium discoideum GN=scai PE=3 SV=167.90 0.00



TRINITY_DN40798_c0_g1sp|Q9SUM2|RUXF_ARATHAt4g30220Probable small nuclear ribonucleoprotein F OS=Arabidopsis thaliana GN=At4g30220 PE=2 SV=167.90 0.00

TRINITY_DN40813_c0_g2sp|Q41852|RS21_MAIZERPS21 40S ribosomal protein S21 OS=Zea mays GN=RPS21 PE=3 SV=167.90 0.00

TRINITY_DN41497_c0_g7sp|Q54K66|PNO1_DICDIpno1 RNA-binding protein pno1 OS=Dictyostelium discoideum GN=pno1 PE=3 SV=167.90 0.00

TRINITY_DN42692_c0_g2sp|Q9LPC7|CP18A_ARATHCYP18-1 Peptidyl-prolyl cis-trans isomerase CYP18-1 OS=Arabidopsis thaliana GN=CYP18-1 PE=2 SV=167.90 0.00

TRINITY_DN43065_c1_g7sp|P73789|PPI2_SYNY3slr1251 Peptidyl-prolyl cis-trans isomerase slr1251 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr1251 PE=3 SV=167.90 0.00

TRINITY_DN43105_c0_g5sp|Q9VCE6|MTA70_DROMEIme4 Probable N6-adenosine-methyltransferase MT-A70-like protein OS=Drosophila melanogaster GN=Ime4 PE=2 SV=167.90 0.00

TRINITY_DN43340_c1_g6sp|Q9LJX8|VPED_ARATHdVPE Vacuolar-processing enzyme delta-isozyme OS=Arabidopsis thaliana GN=dVPE PE=1 SV=167.90 0.00

TRINITY_DN43805_c0_g1sp|A9LNK9|CPSF_ARATHCPSF30 30-kDa cleavage and polyadenylation specificity factor 30 OS=Arabidopsis thaliana GN=CPSF30 PE=1 SV=167.90 0.00

TRINITY_DN46078_c1_g1sp|Q54CW7|RTPR_DICDIrtpR Probable adenosylcobalamin-dependent ribonucleoside-triphosphate reductase OS=Dictyostelium discoideum GN=rtpR PE=3 SV=167.90 0.00

TRINITY_DN47761_c1_g4sp|Q8CDK2|CBPC2_MOUSEAgbl2 Cytosolic carboxypeptidase 2 OS=Mus musculus GN=Agbl2 PE=1 SV=167.90 0.00

TRINITY_DN48417_c1_g4sp|Q9LF68|BOLA4_ARATHBOLA4 Protein BOLA4, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=BOLA4 PE=1 SV=167.90 0.00

TRINITY_DN49240_c0_g3sp|Q9M2F9|RH52_ARATHRH52 DEAD-box ATP-dependent RNA helicase 52 OS=Arabidopsis thaliana GN=RH52 PE=1 SV=167.90 0.00

TRINITY_DN53702_c0_g1sp|Q8Y1C6|MSRA_RALSOmsrA Peptide methionine sulfoxide reductase MsrA OS=Ralstonia solanacearum (strain GMI1000) GN=msrA PE=3 SV=167.90 0.00

TRINITY_DN36774_c0_g4sp|Q9CR09|UFC1_MOUSEUfc1 Ubiquitin-fold modifier-conjugating enzyme 1 OS=Mus musculus GN=Ufc1 PE=1 SV=167.80 0.00

TRINITY_DN38127_c0_g4sp|P13637|AT1A3_HUMANATP1A3 Sodium/potassium-transporting ATPase subunit alpha-3 OS=Homo sapiens GN=ATP1A3 PE=1 SV=367.80 0.00

TRINITY_DN42055_c0_g2sp|O93937|PYR1_EMENIpyrABCN Protein pyrABCN OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=pyrABCN PE=3 SV=267.80 0.00

TRINITY_DN43507_c0_g5sp|Q8HXP3|SODM_MACFASOD2 Superoxide dismutase [Mn], mitochondrial OS=Macaca fascicularis GN=SOD2 PE=2 SV=367.80 0.00

TRINITY_DN49883_c0_g3sp|O15182|CETN3_HUMANCETN3 Centrin-3 OS=Homo sapiens GN=CETN3 PE=1 SV=267.80 0.00

TRINITY_DN52233_c0_g1sp|Q8LEZ8|AP1S1_ARATHAAP19-1 AP-1 complex subunit sigma-1 OS=Arabidopsis thaliana GN=AAP19-1 PE=1 SV=167.80 0.00

TRINITY_DN52308_c1_g1sp|Q9C827|COB22_ARATHAt1g52360Coatomer subunit beta'-2 OS=Arabidopsis thaliana GN=At1g52360 PE=1 SV=167.80 0.00

TRINITY_DN34542_c0_g2sp|Q1W374|PMM_WHEAT- Phosphomannomutase OS=Triticum aestivum PE=2 SV=167.70 0.00

TRINITY_DN34969_c0_g1sp|P48734|CDK1_BOVINCDK1 Cyclin-dependent kinase 1 OS=Bos taurus GN=CDK1 PE=2 SV=267.70 0.00

TRINITY_DN36377_c1_g4sp|Q9T074|PCKA_ARATHPCKA Phosphoenolpyruvate carboxykinase [ATP] OS=Arabidopsis thaliana GN=PCKA PE=1 SV=167.70 0.00

TRINITY_DN38727_c2_g1sp|B9DGD6|ACS_ARATHACS Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal OS=Arabidopsis thaliana GN=ACS PE=1 SV=167.70 0.00

TRINITY_DN42562_c0_g4sp|Q39592|DYL5_CHLRE- Dynein 16 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=167.70 0.00

TRINITY_DN44540_c0_g3sp|Q42551|SCE1_ARATHSCE1 SUMO-conjugating enzyme SCE1 OS=Arabidopsis thaliana GN=SCE1 PE=1 SV=167.70 0.00

TRINITY_DN46299_c0_g1sp|Q55905|PPSA_SYNY3ppsA Phosphoenolpyruvate synthase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=ppsA PE=3 SV=167.70 0

TRINITY_DN46858_c0_g4sp|P34120|PSA7_DICDIpsmA7 Proteasome subunit alpha type-7 OS=Dictyostelium discoideum GN=psmA7 PE=3 SV=167.70 0.00

TRINITY_DN48423_c1_g1sp|P00873|RBS1_CHLRERBCS-1 Ribulose bisphosphate carboxylase small chain 1, chloroplastic OS=Chlamydomonas reinhardtii GN=RBCS-1 PE=1 SV=167.70 0.00

TRINITY_DN48529_c2_g4sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=167.70 0.00

TRINITY_DN48724_c0_g5sp|P47979|ZFS1_SCHPOzfs1 Zinc finger protein zfs1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=zfs1 PE=1 SV=167.70 0.00

TRINITY_DN48724_c0_g6sp|P47979|ZFS1_SCHPOzfs1 Zinc finger protein zfs1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=zfs1 PE=1 SV=167.70 0.00

TRINITY_DN48891_c0_g1sp|P46248|AAT5_ARATHASP5 Aspartate aminotransferase, chloroplastic OS=Arabidopsis thaliana GN=ASP5 PE=1 SV=267.70 0.00

TRINITY_DN49881_c1_g4sp|P61485|RL36A_DANRErpl36a 60S ribosomal protein L36a OS=Danio rerio GN=rpl36a PE=3 SV=267.70 0.00

TRINITY_DN50203_c1_g3sp|Q5YLB5|GYRA_NICBEGYRA DNA gyrase subunit A, chloroplastic/mitochondrial OS=Nicotiana benthamiana GN=GYRA PE=2 SV=167.70 0.00

TRINITY_DN50482_c0_g1sp|Q8W4M7|ERCC2_ARATHXPD DNA repair helicase XPD OS=Arabidopsis thaliana GN=XPD PE=1 SV=167.70 0.00

TRINITY_DN50762_c0_g5sp|Q2W2H3|EFTU_MAGSAtuf1 Elongation factor Tu OS=Magnetospirillum magneticum (strain AMB-1 / ATCC 700264) GN=tuf1 PE=3 SV=167.70 0.00

TRINITY_DN52659_c1_g4sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=267.70 0.00

TRINITY_DN1918_c0_g1sp|Q0P5A5|CKS1_BOVINCKS1B Cyclin-dependent kinases regulatory subunit 1 OS=Bos taurus GN=CKS1B PE=3 SV=167.60 0.00

TRINITY_DN24454_c0_g1sp|O59870|RL44_PHARHRPL44 60S ribosomal protein L44 OS=Phaffia rhodozyma GN=RPL44 PE=3 SV=367.60 0.00

TRINITY_DN30463_c0_g1sp|P49107|PSAN_ARATHPSAN Photosystem I reaction center subunit N, chloroplastic OS=Arabidopsis thaliana GN=PSAN PE=1 SV=267.60 0.00

TRINITY_DN34012_c0_g1sp|Q96361|ARF1_BRARPARF1 ADP-ribosylation factor 1 OS=Brassica rapa subsp. pekinensis GN=ARF1 PE=2 SV=367.60 0.00

TRINITY_DN36987_c0_g4sp|Q9BYD9|ACTT3_HUMANACTRT3 Actin-related protein T3 OS=Homo sapiens GN=ACTRT3 PE=2 SV=167.60 0.00

TRINITY_DN37293_c1_g2sp|Q42599|NDS8A_ARATHAt1g79010NADH dehydrogenase [ubiquinone] iron-sulfur protein 8-A, mitochondrial OS=Arabidopsis thaliana GN=At1g79010 PE=1 SV=167.60 0.00

TRINITY_DN38912_c0_g3sp|Q6F2Z1|STT3A_ORYSJSTT3A Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A OS=Oryza sativa subsp. japonica GN=STT3A PE=2 SV=167.60 0.00

TRINITY_DN39581_c1_g1sp|Q10I26|RH34_ORYSJOs03g0566800DEAD-box ATP-dependent RNA helicase 34 OS=Oryza sativa subsp. japonica GN=Os03g0566800 PE=2 SV=167.60 0.00

TRINITY_DN44070_c0_g3sp|Q9U9A3|PPP6_DICDIppp6c Serine/threonine-protein phosphatase 6 catalytic subunit OS=Dictyostelium discoideum GN=ppp6c PE=2 SV=267.60 0.00

TRINITY_DN44924_c1_g3sp|Q9XF97|RL4_PRUARRPL4 60S ribosomal protein L4 OS=Prunus armeniaca GN=RPL4 PE=2 SV=167.60 0.00

TRINITY_DN45907_c0_g10sp|Q9Z4P0|FRD2_SHEFNifcA Fumarate reductase flavoprotein subunit OS=Shewanella frigidimarina (strain NCIMB 400) GN=ifcA PE=1 SV=167.60 0.00

TRINITY_DN47467_c0_g8sp|P42748|UBC4_ARATHUBC4 Ubiquitin-conjugating enzyme E2 4 OS=Arabidopsis thaliana GN=UBC4 PE=2 SV=267.60 0.00

TRINITY_DN47531_c2_g1sp|Q8DJ40|CLPB1_THEEBclpB1 Chaperone protein ClpB 1 OS=Thermosynechococcus elongatus (strain BP-1) GN=clpB1 PE=3 SV=167.60 0

TRINITY_DN47748_c0_g8sp|Q03237|MYBB_CHICKMYBL2 Myb-related protein B OS=Gallus gallus GN=MYBL2 PE=1 SV=167.60 0.00

TRINITY_DN48071_c0_g2sp|A5UWX7|NFI_ROSS1nfi Endonuclease V OS=Roseiflexus sp. (strain RS-1) GN=nfi PE=3 SV=167.60 0.00

TRINITY_DN49811_c0_g2sp|O65084|PSB3_PICMAPBC1 Proteasome subunit beta type-3 OS=Picea mariana GN=PBC1 PE=2 SV=167.60 0.00

TRINITY_DN51352_c0_g3sp|P54211|PMA1_DUNBIPMA1 Plasma membrane ATPase OS=Dunaliella bioculata GN=PMA1 PE=2 SV=167.60 0

TRINITY_DN51956_c1_g1sp|Q9SQL2|CB24_PEAlhcA-P4 Chlorophyll a-b binding protein P4, chloroplastic OS=Pisum sativum GN=lhcA-P4 PE=1 SV=167.60 0.00



TRINITY_DN16912_c0_g1sp|Q6NU40|CTF18_XENLAchtf18 Chromosome transmission fidelity protein 18 homolog OS=Xenopus laevis GN=chtf18 PE=2 SV=167.50 0.00

TRINITY_DN18167_c0_g1sp|Q9QUG2|POLK_MOUSEPolk DNA polymerase kappa OS=Mus musculus GN=Polk PE=1 SV=167.50 0.00

TRINITY_DN18490_c0_g2sp|Q9I676|HYDA_PSEAEdht D-hydantoinase/dihydropyrimidinase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=dht PE=1 SV=167.50 0.00

TRINITY_DN27328_c0_g1sp|O94666|RPC1_SCHPOrpc1 DNA-directed RNA polymerase III subunit rpc1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpc1 PE=2 SV=167.50 0.00

TRINITY_DN35976_c0_g1sp|B9KHZ4|CLPP_ANAMFclpP ATP-dependent Clp protease proteolytic subunit OS=Anaplasma marginale (strain Florida) GN=clpP PE=3 SV=167.50 0.00

TRINITY_DN36867_c0_g1sp|Q9NQL2|RRAGD_HUMANRRAGD Ras-related GTP-binding protein D OS=Homo sapiens GN=RRAGD PE=1 SV=167.50 0.00

TRINITY_DN37857_c1_g4sp|Q54CE0|DDX17_DICDIddx17 Probable ATP-dependent RNA helicase ddx17 OS=Dictyostelium discoideum GN=ddx17 PE=3 SV=167.50 0.00

TRINITY_DN38626_c0_g3sp|Q9SD61|C3H42_ARATHAt3g47120Zinc finger CCCH domain-containing protein 42 OS=Arabidopsis thaliana GN=At3g47120 PE=2 SV=167.50 0.00

TRINITY_DN43688_c0_g4sp|Q6H6D2|HEM3_ORYSJHEMC Porphobilinogen deaminase, chloroplastic OS=Oryza sativa subsp. japonica GN=HEMC PE=2 SV=167.50 0.00

TRINITY_DN47522_c0_g3sp|F4KGQ0|ALFC4_ARATHFBA4 Fructose-bisphosphate aldolase 4, cytosolic OS=Arabidopsis thaliana GN=FBA4 PE=2 SV=167.50 0.00

TRINITY_DN48530_c1_g1sp|Q56X52|AOX4_ARATHAOX4 Ubiquinol oxidase 4, chloroplastic/chromoplastic OS=Arabidopsis thaliana GN=AOX4 PE=1 SV=267.50 0.00

TRINITY_DN49442_c0_g1sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=367.50 0.00

TRINITY_DN51003_c1_g1sp|Q95VF7|PRO1B_ACACA- Profilin-1B OS=Acanthamoeba castellanii PE=1 SV=367.50 0.00

TRINITY_DN51078_c0_g4sp|Q84KI6|SQD1_SPIOLSQD1 UDP-sulfoquinovose synthase, chloroplastic OS=Spinacia oleracea GN=SQD1 PE=1 SV=167.50 0.00

TRINITY_DN51960_c1_g1sp|Q96558|UGDH1_SOYBNUGD1 UDP-glucose 6-dehydrogenase 1 OS=Glycine max GN=UGD1 PE=2 SV=167.50 0.00

TRINITY_DN2370_c0_g1sp|Q9V668|S61G1_DROMESEC61G1 Protein transport protein Sec61 gamma-1 subunit OS=Drosophila melanogaster GN=SEC61G1 PE=3 SV=167.40 0.00

TRINITY_DN29283_c0_g1sp|A7SEP9|RU1C_NEMVEv1g244745U1 small nuclear ribonucleoprotein C OS=Nematostella vectensis GN=v1g244745 PE=3 SV=167.40 0.00

TRINITY_DN31798_c0_g1sp|Q1JQ93|DPM1_BOVINDPM1 Dolichol-phosphate mannosyltransferase subunit 1 OS=Bos taurus GN=DPM1 PE=2 SV=167.40 0.00

TRINITY_DN32245_c0_g2sp|Q54VN2|COQ5_DICDIcoq5 2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial OS=Dictyostelium discoideum GN=coq5 PE=3 SV=167.40 0.00

TRINITY_DN32676_c0_g1sp|C1FI13|ITPA_MICCCMICPUN_61716Inosine triphosphate pyrophosphatase OS=Micromonas commoda (strain RCC299 / NOUM17 / CCMP2709) GN=MICPUN_61716 PE=3 SV=167.40 0.00

TRINITY_DN35787_c0_g4sp|P40341|YTA12_YEASTYTA12 Mitochondrial respiratory chain complexes assembly protein YTA12 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YTA12 PE=1 SV=267.40 0.00

TRINITY_DN36283_c1_g1sp|Q46266|PFL_CLOPApfl Formate acetyltransferase OS=Clostridium pasteurianum GN=pfl PE=3 SV=167.40 0.00

TRINITY_DN36370_c1_g2sp|O15527|OGG1_HUMANOGG1 N-glycosylase/DNA lyase OS=Homo sapiens GN=OGG1 PE=1 SV=267.40 0.00

TRINITY_DN36850_c0_g10sp|Q852Q2|OSK1_ORYSJOSK1 Serine/threonine protein kinase OSK1 OS=Oryza sativa subsp. japonica GN=OSK1 PE=1 SV=167.40 0.00

TRINITY_DN38931_c0_g6sp|F4HPR5|DRP5A_ARATHDRP5A Dynamin-related protein 5A OS=Arabidopsis thaliana GN=DRP5A PE=2 SV=167.40 0.00

TRINITY_DN39423_c0_g4sp|Q5WW20|PUR7_LEGPLpurC Phosphoribosylaminoimidazole-succinocarboxamide synthase OS=Legionella pneumophila (strain Lens) GN=purC PE=3 SV=167.40 0.00

TRINITY_DN39738_c1_g3sp|Q8S2E5|KPRS3_ORYSJOs01g0723600Ribose-phosphate pyrophosphokinase 3, chloroplastic OS=Oryza sativa subsp. japonica GN=Os01g0723600 PE=2 SV=167.40 0.00

TRINITY_DN39987_c1_g2sp|Q86AX3|HUTU_DICDIuroc1 Probable urocanate hydratase OS=Dictyostelium discoideum GN=uroc1 PE=3 SV=267.40 0.00

TRINITY_DN42258_c0_g1sp|Q01401|GLGB_ORYSJSBE1 1,4-alpha-glucan-branching enzyme, chloroplastic/amyloplastic OS=Oryza sativa subsp. japonica GN=SBE1 PE=1 SV=267.40 0.00

TRINITY_DN44366_c0_g2sp|Q9SIL6|PHB6_ARATHPHB6 Prohibitin-6, mitochondrial OS=Arabidopsis thaliana GN=PHB6 PE=1 SV=167.40 0.00

TRINITY_DN48844_c0_g4sp|Q42340|RS163_ARATHRPS16C 40S ribosomal protein S16-3 OS=Arabidopsis thaliana GN=RPS16C PE=2 SV=167.40 0.00

TRINITY_DN48929_c1_g4sp|O50055|COL1_ARATHCOL1 Zinc finger protein CONSTANS-LIKE 1 OS=Arabidopsis thaliana GN=COL1 PE=1 SV=167.40 0.00

TRINITY_DN52091_c2_g1sp|O80452|AMPD_ARATHAMPD AMP deaminase OS=Arabidopsis thaliana GN=AMPD PE=1 SV=267.40 0.00

TRINITY_DN31471_c0_g1sp|Q9S7G7|MB3R1_ARATHMYB3R-1 Myb-related protein 3R-1 OS=Arabidopsis thaliana GN=MYB3R-1 PE=2 SV=167.30 0.00

TRINITY_DN35761_c1_g10sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=367.30 0.00

TRINITY_DN35887_c0_g2sp|Q8TGM7|ART2_YEASTART2 Putative uncharacterized protein ART2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ART2 PE=5 SV=167.30 0.00

TRINITY_DN37091_c0_g9sp|P0DJ59|RL30_TETTSRPL30 60S ribosomal protein L30 OS=Tetrahymena thermophila (strain SB210) GN=RPL30 PE=1 SV=167.30 0.00

TRINITY_DN39658_c0_g1sp|Q86AV6|CISYC_DICDIgltA Citrate synthase OS=Dictyostelium discoideum GN=gltA PE=3 SV=167.30 0.00

TRINITY_DN41003_c1_g3sp|Q1XDH2|DNAK_PYRYEdnaK Chaperone protein dnaK OS=Pyropia yezoensis GN=dnaK PE=3 SV=167.30 0.00

TRINITY_DN42153_c1_g2sp|Q9C6Z3|ODPB2_ARATHPDH-E1 Pyruvate dehydrogenase E1 component subunit beta-2, chloroplastic OS=Arabidopsis thaliana GN=PDH-E1 BETA PE=2 SV=167.30 0.00

TRINITY_DN42750_c0_g1sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=167.30 0.00

TRINITY_DN44245_c0_g2sp|P18616|NRPB1_ARATHNRPB1 DNA-directed RNA polymerase II subunit 1 OS=Arabidopsis thaliana GN=NRPB1 PE=1 SV=367.30 0.00

TRINITY_DN50733_c0_g2sp|Q655S1|FTSH2_ORYSJFTSH2 ATP-dependent zinc metalloprotease FTSH 2, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH2 PE=3 SV=167.30 0.00

TRINITY_DN51835_c1_g2sp|P56293|ACCD_CHLVUaccD Acetyl-coenzyme A carboxylase carboxyl transferase subunit beta, chloroplastic OS=Chlorella vulgaris GN=accD PE=3 SV=167.30 0.00

TRINITY_DN51916_c0_g1sp|P39872|RL3_BOVINRPL3 60S ribosomal protein L3 OS=Bos taurus GN=RPL3 PE=2 SV=267.30 0.00

TRINITY_DN29364_c0_g2sp|Q15427|SF3B4_HUMANSF3B4 Splicing factor 3B subunit 4 OS=Homo sapiens GN=SF3B4 PE=1 SV=167.20 0.00

TRINITY_DN36905_c2_g1sp|O13747|EPT1_SCHPOSPAC16E8.13RING finger protein ETP1 homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC16E8.13 PE=3 SV=167.20 0.00

TRINITY_DN39571_c0_g3sp|A4K436|RTEL1_BOVINRTEL1 Regulator of telomere elongation helicase 1 OS=Bos taurus GN=RTEL1 PE=2 SV=167.20 0.00



TRINITY_DN42263_c0_g2sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=167.20 0.00

TRINITY_DN43857_c0_g2sp|Q8GY84|RH10_ARATHRH10 DEAD-box ATP-dependent RNA helicase 10 OS=Arabidopsis thaliana GN=RH10 PE=2 SV=267.20 0.00

TRINITY_DN49305_c0_g1sp|O48561|CATA4_SOYBNCAT4 Catalase-4 OS=Glycine max GN=CAT4 PE=2 SV=167.20 0.00

TRINITY_DN52482_c2_g3sp|Q9SMH5|DYHC2_CHLREDHC1B Cytoplasmic dynein 2 heavy chain 1 OS=Chlamydomonas reinhardtii GN=DHC1B PE=1 SV=267.20 0

TRINITY_DN7818_c0_g1sp|Q2QS14|UGDH4_ORYSJUGD4 UDP-glucose 6-dehydrogenase 4 OS=Oryza sativa subsp. japonica GN=UGD4 PE=2 SV=167.20 0.00

TRINITY_DN29382_c0_g1sp|Q9D0F6|RFC5_MOUSERfc5 Replication factor C subunit 5 OS=Mus musculus GN=Rfc5 PE=1 SV=167.10 0.00

TRINITY_DN38004_c1_g6sp|P22589|UBIQP_PHYIN- Polyubiquitin OS=Phytophthora infestans PE=1 SV=267.10 0.00

TRINITY_DN40537_c0_g1sp|P27517|CB2_DUNTE- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella tertiolecta PE=2 SV=167.10 0.00

TRINITY_DN45348_c0_g1sp|Q9VXE0|RUXG_DROMESNRPG Probable small nuclear ribonucleoprotein G OS=Drosophila melanogaster GN=SNRPG PE=1 SV=167.10 0.00

TRINITY_DN46327_c0_g7sp|Q5AG71|HSL1_CANALHSL1 Serine/threonine-protein kinase HSL1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=HSL1 PE=1 SV=167.10 0.00

TRINITY_DN47165_c0_g7sp|P02574|ACT4_DROMEAct79B Actin, larval muscle OS=Drosophila melanogaster GN=Act79B PE=1 SV=267.10 0.00

TRINITY_DN49129_c0_g3sp|Q42551|SCE1_ARATHSCE1 SUMO-conjugating enzyme SCE1 OS=Arabidopsis thaliana GN=SCE1 PE=1 SV=167.10 0.00

TRINITY_DN50359_c1_g7sp|P53441|CATR_NAEGRCTN Caltractin OS=Naegleria gruberi GN=CTN PE=2 SV=167.10 0.00

TRINITY_DN51363_c0_g1sp|P48528|PPX2_ARATHPPX2 Serine/threonine-protein phosphatase PP-X isozyme 2 OS=Arabidopsis thaliana GN=PPX2 PE=2 SV=267.10 0.00

TRINITY_DN52425_c1_g12sp|Q9P2H3|IFT80_HUMANIFT80 Intraflagellar transport protein 80 homolog OS=Homo sapiens GN=IFT80 PE=1 SV=367.10 0.00

TRINITY_DN7896_c0_g1sp|P13952|CCNB_SPISO- G2/mitotic-specific cyclin-B OS=Spisula solidissima PE=2 SV=167.10 0.00

TRINITY_DN2374_c0_g1sp|Q9Y3B4|SF3B6_HUMANSF3B6 Splicing factor 3B subunit 6 OS=Homo sapiens GN=SF3B6 PE=1 SV=167.00 0.00

TRINITY_DN34479_c0_g1sp|Q2HH48|GAR1_CHAGBGAR1 H/ACA ribonucleoprotein complex subunit 1 OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=GAR1 PE=3 SV=167.00 0.00

TRINITY_DN40038_c0_g3sp|Q9LHE7|FYPP3_ARATHFYPP3 Phytochrome-associated serine/threonine-protein phosphatase 3 OS=Arabidopsis thaliana GN=FYPP3 PE=1 SV=167.00 0.00

TRINITY_DN42712_c0_g5sp|Q55FN7|ODBB_DICDIbkdB 2-oxoisovalerate dehydrogenase subunit beta, mitochondrial OS=Dictyostelium discoideum GN=bkdB PE=3 SV=167.00 0.00

TRINITY_DN48609_c1_g5sp|O88967|YMEL1_MOUSEYme1l1 ATP-dependent zinc metalloprotease YME1L1 OS=Mus musculus GN=Yme1l1 PE=1 SV=167.00 0.00

TRINITY_DN32937_c0_g1sp|P04183|KITH_HUMANTK1 Thymidine kinase, cytosolic OS=Homo sapiens GN=TK1 PE=1 SV=266.90 0.00

TRINITY_DN35279_c0_g10sp|Q3SEK0|CATR5_PARTEIcl1e Caltractin ICL1e OS=Paramecium tetraurelia GN=Icl1e PE=3 SV=166.90 0.00

TRINITY_DN35661_c0_g2sp|Q43362|VATL_CHRCTVAP V-type proton ATPase 16 kDa proteolipid subunit OS=Chrysotila carteri GN=VAP PE=2 SV=166.90 0.00

TRINITY_DN37023_c0_g7sp|Q9FNQ1|DEXHE_ARATHBRR2C DExH-box ATP-dependent RNA helicase DExH14 OS=Arabidopsis thaliana GN=BRR2C PE=2 SV=166.90 0.00

TRINITY_DN37174_c0_g1sp|Q8NKF4|RL3_ASPFUrpl3 60S ribosomal protein L3 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=rpl3 PE=1 SV=266.90 0.00

TRINITY_DN40387_c0_g6sp|Q9U7D1|H3_MASBA- Histone H3 OS=Mastigamoeba balamuthi PE=2 SV=166.90 0.00

TRINITY_DN40984_c0_g5sp|Q10G81|MSI1_ORYSJMSI1 Histone-binding protein MSI1 homolog OS=Oryza sativa subsp. japonica GN=MSI1 PE=2 SV=166.90 0.00

TRINITY_DN43044_c0_g1sp|P54647|VATA_DICDIvatA V-type proton ATPase catalytic subunit A OS=Dictyostelium discoideum GN=vatA PE=1 SV=266.90 0.00

TRINITY_DN44641_c0_g1sp|P51965|UB2E1_HUMANUBE2E1 Ubiquitin-conjugating enzyme E2 E1 OS=Homo sapiens GN=UBE2E1 PE=1 SV=166.90 0.00

TRINITY_DN45594_c1_g2sp|Q8VZU2|SY132_ARATHSYP132 Syntaxin-132 OS=Arabidopsis thaliana GN=SYP132 PE=1 SV=166.90 0.00

TRINITY_DN50924_c0_g5sp|O48844|PSD1A_ARATHRPN2A 26S proteasome non-ATPase regulatory subunit 1 homolog A OS=Arabidopsis thaliana GN=RPN2A PE=1 SV=166.90 0.00

TRINITY_DN33849_c0_g1sp|Q55GQ6|UPP_DICDIuprt Uracil phosphoribosyltransferase OS=Dictyostelium discoideum GN=uprt PE=3 SV=166.80 0.00

TRINITY_DN36606_c0_g1sp|Q54QK7|DIM1_DICDIdimt1 Probable dimethyladenosine transferase OS=Dictyostelium discoideum GN=dimt1 PE=3 SV=166.80 0.00

TRINITY_DN45337_c0_g2sp|Q8S339|ALB31_CHLREALB3.1 Inner membrane ALBINO3-like protein 1, chloroplastic OS=Chlamydomonas reinhardtii GN=ALB3.1 PE=3 SV=166.80 0.00

TRINITY_DN45828_c0_g6sp|P93761|INV1_CAPAN- Acid beta-fructofuranosidase AIV-18 OS=Capsicum annuum PE=2 SV=166.80 0.00

TRINITY_DN46047_c0_g1sp|Q8RXE9|SYWM_ARATHOVA4 Tryptophan--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OVA4 PE=1 SV=166.80 0.00

TRINITY_DN50511_c0_g2sp|Q54GN8|NSA2_DICDInsa2 Ribosome biogenesis protein NSA2 homolog OS=Dictyostelium discoideum GN=nsa2 PE=3 SV=166.80 0.00

TRINITY_DN1394_c0_g1sp|Q9CAI5|CKL2_ARATHCKL2 Casein kinase 1-like protein 2 OS=Arabidopsis thaliana GN=CKL2 PE=1 SV=166.70 0.00

TRINITY_DN29852_c0_g1sp|Q86II5|NAT9_DICDInat9 N-acetyltransferase 9-like protein OS=Dictyostelium discoideum GN=nat9 PE=3 SV=166.70 0.00

TRINITY_DN30827_c0_g1sp|A8ISN6|ARL3_CHLREARL3 ADP-ribosylation factor-like protein 3 OS=Chlamydomonas reinhardtii GN=ARL3 PE=1 SV=266.70 0.00

TRINITY_DN32803_c0_g2sp|Q54RJ1|CNRB_DICDIcnrB CLPTM1-like membrane protein cnrB OS=Dictyostelium discoideum GN=cnrB PE=3 SV=166.70 0.00

TRINITY_DN33760_c0_g1sp|Q962X9|BUD31_BRABE- Protein BUD31 homolog OS=Branchiostoma belcheri PE=2 SV=166.70 0.00

TRINITY_DN33824_c0_g1sp|P42749|UBC5_ARATHUBC5 Ubiquitin-conjugating enzyme E2 5 OS=Arabidopsis thaliana GN=UBC5 PE=2 SV=266.70 0.00

TRINITY_DN33865_c0_g1sp|P54680|FIMB_DICDIfimA Fimbrin OS=Dictyostelium discoideum GN=fimA PE=2 SV=266.70 0.00

TRINITY_DN33948_c0_g1sp|Q54H39|AP2S_DICDIap2s1 AP-2 complex subunit sigma OS=Dictyostelium discoideum GN=ap2s1 PE=3 SV=266.70 0.00

TRINITY_DN35087_c0_g1sp|Q6UX73|CP089_HUMANC16orf89UPF0764 protein C16orf89 OS=Homo sapiens GN=C16orf89 PE=1 SV=266.70 0.00

TRINITY_DN35822_c0_g2sp|Q9NQT8|KI13B_HUMANKIF13B Kinesin-like protein KIF13B OS=Homo sapiens GN=KIF13B PE=1 SV=266.70 0.00

TRINITY_DN36470_c1_g1sp|Q54YZ4|ETFB_DICDIetfb Electron transfer flavoprotein subunit beta OS=Dictyostelium discoideum GN=etfb PE=3 SV=166.70 0.00

TRINITY_DN37544_c0_g2sp|Q9BMX0|ERF1_DICDIerf1 Eukaryotic peptide chain release factor subunit 1 OS=Dictyostelium discoideum GN=erf1 PE=2 SV=266.70 0.00

TRINITY_DN37651_c0_g1sp|Q56JV1|RS26_BOVINRPS26 40S ribosomal protein S26 OS=Bos taurus GN=RPS26 PE=3 SV=366.70 0.00

TRINITY_DN38904_c0_g1sp|Q8HXX1|MUTA_MACFAMUT Methylmalonyl-CoA mutase, mitochondrial OS=Macaca fascicularis GN=MUT PE=2 SV=166.70 0.00

TRINITY_DN38909_c0_g3sp|Q8BJ64|CHDH_MOUSEChdh Choline dehydrogenase, mitochondrial OS=Mus musculus GN=Chdh PE=1 SV=166.70 0.00

TRINITY_DN39400_c1_g3sp|Q41649|FKB15_VICFAFKBP15 FK506-binding protein 2 OS=Vicia faba GN=FKBP15 PE=1 SV=166.70 0.00

TRINITY_DN40123_c2_g1sp|Q9M2W3|PGPS2_ARATHPGPS2 CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase 2 OS=Arabidopsis thaliana GN=PGPS2 PE=1 SV=166.70 0.00

TRINITY_DN40265_c1_g5sp|Q8RUF8|NILP3_ARATHNLP3 Omega-amidase, chloroplastic OS=Arabidopsis thaliana GN=NLP3 PE=1 SV=166.70 0.00



TRINITY_DN41000_c1_g1sp|O03848|COX2_LATCHMT-CO2 Cytochrome c oxidase subunit 2 OS=Latimeria chalumnae GN=MT-CO2 PE=3 SV=166.70 0.00

TRINITY_DN42659_c0_g6sp|Q9LFP1|VA713_ARATHVAMP713 Vesicle-associated membrane protein 713 OS=Arabidopsis thaliana GN=VAMP713 PE=2 SV=166.70 0.00

TRINITY_DN42895_c0_g2sp|Q9VI10|SMD2_DROMESmD2 Probable small nuclear ribonucleoprotein Sm D2 OS=Drosophila melanogaster GN=SmD2 PE=1 SV=166.70 0.00

TRINITY_DN42926_c0_g7sp|O80452|AMPD_ARATHAMPD AMP deaminase OS=Arabidopsis thaliana GN=AMPD PE=1 SV=266.70 0.00

TRINITY_DN44046_c0_g1sp|Q96NC0|ZMAT2_HUMANZMAT2 Zinc finger matrin-type protein 2 OS=Homo sapiens GN=ZMAT2 PE=1 SV=166.70 0.00

TRINITY_DN44490_c0_g2sp|Q9DAK2|PACRG_MOUSEPacrg Parkin coregulated gene protein homolog OS=Mus musculus GN=Pacrg PE=1 SV=166.70 0.00

TRINITY_DN45380_c0_g5sp|Q9K9H0|ACEA_BACHDaceA Isocitrate lyase OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=aceA PE=3 SV=166.70 0.00

TRINITY_DN45719_c0_g3sp|P29407|PGK_YARLIPGK1 Phosphoglycerate kinase OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=PGK1 PE=3 SV=166.70 0.00

TRINITY_DN46078_c2_g4sp|Q71UM5|RS27L_HUMANRPS27L 40S ribosomal protein S27-like OS=Homo sapiens GN=RPS27L PE=1 SV=366.70 0.00

TRINITY_DN46754_c0_g4sp|Q941I6|PMS1_ARATHPMS1 DNA mismatch repair protein PMS1 OS=Arabidopsis thaliana GN=PMS1 PE=1 SV=166.70 0.00

TRINITY_DN47792_c1_g1sp|Q54UC9|KIF3_DICDIkif3 Kinesin-related protein 3 OS=Dictyostelium discoideum GN=kif3 PE=1 SV=166.70 0.00

TRINITY_DN48217_c0_g1sp|Q9I0K9|PUR8_PSEAEpurB Adenylosuccinate lyase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=purB PE=3 SV=166.70 0.00

TRINITY_DN48591_c0_g2sp|Q84TI6|CDKE1_ARATHCDKE-1 Cyclin-dependent kinase E-1 OS=Arabidopsis thaliana GN=CDKE-1 PE=1 SV=266.70 0.00

TRINITY_DN49008_c0_g1sp|Q8LPJ5|ICDHP_ARATHAt5g14590Isocitrate dehydrogenase [NADP], chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At5g14590 PE=1 SV=166.70 0.00

TRINITY_DN50577_c1_g4sp|Q2LR76|RL27_SYNASrpmA 50S ribosomal protein L27 OS=Syntrophus aciditrophicus (strain SB) GN=rpmA PE=3 SV=166.70 0.00

TRINITY_DN51217_c0_g6sp|B8ZRT2|SYP_MYCLBproS Proline--tRNA ligase OS=Mycobacterium leprae (strain Br4923) GN=proS PE=3 SV=166.70 0.00

TRINITY_DN51463_c0_g1sp|A8ID74|BOP1_CHLRECHLREDRAFT_111274Ribosome biogenesis protein BOP1 homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_111274 PE=3 SV=266.70 0.00

TRINITY_DN5889_c0_g1sp|P08799|MYS2_DICDImhcA Myosin-2 heavy chain OS=Dictyostelium discoideum GN=mhcA PE=1 SV=366.70 0.00

TRINITY_DN36327_c0_g1sp|Q7RYW6|CYSK_NEUCRcys-17 Cysteine synthase 1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cys-17 PE=3 SV=166.60 0.00

TRINITY_DN48090_c0_g2sp|A2YII8|NADE_ORYSIOsI_25032Glutamine-dependent NAD(+) synthetase OS=Oryza sativa subsp. indica GN=OsI_25032 PE=3 SV=166.60 0.00

TRINITY_DN34695_c0_g1sp|P33198|IDHP_PIGIDH2 Isocitrate dehydrogenase [NADP], mitochondrial (Fragment) OS=Sus scrofa GN=IDH2 PE=1 SV=166.50 0.00

TRINITY_DN36505_c0_g4sp|P54765|RAN1A_LOTJARAN1A GTP-binding nuclear protein Ran1A (Fragment) OS=Lotus japonicus GN=RAN1A PE=2 SV=166.50 0.00

TRINITY_DN37780_c0_g6sp|O77229|CATA_DICDIcatA Catalase-A OS=Dictyostelium discoideum GN=catA PE=2 SV=266.50 0.00

TRINITY_DN39836_c0_g1sp|O04376|2A5B_ARATHB'BETA Serine/threonine protein phosphatase 2A 57 kDa regulatory subunit B' beta isoform OS=Arabidopsis thaliana GN=B'BETA PE=1 SV=166.50 0.00

TRINITY_DN45438_c0_g3sp|Q54N49|INO1_DICDIino1 Inositol-3-phosphate synthase OS=Dictyostelium discoideum GN=ino1 PE=3 SV=166.50 0.00

TRINITY_DN51017_c1_g2sp|Q015G2|SYAP_OSTTAOt07g01880Probable alanine--tRNA ligase, chloroplastic/mitochondrial OS=Ostreococcus tauri GN=Ot07g01880 PE=3 SV=266.50 0.00

TRINITY_DN38309_c0_g6sp|Q3SW76|DNAK_NITWNdnaK Chaperone protein DnaK OS=Nitrobacter winogradskyi (strain ATCC 25391 / DSM 10237 / CIP 104748 / NCIMB 11846 / Nb-255) GN=dnaK PE=3 SV=166.40 0.00

TRINITY_DN39987_c1_g1sp|Q86AX3|HUTU_DICDIuroc1 Probable urocanate hydratase OS=Dictyostelium discoideum GN=uroc1 PE=3 SV=266.40 0.00

TRINITY_DN44933_c0_g1sp|Q93VC7|RPS1_ARATHRPS1 30S ribosomal protein S1, chloroplastic OS=Arabidopsis thaliana GN=RPS1 PE=1 SV=166.40 0.00

TRINITY_DN45405_c1_g4sp|Q9SVA6|DRG3_ARATHDRG3 Developmentally-regulated G-protein 3 OS=Arabidopsis thaliana GN=DRG3 PE=1 SV=166.40 0.00

TRINITY_DN45705_c0_g1sp|Q9VHV5|ARL8_DROMEGie ADP-ribosylation factor-like protein 8 OS=Drosophila melanogaster GN=Gie PE=1 SV=166.40 0.00

TRINITY_DN46555_c0_g3sp|Q55508|TRPC_SYNY3trpC Indole-3-glycerol phosphate synthase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=trpC PE=3 SV=166.40 0.00

TRINITY_DN48117_c1_g2sp|Q8DJ40|CLPB1_THEEBclpB1 Chaperone protein ClpB 1 OS=Thermosynechococcus elongatus (strain BP-1) GN=clpB1 PE=3 SV=166.40 0.00

TRINITY_DN48192_c0_g1sp|O81155|CYSKP_SOLTU- Cysteine synthase, chloroplastic/chromoplastic OS=Solanum tuberosum PE=2 SV=166.40 0.00

TRINITY_DN36177_c0_g5sp|Q9FLT5|AB9A_ARATHABCA9 ABC transporter A family member 9 OS=Arabidopsis thaliana GN=ABCA9 PE=1 SV=166.30 0.00

TRINITY_DN37864_c0_g5sp|Q54W24|ABCB4_DICDIabcB4 ABC transporter B family member 4 OS=Dictyostelium discoideum GN=abcB4 PE=3 SV=166.30 0.00

TRINITY_DN38332_c0_g3sp|Q54MQ7|DHYS_DICDIdhps Probable deoxyhypusine synthase OS=Dictyostelium discoideum GN=dhps PE=3 SV=166.30 0.00

TRINITY_DN38339_c3_g6sp|Q9CAI5|CKL2_ARATHCKL2 Casein kinase 1-like protein 2 OS=Arabidopsis thaliana GN=CKL2 PE=1 SV=166.30 0.00

TRINITY_DN39035_c0_g2sp|P49103|RAB2A_MAIZERAB2A Ras-related protein Rab-2-A OS=Zea mays GN=RAB2A PE=2 SV=166.30 0.00

TRINITY_DN40521_c0_g1sp|Q9K9H0|ACEA_BACHDaceA Isocitrate lyase OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=aceA PE=3 SV=166.30 0.00

TRINITY_DN40757_c0_g3sp|Q64268|HEP2_RATSerpind1Heparin cofactor 2 OS=Rattus norvegicus GN=Serpind1 PE=1 SV=166.30 0.00

TRINITY_DN41662_c1_g6sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=166.30 0.00

TRINITY_DN42554_c1_g4sp|B9N843|ACCC2_POPTRPOPTR_0018s14250gBiotin carboxylase 2, chloroplastic OS=Populus trichocarpa GN=POPTR_0018s14250g PE=2 SV=266.30 0.00

TRINITY_DN42771_c0_g3sp|A0CXT3|FEN11_PARTEFEN1-1 Flap endonuclease 1-1 OS=Paramecium tetraurelia GN=FEN1-1 PE=3 SV=166.30 0.00

TRINITY_DN44156_c0_g4sp|Q7T2E3|KC1DA_DANREcsnk1da Casein kinase I isoform delta-A OS=Danio rerio GN=csnk1da PE=2 SV=166.30 0.00

TRINITY_DN45161_c1_g2sp|Q09JZ4|DAAF1_CHLREODA7 Leucine-rich repeat-containing protein ODA7 OS=Chlamydomonas reinhardtii GN=ODA7 PE=1 SV=166.30 0.00

TRINITY_DN46629_c0_g2sp|Q6DHU4|PR38A_DANREprpf38a Pre-mRNA-splicing factor 38A OS=Danio rerio GN=prpf38a PE=2 SV=166.30 0.00

TRINITY_DN47486_c0_g1sp|Q55CL6|MP2K1_DICDImekA Dual specificity mitogen-activated protein kinase kinase 1 OS=Dictyostelium discoideum GN=mekA PE=1 SV=166.30 0.00

TRINITY_DN48343_c1_g2sp|O42661|SMD1_SCHPOsmd1 Small nuclear ribonucleoprotein Sm D1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=smd1 PE=1 SV=166.30 0.00

TRINITY_DN48872_c0_g5sp|Q9FHT4|TMN4_ARATHTMN4 Transmembrane 9 superfamily member 4 OS=Arabidopsis thaliana GN=TMN4 PE=2 SV=166.30 0.00

TRINITY_DN49909_c0_g2sp|P27516|CBR_DUNSACBR Carotene biosynthesis-related protein CBR, chloroplastic OS=Dunaliella salina GN=CBR PE=1 SV=166.30 0.00

TRINITY_DN50650_c0_g1sp|A4IHR1|TT30A_XENTRttc30a Tetratricopeptide repeat protein 30A OS=Xenopus tropicalis GN=ttc30a PE=2 SV=166.30 0.00

TRINITY_DN21527_c0_g1sp|P08011|MGST1_RATMgst1 Microsomal glutathione S-transferase 1 OS=Rattus norvegicus GN=Mgst1 PE=1 SV=366.20 0.00

TRINITY_DN26725_c0_g2sp|Q3B8D5|KATL2_XENLAkatnal2 Katanin p60 ATPase-containing subunit A-like 2 OS=Xenopus laevis GN=katnal2 PE=2 SV=166.20 0.00

TRINITY_DN30712_c0_g1sp|Q8IYD8|FANCM_HUMANFANCM Fanconi anemia group M protein OS=Homo sapiens GN=FANCM PE=1 SV=266.20 0.00

TRINITY_DN33275_c0_g1sp|Q86IZ3|UBCX_DICDIpex4 Ubiquitin-conjugating enzyme E2 pex4 OS=Dictyostelium discoideum GN=pex4 PE=3 SV=166.20 0.00



TRINITY_DN34728_c0_g2sp|Q6F9X0|MSBA_ACIADmsbA Lipid A export ATP-binding/permease protein MsbA OS=Acinetobacter baylyi (strain ATCC 33305 / BD413 / ADP1) GN=msbA PE=3 SV=166.20 0.00

TRINITY_DN34875_c0_g1sp|Q9LSW8|ETFB_ARATHETFB Electron transfer flavoprotein subunit beta, mitochondrial OS=Arabidopsis thaliana GN=ETFB PE=1 SV=166.20 0.00

TRINITY_DN37638_c0_g3sp|Q6P5L8|HSDL2_DANREhsdl2 Hydroxysteroid dehydrogenase-like protein 2 OS=Danio rerio GN=hsdl2 PE=2 SV=166.20 0.00

TRINITY_DN38537_c0_g11sp|G5EGK8|PP2A_CAEELlet-92 Serine/threonine-protein phosphatase 2A catalytic subunit OS=Caenorhabditis elegans GN=let-92 PE=1 SV=166.20 0.00

TRINITY_DN45530_c0_g6sp|Q8LGH4|CUL4_ARATHCUL4 Cullin-4 OS=Arabidopsis thaliana GN=CUL4 PE=1 SV=166.20 0.00

TRINITY_DN46156_c0_g3sp|Q8K224|NAT10_MOUSENat10 RNA cytidine acetyltransferase OS=Mus musculus GN=Nat10 PE=1 SV=166.20 0.00

TRINITY_DN46854_c0_g5sp|Q9SUM2|RUXF_ARATHAt4g30220Probable small nuclear ribonucleoprotein F OS=Arabidopsis thaliana GN=At4g30220 PE=2 SV=166.20 0.00

TRINITY_DN48098_c0_g1sp|O82662|SUCB_ARATHAt2g20420Succinate--CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Arabidopsis thaliana GN=At2g20420 PE=1 SV=166.20 0.00

TRINITY_DN49667_c0_g8sp|P0DJ52|RL8_TETTSRPL8 60S ribosomal protein L8 OS=Tetrahymena thermophila (strain SB210) GN=RPL8 PE=1 SV=166.20 0.00

TRINITY_DN49851_c0_g2sp|B7K993|MIAB_CYAP7miaB tRNA-2-methylthio-N(6)-dimethylallyladenosine synthase OS=Cyanothece sp. (strain PCC 7424) GN=miaB PE=3 SV=166.20 0.00

TRINITY_DN51612_c0_g3sp|Q23716|EF2_CRYPV- Elongation factor 2 OS=Cryptosporidium parvum PE=3 SV=166.20 0.00

TRINITY_DN52233_c0_g3sp|B0G185|AP1S2_DICDIap1s2 AP-1 complex subunit sigma-2 OS=Dictyostelium discoideum GN=ap1s2 PE=3 SV=166.20 0.00

TRINITY_DN20226_c1_g1sp|Q08759|MYB_XENLAmyb Transcriptional activator Myb OS=Xenopus laevis GN=myb PE=2 SV=166.10 0.00

TRINITY_DN27303_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=166.10 0.00

TRINITY_DN37921_c0_g4sp|P23381|SYWC_HUMANWARS Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=266.10 0.00

TRINITY_DN38309_c0_g2sp|Q57AD7|DNAK_BRUABdnaK Chaperone protein DnaK OS=Brucella abortus biovar 1 (strain 9-941) GN=dnaK PE=3 SV=166.10 0.00

TRINITY_DN41542_c0_g8sp|Q0J0H4|ODPB2_ORYSJOs09g0509200Pyruvate dehydrogenase E1 component subunit beta-2, mitochondrial OS=Oryza sativa subsp. japonica GN=Os09g0509200 PE=2 SV=166.10 0.00

TRINITY_DN42060_c1_g5sp|A0BD92|PURA_PARTEGSPATT00004603001Adenylosuccinate synthetase OS=Paramecium tetraurelia GN=GSPATT00004603001 PE=3 SV=166.10 0.00

TRINITY_DN44013_c1_g5sp|P81831|CAPP1_CHLREPpc1 Phosphoenolpyruvate carboxylase 1 OS=Chlamydomonas reinhardtii GN=Ppc1 PE=1 SV=266.10 0.00

TRINITY_DN44873_c0_g5sp|Q8LPK2|AB2B_ARATHABCB2 ABC transporter B family member 2 OS=Arabidopsis thaliana GN=ABCB2 PE=1 SV=366.10 0.00

TRINITY_DN45037_c1_g1sp|Q08480|KAD4_ORYSJADK-B Adenylate kinase 4 OS=Oryza sativa subsp. japonica GN=ADK-B PE=2 SV=166.10 0.00

TRINITY_DN46480_c1_g5sp|A9NKD9|MZT1_PICSI- Mitotic-spindle organizing protein 1 OS=Picea sitchensis PE=3 SV=166.10 0.00

TRINITY_DN47347_c0_g2sp|Q6J9Q2|ERF86_ARATHERF086 Ethylene-responsive transcription factor ERF086 OS=Arabidopsis thaliana GN=ERF086 PE=2 SV=266.10 0.00

TRINITY_DN48634_c0_g4sp|Q4CUM2|MVP_TRYCCTc00.1047053510353.10Major vault protein OS=Trypanosoma cruzi (strain CL Brener) GN=Tc00.1047053510353.10 PE=3 SV=166.10 0.00

TRINITY_DN52613_c0_g2sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=266.10 0

TRINITY_DN1737_c0_g1sp|P11645|URIC_RABITUOX Uricase OS=Oryctolagus cuniculus GN=UOX PE=2 SV=166.00 0.00

TRINITY_DN29393_c0_g1sp|Q147X3|NAA30_HUMANNAA30 N-alpha-acetyltransferase 30 OS=Homo sapiens GN=NAA30 PE=1 SV=166.00 0.00

TRINITY_DN30502_c0_g1sp|Q86K32|UBE2N_DICDIube2n Probable ubiquitin-conjugating enzyme E2 N OS=Dictyostelium discoideum GN=ube2n PE=3 SV=266.00 0.00

TRINITY_DN33333_c0_g1sp|A7RP64|PNO1_NEMVEpno1 RNA-binding protein pno1 OS=Nematostella vectensis GN=pno1 PE=3 SV=166.00 0.00

TRINITY_DN34309_c0_g1sp|Q54LN9|ACMSD_DICDIacmsd 2-amino-3-carboxymuconate-6-semialdehyde decarboxylase OS=Dictyostelium discoideum GN=acmsd PE=3 SV=166.00 0.00

TRINITY_DN34377_c0_g2sp|Q09073|ADT2_RATSlc25a5 ADP/ATP translocase 2 OS=Rattus norvegicus GN=Slc25a5 PE=1 SV=366.00 0.00

TRINITY_DN34831_c0_g1sp|Q54E21|RFC2_DICDIrfc2 Probable replication factor C subunit 2 OS=Dictyostelium discoideum GN=rfc2 PE=3 SV=166.00 0.00

TRINITY_DN35824_c0_g1sp|Q54QR3|RB32A_DICDIrab32A Ras-related protein Rab-32A OS=Dictyostelium discoideum GN=rab32A PE=1 SV=166.00 0.00

TRINITY_DN37035_c1_g2sp|Q3HVN1|AGUB_SOLTUCPA N-carbamoylputrescine amidase OS=Solanum tuberosum GN=CPA PE=2 SV=166.00 0.00

TRINITY_DN37667_c1_g4sp|Q94AC1|STR6_ARATHSTR6 Rhodanese-like domain-containing protein 6 OS=Arabidopsis thaliana GN=STR6 PE=2 SV=166.00 0.00

TRINITY_DN39943_c0_g4sp|P0CO23|HIS7_CRYNBHIS3 Imidazoleglycerol-phosphate dehydratase OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=HIS3 PE=3 SV=166.00 0.00

TRINITY_DN41822_c1_g8sp|Q9C8J2|NIFU5_ARATHNIFU5 NifU-like protein 5, mitochondrial OS=Arabidopsis thaliana GN=NIFU5 PE=2 SV=166.00 0.00

TRINITY_DN42591_c0_g4sp|Q24JY1|RL23A_BOVINRPL23A 60S ribosomal protein L23a OS=Bos taurus GN=RPL23A PE=2 SV=166.00 0.00

TRINITY_DN45516_c0_g3sp|P08799|MYS2_DICDImhcA Myosin-2 heavy chain OS=Dictyostelium discoideum GN=mhcA PE=1 SV=366.00 0.00

TRINITY_DN50256_c0_g5sp|P05659|MYSN_ACACA- Myosin-2 heavy chain, non muscle OS=Acanthamoeba castellanii PE=3 SV=166.00 0.00

TRINITY_DN51126_c0_g1sp|Q93ZN9|DAPAT_ARATHDAP LL-diaminopimelate aminotransferase, chloroplastic OS=Arabidopsis thaliana GN=DAP PE=1 SV=166.00 0.00

TRINITY_DN22784_c0_g1sp|P34098|MANA_DICDImanA Lysosomal alpha-mannosidase OS=Dictyostelium discoideum GN=manA PE=1 SV=265.90 0.00

TRINITY_DN33168_c0_g2sp|A8GWB2|ISCS_RICB8iscS Cysteine desulfurase IscS OS=Rickettsia bellii (strain OSU 85-389) GN=iscS PE=3 SV=165.90 0.00

TRINITY_DN35485_c0_g1sp|Q86H43|SYAM_DICDImalaS Alanine--tRNA ligase, mitochondrial OS=Dictyostelium discoideum GN=malaS PE=3 SV=165.90 0.00

TRINITY_DN36538_c2_g9sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=265.90 0.00

TRINITY_DN38278_c0_g1sp|P22954|MD37D_ARATHMED37D Probable mediator of RNA polymerase II transcription subunit 37c OS=Arabidopsis thaliana GN=MED37D PE=1 SV=265.90 0.00

TRINITY_DN41147_c0_g8sp|Q9SXC8|UFC1_ARATHAt1g27530Ubiquitin-fold modifier-conjugating enzyme 1 OS=Arabidopsis thaliana GN=At1g27530 PE=2 SV=165.90 0.00

TRINITY_DN42027_c1_g6sp|Q9ZVW2|HEN2_ARATHHEN2 DExH-box ATP-dependent RNA helicase DExH10 OS=Arabidopsis thaliana GN=HEN2 PE=1 SV=265.90 0.00

TRINITY_DN43927_c0_g1sp|Q6E7D1|DDB1_SOLCEDDB1 DNA damage-binding protein 1 OS=Solanum cheesmaniae GN=DDB1 PE=3 SV=165.90 0.00

TRINITY_DN45127_c0_g2sp|F4J3G5|CTPA3_ARATHCTPA3 Carboxyl-terminal-processing peptidase 3, chloroplastic OS=Arabidopsis thaliana GN=CTPA3 PE=3 SV=165.90 0.00

TRINITY_DN45605_c0_g1sp|Q9LM33|MPK8_ARATHMPK8 Mitogen-activated protein kinase 8 OS=Arabidopsis thaliana GN=MPK8 PE=1 SV=265.90 0.00

TRINITY_DN46075_c0_g2sp|Q9SGA6|RS191_ARATHRPS19A 40S ribosomal protein S19-1 OS=Arabidopsis thaliana GN=RPS19A PE=2 SV=165.90 0.00

TRINITY_DN46698_c0_g1sp|Q9P6P3|PPK15_SCHPOppk15 Serine/threonine-protein kinase ppk15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ppk15 PE=1 SV=165.90 0.00

TRINITY_DN47325_c1_g3sp|Q6Z836|NADB_ORYSJOs02g0134400L-aspartate oxidase, chloroplastic OS=Oryza sativa subsp. japonica GN=Os02g0134400 PE=3 SV=165.90 0.00

TRINITY_DN49603_c0_g3sp|Q9RYB4|GCH1_DEIRAfolE GTP cyclohydrolase 1 OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=folE PE=3 SV=165.90 0.00

TRINITY_DN50096_c0_g7sp|Q9P4Z1|TOM1_NEUCRB11B22.010E3 ubiquitin-protein ligase TOM1-like OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=B11B22.010 PE=3 SV=465.90 0.00



TRINITY_DN250_c0_g1sp|P00821|ACYP2_MELGAACYP2 Acylphosphatase-2 OS=Meleagris gallopavo GN=ACYP2 PE=1 SV=265.80 0.00

TRINITY_DN36094_c1_g3sp|P41098|RL34_TOBACRPL34 60S ribosomal protein L34 OS=Nicotiana tabacum GN=RPL34 PE=2 SV=165.80 0.00

TRINITY_DN39463_c0_g2sp|P36010|NDK_YEASTYNK1 Nucleoside diphosphate kinase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YNK1 PE=1 SV=165.80 0.00

TRINITY_DN40504_c0_g1sp|O48670|RER1A_ARATHRER1A Protein RER1A OS=Arabidopsis thaliana GN=RER1A PE=1 SV=165.80 0.00

TRINITY_DN41136_c1_g9sp|Q9XFD1|NCBP2_ARATHCBP20 Nuclear cap-binding protein subunit 2 OS=Arabidopsis thaliana GN=CBP20 PE=1 SV=165.80 0.00

TRINITY_DN43177_c0_g11sp|P29691|EF2_CAEELeef-2 Elongation factor 2 OS=Caenorhabditis elegans GN=eef-2 PE=2 SV=465.80 0.00

TRINITY_DN43515_c1_g4sp|B8HUM7|NDK_CYAP4ndk Nucleoside diphosphate kinase OS=Cyanothece sp. (strain PCC 7425 / ATCC 29141) GN=ndk PE=3 SV=165.80 0.00

TRINITY_DN45825_c1_g3sp|Q42368|PPDK2_MAIZEPPDK2 Pyruvate, phosphate dikinase 2 OS=Zea mays GN=PPDK2 PE=1 SV=265.80 0.00

TRINITY_DN46625_c0_g3sp|P20425|KCY_DICDIpyrK UMP-CMP kinase OS=Dictyostelium discoideum GN=pyrK PE=1 SV=265.80 0.00

TRINITY_DN47343_c0_g1sp|P54985|PPIA_BLAGECYPA Peptidyl-prolyl cis-trans isomerase OS=Blattella germanica GN=CYPA PE=2 SV=165.80 0.00

TRINITY_DN47949_c0_g1sp|Q38845|2AAA_ARATHPP2AA1 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Arabidopsis thaliana GN=PP2AA1 PE=1 SV=165.80 0.00

TRINITY_DN49968_c0_g2sp|Q746Y3|PCKG_GEOSLpckG Phosphoenolpyruvate carboxykinase [GTP] OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=pckG PE=3 SV=165.80 0.00

TRINITY_DN50027_c1_g9sp|P08879|NDKA_DROMEawd Nucleoside diphosphate kinase OS=Drosophila melanogaster GN=awd PE=1 SV=365.80 0.00

TRINITY_DN50455_c0_g2sp|P93008|RH21_ARATHRH21 DEAD-box ATP-dependent RNA helicase 21 OS=Arabidopsis thaliana GN=RH21 PE=2 SV=165.80 0.00

TRINITY_DN50614_c0_g1sp|Q8RXN5|TYW1_ARATHTYW1 S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase OS=Arabidopsis thaliana GN=TYW1 PE=2 SV=165.80 0.00

TRINITY_DN53558_c0_g1sp|A9RY03|NNRD_PHYPAPHYPADRAFT_121160ATP-dependent (S)-NAD(P)H-hydrate dehydratase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_121160 PE=3 SV=165.80 0.00

TRINITY_DN16316_c0_g1sp|P40393|RIC2_ORYSJRIC2 Ras-related protein RIC2 OS=Oryza sativa subsp. japonica GN=RIC2 PE=2 SV=265.70 0.00

TRINITY_DN16632_c0_g1sp|P40393|RIC2_ORYSJRIC2 Ras-related protein RIC2 OS=Oryza sativa subsp. japonica GN=RIC2 PE=2 SV=265.70 0.00

TRINITY_DN30635_c0_g2sp|Q9FIZ7|OPLA_ARATHOXP1 5-oxoprolinase OS=Arabidopsis thaliana GN=OXP1 PE=1 SV=165.70 0.00

TRINITY_DN34525_c0_g1sp|Q6AIP3|AROC_DESPSaroC Chorismate synthase OS=Desulfotalea psychrophila (strain LSv54 / DSM 12343) GN=aroC PE=3 SV=265.70 0.00

TRINITY_DN35279_c0_g6sp|Q3SEK0|CATR5_PARTEIcl1e Caltractin ICL1e OS=Paramecium tetraurelia GN=Icl1e PE=3 SV=165.70 0.00

TRINITY_DN37931_c1_g7sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=165.70 0.00

TRINITY_DN38226_c0_g3sp|O49636|MPC4_ARATHMPC4 Mitochondrial pyruvate carrier 4 OS=Arabidopsis thaliana GN=MPC4 PE=3 SV=165.70 0.00

TRINITY_DN41527_c1_g4sp|Q9M1C7|AB9C_ARATHABCC9 ABC transporter C family member 9 OS=Arabidopsis thaliana GN=ABCC9 PE=2 SV=265.70 0.00

TRINITY_DN43255_c0_g7sp|P02401|RLA2_RATRplp2 60S acidic ribosomal protein P2 OS=Rattus norvegicus GN=Rplp2 PE=1 SV=265.70 0.00

TRINITY_DN44720_c0_g5sp|Q9SJ20|RIR1_ARATHRNR1 Ribonucleoside-diphosphate reductase large subunit OS=Arabidopsis thaliana GN=RNR1 PE=1 SV=165.70 0.00

TRINITY_DN45645_c0_g1sp|Q07356|PDS_ARATHPDS 15-cis-phytoene desaturase, chloroplastic/chromoplastic OS=Arabidopsis thaliana GN=PDS PE=1 SV=165.70 0.00

TRINITY_DN46595_c0_g1sp|Q9LD90|CBF5_ARATHCBF5 H/ACA ribonucleoprotein complex subunit 4 OS=Arabidopsis thaliana GN=CBF5 PE=1 SV=165.70 0.00

TRINITY_DN47482_c1_g3sp|Q9FJA6|RS33_ARATHRPS3C 40S ribosomal protein S3-3 OS=Arabidopsis thaliana GN=RPS3C PE=1 SV=165.70 0.00

TRINITY_DN48379_c0_g5sp|P51414|RL261_ARATHRPL26A 60S ribosomal protein L26-1 OS=Arabidopsis thaliana GN=RPL26A PE=2 SV=265.70 0.00

TRINITY_DN48392_c0_g2sp|Q8VYD8|ORLIK_ARATHORLIKE Protein ORANGE-LIKE, chloroplastic OS=Arabidopsis thaliana GN=ORLIKE PE=1 SV=165.70 0.00

TRINITY_DN50282_c0_g3sp|Q9FE64|EFGM_ORYSJOs03g0565500Elongation factor G, mitochondrial OS=Oryza sativa subsp. japonica GN=Os03g0565500 PE=2 SV=265.70 0.00

TRINITY_DN50310_c1_g2sp|P53033|RFC2_CHICKRFC2 Replication factor C subunit 2 OS=Gallus gallus GN=RFC2 PE=2 SV=165.70 0.00

TRINITY_DN21747_c0_g3sp|Q9LXG1|RS91_ARATHRPS9B 40S ribosomal protein S9-1 OS=Arabidopsis thaliana GN=RPS9B PE=1 SV=165.60 0.00

TRINITY_DN32745_c0_g1sp|P48375|FKB12_DROMEFK506-bp212 kDa FK506-binding protein OS=Drosophila melanogaster GN=FK506-bp2 PE=3 SV=265.60 0.00

TRINITY_DN37101_c0_g5sp|P30316|DPOD_SCHPOpol3 DNA polymerase delta catalytic subunit OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pol3 PE=1 SV=265.60 0.00

TRINITY_DN37477_c0_g3sp|Q9SCM3|RS24_ARATHRPS2D 40S ribosomal protein S2-4 OS=Arabidopsis thaliana GN=RPS2D PE=2 SV=165.60 0.00

TRINITY_DN39488_c0_g1sp|Q9LZF6|CD48E_ARATHCDC48E Cell division control protein 48 homolog E OS=Arabidopsis thaliana GN=CDC48E PE=2 SV=265.60 0

TRINITY_DN39578_c0_g9sp|Q54QN0|URM1_DICDIurm1 Ubiquitin-related modifier 1 homolog OS=Dictyostelium discoideum GN=urm1 PE=3 SV=165.60 0.00

TRINITY_DN40981_c2_g5sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=165.60 0.00

TRINITY_DN41684_c0_g1sp|P49108|PSBR_BRACMPSBR Photosystem II 10 kDa polypeptide, chloroplastic OS=Brassica campestris GN=PSBR PE=2 SV=165.60 0.00

TRINITY_DN43755_c2_g6sp|A6QPY8|PIN4_BOVINPIN4 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 OS=Bos taurus GN=PIN4 PE=2 SV=165.60 0.00

TRINITY_DN44156_c0_g2sp|Q6QNM1|KC1_TOXGO- Casein kinase I OS=Toxoplasma gondii PE=2 SV=165.60 0.00

TRINITY_DN44244_c0_g6sp|Q9FS87|IVD_SOLTUIVD Isovaleryl-CoA dehydrogenase, mitochondrial OS=Solanum tuberosum GN=IVD PE=1 SV=265.60 0.00

TRINITY_DN51217_c0_g1sp|Q9FYR6|SYPM_ARATHOVA6 Proline--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OVA6 PE=2 SV=165.60 0.00

TRINITY_DN1359_c0_g1sp|P44681|YCHF_HAEINychF Ribosome-binding ATPase YchF OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=ychF PE=1 SV=265.50 0.00

TRINITY_DN15434_c0_g1sp|Q9C8X2|SUC5_ARATHSUC5 Sucrose transport protein SUC5 OS=Arabidopsis thaliana GN=SUC5 PE=1 SV=165.50 0.00

TRINITY_DN30877_c1_g1sp|P10659|METK1_YEASTSAM1 S-adenosylmethionine synthase 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SAM1 PE=1 SV=265.50 0.00

TRINITY_DN31077_c1_g2sp|A7EQA8|INO80_SCLS1INO80 Putative DNA helicase INO80 OS=Sclerotinia sclerotiorum (strain ATCC 18683 / 1980 / Ss-1) GN=INO80 PE=3 SV=165.50 0.00

TRINITY_DN31366_c0_g1sp|P42749|UBC5_ARATHUBC5 Ubiquitin-conjugating enzyme E2 5 OS=Arabidopsis thaliana GN=UBC5 PE=2 SV=265.50 0.00

TRINITY_DN33719_c0_g1sp|Q54PU1|HBX10_DICDIhbx10 Homeobox protein 10 OS=Dictyostelium discoideum GN=hbx10 PE=3 SV=165.50 0.00

TRINITY_DN34329_c0_g1sp|Q9Y818|UBC15_SCHPOubc15 Ubiquitin-conjugating enzyme E2 15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubc15 PE=3 SV=165.50 0.00

TRINITY_DN35570_c0_g4sp|Q66KU1|CLC3A_XENLAclec3a C-type lectin domain family 3 member A homolog OS=Xenopus laevis GN=clec3a PE=2 SV=165.50 0.00

TRINITY_DN37431_c1_g1sp|Q2QS13|UGDH5_ORYSJUGD5 UDP-glucose 6-dehydrogenase 5 OS=Oryza sativa subsp. japonica GN=UGD5 PE=2 SV=165.50 0.00

TRINITY_DN38935_c0_g1sp|Q6C5V7|YNG2_YARLIYNG2 Chromatin modification-related protein YNG2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=YNG2 PE=3 SV=165.50 0.00

TRINITY_DN39789_c1_g1sp|Q9S7B5|THRC1_ARATHTS1 Threonine synthase 1, chloroplastic OS=Arabidopsis thaliana GN=TS1 PE=1 SV=165.50 0.00



TRINITY_DN41887_c0_g5sp|Q6Z4K6|RH52B_ORYSJPL10B DEAD-box ATP-dependent RNA helicase 52B OS=Oryza sativa subsp. japonica GN=PL10B PE=2 SV=165.50 0.00

TRINITY_DN42164_c0_g1sp|Q9SPI9|PSBW_CHLREpsbW Photosystem II reaction center W protein, chloroplastic OS=Chlamydomonas reinhardtii GN=psbW PE=1 SV=165.50 0.00

TRINITY_DN44669_c0_g1sp|A4PBL4|RAD54_ORYSJRAD54 DNA repair and recombination protein RAD54 OS=Oryza sativa subsp. japonica GN=RAD54 PE=1 SV=165.50 0.00

TRINITY_DN44823_c1_g7sp|P0DJ13|RL7_TETTHRPL7 60S ribosomal protein L7 OS=Tetrahymena thermophila GN=RPL7 PE=1 SV=165.50 0.00

TRINITY_DN46089_c0_g4sp|Q39734|PPDK_FLABRPPDK Pyruvate, phosphate dikinase, chloroplastic OS=Flaveria brownii GN=PPDK PE=1 SV=165.50 0.00

TRINITY_DN49234_c0_g8sp|Q43191|LOX15_SOLTULOX1.5 Probable linoleate 9S-lipoxygenase 5 OS=Solanum tuberosum GN=LOX1.5 PE=2 SV=165.50 0.00

TRINITY_DN51734_c1_g3sp|Q70G58|NTRC_ORYSJOs07g0657900Thioredoxin reductase NTRC OS=Oryza sativa subsp. japonica GN=Os07g0657900 PE=1 SV=265.50 0.00

TRINITY_DN26725_c0_g3sp|A0JMA9|KATL2_XENTRkatnal2 Katanin p60 ATPase-containing subunit A-like 2 OS=Xenopus tropicalis GN=katnal2 PE=2 SV=165.40 0.00

TRINITY_DN34253_c0_g1sp|Q6PHG4|LIAS_DANRElias Lipoyl synthase, mitochondrial OS=Danio rerio GN=lias PE=2 SV=165.40 0.00

TRINITY_DN35800_c0_g5sp|A8JJB2|MOC2A_CHLRECHLREDRAFT_109356Molybdopterin synthase sulfur carrier subunit OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_109356 PE=3 SV=165.40 0.00

TRINITY_DN36800_c0_g1sp|Q8TGM6|TAR1_YEASTTAR1 Protein TAR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TAR1 PE=2 SV=165.40 0.00

TRINITY_DN39510_c0_g4sp|Q9FJR0|RENT1_ARATHUPF1 Regulator of nonsense transcripts 1 homolog OS=Arabidopsis thaliana GN=UPF1 PE=1 SV=265.40 0.00

TRINITY_DN40796_c1_g5sp|O24600|RPOT3_ARATHRPOT3 DNA-directed RNA polymerase 3, chloroplastic OS=Arabidopsis thaliana GN=RPOT3 PE=2 SV=165.40 0.00

TRINITY_DN40921_c0_g1sp|Q54CL2|TCPD_DICDIcct4 T-complex protein 1 subunit delta OS=Dictyostelium discoideum GN=cct4 PE=3 SV=165.40 0.00

TRINITY_DN42719_c0_g2sp|Q55BS1|CPSF2_DICDIcpsf2 Cleavage and polyadenylation specificity factor subunit 2 OS=Dictyostelium discoideum GN=cpsf2 PE=3 SV=165.40 0.00

TRINITY_DN44984_c1_g1sp|B1LUN5|NUOC_METRJnuoC NADH-quinone oxidoreductase subunit C OS=Methylobacterium radiotolerans (strain ATCC 27329 / DSM 1819 / JCM 2831) GN=nuoC PE=3 SV=165.40 0.00

TRINITY_DN45847_c0_g10sp|Q9LQK0|DRG1_ARATHDRG1 Developmentally-regulated G-protein 1 OS=Arabidopsis thaliana GN=DRG1 PE=1 SV=165.40 0.00

TRINITY_DN46985_c0_g3sp|Q570U6|EF4L4_ARATHEFL4 Protein ELF4-LIKE 4 OS=Arabidopsis thaliana GN=EFL4 PE=2 SV=165.40 0.00

TRINITY_DN48454_c0_g8sp|Q9SW75|RL10A_CHLRERPL10A 60S ribosomal protein L10a OS=Chlamydomonas reinhardtii GN=RPL10A PE=2 SV=165.40 0.00

TRINITY_DN49641_c0_g8sp|A7RX26|HUTI_NEMVEamdhd1 Probable imidazolonepropionase OS=Nematostella vectensis GN=amdhd1 PE=3 SV=165.40 0.00

TRINITY_DN50535_c0_g2sp|Q8S9J2|SYYC1_ARATHAt2g33840Tyrosine--tRNA ligase 1, cytoplasmic OS=Arabidopsis thaliana GN=At2g33840 PE=2 SV=165.40 0.00

TRINITY_DN18525_c0_g1sp|P43508|CPR4_CAEELcpr-4 Cathepsin B-like cysteine proteinase 4 OS=Caenorhabditis elegans GN=cpr-4 PE=2 SV=165.30 0.00

TRINITY_DN30962_c0_g1sp|P26885|FKBP2_HUMANFKBP2 Peptidyl-prolyl cis-trans isomerase FKBP2 OS=Homo sapiens GN=FKBP2 PE=1 SV=265.30 0.00

TRINITY_DN34221_c0_g1sp|B9K8D0|RL27_THENNrpmA 50S ribosomal protein L27 OS=Thermotoga neapolitana (strain ATCC 49049 / DSM 4359 / NS-E) GN=rpmA PE=3 SV=165.30 0.00

TRINITY_DN35780_c0_g8sp|Q9M7I9|STEP1_ARATHSEP1 Stress enhanced protein 1, chloroplastic OS=Arabidopsis thaliana GN=SEP1 PE=2 SV=165.30 0.00

TRINITY_DN36038_c0_g1sp|Q0VD48|VPS4B_BOVINVPS4B Vacuolar protein sorting-associated protein 4B OS=Bos taurus GN=VPS4B PE=2 SV=165.30 0.00

TRINITY_DN36765_c0_g3sp|Q3M698|LIPB_ANAVTlipB Octanoyltransferase OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=lipB PE=3 SV=265.30 0.00

TRINITY_DN37403_c0_g4sp|Q9UKZ1|CNO11_HUMANCNOT11 CCR4-NOT transcription complex subunit 11 OS=Homo sapiens GN=CNOT11 PE=1 SV=165.30 0.00

TRINITY_DN38225_c0_g9sp|P34109|MYOD_DICDImyoD Myosin ID heavy chain OS=Dictyostelium discoideum GN=myoD PE=1 SV=265.30 0.00

TRINITY_DN40145_c1_g3sp|P20000|ALDH2_BOVINALDH2 Aldehyde dehydrogenase, mitochondrial OS=Bos taurus GN=ALDH2 PE=1 SV=265.30 0.00

TRINITY_DN43526_c0_g1sp|Q40648|KCAB_ORYSJKOB1 Probable voltage-gated potassium channel subunit beta OS=Oryza sativa subsp. japonica GN=KOB1 PE=1 SV=265.30 0.00

TRINITY_DN43612_c0_g9sp|Q08759|MYB_XENLAmyb Transcriptional activator Myb OS=Xenopus laevis GN=myb PE=2 SV=165.30 0.00

TRINITY_DN44455_c0_g3sp|P46643|AAT1_ARATHASP1 Aspartate aminotransferase, mitochondrial OS=Arabidopsis thaliana GN=ASP1 PE=1 SV=165.30 0.00

TRINITY_DN44556_c1_g2sp|Q9FHI1|MOB1A_ARATHMOB1A MOB kinase activator-like 1A OS=Arabidopsis thaliana GN=MOB1A PE=2 SV=165.30 0.00

TRINITY_DN44572_c0_g3sp|Q8LSN3|FYPP_PEAFYPP Phytochrome-associated serine/threonine-protein phosphatase OS=Pisum sativum GN=FYPP PE=1 SV=165.30 0.00

TRINITY_DN47107_c0_g1sp|P26855|ATP9_MARPOATP9 ATP synthase subunit 9, mitochondrial OS=Marchantia polymorpha GN=ATP9 PE=3 SV=265.30 0.00

TRINITY_DN47107_c0_g6sp|P26855|ATP9_MARPOATP9 ATP synthase subunit 9, mitochondrial OS=Marchantia polymorpha GN=ATP9 PE=3 SV=265.30 0.00

TRINITY_DN49121_c0_g1sp|Q93VC7|RPS1_ARATHRPS1 30S ribosomal protein S1, chloroplastic OS=Arabidopsis thaliana GN=RPS1 PE=1 SV=165.30 0.00

TRINITY_DN50256_c0_g3sp|P05659|MYSN_ACACA- Myosin-2 heavy chain, non muscle OS=Acanthamoeba castellanii PE=3 SV=165.30 0.00

TRINITY_DN50359_c1_g8sp|P53441|CATR_NAEGRCTN Caltractin OS=Naegleria gruberi GN=CTN PE=2 SV=165.30 0.00

TRINITY_DN34397_c0_g2sp|Q05144|RAC2_MOUSERac2 Ras-related C3 botulinum toxin substrate 2 OS=Mus musculus GN=Rac2 PE=1 SV=165.20 0.00

TRINITY_DN35330_c0_g9sp|Q40255|ALDH_LINUSFIS1 Probable aldehyde dehydrogenase OS=Linum usitatissimum GN=FIS1 PE=2 SV=165.20 0.00

TRINITY_DN35575_c0_g2sp|P51955|NEK2_HUMANNEK2 Serine/threonine-protein kinase Nek2 OS=Homo sapiens GN=NEK2 PE=1 SV=165.20 0.00

TRINITY_DN36286_c0_g2sp|Q54DU8|4EBP_DICDIfebA Eukaryotic translation initiation factor 4E-1A-binding protein homolog OS=Dictyostelium discoideum GN=febA PE=3 SV=165.20 0.00

TRINITY_DN36536_c1_g2sp|Q6QNM1|KC1_TOXGO- Casein kinase I OS=Toxoplasma gondii PE=2 SV=165.20 0.00

TRINITY_DN37404_c0_g1sp|B8JH92|Y1450_ANAD2A2cp1_1450Maf-like protein A2cp1_1450 OS=Anaeromyxobacter dehalogenans (strain 2CP-1 / ATCC BAA-258) GN=A2cp1_1450 PE=3 SV=165.20 0.00

TRINITY_DN37981_c0_g2sp|P47815|IF1A_WHEAT- Eukaryotic translation initiation factor 1A OS=Triticum aestivum PE=1 SV=265.20 0.00

TRINITY_DN38323_c1_g8sp|Q5RJQ4|SIR2_RATSirt2 NAD-dependent protein deacetylase sirtuin-2 OS=Rattus norvegicus GN=Sirt2 PE=1 SV=165.20 0.00

TRINITY_DN39564_c0_g3sp|Q54X04|NFS1_DICDInfs1 Probable cysteine desulfurase, mitochondrial OS=Dictyostelium discoideum GN=nfs1 PE=1 SV=165.20 0.00

TRINITY_DN39590_c0_g3sp|Q54TD3|TCPE_DICDIcct5 T-complex protein 1 subunit epsilon OS=Dictyostelium discoideum GN=cct5 PE=3 SV=165.20 0.00

TRINITY_DN40779_c0_g3sp|Q3MHL3|RBBP4_BOVINRBBP4 Histone-binding protein RBBP4 OS=Bos taurus GN=RBBP4 PE=1 SV=365.20 0.00

TRINITY_DN42237_c0_g2sp|P09114|ILVB2_TOBACALS Acetolactate synthase 2, chloroplastic OS=Nicotiana tabacum GN=ALS SURB PE=1 SV=165.20 0.00

TRINITY_DN42811_c0_g2sp|Q3JCN1|G6PI_NITOCpgi Glucose-6-phosphate isomerase OS=Nitrosococcus oceani (strain ATCC 19707 / BCRC 17464 / NCIMB 11848 / C-107) GN=pgi PE=3 SV=165.20 0.00

TRINITY_DN45893_c2_g2sp|Q03965|L181_CHLMOL1818 Chlorophyll a-b binding protein L1818, chloroplastic OS=Chlamydomonas moewusii GN=L1818 PE=2 SV=165.20 0.00

TRINITY_DN46844_c2_g6sp|O60999|CUL1_DICDIculA Cullin-1 OS=Dictyostelium discoideum GN=culA PE=1 SV=165.20 0.00

TRINITY_DN47885_c0_g5sp|Q23F79|RL26_TETTSRPL26 60S ribosomal protein L26 OS=Tetrahymena thermophila (strain SB210) GN=RPL26 PE=1 SV=265.20 0.00



TRINITY_DN47885_c0_g7sp|Q23F79|RL26_TETTSRPL26 60S ribosomal protein L26 OS=Tetrahymena thermophila (strain SB210) GN=RPL26 PE=1 SV=265.20 0.00

TRINITY_DN48036_c1_g1sp|Q54DF2|MRKA_DICDImrkA Probable serine/threonine-protein kinase MARK-A OS=Dictyostelium discoideum GN=mrkA PE=3 SV=165.20 0.00

TRINITY_DN52769_c0_g1sp|P49633|RL40_ACACA- Ubiquitin-60S ribosomal protein L40 OS=Acanthamoeba castellanii PE=2 SV=265.20 0.00

TRINITY_DN28756_c0_g2sp|Q97UU4|Y2899_SULSOSSO2899 Uncharacterized protein SSO2899 OS=Sulfolobus solfataricus (strain ATCC 35092 / DSM 1617 / JCM 11322 / P2) GN=SSO2899 PE=3 SV=165.10 0.00

TRINITY_DN32085_c0_g1sp|Q9Y2X8|UB2D4_HUMANUBE2D4 Ubiquitin-conjugating enzyme E2 D4 OS=Homo sapiens GN=UBE2D4 PE=1 SV=165.10 0.00

TRINITY_DN33287_c0_g1sp|Q54QR2|PSB7_DICDIpsmB7 Proteasome subunit beta type-7 OS=Dictyostelium discoideum GN=psmB7 PE=3 SV=165.10 0.00

TRINITY_DN33495_c0_g1sp|O22642|CYC_FRIAGCYTC Cytochrome c OS=Fritillaria agrestis GN=CYTC PE=3 SV=365.10 0.00

TRINITY_DN35410_c0_g2sp|P42345|MTOR_HUMANMTOR Serine/threonine-protein kinase mTOR OS=Homo sapiens GN=MTOR PE=1 SV=165.10 0.00

TRINITY_DN35752_c0_g1sp|Q9SX29|CLPS1_ARATHCPLS1 ATP-dependent Clp protease adapter protein CLPS1, chloroplastic OS=Arabidopsis thaliana GN=CPLS1 PE=1 SV=165.10 0.00

TRINITY_DN36493_c0_g9sp|P14604|ECHM_RATEchs1 Enoyl-CoA hydratase, mitochondrial OS=Rattus norvegicus GN=Echs1 PE=1 SV=165.10 0.00

TRINITY_DN37286_c1_g1sp|P34066|PSA1A_ARATHPAF1 Proteasome subunit alpha type-1-A OS=Arabidopsis thaliana GN=PAF1 PE=1 SV=365.10 0.00

TRINITY_DN38448_c0_g2sp|Q8SSN5|NAA20_DICDInat5 N-alpha-acetyltransferase 20 OS=Dictyostelium discoideum GN=nat5 PE=3 SV=265.10 0.00

TRINITY_DN38574_c0_g4sp|Q55CC2|SDHB_DICDIsdhB Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Dictyostelium discoideum GN=sdhB PE=3 SV=165.10 0.00

TRINITY_DN39587_c1_g4sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=265.10 0.00

TRINITY_DN39642_c0_g2sp|Q86AV6|CISYC_DICDIgltA Citrate synthase OS=Dictyostelium discoideum GN=gltA PE=3 SV=165.10 0.00

TRINITY_DN41645_c2_g1sp|Q9ZPS7|TMN3_ARATHTMN3 Transmembrane 9 superfamily member 3 OS=Arabidopsis thaliana GN=TMN3 PE=2 SV=165.10 0.00

TRINITY_DN45647_c0_g1sp|Q9BGI2|PRDX4_BOVINPRDX4 Peroxiredoxin-4 OS=Bos taurus GN=PRDX4 PE=2 SV=165.10 0.00

TRINITY_DN46317_c1_g3sp|Q86I22|FAHD1_DICDIfahd1 Acylpyruvase FAHD1, mitochondrial OS=Dictyostelium discoideum GN=fahd1 PE=3 SV=165.10 0.00

TRINITY_DN47021_c0_g1sp|Q94JQ3|GLYP3_ARATHSHM3 Serine hydroxymethyltransferase 3, chloroplastic OS=Arabidopsis thaliana GN=SHM3 PE=1 SV=265.10 0.00

TRINITY_DN47319_c0_g1sp|Q9ZPR0|COQ4_ARATHAt2g03690Ubiquinone biosynthesis protein COQ4 homolog, mitochondrial OS=Arabidopsis thaliana GN=At2g03690 PE=2 SV=165.10 0.00

TRINITY_DN47593_c0_g4sp|Q8L7K0|R18A1_ARATHRPL18AA 60S ribosomal protein L18a-1 OS=Arabidopsis thaliana GN=RPL18AA PE=2 SV=165.10 0.00

TRINITY_DN48658_c1_g2sp|P63273|RS17_CANLFRPS17 40S ribosomal protein S17 OS=Canis lupus familiaris GN=RPS17 PE=2 SV=265.10 0.00

TRINITY_DN48803_c1_g5sp|Q99MN9|PCCB_MOUSEPccb Propionyl-CoA carboxylase beta chain, mitochondrial OS=Mus musculus GN=Pccb PE=1 SV=265.10 0.00

TRINITY_DN51248_c0_g4sp|Q8MML5|PAXB_DICDIpaxB Paxillin-B OS=Dictyostelium discoideum GN=paxB PE=2 SV=165.10 0.00

TRINITY_DN51475_c1_g1sp|P51566|AFC1_ARATHAFC1 Serine/threonine-protein kinase AFC1 OS=Arabidopsis thaliana GN=AFC1 PE=2 SV=265.10 0.00

TRINITY_DN35685_c0_g1sp|Q54T05|RIO2_DICDIrio2 Serine/threonine-protein kinase rio2 OS=Dictyostelium discoideum GN=rio2 PE=3 SV=165.00 0.00

TRINITY_DN36415_c0_g6sp|Q9W4E2|NBEA_DROMErg Neurobeachin OS=Drosophila melanogaster GN=rg PE=1 SV=465.00 0.00

TRINITY_DN39212_c1_g4sp|Q9SN86|MDHP_ARATHAt3g47520Malate dehydrogenase, chloroplastic OS=Arabidopsis thaliana GN=At3g47520 PE=1 SV=165.00 0.00

TRINITY_DN39278_c0_g3sp|O86034|BDHA_RHIMEbdhA D-beta-hydroxybutyrate dehydrogenase OS=Rhizobium meliloti (strain 1021) GN=bdhA PE=1 SV=165.00 0.00

TRINITY_DN40241_c1_g3sp|Q6ZIK0|GTOMC_ORYSJVTE4 Probable tocopherol O-methyltransferase, chloroplastic OS=Oryza sativa subsp. japonica GN=VTE4 PE=2 SV=165.00 0.00

TRINITY_DN40888_c0_g1sp|Q9FN42|CLPP2_ARATHCLPP2 ATP-dependent Clp protease proteolytic subunit 2, mitochondrial OS=Arabidopsis thaliana GN=CLPP2 PE=1 SV=165.00 0.00

TRINITY_DN43326_c0_g4sp|A4XKA5|DNAJ_CALS8dnaJ Chaperone protein DnaJ OS=Caldicellulosiruptor saccharolyticus (strain ATCC 43494 / DSM 8903 / Tp8T 6331) GN=dnaJ PE=3 SV=165.00 0.00

TRINITY_DN43999_c0_g3sp|Q9LHH7|FOLD2_ARATHFOLD2 Bifunctional protein FolD 2 OS=Arabidopsis thaliana GN=FOLD2 PE=2 SV=165.00 0.00

TRINITY_DN44223_c0_g1sp|Q43086|PYRB1_PEAPYRB1 Aspartate carbamoyltransferase 1, chloroplastic OS=Pisum sativum GN=PYRB1 PE=2 SV=165.00 0.00

TRINITY_DN45056_c0_g2sp|P37879|SYK_CRIGRKARS Lysine--tRNA ligase OS=Cricetulus griseus GN=KARS PE=1 SV=165.00 0.00

TRINITY_DN45561_c0_g6sp|P46087|NOP2_HUMANNOP2 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase OS=Homo sapiens GN=NOP2 PE=1 SV=265.00 0.00

TRINITY_DN47774_c0_g12sp|P23662|CYB_CHLREMT-CYB Cytochrome b OS=Chlamydomonas reinhardtii GN=MT-CYB PE=3 SV=165.00 0.00

TRINITY_DN48101_c1_g1sp|Q03168|ASPP_AEDAEAAEL006169Lysosomal aspartic protease OS=Aedes aegypti GN=AAEL006169 PE=1 SV=265.00 0.00

TRINITY_DN49231_c1_g4sp|Q68RJ5|IFT81_CHLREIFT81 Intraflagellar transport protein 81 OS=Chlamydomonas reinhardtii GN=IFT81 PE=1 SV=165.00 0.00

TRINITY_DN20673_c0_g1sp|Q9LIG6|NIFU4_ARATHNIFU4 NifU-like protein 4, mitochondrial OS=Arabidopsis thaliana GN=NIFU4 PE=2 SV=164.90 0.00

TRINITY_DN32641_c0_g1sp|O17915|RAN_CAEELran-1 GTP-binding nuclear protein ran-1 OS=Caenorhabditis elegans GN=ran-1 PE=1 SV=164.90 0.00

TRINITY_DN36205_c0_g5sp|B8B9K6|R10A_ORYSIRPL10A 60S ribosomal protein L10a OS=Oryza sativa subsp. indica GN=RPL10A PE=3 SV=164.90 0.00

TRINITY_DN36525_c0_g2sp|A4S6Y4|LONM_OSTLUOSTLU_41620Lon protease homolog, mitochondrial OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_41620 PE=3 SV=164.90 0.00

TRINITY_DN36552_c0_g7sp|Q9FJR0|RENT1_ARATHUPF1 Regulator of nonsense transcripts 1 homolog OS=Arabidopsis thaliana GN=UPF1 PE=1 SV=264.90 0.00

TRINITY_DN36948_c0_g4sp|Q54D04|MDHB_DICDImdhB Probable malate dehydrogenase 2, mitochondrial OS=Dictyostelium discoideum GN=mdhB PE=1 SV=164.90 0.00

TRINITY_DN38111_c2_g11sp|C6TBN2|AKR1_SOYBNAKR1 Probable aldo-keto reductase 1 OS=Glycine max GN=AKR1 PE=2 SV=164.90 0.00

TRINITY_DN38915_c0_g4sp|Q8E9V0|HSLV_SHEONhslV ATP-dependent protease subunit HslV OS=Shewanella oneidensis (strain MR-1) GN=hslV PE=3 SV=364.90 0.00

TRINITY_DN39204_c0_g1sp|Q66L33|MK16A_XENLAmak16-a Protein MAK16 homolog A OS=Xenopus laevis GN=mak16-a PE=2 SV=164.90 0.00

TRINITY_DN41478_c1_g2sp|Q32PD0|FCF1_BOVINFCF1 rRNA-processing protein FCF1 homolog OS=Bos taurus GN=FCF1 PE=2 SV=164.90 0.00

TRINITY_DN41795_c1_g1sp|Q93ZY3|STT3A_ARATHSTT3A Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3A OS=Arabidopsis thaliana GN=STT3A PE=2 SV=164.90 0.00

TRINITY_DN43280_c1_g2sp|Q7T312|CCD25_DANREccdc25 Coiled-coil domain-containing protein 25 OS=Danio rerio GN=ccdc25 PE=1 SV=164.90 0.00

TRINITY_DN43967_c0_g5sp|Q9Y388|RBMX2_HUMANRBMX2 RNA-binding motif protein, X-linked 2 OS=Homo sapiens GN=RBMX2 PE=1 SV=264.90 0.00

TRINITY_DN44311_c0_g1sp|Q8RWG1|Y4139_ARATHAt4g31390Uncharacterized aarF domain-containing protein kinase At4g31390, chloroplastic OS=Arabidopsis thaliana GN=At4g31390 PE=2 SV=164.90 0.00

TRINITY_DN46181_c2_g1sp|Q5F3X4|U5S1_CHICKEFTUD2 116 kDa U5 small nuclear ribonucleoprotein component OS=Gallus gallus GN=EFTUD2 PE=2 SV=164.90 0.00

TRINITY_DN46404_c0_g2sp|Q9ZV56|CCT1_ARATHCCT1 Choline-phosphate cytidylyltransferase 1 OS=Arabidopsis thaliana GN=CCT1 PE=1 SV=164.90 0.00

TRINITY_DN47009_c0_g5sp|Q9SKZ2|CAF1G_ARATHCAF1-7 Probable CCR4-associated factor 1 homolog 7 OS=Arabidopsis thaliana GN=CAF1-7 PE=2 SV=264.90 0.00



TRINITY_DN49351_c0_g3sp|Q9FJR0|RENT1_ARATHUPF1 Regulator of nonsense transcripts 1 homolog OS=Arabidopsis thaliana GN=UPF1 PE=1 SV=264.90 0

TRINITY_DN49569_c0_g2sp|Q54HS9|AP1M_DICDIapm1 AP-1 complex subunit mu OS=Dictyostelium discoideum GN=apm1 PE=1 SV=164.90 0.00

TRINITY_DN50058_c0_g1sp|P27521|CA4_ARATHLHCA4 Chlorophyll a-b binding protein 4, chloroplastic OS=Arabidopsis thaliana GN=LHCA4 PE=1 SV=164.90 0.00

TRINITY_DN9697_c0_g1sp|Q8T135|KIF5_DICDIkif5 Kinesin-related protein 5 OS=Dictyostelium discoideum GN=kif5 PE=1 SV=164.90 0.00

TRINITY_DN14068_c0_g1sp|Q9P8C0|G3P_PHANOGPD1 Glyceraldehyde-3-phosphate dehydrogenase OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=GPD1 PE=3 SV=164.80 0.00

TRINITY_DN22501_c0_g1sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=264.80 0.00

TRINITY_DN34717_c0_g1sp|Q3KQF0|NUP1A_XENLAnubp1-A Cytosolic Fe-S cluster assembly factor nubp1-A OS=Xenopus laevis GN=nubp1-A PE=2 SV=164.80 0.00

TRINITY_DN35308_c0_g3sp|Q9UET6|TRM7_HUMANFTSJ1 Putative tRNA (cytidine(32)/guanosine(34)-2'-O)-methyltransferase OS=Homo sapiens GN=FTSJ1 PE=1 SV=264.80 0.00

TRINITY_DN35470_c1_g6sp|Q9FJ98|RPD6A_ARATHNRPB6A DNA-directed RNA polymerases II, IV and V subunit 6A OS=Arabidopsis thaliana GN=NRPB6A PE=1 SV=164.80 0.00

TRINITY_DN36460_c1_g6sp|P19706|MYSB_ACACAMIB Myosin heavy chain IB OS=Acanthamoeba castellanii GN=MIB PE=1 SV=264.80 0.00

TRINITY_DN37588_c1_g2sp|Q5RC19|ACOX1_PONABACOX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Pongo abelii GN=ACOX1 PE=2 SV=264.80 0.00

TRINITY_DN39975_c1_g2sp|Q9FJH6|AB1F_ARATHABCF1 ABC transporter F family member 1 OS=Arabidopsis thaliana GN=ABCF1 PE=2 SV=164.80 0.00

TRINITY_DN41099_c0_g3sp|Q25AA3|MRE11_ORYSIH0410G08.11Double-strand break repair protein MRE11 OS=Oryza sativa subsp. indica GN=H0410G08.11 PE=3 SV=164.80 0.00

TRINITY_DN41976_c0_g2sp|P26413|HSP70_SOYBNHSP70 Heat shock 70 kDa protein OS=Glycine max GN=HSP70 PE=3 SV=164.80 0.00

TRINITY_DN42001_c0_g1sp|O34893|YNGF_BACSUyngF Putative enoyl-CoA hydratase/isomerase YngF OS=Bacillus subtilis (strain 168) GN=yngF PE=3 SV=164.80 0.00

TRINITY_DN42642_c1_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=264.80 0.00

TRINITY_DN42875_c1_g6sp|Q9BV94|EDEM2_HUMANEDEM2 ER degradation-enhancing alpha-mannosidase-like protein 2 OS=Homo sapiens GN=EDEM2 PE=1 SV=264.80 0.00

TRINITY_DN47040_c0_g2sp|A9IFJ0|GPMA_BORPDgpmA 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase OS=Bordetella petrii (strain ATCC BAA-461 / DSM 12804 / CCUG 43448) GN=gpmA PE=3 SV=164.80 0.00

TRINITY_DN47798_c1_g5sp|Q41364|DIT1_SPIOLDIT1 Dicarboxylate transporter 1, chloroplastic OS=Spinacia oleracea GN=DIT1 PE=1 SV=164.80 0.00

TRINITY_DN47816_c0_g1sp|P36422|SYI_TETTHILSA Isoleucine--tRNA ligase OS=Tetrahymena thermophila GN=ILSA PE=3 SV=164.80 0.00

TRINITY_DN49346_c0_g1sp|P53780|METC_ARATHAt3g57050Cystathionine beta-lyase, chloroplastic OS=Arabidopsis thaliana GN=At3g57050 PE=1 SV=164.80 0.00

TRINITY_DN50481_c0_g2sp|B9EXM2|CARB_ORYSJCARB Carbamoyl-phosphate synthase large chain, chloroplastic OS=Oryza sativa subsp. japonica GN=CARB PE=2 SV=164.80 0

TRINITY_DN50786_c0_g1sp|Q964D9|ACTC_PLATR- Actin, cytoplasmic OS=Planorbella trivolvis PE=3 SV=164.80 0.00

TRINITY_DN13776_c0_g1sp|Q5L6I9|GATA_CHLABgatA Glutamyl-tRNA(Gln) amidotransferase subunit A OS=Chlamydia abortus (strain DSM 27085 / S26/3) GN=gatA PE=3 SV=164.70 0.00

TRINITY_DN32367_c0_g1sp|Q2NS03|UNG_SODGMung Uracil-DNA glycosylase OS=Sodalis glossinidius (strain morsitans) GN=ung PE=3 SV=164.70 0.00

TRINITY_DN35339_c0_g3sp|P02578|ACT1_ACACA- Actin-1 OS=Acanthamoeba castellanii PE=1 SV=164.70 0.00

TRINITY_DN36667_c0_g1sp|O60037|6PGD_CUNEL6-PGD 6-phosphogluconate dehydrogenase, decarboxylating OS=Cunninghamella elegans GN=6-PGD PE=2 SV=164.70 0.00

TRINITY_DN40637_c0_g5sp|Q42560|ACO1_ARATHACO1 Aconitate hydratase 1 OS=Arabidopsis thaliana GN=ACO1 PE=1 SV=264.70 0

TRINITY_DN41624_c0_g2sp|Q43199|APT1_WHEATAPT1 Adenine phosphoribosyltransferase 1 OS=Triticum aestivum GN=APT1 PE=2 SV=164.70 0.00

TRINITY_DN42642_c1_g5sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=264.70 0.00

TRINITY_DN42849_c1_g5sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=164.70 0.00

TRINITY_DN44599_c2_g9sp|Q9ZV56|CCT1_ARATHCCT1 Choline-phosphate cytidylyltransferase 1 OS=Arabidopsis thaliana GN=CCT1 PE=1 SV=164.70 0.00

TRINITY_DN46101_c0_g1sp|Q9GP16|RL31_HELVIRpL31 60S ribosomal protein L31 OS=Heliothis virescens GN=RpL31 PE=2 SV=164.70 0.00

TRINITY_DN49968_c0_g1sp|Q746Y3|PCKG_GEOSLpckG Phosphoenolpyruvate carboxykinase [GTP] OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=pckG PE=3 SV=164.70 0.00

TRINITY_DN52537_c0_g1sp|Q9SHI7|UBC34_ARATHUBC34 Ubiquitin-conjugating enzyme E2 34 OS=Arabidopsis thaliana GN=UBC34 PE=2 SV=164.70 0.00

TRINITY_DN18369_c0_g1sp|P50170|RDH2_RATRdh2 Retinol dehydrogenase 2 OS=Rattus norvegicus GN=Rdh2 PE=1 SV=164.60 0.00

TRINITY_DN21983_c0_g1sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=164.60 0.00

TRINITY_DN25780_c0_g2sp|O02668|ITIH2_PIGITIH2 Inter-alpha-trypsin inhibitor heavy chain H2 OS=Sus scrofa GN=ITIH2 PE=2 SV=164.60 0.00

TRINITY_DN31908_c0_g3sp|Q6P8H8|ALG8_MOUSEAlg8 Probable dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase OS=Mus musculus GN=Alg8 PE=2 SV=264.60 0.00

TRINITY_DN34222_c0_g1sp|Q01474|SAR1B_ARATHSAR1B GTP-binding protein SAR1B OS=Arabidopsis thaliana GN=SAR1B PE=1 SV=164.60 0.00

TRINITY_DN35616_c0_g1sp|B8EIP9|DNAK_METSBdnaK Chaperone protein DnaK OS=Methylocella silvestris (strain DSM 15510 / CIP 108128 / LMG 27833 / NCIMB 13906 / BL2) GN=dnaK PE=3 SV=164.60 0.00

TRINITY_DN36723_c1_g6sp|Q54F07|METK_DICDImetK S-adenosylmethionine synthase OS=Dictyostelium discoideum GN=metK PE=1 SV=164.60 0.00

TRINITY_DN36739_c0_g1sp|Q4U4S6|XIRP2_MOUSEXirp2 Xin actin-binding repeat-containing protein 2 OS=Mus musculus GN=Xirp2 PE=1 SV=164.60 0.00

TRINITY_DN38000_c0_g2sp|Q8T664|ABCH2_DICDIabcH2 ABC transporter H family member 2 OS=Dictyostelium discoideum GN=abcH2 PE=3 SV=164.60 0.00

TRINITY_DN38154_c0_g1sp|Q9VWH4|IDH3A_DROMEl(1)G0156Probable isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Drosophila melanogaster GN=l(1)G0156 PE=2 SV=164.60 0.00

TRINITY_DN39007_c0_g4sp|Q3KPT3|TSSC1_XENLAtssc1 Protein TSSC1 OS=Xenopus laevis GN=tssc1 PE=2 SV=164.60 0.00

TRINITY_DN40319_c0_g2sp|P49968|SR541_HORVUSRP54-1 Signal recognition particle 54 kDa protein 1 OS=Hordeum vulgare GN=SRP54-1 PE=2 SV=164.60 0.00

TRINITY_DN40505_c0_g5sp|Q2QM47|BSL2_ORYSJBSL2 Serine/threonine-protein phosphatase BSL2 homolog OS=Oryza sativa subsp. japonica GN=BSL2 PE=2 SV=264.60 0.00

TRINITY_DN41455_c0_g1sp|Q9SI54|LSM7_ARATHLSM7 Sm-like protein LSM7 OS=Arabidopsis thaliana GN=LSM7 PE=1 SV=164.60 0.00

TRINITY_DN44559_c0_g1sp|A8IW34|PURA_CHLREPURA Adenylosuccinate synthetase, chloroplastic OS=Chlamydomonas reinhardtii GN=PURA PE=3 SV=164.60 0.00

TRINITY_DN48228_c0_g2sp|Q7XT07|DUS3L_ORYSJOs04g0117600tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like OS=Oryza sativa subsp. japonica GN=Os04g0117600 PE=2 SV=264.60 0.00

TRINITY_DN48344_c0_g3sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=464.60 0.00

TRINITY_DN48476_c0_g7sp|Q92177|CAN3_CHICKCAPN3 Calpain-3 OS=Gallus gallus GN=CAPN3 PE=2 SV=164.60 0.00

TRINITY_DN49944_c0_g1sp|Q9S825|IF5Z_ARATHAt1g77840Probable eukaryotic translation initiation factor 5-2 OS=Arabidopsis thaliana GN=At1g77840 PE=1 SV=164.60 0.00

TRINITY_DN50015_c0_g1sp|Q9M5K3|DLDH1_ARATHLPD1 Dihydrolipoyl dehydrogenase 1, mitochondrial OS=Arabidopsis thaliana GN=LPD1 PE=1 SV=264.60 0.00

TRINITY_DN51090_c0_g2sp|Q9SV21|COPB1_ARATHAt4g31480Coatomer subunit beta-1 OS=Arabidopsis thaliana GN=At4g31480 PE=2 SV=264.60 0



TRINITY_DN51904_c1_g3sp|P38385|SC61G_ORYSJOs02g0178400Protein transport protein Sec61 subunit gamma OS=Oryza sativa subsp. japonica GN=Os02g0178400 PE=3 SV=164.60 0.00

TRINITY_DN34450_c0_g1sp|Q553V1|CISYM_DICDIcs Citrate synthase, mitochondrial OS=Dictyostelium discoideum GN=cs PE=3 SV=164.50 0.00

TRINITY_DN37216_c0_g4sp|Q3ZC01|CNOT7_BOVINCNOT7 CCR4-NOT transcription complex subunit 7 OS=Bos taurus GN=CNOT7 PE=2 SV=164.50 0.00

TRINITY_DN37852_c0_g4sp|Q94JQ4|RIDA_ARATHRIDA Reactive Intermediate Deaminase A, chloroplastic OS=Arabidopsis thaliana GN=RIDA PE=1 SV=164.50 0.00

TRINITY_DN37961_c0_g1sp|Q54EW1|GLYC2_DICDIshmt2 Serine hydroxymethyltransferase 2 OS=Dictyostelium discoideum GN=shmt2 PE=3 SV=164.50 0.00

TRINITY_DN39244_c0_g1sp|P23400|TRXM_CHLRETRXM Thioredoxin M-type, chloroplastic OS=Chlamydomonas reinhardtii GN=TRXM PE=1 SV=364.50 0.00

TRINITY_DN39655_c0_g12sp|P54562|YQJY_BACSUyqjY Uncharacterized protein YqjY OS=Bacillus subtilis (strain 168) GN=yqjY PE=1 SV=164.50 0.00

TRINITY_DN41280_c1_g1sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=264.50 0.00

TRINITY_DN41783_c1_g4sp|Q9ZVW2|HEN2_ARATHHEN2 DExH-box ATP-dependent RNA helicase DExH10 OS=Arabidopsis thaliana GN=HEN2 PE=1 SV=264.50 0.00

TRINITY_DN42453_c0_g1sp|Q9SN58|UGE5_ARATHUGE5 UDP-glucose 4-epimerase 5 OS=Arabidopsis thaliana GN=UGE5 PE=1 SV=364.50 0.00

TRINITY_DN43946_c0_g1sp|Q7G8Y3|ISW2_ORYSJOs01g0367900Probable chromatin-remodeling complex ATPase chain OS=Oryza sativa subsp. japonica GN=Os01g0367900 PE=2 SV=264.50 0.00

TRINITY_DN44063_c0_g7sp|P29356|ALF_SPIOL- Fructose-bisphosphate aldolase, cytoplasmic isozyme OS=Spinacia oleracea PE=2 SV=164.50 0.00

TRINITY_DN44221_c0_g8sp|P40393|RIC2_ORYSJRIC2 Ras-related protein RIC2 OS=Oryza sativa subsp. japonica GN=RIC2 PE=2 SV=264.50 0.00

TRINITY_DN44288_c0_g3sp|A8HS48|RS3A_CHLRECHLREDRAFT_16848440S ribosomal protein S3a OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_168484 PE=3 SV=164.50 0.00

TRINITY_DN44369_c1_g3sp|P52416|GLGS1_VICFAAGPC Glucose-1-phosphate adenylyltransferase small subunit 1, chloroplastic OS=Vicia faba GN=AGPC PE=2 SV=164.50 0.00

TRINITY_DN45278_c1_g9sp|Q0ABE6|MDH_ALKEHmdh Malate dehydrogenase OS=Alkalilimnicola ehrlichii (strain ATCC BAA-1101 / DSM 17681 / MLHE-1) GN=mdh PE=3 SV=164.50 0.00

TRINITY_DN46111_c0_g1sp|Q56WD9|THIK2_ARATHPED1 3-ketoacyl-CoA thiolase 2, peroxisomal OS=Arabidopsis thaliana GN=PED1 PE=1 SV=264.50 0.00

TRINITY_DN47540_c0_g2sp|Q7XTJ3|ODPA3_ORYSJOs04g0119400Pyruvate dehydrogenase E1 component subunit alpha-3, chloroplastic OS=Oryza sativa subsp. japonica GN=Os04g0119400 PE=2 SV=264.50 0.00

TRINITY_DN49018_c0_g1sp|Q9ZNT0|VPS4_ARATHSKD1 Protein SUPPRESSOR OF K(+) TRANSPORT GROWTH DEFECT 1 OS=Arabidopsis thaliana GN=SKD1 PE=1 SV=164.50 0.00

TRINITY_DN49354_c0_g2sp|P54680|FIMB_DICDIfimA Fimbrin OS=Dictyostelium discoideum GN=fimA PE=2 SV=264.50 0.00

TRINITY_DN50186_c0_g7sp|Q7ZV68|VPS29_DANREvps29 Vacuolar protein sorting-associated protein 29 OS=Danio rerio GN=vps29 PE=2 SV=164.50 0.00

TRINITY_DN51537_c0_g1sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=264.50 0.00

TRINITY_DN52485_c2_g1sp|Q9M0Y8|NSF_ARATHNSF Vesicle-fusing ATPase OS=Arabidopsis thaliana GN=NSF PE=2 SV=264.50 0.00

TRINITY_DN23565_c0_g1sp|Q21568|NH2L1_CAEELM28.5 NHP2-like protein 1 homolog OS=Caenorhabditis elegans GN=M28.5 PE=3 SV=164.40 0.00

TRINITY_DN25873_c0_g1sp|P57772|SELB_HUMANEEFSEC Selenocysteine-specific elongation factor OS=Homo sapiens GN=EEFSEC PE=1 SV=464.40 0.00

TRINITY_DN29365_c0_g1sp|Q9SEE4|PIRL_SOLLC- Pirin-like protein OS=Solanum lycopersicum PE=2 SV=164.40 0.00

TRINITY_DN32808_c0_g1sp|O94489|EF3_SCHPOtef3 Elongation factor 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tef3 PE=1 SV=164.40 0.00

TRINITY_DN35029_c0_g1sp|F4K4E3|LSM4_ARATHLSM4 Sm-like protein LSM4 OS=Arabidopsis thaliana GN=LSM4 PE=1 SV=164.40 0.00

TRINITY_DN35854_c0_g2sp|Q6MVL2|DUT_NEUCRdut-1 Deoxyuridine 5'-triphosphate nucleotidohydrolase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=dut-1 PE=3 SV=164.40 0.00

TRINITY_DN37833_c0_g6sp|Q9Z1Q9|SYVC_MOUSEVars Valine--tRNA ligase OS=Mus musculus GN=Vars PE=1 SV=164.40 0.00

TRINITY_DN41456_c0_g3sp|O14981|BTAF1_HUMANBTAF1 TATA-binding protein-associated factor 172 OS=Homo sapiens GN=BTAF1 PE=1 SV=264.40 0.00

TRINITY_DN42150_c0_g1sp|O13710|SMC5_SCHPOsmc5 Structural maintenance of chromosomes protein 5 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=smc5 PE=1 SV=364.40 0.00

TRINITY_DN42888_c0_g5sp|Q38858|CALR2_ARATHCRT2 Calreticulin-2 OS=Arabidopsis thaliana GN=CRT2 PE=1 SV=364.40 0.00

TRINITY_DN43189_c0_g1sp|P42856|ZB14_MAIZEZBP14 14 kDa zinc-binding protein OS=Zea mays GN=ZBP14 PE=1 SV=164.40 0.00

TRINITY_DN45136_c0_g1sp|Q9C514|RS71_ARATHRPS7A 40S ribosomal protein S7-1 OS=Arabidopsis thaliana GN=RPS7A PE=2 SV=164.40 0.00

TRINITY_DN46086_c0_g1sp|Q55BR7|RPTOR_DICDIraptor Protein raptor homolog OS=Dictyostelium discoideum GN=raptor PE=1 SV=164.40 0.00

TRINITY_DN47121_c0_g9sp|Q9HG01|GRP78_PICANBiP 78 kDa glucose-regulated protein homolog OS=Pichia angusta GN=BiP PE=3 SV=164.40 0.00

TRINITY_DN50415_c0_g2sp|P92980|APR3_ARATHAPR3 5'-adenylylsulfate reductase 3, chloroplastic OS=Arabidopsis thaliana GN=APR3 PE=2 SV=264.40 0.00

TRINITY_DN50583_c0_g2sp|P30567|CATA2_GOSHICAT2 Catalase isozyme 2 OS=Gossypium hirsutum GN=CAT2 PE=2 SV=164.40 0.00

TRINITY_DN51641_c0_g2sp|Q7VA20|IF2_PROMAinfB Translation initiation factor IF-2 OS=Prochlorococcus marinus (strain SARG / CCMP1375 / SS120) GN=infB PE=3 SV=164.40 0.00

TRINITY_DN15114_c0_g1sp|P0AFX8|RSEA_ECOL6rseA Anti-sigma-E factor RseA OS=Escherichia coli O6:H1 (strain CFT073 / ATCC 700928 / UPEC) GN=rseA PE=3 SV=164.30 0.00

TRINITY_DN15400_c0_g1sp|Q9UW86|PP1_NEUCRpph-3 Serine/threonine-protein phosphatase PP1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=pph-3 PE=2 SV=164.30 0.00

TRINITY_DN25608_c0_g1sp|Q9HDW9|GPI12_SCHPOgpi12 Probable N-acetylglucosaminyl-phosphatidylinositol de-N-acetylase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gpi12 PE=3 SV=164.30 0.00

TRINITY_DN32179_c0_g1sp|Q90YS0|RS4_ICTPUrps4 40S ribosomal protein S4 OS=Ictalurus punctatus GN=rps4 PE=2 SV=364.30 0.00

TRINITY_DN38652_c0_g3sp|P45859|PRPD_BACSUprpD 2-methylcitrate dehydratase OS=Bacillus subtilis (strain 168) GN=prpD PE=2 SV=364.30 0.00

TRINITY_DN38940_c0_g4sp|Q54WT4|DRG2_DICDIdrg2 Developmentally-regulated GTP-binding protein 2 homolog OS=Dictyostelium discoideum GN=drg2 PE=3 SV=164.30 0.00

TRINITY_DN39557_c2_g1sp|Q9MAB3|NOP5B_ARATHNOP5-2 Probable nucleolar protein 5-2 OS=Arabidopsis thaliana GN=NOP5-2 PE=1 SV=164.30 0.00

TRINITY_DN40805_c0_g6sp|Q6H7S2|RH8_ORYSJOs02g0641800DEAD-box ATP-dependent RNA helicase 8 OS=Oryza sativa subsp. japonica GN=Os02g0641800 PE=2 SV=264.30 0.00

TRINITY_DN42812_c0_g7sp|Q43704|MCM31_MAIZEROA1 DNA replication licensing factor MCM3 homolog 1 OS=Zea mays GN=ROA1 PE=2 SV=264.30 0.00

TRINITY_DN43541_c1_g3sp|Q91820|AURAA_XENLAaurka-a Aurora kinase A-A OS=Xenopus laevis GN=aurka-a PE=1 SV=164.30 0.00

TRINITY_DN43894_c0_g4sp|Q84WV1|TCPG_ARATHCCT3 T-complex protein 1 subunit gamma OS=Arabidopsis thaliana GN=CCT3 PE=1 SV=164.30 0.00

TRINITY_DN45532_c1_g3sp|Q27562|PSA1_DICDIpsmA1 Proteasome subunit alpha type-1 OS=Dictyostelium discoideum GN=psmA1 PE=3 SV=164.30 0.00

TRINITY_DN46612_c2_g4sp|A8J785|ATPX_CHLREATPG ATP synthase subunit b', chloroplastic OS=Chlamydomonas reinhardtii GN=ATPG PE=1 SV=164.30 0.00

TRINITY_DN48414_c0_g4sp|Q141C9|ADC_BURXLadc Probable acetoacetate decarboxylase OS=Burkholderia xenovorans (strain LB400) GN=adc PE=3 SV=164.30 0.00

TRINITY_DN52314_c1_g1sp|Q03460|GLSN_MEDSA- Glutamate synthase [NADH], amyloplastic OS=Medicago sativa PE=1 SV=164.30 0

TRINITY_DN52738_c0_g1sp|Q9XIH7|PLT1_ARATHPLT1 Putative polyol transporter 1 OS=Arabidopsis thaliana GN=PLT1 PE=3 SV=164.30 0.00



TRINITY_DN54150_c0_g1sp|O23553|BAM3_ARATHBAM3 Beta-amylase 3, chloroplastic OS=Arabidopsis thaliana GN=BAM3 PE=1 SV=364.30 0.00

TRINITY_DN701_c0_g1sp|A6GYX5|DAPF_FLAPJdapF Diaminopimelate epimerase OS=Flavobacterium psychrophilum (strain JIP02/86 / ATCC 49511) GN=dapF PE=1 SV=164.30 0.00

TRINITY_DN15030_c0_g1sp|F6QXW0|DNA2_XENTRdna2 DNA replication ATP-dependent helicase/nuclease DNA2 OS=Xenopus tropicalis GN=dna2 PE=3 SV=164.20 0.00

TRINITY_DN17788_c0_g1sp|P91309|VIP1_CAEELF46F11.1Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase OS=Caenorhabditis elegans GN=F46F11.1 PE=3 SV=364.20 0.00

TRINITY_DN28186_c0_g1sp|P40616|ARL1_HUMANARL1 ADP-ribosylation factor-like protein 1 OS=Homo sapiens GN=ARL1 PE=1 SV=164.20 0.00

TRINITY_DN31226_c0_g1sp|Q4R5I3|RL22_MACFARPL22 60S ribosomal protein L22 OS=Macaca fascicularis GN=RPL22 PE=2 SV=364.20 0.00

TRINITY_DN32196_c0_g1sp|Q9VV41|OSGEP_DROMECG4933 Probable tRNA N6-adenosine threonylcarbamoyltransferase OS=Drosophila melanogaster GN=CG4933 PE=2 SV=164.20 0.00

TRINITY_DN32382_c0_g1sp|Q54E95|PPIL3_DICDIppil3 Peptidyl-prolyl cis-trans isomerase-like 3 OS=Dictyostelium discoideum GN=ppil3 PE=3 SV=164.20 0.00

TRINITY_DN35180_c1_g1sp|Q9DAK2|PACRG_MOUSEPacrg Parkin coregulated gene protein homolog OS=Mus musculus GN=Pacrg PE=1 SV=164.20 0.00

TRINITY_DN36274_c0_g2sp|B3RTL9|UFC1_TRIADTRIADDRAFT_35934Ubiquitin-fold modifier-conjugating enzyme 1 OS=Trichoplax adhaerens GN=TRIADDRAFT_35934 PE=3 SV=164.20 0.00

TRINITY_DN37058_c0_g3sp|O48902|MDHP_MEDSAMDH1 Malate dehydrogenase [NADP], chloroplastic OS=Medicago sativa GN=MDH1 PE=2 SV=164.20 0.00

TRINITY_DN38144_c1_g2sp|Q9M0M2|AB9B_ARATHABCB9 ABC transporter B family member 9 OS=Arabidopsis thaliana GN=ABCB9 PE=3 SV=264.20 0.00

TRINITY_DN39035_c1_g6sp|O22899|PRP43_ARATHAt2g47250Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH3 OS=Arabidopsis thaliana GN=At2g47250 PE=2 SV=164.20 0.00

TRINITY_DN40670_c0_g2sp|Q54EW8|DLDH_DICDIlpd Dihydrolipoyl dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=lpd PE=3 SV=164.20 0.00

TRINITY_DN41623_c0_g7sp|B8AMA8|ALFL3_ORYSIOsI_14081PHD finger protein ALFIN-LIKE 3 OS=Oryza sativa subsp. indica GN=OsI_14081 PE=3 SV=264.20 0.00

TRINITY_DN42284_c0_g4sp|Q96TU3|INUE_ASPAWinuE Extracellular exo-inulinase inuE OS=Aspergillus awamori GN=inuE PE=1 SV=164.20 0.00

TRINITY_DN43296_c0_g1sp|Q9LT08|PSDE_ARATHRPN11 26S proteasome non-ATPase regulatory subunit 14 homolog OS=Arabidopsis thaliana GN=RPN11 PE=1 SV=164.20 0.00

TRINITY_DN44135_c0_g3sp|P61105|RAB2A_CANLFRAB2A Ras-related protein Rab-2A OS=Canis lupus familiaris GN=RAB2A PE=1 SV=164.20 0.00

TRINITY_DN52628_c0_g3sp|Q9C8P0|ODP25_ARATHEMB3003 Dihydrolipoyllysine-residue acetyltransferase component 5 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana GN=EMB3003 PE=2 SV=164.20 0.00

TRINITY_DN37463_c1_g5sp|Q148I3|KISHA_BOVINTMEM167AProtein kish-A OS=Bos taurus GN=TMEM167A PE=3 SV=164.10 0.00

TRINITY_DN37992_c0_g3sp|Q5R654|RBBP7_PONABRBBP7 Histone-binding protein RBBP7 OS=Pongo abelii GN=RBBP7 PE=3 SV=164.10 0.00

TRINITY_DN38478_c0_g1sp|Q6UK63|PIRA_DICDIpirA Protein pirA OS=Dictyostelium discoideum GN=pirA PE=1 SV=164.10 0.00

TRINITY_DN38891_c1_g3sp|Q1RMV0|PEX5_BOVINPEX5 Peroxisomal targeting signal 1 receptor OS=Bos taurus GN=PEX5 PE=2 SV=164.10 0.00

TRINITY_DN38929_c2_g6sp|Q0CBD2|H2A_ASPTNhta1 Histone H2A OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=hta1 PE=3 SV=164.10 0.00

TRINITY_DN42673_c2_g4sp|F4IPY2|SYCM_ARATHSYCO Cysteine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=SYCO PE=2 SV=164.10 0.00

TRINITY_DN43507_c0_g8sp|Q8IT98|RS18_ARGIRRPS18 40S ribosomal protein S18 OS=Argopecten irradians GN=RPS18 PE=2 SV=164.10 0.00

TRINITY_DN44122_c0_g1sp|Q9SJA6|RZ22A_ARATHRSZ22A Serine/arginine-rich splicing factor RSZ22A OS=Arabidopsis thaliana GN=RSZ22A PE=1 SV=164.10 0.00

TRINITY_DN44570_c0_g2sp|Q8LFJ5|T112A_ARATHAt1g22270Multifunctional methyltransferase subunit TRM112-like protein At1g22270 OS=Arabidopsis thaliana GN=At1g22270 PE=2 SV=164.10 0.00

TRINITY_DN45928_c0_g2sp|P38666|RL242_ARATHRPL24B 60S ribosomal protein L24-2 OS=Arabidopsis thaliana GN=RPL24B PE=1 SV=264.10 0.00

TRINITY_DN46901_c0_g4sp|P42756|RS11_DUNTERPS11 40S ribosomal protein S11 OS=Dunaliella tertiolecta GN=RPS11 PE=2 SV=164.10 0.00

TRINITY_DN47113_c0_g4sp|Q20719|NDUV2_CAEELF53F4.10Probable NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Caenorhabditis elegans GN=F53F4.10 PE=3 SV=164.10 0.00

TRINITY_DN47121_c0_g6sp|Q9HG01|GRP78_PICANBiP 78 kDa glucose-regulated protein homolog OS=Pichia angusta GN=BiP PE=3 SV=164.10 0.00

TRINITY_DN48706_c0_g1sp|P47979|ZFS1_SCHPOzfs1 Zinc finger protein zfs1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=zfs1 PE=1 SV=164.10 0.00

TRINITY_DN49331_c0_g3sp|Q86AX3|HUTU_DICDIuroc1 Probable urocanate hydratase OS=Dictyostelium discoideum GN=uroc1 PE=3 SV=264.10 0.00

TRINITY_DN50460_c1_g2sp|Q9LNK7|NIPA3_ARATHAt1g34470Probable magnesium transporter NIPA3 OS=Arabidopsis thaliana GN=At1g34470 PE=2 SV=164.10 0.00

TRINITY_DN51142_c1_g7sp|Q9Y3B4|SF3B6_HUMANSF3B6 Splicing factor 3B subunit 6 OS=Homo sapiens GN=SF3B6 PE=1 SV=164.10 0.00

TRINITY_DN51778_c1_g3sp|O23647|GLGB1_ARATHSBE2.1 1,4-alpha-glucan-branching enzyme 2-1, chloroplastic/amyloplastic OS=Arabidopsis thaliana GN=SBE2.1 PE=1 SV=164.10 0.00

TRINITY_DN33886_c0_g1sp|Q39572|YPTC6_CHLREYPTC6 Ras-related protein YPTC6 OS=Chlamydomonas reinhardtii GN=YPTC6 PE=3 SV=164.00 0.00

TRINITY_DN37122_c1_g3sp|P25782|CYSP2_HOMAMLCP2 Digestive cysteine proteinase 2 OS=Homarus americanus GN=LCP2 PE=2 SV=164.00 0.00

TRINITY_DN39126_c1_g1sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=264.00 0.00

TRINITY_DN40290_c1_g7sp|Q96558|UGDH1_SOYBNUGD1 UDP-glucose 6-dehydrogenase 1 OS=Glycine max GN=UGD1 PE=2 SV=164.00 0.00

TRINITY_DN41662_c1_g1sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=164.00 0.00

TRINITY_DN42282_c0_g4sp|Q940M2|AGT21_ARATHAGT2 Alanine--glyoxylate aminotransferase 2 homolog 1, mitochondrial OS=Arabidopsis thaliana GN=AGT2 PE=1 SV=164.00 0.00

TRINITY_DN44111_c1_g7sp|P24354|RR14_EUGLOrps14 Plastid 30S ribosomal protein S14 OS=Euglena longa GN=rps14 PE=3 SV=164.00 0.00

TRINITY_DN45966_c1_g3sp|Q39654|PSAL_CUCSAPSAL Photosystem I reaction center subunit XI, chloroplastic OS=Cucumis sativus GN=PSAL PE=2 SV=164.00 0.00

TRINITY_DN46368_c0_g1sp|Q9FFS8|RS102_ARATHRPS10B 40S ribosomal protein S10-2 OS=Arabidopsis thaliana GN=RPS10B PE=2 SV=164.00 0.00

TRINITY_DN48833_c1_g2sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=164.00 0.00

TRINITY_DN48914_c0_g4sp|Q42877|RPB2_SOLLCRPB2 DNA-directed RNA polymerase II subunit RPB2 OS=Solanum lycopersicum GN=RPB2 PE=2 SV=164.00 0

TRINITY_DN50821_c1_g10sp|Q9CAI5|CKL2_ARATHCKL2 Casein kinase 1-like protein 2 OS=Arabidopsis thaliana GN=CKL2 PE=1 SV=164.00 0.00

TRINITY_DN31497_c0_g1sp|Q5LI89|MURQ_BACFNmurQ N-acetylmuramic acid 6-phosphate etherase OS=Bacteroides fragilis (strain ATCC 25285 / DSM 2151 / JCM 11019 / NCTC 9343) GN=murQ PE=3 SV=163.90 0.00

TRINITY_DN32263_c0_g2sp|O74975|PCY1_SCHPOSPCC1827.02cProbable choline-phosphate cytidylyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1827.02c PE=1 SV=363.90 0.00

TRINITY_DN32474_c0_g1sp|P11706|ISK1_ANGAN- Probable pancreatic secretory proteinase inhibitor OS=Anguilla anguilla PE=1 SV=163.90 0.00

TRINITY_DN33961_c0_g2sp|Q0P5D0|PPIH_BOVINPPIH Peptidyl-prolyl cis-trans isomerase H OS=Bos taurus GN=PPIH PE=2 SV=163.90 0.00

TRINITY_DN35741_c1_g4sp|O74777|KRR1_SCHPOmis3 KRR1 small subunit processome component homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mis3 PE=3 SV=163.90 0.00

TRINITY_DN39587_c1_g3sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=263.90 0.00

TRINITY_DN42082_c0_g1sp|Q5NCQ5|DPH1_MOUSEDph1 Diphthamide biosynthesis protein 1 OS=Mus musculus GN=Dph1 PE=1 SV=163.90 0.00



TRINITY_DN42573_c0_g4sp|P50433|GLYM_SOLTU- Serine hydroxymethyltransferase, mitochondrial OS=Solanum tuberosum PE=2 SV=163.90 0.00

TRINITY_DN46352_c1_g4sp|P49608|ACOC_CUCMA- Aconitate hydratase, cytoplasmic OS=Cucurbita maxima PE=2 SV=163.90 0

TRINITY_DN46560_c0_g1sp|O23346|HIS5B_ARATHHISN5B Imidazoleglycerol-phosphate dehydratase 2, chloroplastic OS=Arabidopsis thaliana GN=HISN5B PE=1 SV=263.90 0.00

TRINITY_DN46761_c0_g1sp|Q9FNY7|OGG1_ARATHOGG1 N-glycosylase/DNA lyase OGG1 OS=Arabidopsis thaliana GN=OGG1 PE=1 SV=163.90 0.00

TRINITY_DN47165_c0_g6sp|Q55DV9|CGL_DICDIcysA Cystathionine gamma-lyase OS=Dictyostelium discoideum GN=cysA PE=1 SV=163.90 0.00

TRINITY_DN48033_c0_g1sp|A8HN58|IFT27_CHLREIFT27 Intraflagellar transport protein 27 OS=Chlamydomonas reinhardtii GN=IFT27 PE=1 SV=163.90 0.00

TRINITY_DN48597_c1_g3sp|Q9LIB5|GAT17_ARATHGATA17 GATA transcription factor 17 OS=Arabidopsis thaliana GN=GATA17 PE=2 SV=163.90 0.00

TRINITY_DN49794_c1_g2sp|Q9M038|SFC1_ARATHSFC1 Mitochondrial succinate-fumarate transporter 1 OS=Arabidopsis thaliana GN=SFC1 PE=2 SV=163.90 0.00

TRINITY_DN23315_c0_g3sp|P48178|ATP6_ONCMYmt-atp6 ATP synthase subunit a OS=Oncorhynchus mykiss GN=mt-atp6 PE=3 SV=163.80 0.00

TRINITY_DN28514_c0_g1sp|Q54S77|VPS15_DICDIvps15 Probable serine/threonine-protein kinase vps15 OS=Dictyostelium discoideum GN=vps15 PE=3 SV=163.80 0.00

TRINITY_DN33737_c0_g1sp|P0CQ51|RL44_CRYNBRPL44 60S ribosomal protein L44 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=RPL44 PE=3 SV=163.80 0.00

TRINITY_DN35410_c0_g1sp|Q9VK45|TOR_DROMETor Target of rapamycin OS=Drosophila melanogaster GN=Tor PE=1 SV=163.80 0.00

TRINITY_DN36558_c0_g2sp|Q6BY86|RS29_DEBHARPS29 40S ribosomal protein S29 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=RPS29 PE=3 SV=163.80 0.00

TRINITY_DN36731_c1_g5sp|O82531|PSB1_PETHYPBF1 Proteasome subunit beta type-1 OS=Petunia hybrida GN=PBF1 PE=2 SV=163.80 0.00

TRINITY_DN37445_c0_g1sp|Q15428|SF3A2_HUMANSF3A2 Splicing factor 3A subunit 2 OS=Homo sapiens GN=SF3A2 PE=1 SV=263.80 0.00

TRINITY_DN39608_c0_g3sp|Q9SH30|HMA5_ARATHHMA5 Probable copper-transporting ATPase HMA5 OS=Arabidopsis thaliana GN=HMA5 PE=1 SV=263.80 0.00

TRINITY_DN41734_c2_g2sp|Q9M7Z1|ODB2_ARATHBCE2 Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Arabidopsis thaliana GN=BCE2 PE=1 SV=163.80 0.00

TRINITY_DN42276_c2_g1sp|Q9D787|PPIL2_MOUSEPpil2 Peptidyl-prolyl cis-trans isomerase-like 2 OS=Mus musculus GN=Ppil2 PE=1 SV=263.80 0.00

TRINITY_DN42469_c0_g6sp|P40614|MPCP_CAEELF01G4.6 Phosphate carrier protein, mitochondrial OS=Caenorhabditis elegans GN=F01G4.6 PE=2 SV=163.80 0.00

TRINITY_DN43868_c0_g1sp|Q54V77|PYRG_DICDIctps CTP synthase OS=Dictyostelium discoideum GN=ctps PE=3 SV=163.80 0.00

TRINITY_DN44835_c1_g2sp|A8IR43|WDR12_CHLRECHLREDRAFT_128420Ribosome biogenesis protein WDR12 homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_128420 PE=3 SV=263.80 0.00

TRINITY_DN44995_c0_g4sp|H2L099|GCK1_CAEELgck-1 Germinal center kinase 1 OS=Caenorhabditis elegans GN=gck-1 PE=1 SV=163.80 0.00

TRINITY_DN46066_c0_g2sp|Q8LST2|WNK7_ARATHWNK7 Probable serine/threonine-protein kinase WNK7 OS=Arabidopsis thaliana GN=WNK7 PE=2 SV=163.80 0.00

TRINITY_DN47308_c0_g2sp|P55250|FUMH_RHIORFUMR Fumarate hydratase, mitochondrial OS=Rhizopus oryzae GN=FUMR PE=3 SV=163.80 0.00

TRINITY_DN47766_c1_g3sp|Q08D64|ABCB6_XENTRabcb6 ATP-binding cassette sub-family B member 6, mitochondrial OS=Xenopus tropicalis GN=abcb6 PE=2 SV=163.80 0.00

TRINITY_DN48045_c0_g2sp|A8IVX2|DRC3_CHLREDRC3 Dynein regulatory complex subunit 3 OS=Chlamydomonas reinhardtii GN=DRC3 PE=1 SV=163.80 0.00

TRINITY_DN48326_c0_g3sp|Q9FV46|ZDS_TARER- Zeta-carotene desaturase, chloroplastic/chromoplastic OS=Tagetes erecta PE=2 SV=163.80 0.00

TRINITY_DN49209_c0_g1sp|Q40070|PSBR_HORVUPSBR Photosystem II 10 kDa polypeptide, chloroplastic OS=Hordeum vulgare GN=PSBR PE=3 SV=163.80 0.00

TRINITY_DN49361_c0_g3sp|Q5FXM5|ACBP_DICDIacbA Acyl-CoA-binding protein OS=Dictyostelium discoideum GN=acbA PE=1 SV=163.80 0.00

TRINITY_DN49401_c1_g2sp|Q4VXU2|PAP1L_HUMANPABPC1L Polyadenylate-binding protein 1-like OS=Homo sapiens GN=PABPC1L PE=2 SV=163.80 0.00

TRINITY_DN49985_c0_g2sp|Q41062|SECA_PEAsecA Protein translocase subunit SecA, chloroplastic OS=Pisum sativum GN=secA PE=2 SV=163.80 0

TRINITY_DN50604_c0_g1sp|A8ISN6|ARL3_CHLREARL3 ADP-ribosylation factor-like protein 3 OS=Chlamydomonas reinhardtii GN=ARL3 PE=1 SV=263.80 0.00

TRINITY_DN51475_c1_g3sp|P51566|AFC1_ARATHAFC1 Serine/threonine-protein kinase AFC1 OS=Arabidopsis thaliana GN=AFC1 PE=2 SV=263.80 0.00

TRINITY_DN5954_c0_g1sp|Q8WUD1|RAB2B_HUMANRAB2B Ras-related protein Rab-2B OS=Homo sapiens GN=RAB2B PE=1 SV=163.80 0.00

TRINITY_DN32884_c0_g1sp|P90513|PSA3_ACACA- Proteasome subunit alpha type-3 (Fragment) OS=Acanthamoeba castellanii PE=2 SV=163.70 0.00

TRINITY_DN32936_c0_g1sp|Q76I81|RS12_BOVINRPS12 40S ribosomal protein S12 OS=Bos taurus GN=RPS12 PE=2 SV=163.70 0.00

TRINITY_DN34926_c0_g1sp|Q1ZXF1|ECHM_DICDIechs1 Probable enoyl-CoA hydratase, mitochondrial OS=Dictyostelium discoideum GN=echs1 PE=3 SV=163.70 0.00

TRINITY_DN36689_c0_g2sp|Q940M2|AGT21_ARATHAGT2 Alanine--glyoxylate aminotransferase 2 homolog 1, mitochondrial OS=Arabidopsis thaliana GN=AGT2 PE=1 SV=163.70 0.00

TRINITY_DN39878_c1_g1sp|Q8W207|CSN2_ARATHCSN2 COP9 signalosome complex subunit 2 OS=Arabidopsis thaliana GN=CSN2 PE=1 SV=163.70 0.00

TRINITY_DN40812_c1_g3sp|Q54J66|SYTC1_DICDIthrS1 Probable threonine--tRNA ligase 1, cytoplasmic OS=Dictyostelium discoideum GN=thrS1 PE=3 SV=163.70 0.00

TRINITY_DN42625_c0_g1sp|Q54QI4|HGD_DICDIhgd Homogentisate 1,2-dioxygenase OS=Dictyostelium discoideum GN=hgd PE=2 SV=163.70 0.00

TRINITY_DN45580_c2_g2sp|P13443|DHGY_CUCSAHPR-A Glycerate dehydrogenase OS=Cucumis sativus GN=HPR-A PE=2 SV=163.70 0.00

TRINITY_DN46234_c0_g2sp|P93832|LEU32_ARATHIMDH2 3-isopropylmalate dehydrogenase 2, chloroplastic OS=Arabidopsis thaliana GN=IMDH2 PE=1 SV=163.70 0.00

TRINITY_DN47735_c0_g2sp|P53641|SODF_PSEAEsodB Superoxide dismutase [Fe] OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=sodB PE=3 SV=363.70 0.00

TRINITY_DN47896_c0_g1sp|Q39190|PRL2_ARATHPRL2 Protein pleiotropic regulator PRL2 OS=Arabidopsis thaliana GN=PRL2 PE=2 SV=263.70 0.00

TRINITY_DN49238_c0_g7sp|Q8EJW1|PRPB_SHEONprpB 2-methylisocitrate lyase OS=Shewanella oneidensis (strain MR-1) GN=prpB PE=3 SV=163.70 0.00

TRINITY_DN50056_c0_g2sp|P46869|FLA10_CHLREFLA10 Kinesin-like protein FLA10 OS=Chlamydomonas reinhardtii GN=FLA10 PE=1 SV=163.70 0.00

TRINITY_DN50302_c0_g1sp|P53766|UNG_DICDIuglA Uracil-DNA glycosylase OS=Dictyostelium discoideum GN=uglA PE=2 SV=263.70 0.00

TRINITY_DN13058_c0_g2sp|E1C1R4|UBP47_CHICKUSP47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Gallus gallus GN=USP47 PE=3 SV=163.60 0.00

TRINITY_DN15065_c0_g1sp|Q61129|CFAI_MOUSECfi Complement factor I OS=Mus musculus GN=Cfi PE=1 SV=363.60 0.00

TRINITY_DN2153_c0_g1sp|Q4SUE2|TMA7_TETNGtma7 Translation machinery-associated protein 7 OS=Tetraodon nigroviridis GN=tma7 PE=3 SV=163.60 0.00

TRINITY_DN33116_c0_g1sp|O49627|ISU1_ARATHISU1 Iron-sulfur cluster assembly protein 1 OS=Arabidopsis thaliana GN=ISU1 PE=2 SV=163.60 0.00

TRINITY_DN34658_c0_g1sp|A8IC48|URM1_CHLREURM1 Ubiquitin-related modifier 1 homolog OS=Chlamydomonas reinhardtii GN=URM1 PE=3 SV=163.60 0.00

TRINITY_DN35245_c0_g1sp|Q9EPE9|AT131_MOUSEAtp13a1 Manganese-transporting ATPase 13A1 OS=Mus musculus GN=Atp13a1 PE=1 SV=263.60 0.00

TRINITY_DN35332_c1_g9sp|P80269|NDUS8_SOLTU- NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial OS=Solanum tuberosum PE=1 SV=263.60 0.00

TRINITY_DN35876_c0_g2sp|Q8K1J5|SDE2_MOUSESde2 Protein SDE2 homolog OS=Mus musculus GN=Sde2 PE=1 SV=163.60 0.00



TRINITY_DN36358_c0_g1sp|O81147|PSA6B_ARATHPAA2 Proteasome subunit alpha type-6-B OS=Arabidopsis thaliana GN=PAA2 PE=1 SV=163.60 0.00

TRINITY_DN36678_c0_g1sp|P49209|RL91_ARATHRPL9B 60S ribosomal protein L9-1 OS=Arabidopsis thaliana GN=RPL9B PE=1 SV=363.60 0.00

TRINITY_DN37679_c0_g1sp|P12352|PSAE_CHLREPSAE Photosystem I reaction center subunit IV, chloroplastic OS=Chlamydomonas reinhardtii GN=PSAE PE=1 SV=163.60 0.00

TRINITY_DN38144_c1_g1sp|Q8LPK2|AB2B_ARATHABCB2 ABC transporter B family member 2 OS=Arabidopsis thaliana GN=ABCB2 PE=1 SV=363.60 0.00

TRINITY_DN38877_c0_g2sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=163.60 0.00

TRINITY_DN38877_c0_g4sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=163.60 0.00

TRINITY_DN39317_c0_g1sp|Q9M3D2|RL353_ARATHRPL35C 60S ribosomal protein L35-3 OS=Arabidopsis thaliana GN=RPL35C PE=2 SV=163.60 0.00

TRINITY_DN39796_c0_g2sp|Q9LP45|PSD11_ARATHRPN6 26S proteasome non-ATPase regulatory subunit 11 homolog OS=Arabidopsis thaliana GN=RPN6 PE=1 SV=163.60 0.00

TRINITY_DN39853_c0_g1sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=263.60 0.00

TRINITY_DN41685_c0_g1sp|Q9WVS4|MOK_MOUSEMok MAPK/MAK/MRK overlapping kinase OS=Mus musculus GN=Mok PE=1 SV=163.60 0.00

TRINITY_DN42614_c1_g1sp|Q43725|CYSKM_ARATHOASC Cysteine synthase, mitochondrial OS=Arabidopsis thaliana GN=OASC PE=1 SV=363.60 0.00

TRINITY_DN43252_c0_g2sp|Q56Y85|MAP22_ARATHMAP2B Methionine aminopeptidase 2B OS=Arabidopsis thaliana GN=MAP2B PE=2 SV=263.60 0.00

TRINITY_DN43986_c1_g1sp|Q9LYN2|FRI3_ARATHFER3 Ferritin-3, chloroplastic OS=Arabidopsis thaliana GN=FER3 PE=2 SV=163.60 0.00

TRINITY_DN45779_c0_g2sp|Q38772|CDC2A_ANTMACDC2A Cell division control protein 2 homolog A OS=Antirrhinum majus GN=CDC2A PE=2 SV=263.60 0.00

TRINITY_DN47775_c0_g5sp|Q8LEF6|AB11I_ARATHABCI11 ABC transporter I family member 11, chloroplastic OS=Arabidopsis thaliana GN=ABCI11 PE=2 SV=163.60 0.00

TRINITY_DN48117_c1_g1sp|Q6F2Y7|CLPB1_ORYSJCLPB1 Chaperone protein ClpB1 OS=Oryza sativa subsp. japonica GN=CLPB1 PE=2 SV=163.60 0.00

TRINITY_DN51024_c1_g5sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=263.60 0.00

TRINITY_DN51102_c1_g1sp|Q940P8|TCPB_ARATHCCT2 T-complex protein 1 subunit beta OS=Arabidopsis thaliana GN=CCT2 PE=1 SV=163.60 0.00

TRINITY_DN51491_c1_g4sp|P0DKC3|PGP1A_ARATHPGLP1A Phosphoglycolate phosphatase 1A, chloroplastic OS=Arabidopsis thaliana GN=PGLP1A PE=1 SV=163.60 0.00

TRINITY_DN35553_c0_g1sp|A6BLW4|NFYC2_ORYSJNFYC2 Nuclear transcription factor Y subunit C-2 OS=Oryza sativa subsp. japonica GN=NFYC2 PE=1 SV=163.50 0.00

TRINITY_DN36694_c0_g1sp|Q54RR5|ACDSB_DICDIacadsb Probable short/branched chain specific acyl-CoA dehydrogenase OS=Dictyostelium discoideum GN=acadsb PE=3 SV=163.50 0.00

TRINITY_DN38092_c0_g1sp|P33527|MRP1_HUMANABCC1 Multidrug resistance-associated protein 1 OS=Homo sapiens GN=ABCC1 PE=1 SV=363.50 0.00

TRINITY_DN39600_c1_g11sp|O49069|GPX4_GOSHI- Probable phospholipid hydroperoxide glutathione peroxidase OS=Gossypium hirsutum PE=2 SV=163.50 0.00

TRINITY_DN39798_c0_g1sp|Q9BTC0|DIDO1_HUMANDIDO1 Death-inducer obliterator 1 OS=Homo sapiens GN=DIDO1 PE=1 SV=563.50 0.00

TRINITY_DN40631_c0_g1sp|Q8I0F4|LIS1_DICDIlis1 Lissencephaly-1 homolog OS=Dictyostelium discoideum GN=lis1 PE=1 SV=163.50 0.00

TRINITY_DN41633_c1_g15sp|Q9SHE7|RUB1_ARATHRUB1 Ubiquitin-NEDD8-like protein RUB1 OS=Arabidopsis thaliana GN=RUB1 PE=1 SV=363.50 0.00

TRINITY_DN41757_c0_g8sp|P03967|RASD_DICDIrasD Ras-like protein rasD OS=Dictyostelium discoideum GN=rasD PE=2 SV=263.50 0.00

TRINITY_DN42327_c0_g3sp|Q54ER7|TCPH_DICDIcct7 T-complex protein 1 subunit eta OS=Dictyostelium discoideum GN=cct7 PE=3 SV=163.50 0.00

TRINITY_DN43825_c1_g1sp|P51797|CLCN6_HUMANCLCN6 Chloride transport protein 6 OS=Homo sapiens GN=CLCN6 PE=1 SV=263.50 0.00

TRINITY_DN45931_c0_g3sp|Q8K3X2|FCL_CRIGRTSTA3 GDP-L-fucose synthase OS=Cricetulus griseus GN=TSTA3 PE=2 SV=163.50 0.00

TRINITY_DN46751_c0_g8sp|Q96A23|CPNE4_HUMANCPNE4 Copine-4 OS=Homo sapiens GN=CPNE4 PE=1 SV=163.50 0.00

TRINITY_DN50596_c0_g2sp|Q9LVM1|AB25B_ARATHABCB25 ABC transporter B family member 25, mitochondrial OS=Arabidopsis thaliana GN=ABCB25 PE=1 SV=163.50 0.00

TRINITY_DN50669_c0_g2sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=263.50 0.00

TRINITY_DN51411_c0_g2sp|A2Y4B6|CDKD1_ORYSICDKD-1 Cyclin-dependent kinase D-1 OS=Oryza sativa subsp. indica GN=CDKD-1 PE=2 SV=163.50 0.00

TRINITY_DN52346_c1_g2sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=163.50 0.00

TRINITY_DN52503_c0_g2sp|F4K0J3|KN4C_ARATHKIN4C Kinesin-like protein KIN-4C OS=Arabidopsis thaliana GN=KIN4C PE=2 SV=263.50 0.00

TRINITY_DN52682_c3_g1sp|Q6CQE5|TAR1_KLULATAR1-A Protein TAR1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=TAR1-A PE=4 SV=263.50 0.00

TRINITY_DN20054_c0_g2sp|Q9UKU9|ANGL2_HUMANANGPTL2 Angiopoietin-related protein 2 OS=Homo sapiens GN=ANGPTL2 PE=2 SV=163.40 0.00

TRINITY_DN23193_c0_g1sp|Q8L8W5|CP21B_ARATHCYP21-2 Peptidyl-prolyl cis-trans isomerase CYP21-2 OS=Arabidopsis thaliana GN=CYP21-2 PE=2 SV=163.40 0.00

TRINITY_DN29014_c0_g2sp|P32759|A1AT_CYPCA- Alpha-1-antitrypsin homolog OS=Cyprinus carpio PE=2 SV=163.40 0.00

TRINITY_DN29920_c0_g2sp|Q9VDY1|INO80_DROMEIno80 Putative DNA helicase Ino80 OS=Drosophila melanogaster GN=Ino80 PE=1 SV=263.40 0.00

TRINITY_DN31098_c0_g1sp|Q17QC5|AP2S1_BOVINAP2S1 AP-2 complex subunit sigma OS=Bos taurus GN=AP2S1 PE=2 SV=163.40 0.00

TRINITY_DN32732_c0_g1sp|Q54KR9|NCBP2_DICDIncbp2 Nuclear cap-binding protein subunit 2 OS=Dictyostelium discoideum GN=ncbp2 PE=3 SV=163.40 0.00

TRINITY_DN32843_c0_g1sp|Q7XA72|AB21G_ARATHABCG21 ABC transporter G family member 21 OS=Arabidopsis thaliana GN=ABCG21 PE=2 SV=263.40 0.00

TRINITY_DN33084_c0_g1sp|Q05975|RAB2_LYMSTRAB2 Ras-related protein Rab-2 OS=Lymnaea stagnalis GN=RAB2 PE=2 SV=163.40 0.00

TRINITY_DN33330_c0_g1sp|O61219|DAF31_CAEELdaf-31 N-alpha-acetyltransferase daf-31 OS=Caenorhabditis elegans GN=daf-31 PE=2 SV=163.40 0.00

TRINITY_DN36460_c1_g3sp|P34092|MYOB_DICDImyoB Myosin IB heavy chain OS=Dictyostelium discoideum GN=myoB PE=1 SV=263.40 0.00

TRINITY_DN36723_c1_g5sp|Q95032|METK_ACACAmetK S-adenosylmethionine synthase OS=Acanthamoeba castellanii GN=metK PE=2 SV=163.40 0.00

TRINITY_DN37097_c0_g1sp|Q94F00|IMPL1_ARATHIMPL1 Phosphatase IMPL1, chloroplastic OS=Arabidopsis thaliana GN=IMPL1 PE=1 SV=263.40 0.00

TRINITY_DN38307_c0_g4sp|P18266|GSK3B_RATGsk3b Glycogen synthase kinase-3 beta OS=Rattus norvegicus GN=Gsk3b PE=1 SV=163.40 0.00

TRINITY_DN38478_c0_g2sp|Q6UK63|PIRA_DICDIpirA Protein pirA OS=Dictyostelium discoideum GN=pirA PE=1 SV=163.40 0.00

TRINITY_DN40387_c0_g4sp|P0CO05|H3_CRYNBHHT1 Histone H3 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=HHT1 PE=3 SV=163.40 0.00

TRINITY_DN40543_c0_g2sp|A0E7A5|ASNA2_PARTEGSPATT00023900001ATPase ASNA1 homolog 2 OS=Paramecium tetraurelia GN=GSPATT00023900001 PE=3 SV=163.40 0.00

TRINITY_DN42834_c0_g4sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=363.40 0.00

TRINITY_DN44568_c1_g5sp|P46428|GST_ANOGAGstS1 Glutathione S-transferase OS=Anopheles gambiae GN=GstS1 PE=2 SV=463.40 0.00

TRINITY_DN44721_c2_g1sp|A2ZVI7|CDPK1_ORYSJCPK1 Calcium-dependent protein kinase 1 OS=Oryza sativa subsp. japonica GN=CPK1 PE=2 SV=163.40 0.00



TRINITY_DN45224_c0_g3sp|Q9LSV0|GLYR1_ARATHGLYR1 Glyoxylate/succinic semialdehyde reductase 1 OS=Arabidopsis thaliana GN=GLYR1 PE=1 SV=163.40 0.00

TRINITY_DN45803_c0_g3sp|Q6F2Y7|CLPB1_ORYSJCLPB1 Chaperone protein ClpB1 OS=Oryza sativa subsp. japonica GN=CLPB1 PE=2 SV=163.40 0.00

TRINITY_DN46007_c0_g5sp|Q16974|KPC1_APLCAPRKC1 Calcium-dependent protein kinase C OS=Aplysia californica GN=PRKC1 PE=1 SV=263.40 0.00

TRINITY_DN46690_c1_g4sp|A4S6Y4|LONM_OSTLUOSTLU_41620Lon protease homolog, mitochondrial OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_41620 PE=3 SV=163.40 0.00

TRINITY_DN46971_c0_g3sp|Q6YV23|CARA_ORYSJCARA Carbamoyl-phosphate synthase small chain, chloroplastic OS=Oryza sativa subsp. japonica GN=CARA PE=2 SV=263.40 0.00

TRINITY_DN48716_c0_g2sp|Q9M4G5|PGMP_SOLTUPGMP Phosphoglucomutase, chloroplastic OS=Solanum tuberosum GN=PGMP PE=2 SV=163.40 0.00

TRINITY_DN49134_c0_g1sp|Q9ZVH4|CUL3A_ARATHCUL3A Cullin-3A OS=Arabidopsis thaliana GN=CUL3A PE=1 SV=163.40 0.00

TRINITY_DN49445_c1_g2sp|Q8SSN5|NAA20_DICDInat5 N-alpha-acetyltransferase 20 OS=Dictyostelium discoideum GN=nat5 PE=3 SV=263.40 0.00

TRINITY_DN49867_c0_g2sp|Q9VTC4|U195A_DROMECG7949 MIP18 family protein CG7949 OS=Drosophila melanogaster GN=CG7949 PE=1 SV=163.40 0.00

TRINITY_DN8890_c0_g1sp|Q64962|RDRP_ASPVPORF1 RNA replication polyprotein OS=Apple stem pitting virus (isolate PA66) GN=ORF1 PE=3 SV=163.40 0.00

TRINITY_DN19711_c0_g1sp|P20794|MAK_HUMANMAK Serine/threonine-protein kinase MAK OS=Homo sapiens GN=MAK PE=1 SV=263.30 0.00

TRINITY_DN20472_c0_g1sp|Q8LDP4|CP19D_ARATHCYP19-4 Peptidyl-prolyl cis-trans isomerase CYP19-4 OS=Arabidopsis thaliana GN=CYP19-4 PE=1 SV=263.30 0.00

TRINITY_DN28833_c0_g5sp|F1Q4S1|ATP9B_DANREatp9b Probable phospholipid-transporting ATPase IIB OS=Danio rerio GN=atp9b PE=3 SV=163.30 0.00

TRINITY_DN36765_c0_g2sp|Q9SBJ1|PDK_ARATHPDK [Pyruvate dehydrogenase (acetyl-transferring)] kinase, mitochondrial OS=Arabidopsis thaliana GN=PDK PE=1 SV=163.30 0.00

TRINITY_DN37396_c0_g7sp|A8XJW8|CST1_CAEBRcst-1 Serine/threonine-protein kinase cst-1 OS=Caenorhabditis briggsae GN=cst-1 PE=3 SV=263.30 0.00

TRINITY_DN37769_c0_g1sp|P13352|PSAH_CHLREPSAH Photosystem I reaction center subunit VI, chloroplastic OS=Chlamydomonas reinhardtii GN=PSAH PE=2 SV=163.30 0.00

TRINITY_DN39263_c0_g5sp|Q9SCJ4|KN8B_ARATHKIN8B Kinesin-like protein KIN-8B OS=Arabidopsis thaliana GN=KIN8B PE=2 SV=163.30 0.00

TRINITY_DN40505_c0_g3sp|P46967|DAD1_XENLAdad1 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit dad1 OS=Xenopus laevis GN=dad1 PE=3 SV=163.30 0.00

TRINITY_DN40622_c0_g6sp|Q27203|HPPD_TETTHTFA 4-hydroxyphenylpyruvate dioxygenase OS=Tetrahymena thermophila GN=TFA PE=3 SV=163.30 0.00

TRINITY_DN41402_c0_g2sp|Q55AI5|SUCB1_DICDIscsC Succinate--CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Dictyostelium discoideum GN=scsC PE=3 SV=163.30 0.00

TRINITY_DN42059_c0_g3sp|P24203|YJIA_ECOLIyjiA Uncharacterized GTP-binding protein YjiA OS=Escherichia coli (strain K12) GN=yjiA PE=1 SV=363.30 0.00

TRINITY_DN42234_c0_g3sp|P22200|KPYC_SOLTU- Pyruvate kinase, cytosolic isozyme OS=Solanum tuberosum PE=2 SV=163.30 0.00

TRINITY_DN42605_c1_g5sp|Q9SSE7|AROD2_ARATHADT2 Arogenate dehydratase/prephenate dehydratase 2, chloroplastic OS=Arabidopsis thaliana GN=ADT2 PE=1 SV=163.30 0.00

TRINITY_DN45379_c0_g4sp|Q8RWZ3|IBR3_ARATHIBR3 Probable acyl-CoA dehydrogenase IBR3 OS=Arabidopsis thaliana GN=IBR3 PE=1 SV=163.30 0.00

TRINITY_DN46851_c0_g6sp|Q6QNM1|KC1_TOXGO- Casein kinase I OS=Toxoplasma gondii PE=2 SV=163.30 0.00

TRINITY_DN47036_c0_g3sp|O82660|P2SAF_ARATHHCF136 Photosystem II stability/assembly factor HCF136, chloroplastic OS=Arabidopsis thaliana GN=HCF136 PE=1 SV=163.30 0.00

TRINITY_DN12438_c0_g2sp|C5WZH0|ITPA_SORBISb01g020160Inosine triphosphate pyrophosphatase OS=Sorghum bicolor GN=Sb01g020160 PE=2 SV=163.20 0.00

TRINITY_DN19393_c0_g2sp|Q9Z0J5|TRXR2_RATTxnrd2 Thioredoxin reductase 2, mitochondrial OS=Rattus norvegicus GN=Txnrd2 PE=1 SV=363.20 0.00

TRINITY_DN22583_c0_g1sp|B8BKI8|MCM2_ORYSIOsI_36121DNA replication licensing factor MCM2 OS=Oryza sativa subsp. indica GN=OsI_36121 PE=3 SV=163.20 0.00

TRINITY_DN25575_c0_g2sp|P0ABU5|ELBB_ECOLIelbB Glyoxalase ElbB OS=Escherichia coli (strain K12) GN=elbB PE=1 SV=163.20 0.00

TRINITY_DN28548_c0_g5sp|Q8BW94|DYH3_MOUSEDnah3 Dynein heavy chain 3, axonemal OS=Mus musculus GN=Dnah3 PE=1 SV=263.20 0.00

TRINITY_DN38040_c0_g1sp|Q9FIF3|RS82_ARATHRPS8B 40S ribosomal protein S8-2 OS=Arabidopsis thaliana GN=RPS8B PE=2 SV=163.20 0.00

TRINITY_DN38238_c1_g6sp|Q23AS2|TTL3E_TETTSTTLL3E Tubulin glycylase 3E OS=Tetrahymena thermophila (strain SB210) GN=TTLL3E PE=3 SV=163.20 0.00

TRINITY_DN38800_c0_g5sp|Q37145|ACA1_ARATHACA1 Calcium-transporting ATPase 1, chloroplastic OS=Arabidopsis thaliana GN=ACA1 PE=1 SV=363.20 0.00

TRINITY_DN40288_c2_g5sp|P0CQ89|PRP28_CRYNBPRP28 Pre-mRNA-splicing ATP-dependent RNA helicase PRP28 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=PRP28 PE=3 SV=163.20 0.00

TRINITY_DN4190_c0_g1sp|Q8LB54|PRP38_ARATHPRP38 Pre-mRNA-splicing factor 38 OS=Arabidopsis thaliana GN=PRP38 PE=1 SV=163.20 0.00

TRINITY_DN42344_c1_g3sp|O23049|RK6_ARATHRPL6 50S ribosomal protein L6, chloroplastic OS=Arabidopsis thaliana GN=RPL6 PE=2 SV=163.20 0.00

TRINITY_DN42921_c0_g1sp|Q8GS60|HCAR_ARATHHCAR 7-hydroxymethyl chlorophyll a reductase, chloroplastic OS=Arabidopsis thaliana GN=HCAR PE=1 SV=163.20 0.00

TRINITY_DN44154_c0_g4sp|Q9VV41|OSGEP_DROMECG4933 Probable tRNA N6-adenosine threonylcarbamoyltransferase OS=Drosophila melanogaster GN=CG4933 PE=2 SV=163.20 0.00

TRINITY_DN45870_c0_g2sp|Q9LD43|ACCA_ARATHCAC3 Acetyl-coenzyme A carboxylase carboxyl transferase subunit alpha, chloroplastic OS=Arabidopsis thaliana GN=CAC3 PE=1 SV=163.20 0.00

TRINITY_DN46622_c0_g3sp|Q70G58|NTRC_ORYSJOs07g0657900Thioredoxin reductase NTRC OS=Oryza sativa subsp. japonica GN=Os07g0657900 PE=1 SV=263.20 0.00

TRINITY_DN47121_c0_g12sp|P29185|CH61_MAIZECPN60I Chaperonin CPN60-1, mitochondrial OS=Zea mays GN=CPN60I PE=1 SV=263.20 0.00

TRINITY_DN48067_c0_g1sp|Q9SR32|U161_ARATHAt3g09310UPF0161 protein At3g09310 OS=Arabidopsis thaliana GN=At3g09310 PE=2 SV=263.20 0.00

TRINITY_DN48365_c1_g1sp|Q94K73|SYFM_ARATHAt3g58140Phenylalanine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At3g58140 PE=1 SV=163.20 0.00

TRINITY_DN48392_c0_g1sp|A0A0D3MU35|ORGRE_CUCMEOR Protein ORANGE-GREEN, chloroplastic OS=Cucumis melo GN=OR PE=2 SV=163.20 0.00

TRINITY_DN48439_c0_g1sp|A4S6Y4|LONM_OSTLUOSTLU_41620Lon protease homolog, mitochondrial OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_41620 PE=3 SV=163.20 0.00

TRINITY_DN51288_c0_g1sp|Q7G8Y3|ISW2_ORYSJOs01g0367900Probable chromatin-remodeling complex ATPase chain OS=Oryza sativa subsp. japonica GN=Os01g0367900 PE=2 SV=263.20 0.00

TRINITY_DN52137_c1_g2sp|P93736|SYVM1_ARATHTWN2 Valine--tRNA ligase, mitochondrial 1 OS=Arabidopsis thaliana GN=TWN2 PE=2 SV=263.20 0.00

TRINITY_DN6006_c0_g1sp|Q66KL9|RBM42_XENTRrbm42 RNA-binding protein 42 OS=Xenopus tropicalis GN=rbm42 PE=2 SV=163.20 0.00

TRINITY_DN1602_c0_g1sp|Q2KI14|NAA10_BOVINNAA10 N-alpha-acetyltransferase 10 OS=Bos taurus GN=NAA10 PE=2 SV=163.10 0.00

TRINITY_DN21328_c0_g1sp|B4KCD5|NCBP2_DROMOCbp20 Nuclear cap-binding protein subunit 2 OS=Drosophila mojavensis GN=Cbp20 PE=3 SV=163.10 0.00

TRINITY_DN29140_c0_g1sp|Q9CAI5|CKL2_ARATHCKL2 Casein kinase 1-like protein 2 OS=Arabidopsis thaliana GN=CKL2 PE=1 SV=163.10 0.00

TRINITY_DN31830_c0_g1sp|Q556Y9|MD2L1_DICDImad2l1-1Mitotic spindle assembly checkpoint protein MAD2A OS=Dictyostelium discoideum GN=mad2l1-1 PE=3 SV=163.10 0.00

TRINITY_DN34393_c0_g4sp|Q9GP16|RL31_HELVIRpL31 60S ribosomal protein L31 OS=Heliothis virescens GN=RpL31 PE=2 SV=163.10 0.00

TRINITY_DN34418_c0_g2sp|Q5B2K4|ACPA_EMENIacpA Acetate permease A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=acpA PE=2 SV=163.10 0.00

TRINITY_DN37177_c0_g1sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=263.10 0.00



TRINITY_DN37323_c3_g1sp|Q569D5|SBP1_XENTRselenbp1Selenium-binding protein 1 OS=Xenopus tropicalis GN=selenbp1 PE=2 SV=163.10 0.00

TRINITY_DN38424_c1_g1sp|Q9FDZ9|RL212_ARATHRPL21E 60S ribosomal protein L21-2 OS=Arabidopsis thaliana GN=RPL21E PE=2 SV=163.10 0.00

TRINITY_DN39786_c1_g6sp|P20794|MAK_HUMANMAK Serine/threonine-protein kinase MAK OS=Homo sapiens GN=MAK PE=1 SV=263.10 0.00

TRINITY_DN40785_c0_g5sp|P50991|TCPD_HUMANCCT4 T-complex protein 1 subunit delta OS=Homo sapiens GN=CCT4 PE=1 SV=463.10 0.00

TRINITY_DN40863_c1_g4sp|O61573|GCH1_OSTOSgch GTP cyclohydrolase 1 OS=Ostertagia ostertagi GN=gch PE=2 SV=163.10 0.00

TRINITY_DN41246_c0_g2sp|O50039|OTC_ARATHOTC Ornithine carbamoyltransferase, chloroplastic OS=Arabidopsis thaliana GN=OTC PE=1 SV=263.10 0.00

TRINITY_DN42354_c1_g5sp|P21616|AVP_VIGRR- Pyrophosphate-energized vacuolar membrane proton pump OS=Vigna radiata var. radiata PE=1 SV=463.10 0.00

TRINITY_DN43340_c1_g3sp|Q9R0J8|LGMN_RATLgmn Legumain OS=Rattus norvegicus GN=Lgmn PE=1 SV=163.10 0.00

TRINITY_DN43748_c0_g4sp|Q9VAQ5|DIM1_DROMECG11837 Probable dimethyladenosine transferase OS=Drosophila melanogaster GN=CG11837 PE=2 SV=163.10 0.00

TRINITY_DN43967_c0_g1sp|Q9ZWB3|CKL9_ARATHCKL9 Casein kinase 1-like protein 9 OS=Arabidopsis thaliana GN=CKL9 PE=1 SV=163.10 0.00

TRINITY_DN49197_c0_g4sp|C0SUT9|JMJ16_ARATHJMJ16 Putative lysine-specific demethylase JMJ16 OS=Arabidopsis thaliana GN=JMJ16 PE=2 SV=163.10 0.00

TRINITY_DN50773_c1_g7sp|O82533|FTZ21_ARATHFTSZ2-1 Cell division protein FtsZ homolog 2-1, chloroplastic OS=Arabidopsis thaliana GN=FTSZ2-1 PE=1 SV=263.10 0.00

TRINITY_DN51777_c0_g4sp|Q9H0A0|NAT10_HUMANNAT10 RNA cytidine acetyltransferase OS=Homo sapiens GN=NAT10 PE=1 SV=263.10 0.00

TRINITY_DN15950_c0_g2sp|Q3MHL3|RBBP4_BOVINRBBP4 Histone-binding protein RBBP4 OS=Bos taurus GN=RBBP4 PE=1 SV=363.00 0.00

TRINITY_DN30904_c0_g2sp|P11873|HMGC_TETTH- High mobility group protein C OS=Tetrahymena thermophila PE=1 SV=163.00 0.00

TRINITY_DN32707_c0_g1sp|O76484|CSK2A_SPOFR- Casein kinase II subunit alpha OS=Spodoptera frugiperda PE=2 SV=163.00 0.00

TRINITY_DN35255_c0_g1sp|Q09130|IF2G_SCHPOtif213 Eukaryotic translation initiation factor 2 subunit gamma OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tif213 PE=2 SV=163.00 0.00

TRINITY_DN35341_c0_g1sp|Q54HG7|AUHM_DICDIauh Methylglutaconyl-CoA hydratase, mitochondrial OS=Dictyostelium discoideum GN=auh PE=3 SV=163.00 0.00

TRINITY_DN36755_c0_g8sp|Q9SMH3|DYH1A_CHLREDHC1 Dynein-1-alpha heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC1 PE=1 SV=163.00 0.00

TRINITY_DN37971_c0_g6sp|Q8GXS3|CFIS2_ARATHCFIS2 Pre-mRNA cleavage factor Im 25 kDa subunit 2 OS=Arabidopsis thaliana GN=CFIS2 PE=1 SV=163.00 0.00

TRINITY_DN38458_c0_g1sp|Q76NV5|HPPD_DICDIhpd 4-hydroxyphenylpyruvate dioxygenase OS=Dictyostelium discoideum GN=hpd PE=1 SV=163.00 0.00

TRINITY_DN39293_c0_g7sp|P93099|RL13A_CYAPA- 60S ribosomal protein L13a OS=Cyanophora paradoxa PE=2 SV=163.00 0.00

TRINITY_DN41981_c0_g8sp|Q99973|TEP1_HUMANTEP1 Telomerase protein component 1 OS=Homo sapiens GN=TEP1 PE=1 SV=263.00 0.00

TRINITY_DN42015_c1_g1sp|Q15427|SF3B4_HUMANSF3B4 Splicing factor 3B subunit 4 OS=Homo sapiens GN=SF3B4 PE=1 SV=163.00 0.00

TRINITY_DN42099_c1_g1sp|Q9BV68|RN126_HUMANRNF126 E3 ubiquitin-protein ligase RNF126 OS=Homo sapiens GN=RNF126 PE=1 SV=163.00 0.00

TRINITY_DN42169_c0_g6sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=163.00 0.00

TRINITY_DN42469_c0_g3sp|Q43093|SSG2_PEA- Granule-bound starch synthase 2, chloroplastic/amyloplastic OS=Pisum sativum PE=1 SV=163.00 0.00

TRINITY_DN44219_c0_g1sp|Q8C3X4|GUF1_MOUSEGuf1 Translation factor Guf1, mitochondrial OS=Mus musculus GN=Guf1 PE=1 SV=163.00 0.00

TRINITY_DN44343_c0_g1sp|Q9Y3Q0|NALD2_HUMANNAALAD2 N-acetylated-alpha-linked acidic dipeptidase 2 OS=Homo sapiens GN=NAALAD2 PE=1 SV=163.00 0.00

TRINITY_DN47011_c0_g5sp|Q9C5Y4|SMC21_ARATHSMC2-1 Structural maintenance of chromosomes protein 2-1 OS=Arabidopsis thaliana GN=SMC2-1 PE=2 SV=263.00 0.00

TRINITY_DN48063_c1_g7sp|Q9SYU4|PEX10_ARATHPEX10 Peroxisome biogenesis factor 10 OS=Arabidopsis thaliana GN=PEX10 PE=1 SV=163.00 0.00

TRINITY_DN49861_c1_g3sp|Q9LNC5|CLO_ARATHCLO 110 kDa U5 small nuclear ribonucleoprotein component CLO OS=Arabidopsis thaliana GN=CLO PE=1 SV=163.00 0

TRINITY_DN50830_c0_g10sp|P32046|RL37A_CHICKRPL37A 60S ribosomal protein L37a OS=Gallus gallus GN=RPL37A PE=3 SV=263.00 0.00

TRINITY_DN50830_c0_g9sp|P32046|RL37A_CHICKRPL37A 60S ribosomal protein L37a OS=Gallus gallus GN=RPL37A PE=3 SV=263.00 0.00

TRINITY_DN51053_c0_g3sp|P23111|CDC2_MAIZECDC2 Cell division control protein 2 homolog OS=Zea mays GN=CDC2 PE=2 SV=163.00 0.00

TRINITY_DN51643_c0_g1sp|P28344|MASY_EMENIacuE Malate synthase, glyoxysomal OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=acuE PE=3 SV=363.00 0.00

TRINITY_DN26901_c0_g1sp|P20901|CISY_ACEACaarA Citrate synthase OS=Acetobacter aceti GN=aarA PE=1 SV=162.90 0.00

TRINITY_DN31022_c0_g1sp|P37287|PIGA_HUMANPIGA Phosphatidylinositol N-acetylglucosaminyltransferase subunit A OS=Homo sapiens GN=PIGA PE=1 SV=162.90 0.00

TRINITY_DN35748_c0_g5sp|Q9USN0|GPI10_SCHPOgpi10 GPI mannosyltransferase 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gpi10 PE=3 SV=162.90 0.00

TRINITY_DN38640_c0_g3sp|C1D672|PYRC_LARHHpyrC Dihydroorotase OS=Laribacter hongkongensis (strain HLHK9) GN=pyrC PE=3 SV=162.90 0.00

TRINITY_DN40787_c0_g3sp|P0DKK8|RS10A_ORYSJRPS10-1 40S ribosomal protein S10-1 OS=Oryza sativa subsp. japonica GN=RPS10-1 PE=2 SV=162.90 0.00

TRINITY_DN42506_c0_g8sp|Q8TF09|DLRB2_HUMANDYNLRB2 Dynein light chain roadblock-type 2 OS=Homo sapiens GN=DYNLRB2 PE=1 SV=162.90 0.00

TRINITY_DN43248_c0_g1sp|Q9C8T8|GSXLX_ARATHAt1g63340Putative flavin-containing monooxygenase FMO GS-OX-like 10 OS=Arabidopsis thaliana GN=At1g63340 PE=5 SV=362.90 0.00

TRINITY_DN49809_c0_g2sp|Q9LY87|RGLG2_ARATHRGLG2 E3 ubiquitin-protein ligase RGLG2 OS=Arabidopsis thaliana GN=RGLG2 PE=1 SV=162.90 0.00

TRINITY_DN49934_c0_g3sp|Q9LRR6|CID9_ARATHCID9 Polyadenylate-binding protein-interacting protein 9 OS=Arabidopsis thaliana GN=CID9 PE=3 SV=162.90 0.00

TRINITY_DN51419_c0_g3sp|Q54WA3|PEX7_DICDIpex7 Peroxisomal targeting signal 2 receptor OS=Dictyostelium discoideum GN=pex7 PE=3 SV=162.90 0.00

TRINITY_DN5238_c0_g2sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=462.90 0.00

TRINITY_DN34681_c0_g1sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=262.80 0.00

TRINITY_DN34969_c0_g3sp|P93101|CDC2_OXYRBCDC2 Cell division control protein 2 homolog OS=Oxybasis rubra GN=CDC2 PE=2 SV=162.80 0.00

TRINITY_DN35383_c0_g10sp|D4B0V1|E13B_ARTBCARB_02077Probable glucan endo-1,3-beta-glucosidase ARB_02077 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_02077 PE=1 SV=162.80 0.00

TRINITY_DN36845_c1_g6sp|Q7MAS4|CLPX1_WOLSUclpX1 ATP-dependent Clp protease ATP-binding subunit ClpX 1 OS=Wolinella succinogenes (strain ATCC 29543 / DSM 1740 / LMG 7466 / NCTC 11488 / FDC 602W) GN=clpX1 PE=3 SV=162.80 0.00

TRINITY_DN37463_c1_g3sp|Q55G04|PSA5_DICDIpsmA5 Proteasome subunit alpha type-5 OS=Dictyostelium discoideum GN=psmA5 PE=3 SV=162.80 0.00

TRINITY_DN39958_c1_g1sp|Q86IX1|DST1_DICDIdst1 Serine/threonine-protein kinase dst1 OS=Dictyostelium discoideum GN=dst1 PE=3 SV=162.80 0.00

TRINITY_DN41958_c0_g2sp|Q9LW96|INO1_TOBAC- Inositol-3-phosphate synthase OS=Nicotiana tabacum PE=2 SV=162.80 0.00

TRINITY_DN43371_c1_g3sp|Q9CAI1|DRG2_ARATHDRG2 Developmentally-regulated G-protein 2 OS=Arabidopsis thaliana GN=DRG2 PE=2 SV=162.80 0.00

TRINITY_DN43933_c0_g1sp|Q9BZJ0|CRNL1_HUMANCRNKL1 Crooked neck-like protein 1 OS=Homo sapiens GN=CRNKL1 PE=1 SV=462.80 0.00



TRINITY_DN45786_c0_g7sp|Q2KJJ0|PRP6_BOVINPRPF6 Pre-mRNA-processing factor 6 OS=Bos taurus GN=PRPF6 PE=2 SV=162.80 0.00

TRINITY_DN47104_c1_g1sp|O04619|ADNT1_ARATHADNT1 Mitochondrial adenine nucleotide transporter ADNT1 OS=Arabidopsis thaliana GN=ADNT1 PE=1 SV=162.80 0.00

TRINITY_DN47785_c1_g1sp|O23813|SIR_MAIZESIR Sulfite reductase [ferredoxin], chloroplastic OS=Zea mays GN=SIR PE=1 SV=162.80 0.00

TRINITY_DN49691_c1_g1sp|P23489|RCA_CHLRE- Ribulose bisphosphate carboxylase/oxygenase activase, chloroplastic OS=Chlamydomonas reinhardtii PE=2 SV=162.80 0.00

TRINITY_DN49750_c0_g1sp|Q8T6B7|ABCF2_DICDIabcF2 ABC transporter F family member 2 OS=Dictyostelium discoideum GN=abcF2 PE=3 SV=162.80 0.00

TRINITY_DN51665_c0_g1sp|P0AC34|FUMA_ECOL6fumA Fumarate hydratase class I, aerobic OS=Escherichia coli O6:H1 (strain CFT073 / ATCC 700928 / UPEC) GN=fumA PE=3 SV=262.80 0.00

TRINITY_DN12221_c0_g1sp|Q9LSP7|UBC32_ARATHUBC32 Ubiquitin-conjugating enzyme E2 32 OS=Arabidopsis thaliana GN=UBC32 PE=2 SV=162.70 0.00

TRINITY_DN34918_c0_g2sp|P02401|RLA2_RATRplp2 60S acidic ribosomal protein P2 OS=Rattus norvegicus GN=Rplp2 PE=1 SV=262.70 0.00

TRINITY_DN35572_c0_g1sp|O22886|DCUP2_ARATHHEME2 Uroporphyrinogen decarboxylase 2, chloroplastic OS=Arabidopsis thaliana GN=HEME2 PE=2 SV=162.70 0.00

TRINITY_DN35767_c0_g1sp|Q54IZ9|RPC2_DICDIpolr3b DNA-directed RNA polymerase III subunit rpc2 OS=Dictyostelium discoideum GN=polr3b PE=3 SV=162.70 0.00

TRINITY_DN38339_c3_g3sp|Q6QNM1|KC1_TOXGO- Casein kinase I OS=Toxoplasma gondii PE=2 SV=162.70 0.00

TRINITY_DN39670_c0_g3sp|Q8GW64|PTHC_ARATHAt1g18440Peptidyl-tRNA hydrolase, chloroplastic OS=Arabidopsis thaliana GN=At1g18440 PE=2 SV=262.70 0.00

TRINITY_DN40242_c1_g2sp|A8G8C4|TATD_SERP5tatD 3'-5' ssDNA/RNA exonuclease TatD OS=Serratia proteamaculans (strain 568) GN=tatD PE=3 SV=162.70 0.00

TRINITY_DN41315_c0_g7sp|Q8LPJ4|AB2E_ARATHABCE2 ABC transporter E family member 2 OS=Arabidopsis thaliana GN=ABCE2 PE=2 SV=162.70 0.00

TRINITY_DN42711_c2_g2sp|O64642|URT1_ARATHURT1 UTP:RNA uridylyltransferase 1 OS=Arabidopsis thaliana GN=URT1 PE=1 SV=262.70 0.00

TRINITY_DN43729_c1_g6sp|Q9SEE4|PIRL_SOLLC- Pirin-like protein OS=Solanum lycopersicum PE=2 SV=162.70 0.00

TRINITY_DN43816_c0_g1sp|Q9SIZ2|IF2AH_ARATHAt2g40290Eukaryotic translation initiation factor 2 subunit alpha homolog OS=Arabidopsis thaliana GN=At2g40290 PE=1 SV=262.70 0.00

TRINITY_DN45426_c0_g7sp|Q655S1|FTSH2_ORYSJFTSH2 ATP-dependent zinc metalloprotease FTSH 2, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH2 PE=3 SV=162.70 0.00

TRINITY_DN45461_c1_g1sp|O22446|HDA19_ARATHHDA19 Histone deacetylase 19 OS=Arabidopsis thaliana GN=HDA19 PE=1 SV=262.70 0.00

TRINITY_DN46864_c1_g2sp|P49609|ACON_GRAGA- Aconitate hydratase, mitochondrial OS=Gracilaria gracilis PE=3 SV=162.70 0.00

TRINITY_DN47458_c0_g1sp|Q9SEX2|KTNA1_ARATHAAA1 Katanin p60 ATPase-containing subunit A1 OS=Arabidopsis thaliana GN=AAA1 PE=1 SV=162.70 0.00

TRINITY_DN48128_c0_g1sp|Q9SMH5|DYHC2_CHLREDHC1B Cytoplasmic dynein 2 heavy chain 1 OS=Chlamydomonas reinhardtii GN=DHC1B PE=1 SV=262.70 0.00

TRINITY_DN48642_c0_g2sp|Q652N5|PHT44_ORYSJPHT4;4 Probable anion transporter 4, chloroplastic OS=Oryza sativa subsp. japonica GN=PHT4;4 PE=2 SV=162.70 0.00

TRINITY_DN48658_c0_g2sp|A5PJN8|SF3A2_BOVINSF3A2 Splicing factor 3A subunit 2 OS=Bos taurus GN=SF3A2 PE=2 SV=162.70 0.00

TRINITY_DN33165_c0_g1sp|C5D4T6|DEOC_GEOSWdeoC Deoxyribose-phosphate aldolase OS=Geobacillus sp. (strain WCH70) GN=deoC PE=3 SV=162.60 0.00

TRINITY_DN35339_c0_g1sp|P53498|ACT_CHLRE- Actin OS=Chlamydomonas reinhardtii PE=2 SV=162.60 0.00

TRINITY_DN36630_c0_g1sp|Q55CY3|HUTI_DICDIamdhd1 Probable imidazolonepropionase OS=Dictyostelium discoideum GN=amdhd1 PE=3 SV=162.60 0.00

TRINITY_DN37390_c0_g3sp|Q6QNL9|KC1_EIMTE- Casein kinase I OS=Eimeria tenella PE=2 SV=162.60 0.00

TRINITY_DN38309_c0_g3sp|P26413|HSP70_SOYBNHSP70 Heat shock 70 kDa protein OS=Glycine max GN=HSP70 PE=3 SV=162.60 0.00

TRINITY_DN38564_c0_g3sp|Q41420|CALM3_SOLTUPCM3 Putative calmodulin-3 (Fragment) OS=Solanum tuberosum GN=PCM3 PE=5 SV=162.60 0.00

TRINITY_DN38964_c0_g3sp|Q96449|DMC1_SOYBN- Meiotic recombination protein DMC1 homolog OS=Glycine max PE=2 SV=162.60 0.00

TRINITY_DN41551_c0_g2sp|Q9SVD7|UEV1D_ARATHUEV1D Ubiquitin-conjugating enzyme E2 variant 1D OS=Arabidopsis thaliana GN=UEV1D PE=1 SV=162.60 0.00

TRINITY_DN42480_c0_g3sp|Q6AV34|ARGC_ORYSJOs03g0617900Probable N-acetyl-gamma-glutamyl-phosphate reductase, chloroplastic OS=Oryza sativa subsp. japonica GN=Os03g0617900 PE=1 SV=162.60 0.00

TRINITY_DN48503_c0_g4sp|O00567|NOP56_HUMANNOP56 Nucleolar protein 56 OS=Homo sapiens GN=NOP56 PE=1 SV=462.60 0.00

TRINITY_DN50024_c0_g4sp|O22907|RH24_ARATHRH24 DEAD-box ATP-dependent RNA helicase 24 OS=Arabidopsis thaliana GN=RH24 PE=1 SV=262.60 0.00

TRINITY_DN50330_c0_g2sp|Q9D2H9|DAAF1_MOUSEDnaaf1 Dynein assembly factor 1, axonemal OS=Mus musculus GN=Dnaaf1 PE=1 SV=162.60 0.00

TRINITY_DN52547_c0_g1sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=162.60 0.00

TRINITY_DN7150_c0_g1sp|Q9QYM0|MRP5_RATAbcc5 Multidrug resistance-associated protein 5 OS=Rattus norvegicus GN=Abcc5 PE=2 SV=162.60 0.00

TRINITY_DN12673_c0_g1sp|P46595|UBC4_SCHPOubc4 Ubiquitin-conjugating enzyme E2 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubc4 PE=1 SV=162.50 0.00

TRINITY_DN13112_c0_g1sp|Q7KWK5|PRP19_DICDIprp19 Pre-mRNA-processing factor 19 OS=Dictyostelium discoideum GN=prp19 PE=3 SV=162.50 0.00

TRINITY_DN25551_c0_g2sp|E2RKA8|RL32_CANLFRPL32 60S ribosomal protein L32 OS=Canis lupus familiaris GN=RPL32 PE=1 SV=162.50 0.00

TRINITY_DN26988_c0_g2sp|P30634|MPIP3_CAEELcdc-25.3M-phase inducer phosphatase cdc-25.3 OS=Caenorhabditis elegans GN=cdc-25.3 PE=3 SV=162.50 0.00

TRINITY_DN31747_c0_g1sp|Q54YX7|RM33_DICDImrpl33 Probable 39S ribosomal protein L33, mitochondrial OS=Dictyostelium discoideum GN=mrpl33 PE=3 SV=162.50 0.00

TRINITY_DN32000_c0_g2sp|Q46EH1|MSRB_METBFmsrB Peptide methionine sulfoxide reductase MsrB OS=Methanosarcina barkeri (strain Fusaro / DSM 804) GN=msrB PE=3 SV=162.50 0.00

TRINITY_DN35160_c0_g1sp|Q2HJ84|PKNX1_BOVINPKNOX1 Homeobox protein PKNOX1 OS=Bos taurus GN=PKNOX1 PE=2 SV=162.50 0.00

TRINITY_DN35351_c0_g9sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=262.50 0.00

TRINITY_DN35556_c0_g2sp|B8AMB8|CHLD_ORYSICHLD Magnesium-chelatase subunit ChlD, chloroplastic OS=Oryza sativa subsp. indica GN=CHLD PE=3 SV=162.50 0.00

TRINITY_DN35643_c0_g1sp|O83041|PIP_LEPBYpip Probable proline iminopeptidase OS=Leptolyngbya boryana GN=pip PE=3 SV=162.50 0.00

TRINITY_DN37523_c0_g1sp|Q2KII4|ELOC_BOVINTCEB1 Transcription elongation factor B polypeptide 1 OS=Bos taurus GN=TCEB1 PE=3 SV=162.50 0.00

TRINITY_DN38877_c0_g3sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=162.50 0.00

TRINITY_DN39596_c0_g3sp|P31669|PARP1_XENLAparp1 Poly [ADP-ribose] polymerase 1 (Fragment) OS=Xenopus laevis GN=parp1 PE=2 SV=162.50 0.00

TRINITY_DN42205_c0_g2sp|Q9FVC8|DAPA2_ARATHDHDPS2 4-hydroxy-tetrahydrodipicolinate synthase 2, chloroplastic OS=Arabidopsis thaliana GN=DHDPS2 PE=1 SV=262.50 0.00

TRINITY_DN42235_c0_g2sp|Q56K13|SF3B5_BOVINSF3B5 Splicing factor 3B subunit 5 OS=Bos taurus GN=SF3B5 PE=3 SV=162.50 0.00

TRINITY_DN42811_c0_g1sp|Q922V4|PLRG1_MOUSEPlrg1 Pleiotropic regulator 1 OS=Mus musculus GN=Plrg1 PE=1 SV=162.50 0.00

TRINITY_DN42908_c0_g3sp|Q8MQU6|CISYP_DICDIcshA Citrate synthase, peroxisomal OS=Dictyostelium discoideum GN=cshA PE=2 SV=162.50 0.00

TRINITY_DN43371_c1_g1sp|A4K436|RTEL1_BOVINRTEL1 Regulator of telomere elongation helicase 1 OS=Bos taurus GN=RTEL1 PE=2 SV=162.50 0.00



TRINITY_DN43667_c1_g1sp|Q38861|XPB1_ARATHXPB1 DNA repair helicase XPB1 OS=Arabidopsis thaliana GN=XPB1 PE=2 SV=362.50 0.00

TRINITY_DN45933_c0_g1sp|O48921|C97B2_SOYBNCYP97B2 Cytochrome P450 97B2, chloroplastic OS=Glycine max GN=CYP97B2 PE=2 SV=162.50 0.00

TRINITY_DN46525_c0_g1sp|B9DGD6|ACS_ARATHACS Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal OS=Arabidopsis thaliana GN=ACS PE=1 SV=162.50 0.00

TRINITY_DN48169_c0_g1sp|Q9Y3B4|SF3B6_HUMANSF3B6 Splicing factor 3B subunit 6 OS=Homo sapiens GN=SF3B6 PE=1 SV=162.50 0.00

TRINITY_DN48910_c0_g1sp|A8J0J0|LPAT_CHLRECHLREDRAFT_1743581-acyl-sn-glycerol-3-phosphate acyltransferase CHLREDRAFT_174358 OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_174358 PE=3 SV=262.50 0.00

TRINITY_DN49349_c0_g1sp|Q8VYK9|CKL12_ARATHCKL12 Casein kinase 1-like protein 12 OS=Arabidopsis thaliana GN=CKL12 PE=2 SV=162.50 0.00

TRINITY_DN50179_c0_g2sp|Q74ZH6|LIPA_ASHGOAGR231C Lipoyl synthase, mitochondrial OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=AGR231C PE=3 SV=162.50 0.00

TRINITY_DN50368_c0_g3sp|Q5DM57|IF172_CHLREIFT172 Intraflagellar transport protein 172 OS=Chlamydomonas reinhardtii GN=IFT172 PE=1 SV=162.50 0.00

TRINITY_DN51392_c0_g7sp|Q5ZJM3|NGLY1_CHICKNGLY1 Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase OS=Gallus gallus GN=NGLY1 PE=2 SV=162.50 0.00

TRINITY_DN9951_c0_g1sp|Q1ZXI5|Y1558_DICDIDDB_G0278845Probable serine/threonine-protein kinase DDB_G0278845 OS=Dictyostelium discoideum GN=DDB_G0278845 PE=3 SV=162.50 0.00

TRINITY_DN34377_c0_g3sp|P02722|ADT1_BOVINSLC25A4 ADP/ATP translocase 1 OS=Bos taurus GN=SLC25A4 PE=1 SV=362.40 0.00

TRINITY_DN35265_c0_g2sp|P52427|PSA4_SPIOLPAC1 Proteasome subunit alpha type-4 OS=Spinacia oleracea GN=PAC1 PE=2 SV=162.40 0.00

TRINITY_DN36060_c0_g8sp|P16865|H2A3_VOLCA- Histone H2A-III OS=Volvox carteri PE=3 SV=162.40 0.00

TRINITY_DN36113_c0_g1sp|A0L576|ACSA_MAGMMacsA Acetyl-coenzyme A synthetase OS=Magnetococcus marinus (strain ATCC BAA-1437 / JCM 17883 / MC-1) GN=acsA PE=3 SV=162.40 0.00

TRINITY_DN37067_c0_g5sp|Q54S29|NFYA_DICDInfyA Nuclear transcription factor Y subunit alpha OS=Dictyostelium discoideum GN=nfyA PE=3 SV=162.40 0.00

TRINITY_DN39289_c0_g6sp|P02574|ACT4_DROMEAct79B Actin, larval muscle OS=Drosophila melanogaster GN=Act79B PE=1 SV=262.40 0.00

TRINITY_DN39689_c0_g3sp|Q23716|EF2_CRYPV- Elongation factor 2 OS=Cryptosporidium parvum PE=3 SV=162.40 0

TRINITY_DN41605_c0_g2sp|Q54JP5|OAT_DICDIoatA Probable ornithine aminotransferase OS=Dictyostelium discoideum GN=oatA PE=3 SV=162.40 0.00

TRINITY_DN43627_c0_g1sp|Q6YS30|RH5_ORYSJOs07g0301200DEAD-box ATP-dependent RNA helicase 5 OS=Oryza sativa subsp. japonica GN=Os07g0301200 PE=2 SV=162.40 0.00

TRINITY_DN44163_c0_g3sp|O82782|HIS3_ARATHHISN3 1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino] imidazole-4-carboxamide isomerase, chloroplastic OS=Arabidopsis thaliana GN=HISN3 PE=2 SV=162.40 0.00

TRINITY_DN45530_c0_g8sp|Q4KTI3|RL5_SUBDORPL5 60S ribosomal protein L5 OS=Suberites domuncula GN=RPL5 PE=2 SV=162.40 0.00

TRINITY_DN48687_c0_g3sp|P11179|ODO2_BOVINDLST Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Bos taurus GN=DLST PE=1 SV=262.40 0.00

TRINITY_DN49052_c0_g2sp|Q0WM29|MMSA_ARATHALDH6B2 Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Arabidopsis thaliana GN=ALDH6B2 PE=2 SV=262.40 0.00

TRINITY_DN49424_c1_g1sp|A8IB25|RSSA_CHLRECHLREDRAFT_12605940S ribosomal protein SA OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_126059 PE=3 SV=162.40 0.00

TRINITY_DN15629_c0_g1sp|Q08DA5|PANK3_BOVINPANK3 Pantothenate kinase 3 OS=Bos taurus GN=PANK3 PE=2 SV=162.30 0.00

TRINITY_DN31160_c0_g1sp|Q8GWW8|GFA2_ARATHGFA2 Chaperone protein dnaJ GFA2, mitochondrial OS=Arabidopsis thaliana GN=GFA2 PE=2 SV=162.30 0.00

TRINITY_DN33625_c0_g2sp|P0CC06|Y4701_DICDIDDB_G0284701Enolase superfamily member DDB_G0284701 OS=Dictyostelium discoideum GN=DDB_G0284701 PE=3 SV=162.30 0.00

TRINITY_DN33685_c0_g5sp|O24059|MT3_MALDOMT2 Metallothionein-like protein type 3 OS=Malus domestica GN=MT2 PE=3 SV=162.30 0.00

TRINITY_DN36050_c0_g5sp|Q86A21|PSB1_DICDIpsmB1 Proteasome subunit beta type-1 OS=Dictyostelium discoideum GN=psmB1 PE=3 SV=162.30 0.00

TRINITY_DN36515_c0_g1sp|Q86K94|TPPC3_DICDItrappc3 Trafficking protein particle complex subunit 3 OS=Dictyostelium discoideum GN=trappc3 PE=3 SV=262.30 0.00

TRINITY_DN37216_c0_g1sp|Q55D66|PSB3_DICDIpsmB3 Proteasome subunit beta type-3 OS=Dictyostelium discoideum GN=psmB3 PE=3 SV=162.30 0.00

TRINITY_DN37899_c0_g5sp|Q9LHE7|FYPP3_ARATHFYPP3 Phytochrome-associated serine/threonine-protein phosphatase 3 OS=Arabidopsis thaliana GN=FYPP3 PE=1 SV=162.30 0.00

TRINITY_DN39239_c0_g7sp|Q75JD5|PCKA_DICDIpckA Phosphoenolpyruvate carboxykinase [ATP] OS=Dictyostelium discoideum GN=pckA PE=1 SV=162.30 0.00

TRINITY_DN40963_c0_g3sp|Q05974|RAB1A_LYMSTRAB1A Ras-related protein Rab-1A OS=Lymnaea stagnalis GN=RAB1A PE=2 SV=162.30 0.00

TRINITY_DN41522_c1_g7sp|P42345|MTOR_HUMANMTOR Serine/threonine-protein kinase mTOR OS=Homo sapiens GN=MTOR PE=1 SV=162.30 0.00

TRINITY_DN42199_c0_g1sp|P46087|NOP2_HUMANNOP2 Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferase OS=Homo sapiens GN=NOP2 PE=1 SV=262.30 0.00

TRINITY_DN42971_c1_g3sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=162.30 0.00

TRINITY_DN43317_c0_g4sp|P06786|TOP2_YEASTTOP2 DNA topoisomerase 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TOP2 PE=1 SV=262.30 0.00

TRINITY_DN43370_c1_g2sp|A8JA42|IFT56_CHLREDYF13 Intraflagellar transport protein 56 OS=Chlamydomonas reinhardtii GN=DYF13 PE=1 SV=162.30 0.00

TRINITY_DN43776_c1_g1sp|Q3EDJ0|AB19I_ARATHABCI19 ABC transporter I family member 19 OS=Arabidopsis thaliana GN=ABCI19 PE=2 SV=162.30 0.00

TRINITY_DN44077_c0_g3sp|P50398|GDIA_RATGdi1 Rab GDP dissociation inhibitor alpha OS=Rattus norvegicus GN=Gdi1 PE=1 SV=162.30 0.00

TRINITY_DN44155_c1_g2sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=162.30 0.00

TRINITY_DN45988_c0_g6sp|A1WZG4|RL33_HALHLrpmG 50S ribosomal protein L33 OS=Halorhodospira halophila (strain DSM 244 / SL1) GN=rpmG PE=3 SV=162.30 0.00

TRINITY_DN49335_c1_g10sp|Q24368|ISWI_DROMEIswi Chromatin-remodeling complex ATPase chain Iswi OS=Drosophila melanogaster GN=Iswi PE=1 SV=162.30 0.00

TRINITY_DN50055_c0_g2sp|Q8K010|OPLA_MOUSEOplah 5-oxoprolinase OS=Mus musculus GN=Oplah PE=1 SV=162.30 0.00

TRINITY_DN51047_c1_g1sp|Q39247|2ABB_ARATHPP2AB2 Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform OS=Arabidopsis thaliana GN=PP2AB2 PE=1 SV=162.30 0.00

TRINITY_DN51965_c2_g2sp|Q8RWU3|RVE8_ARATHRVE8 Protein REVEILLE 8 OS=Arabidopsis thaliana GN=RVE8 PE=2 SV=162.30 0.00

TRINITY_DN15598_c0_g1sp|A8HTW6|EFTU_AZOC5tuf1 Elongation factor Tu OS=Azorhizobium caulinodans (strain ATCC 43989 / DSM 5975 / JCM 20966 / NBRC 14845 / NCIMB 13405 / ORS 571) GN=tuf1 PE=3 SV=162.20 0.00

TRINITY_DN27128_c0_g1sp|Q2SJP9|MSRB_HAHCHmsrB Peptide methionine sulfoxide reductase MsrB OS=Hahella chejuensis (strain KCTC 2396) GN=msrB PE=3 SV=162.20 0.00

TRINITY_DN30562_c0_g2sp|P51138|MSK2_MEDSAMSK-2 Glycogen synthase kinase-3 homolog MsK-2 OS=Medicago sativa GN=MSK-2 PE=2 SV=162.20 0.00

TRINITY_DN32752_c0_g4sp|Q9URS0|ACTG_PENCHACT Actin, gamma OS=Penicillium chrysogenum GN=ACT PE=3 SV=162.20 0.00

TRINITY_DN35339_c0_g4sp|P29751|ACTB_RABITACTB Actin, cytoplasmic 1 OS=Oryctolagus cuniculus GN=ACTB PE=2 SV=162.20 0.00

TRINITY_DN35946_c0_g1sp|Q1JQD7|MOCS1_BOVINMOCS1 Molybdenum cofactor biosynthesis protein 1 OS=Bos taurus GN=MOCS1 PE=2 SV=262.20 0.00

TRINITY_DN36562_c2_g11sp|Q9I0K9|PUR8_PSEAEpurB Adenylosuccinate lyase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=purB PE=3 SV=162.20 0.00

TRINITY_DN37150_c1_g9sp|Q8DJ40|CLPB1_THEEBclpB1 Chaperone protein ClpB 1 OS=Thermosynechococcus elongatus (strain BP-1) GN=clpB1 PE=3 SV=162.20 0.00

TRINITY_DN37931_c1_g5sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=162.20 0.00



TRINITY_DN38372_c0_g4sp|Q59S66|IPL1_CANALIPL1 Spindle assembly checkpoint kinase OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=IPL1 PE=3 SV=162.20 0.00

TRINITY_DN39372_c0_g2sp|Q6DBU5|GMPPB_DANREgmppb Mannose-1-phosphate guanyltransferase beta OS=Danio rerio GN=gmppb PE=2 SV=162.20 0.00

TRINITY_DN39770_c1_g4sp|Q20471|KIN20_CAEELkin-20 Casein kinase I isoform delta OS=Caenorhabditis elegans GN=kin-20 PE=2 SV=362.20 0.00

TRINITY_DN46594_c0_g2sp|Q8LAU9|GATA1_ARATHGATA1 GATA transcription factor 1 OS=Arabidopsis thaliana GN=GATA1 PE=2 SV=262.20 0.00

TRINITY_DN48371_c1_g2sp|Q54SY2|NVL_DICDInvl Putative ribosome biogenesis ATPase nvl OS=Dictyostelium discoideum GN=nvl PE=3 SV=162.20 0.00

TRINITY_DN50911_c1_g1sp|P54243|G6PI_OENSHPGIC Glucose-6-phosphate isomerase, cytosolic OS=Oenothera sinuata var. hirsuta GN=PGIC PE=3 SV=162.20 0.00

TRINITY_DN52176_c1_g1sp|Q2RBN7|CLH1_ORYSJOs11g0104900Clathrin heavy chain 1 OS=Oryza sativa subsp. japonica GN=Os11g0104900 PE=3 SV=162.20 0

TRINITY_DN53052_c0_g1sp|P0DJ22|RL35A_TETTSRPL35A 60S ribosomal protein L35a OS=Tetrahymena thermophila (strain SB210) GN=RPL35A PE=1 SV=162.20 0.00

TRINITY_DN14316_c0_g1sp|Q10M12|40C1_ORYSJR40C1 Ricin B-like lectin R40C1 OS=Oryza sativa subsp. japonica GN=R40C1 PE=1 SV=162.10 0.00

TRINITY_DN19341_c0_g1sp|Q39102|FTSH1_ARATHFTSH1 ATP-dependent zinc metalloprotease FTSH 1, chloroplastic OS=Arabidopsis thaliana GN=FTSH1 PE=1 SV=262.10 0.00

TRINITY_DN30839_c0_g1sp|Q54V77|PYRG_DICDIctps CTP synthase OS=Dictyostelium discoideum GN=ctps PE=3 SV=162.10 0.00

TRINITY_DN30839_c0_g2sp|Q6FUD0|PYRG_CANGAURA7 CTP synthase OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=URA7 PE=3 SV=162.10 0.00

TRINITY_DN34028_c0_g2sp|A7MB74|SGK1_BOVINSGK1 Serine/threonine-protein kinase Sgk1 OS=Bos taurus GN=SGK1 PE=2 SV=162.10 0.00

TRINITY_DN34471_c0_g3sp|Q06625|GDE_YEASTGDB1 Glycogen debranching enzyme OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GDB1 PE=1 SV=162.10 0.00

TRINITY_DN35229_c0_g1sp|Q8L3X9|KASM_ARATHKAS 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial OS=Arabidopsis thaliana GN=KAS PE=1 SV=162.10 0.00

TRINITY_DN36843_c1_g1sp|P23381|SYWC_HUMANWARS Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens GN=WARS PE=1 SV=262.10 0.00

TRINITY_DN37759_c0_g1sp|Q9BPU9|B9D2_HUMANB9D2 B9 domain-containing protein 2 OS=Homo sapiens GN=B9D2 PE=1 SV=262.10 0.00

TRINITY_DN41516_c0_g4sp|Q568B7|GTDC1_DANREgtdc1 Glycosyltransferase-like domain-containing protein 1 OS=Danio rerio GN=gtdc1 PE=2 SV=262.10 0.00

TRINITY_DN46813_c1_g2sp|Q8TFH1|RL18B_SCHPOrpl1802 60S ribosomal protein L18-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpl1802 PE=1 SV=162.10 0.00

TRINITY_DN47160_c3_g5sp|P10619|PPGB_HUMANCTSA Lysosomal protective protein OS=Homo sapiens GN=CTSA PE=1 SV=262.10 0.00

TRINITY_DN49650_c0_g2sp|Q9C6I8|NOG1_ARATHAt1g50920Nucleolar GTP-binding protein 1 OS=Arabidopsis thaliana GN=At1g50920 PE=2 SV=162.10 0.00

TRINITY_DN51682_c0_g1sp|Q9M8D3|PUR4_ARATHAt1g74260Probable phosphoribosylformylglycinamidine synthase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At1g74260 PE=2 SV=362.10 0

TRINITY_DN51852_c0_g2sp|Q94F00|IMPL1_ARATHIMPL1 Phosphatase IMPL1, chloroplastic OS=Arabidopsis thaliana GN=IMPL1 PE=1 SV=262.10 0.00

TRINITY_DN52066_c0_g5sp|Q9LS09|ASF1B_ARATHASF1B Histone chaperone ASF1B OS=Arabidopsis thaliana GN=ASF1B PE=1 SV=162.10 0.00

TRINITY_DN645_c0_g1sp|Q7ZXX2|KIF19_XENLAkif19 Kinesin-like protein KIF19 OS=Xenopus laevis GN=kif19 PE=2 SV=162.10 0.00

TRINITY_DN24264_c0_g1sp|F4ISQ7|TOP3B_ARATHAt2g32000DNA topoisomerase 3-beta OS=Arabidopsis thaliana GN=At2g32000 PE=2 SV=162.00 0.00

TRINITY_DN26561_c0_g1sp|Q9D7P6|ISCU_MOUSEIscu Iron-sulfur cluster assembly enzyme ISCU, mitochondrial OS=Mus musculus GN=Iscu PE=1 SV=162.00 0.00

TRINITY_DN33076_c0_g1sp|Q8LBM4|ISAM1_ARATHAt2g16710Iron-sulfur assembly protein IscA-like 1, mitochondrial OS=Arabidopsis thaliana GN=At2g16710 PE=2 SV=262.00 0.00

TRINITY_DN36024_c0_g5sp|Q40255|ALDH_LINUSFIS1 Probable aldehyde dehydrogenase OS=Linum usitatissimum GN=FIS1 PE=2 SV=162.00 0.00

TRINITY_DN38099_c0_g2sp|Q6DEY7|EPAB_XENTRepabp Embryonic polyadenylate-binding protein OS=Xenopus tropicalis GN=epabp PE=2 SV=162.00 0.00

TRINITY_DN39265_c0_g6sp|Q9SII8|DSK2B_ARATHDSK2B Ubiquitin domain-containing protein DSK2b OS=Arabidopsis thaliana GN=DSK2B PE=1 SV=162.00 0.00

TRINITY_DN39320_c0_g1sp|P32321|DCTD_HUMANDCTD Deoxycytidylate deaminase OS=Homo sapiens GN=DCTD PE=1 SV=262.00 0.00

TRINITY_DN40056_c0_g11sp|Q56063|PRPC_SALTYprpC 2-methylcitrate synthase OS=Salmonella typhimurium (strain LT2 / SGSC1412 / ATCC 700720) GN=prpC PE=1 SV=262.00 0.00

TRINITY_DN41115_c0_g1sp|Q8GWW7|AGUA_ARATHAIH Agmatine deiminase OS=Arabidopsis thaliana GN=AIH PE=1 SV=262.00 0.00

TRINITY_DN41964_c1_g1sp|Q0A9G6|RRAAH_ALKEHMlg_1172Putative 4-hydroxy-4-methyl-2-oxoglutarate aldolase OS=Alkalilimnicola ehrlichii (strain ATCC BAA-1101 / DSM 17681 / MLHE-1) GN=Mlg_1172 PE=3 SV=162.00 0.00

TRINITY_DN42353_c0_g4sp|P55833|RS27_HOMAMRPS27 40S ribosomal protein S27 OS=Homarus americanus GN=RPS27 PE=3 SV=262.00 0.00

TRINITY_DN42730_c1_g1sp|O22854|ETFQO_ARATHETFQO Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Arabidopsis thaliana GN=ETFQO PE=2 SV=162.00 0.00

TRINITY_DN43853_c0_g4sp|Q8W3L1|MFDR_ARATHMFDR NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Arabidopsis thaliana GN=MFDR PE=1 SV=162.00 0.00

TRINITY_DN45123_c1_g1sp|Q29S22|DDX47_BOVINDDX47 Probable ATP-dependent RNA helicase DDX47 OS=Bos taurus GN=DDX47 PE=2 SV=162.00 0.00

TRINITY_DN46374_c0_g2sp|Q0WPW5|RMR4_ARATHRMR4 Receptor homology region, transmembrane domain- and RING domain-containing protein 4 OS=Arabidopsis thaliana GN=RMR4 PE=2 SV=162.00 0.00

TRINITY_DN51103_c0_g5sp|Q9C5G0|SUF4_ARATHSUF4 Protein SUPPRESSOR OF FRI 4 OS=Arabidopsis thaliana GN=SUF4 PE=1 SV=162.00 0.00

TRINITY_DN51670_c0_g2sp|P74214|SRP54_SYNY3ffh Signal recognition particle protein OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=ffh PE=3 SV=162.00 0.00

TRINITY_DN25918_c0_g1sp|A6QR55|UBP4_BOVINUSP4 Ubiquitin carboxyl-terminal hydrolase 4 OS=Bos taurus GN=USP4 PE=2 SV=161.90 0.00

TRINITY_DN35043_c0_g7sp|Q01433|AMPD2_HUMANAMPD2 AMP deaminase 2 OS=Homo sapiens GN=AMPD2 PE=1 SV=261.90 0.00

TRINITY_DN35900_c2_g6sp|P46467|VPS4B_MOUSEVps4b Vacuolar protein sorting-associated protein 4B OS=Mus musculus GN=Vps4b PE=1 SV=261.90 0.00

TRINITY_DN36391_c0_g7sp|A3RLT6|RSSA_PINFU- 40S ribosomal protein SA OS=Pinctada fucata PE=2 SV=161.90 0.00

TRINITY_DN36415_c0_g4sp|Q54BC8|PSB5_DICDIpsmB5 Proteasome subunit beta type-5 OS=Dictyostelium discoideum GN=psmB5 PE=1 SV=161.90 0.00

TRINITY_DN42040_c0_g4sp|Q78PG9|CCD25_MOUSECcdc25 Coiled-coil domain-containing protein 25 OS=Mus musculus GN=Ccdc25 PE=1 SV=161.90 0.00

TRINITY_DN43309_c1_g3sp|P22738|RL32_ARATHARP2 60S ribosomal protein L3-2 OS=Arabidopsis thaliana GN=ARP2 PE=2 SV=461.90 0.00

TRINITY_DN44988_c0_g1sp|P0C233|RS4_TETTH- 40S ribosomal protein S4 OS=Tetrahymena thermophila PE=1 SV=161.90 0.00

TRINITY_DN48347_c0_g3sp|Q9C5W3|NADK2_ARATHNADK2 NAD kinase 2, chloroplastic OS=Arabidopsis thaliana GN=NADK2 PE=1 SV=161.90 0.00

TRINITY_DN49127_c0_g1sp|Q76NU3|TCPZ_DICDIcct6 T-complex protein 1 subunit zeta OS=Dictyostelium discoideum GN=cct6 PE=1 SV=161.90 0.00

TRINITY_DN49294_c0_g2sp|Q9ZVI9|PECT1_ARATHPECT1 Ethanolamine-phosphate cytidylyltransferase OS=Arabidopsis thaliana GN=PECT1 PE=1 SV=161.90 0.00

TRINITY_DN50209_c0_g4sp|Q8L6J4|RPO1A_TOBACRPOT1-SYLDNA-directed RNA polymerase 1A (Fragment) OS=Nicotiana tabacum GN=RPOT1-SYL PE=3 SV=261.90 0.00

TRINITY_DN15313_c0_g2sp|O88822|SC5D_MOUSESc5d Lathosterol oxidase OS=Mus musculus GN=Sc5d PE=2 SV=261.80 0.00

TRINITY_DN16722_c0_g1sp|Q9UM13|APC10_HUMANANAPC10 Anaphase-promoting complex subunit 10 OS=Homo sapiens GN=ANAPC10 PE=1 SV=161.80 0.00



TRINITY_DN170_c0_g1sp|P10708|CB12_SOLLCCAB7 Chlorophyll a-b binding protein 7, chloroplastic OS=Solanum lycopersicum GN=CAB7 PE=3 SV=161.80 0.00

TRINITY_DN32124_c0_g4sp|Q86JF2|LVSB_DICDIlvsB BEACH domain-containing protein lvsB OS=Dictyostelium discoideum GN=lvsB PE=3 SV=161.80 0.00

TRINITY_DN37737_c0_g9sp|Q9ZQP2|ACO12_ARATHACX1.2 Putative peroxisomal acyl-coenzyme A oxidase 1.2 OS=Arabidopsis thaliana GN=ACX1.2 PE=2 SV=161.80 0.00

TRINITY_DN37861_c1_g1sp|Q59XU5|RAS1_CANALRAS1 Ras-like protein 1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=RAS1 PE=3 SV=161.80 0.00

TRINITY_DN39347_c0_g7sp|P24314|PCNA_CATRO- Proliferating cell nuclear antigen OS=Catharanthus roseus PE=2 SV=161.80 0.00

TRINITY_DN42721_c0_g1sp|P82353|NLTP2_PRUAR- Non-specific lipid-transfer protein 2 OS=Prunus armeniaca PE=1 SV=161.80 0.00

TRINITY_DN43496_c0_g2sp|Q31QN4|GLGC_SYNE7glgC Glucose-1-phosphate adenylyltransferase OS=Synechococcus elongatus (strain PCC 7942) GN=glgC PE=3 SV=161.80 0.00

TRINITY_DN43685_c0_g2sp|Q9SZ15|LIP5_ARATHLIP5 Protein HOMOLOG OF MAMMALIAN LYST-INTERACTING PROTEIN 5 OS=Arabidopsis thaliana GN=LIP5 PE=1 SV=161.80 0.00

TRINITY_DN43799_c1_g7sp|P0AF04|MOG_ECO57mog Molybdopterin adenylyltransferase OS=Escherichia coli O157:H7 GN=mog PE=3 SV=161.80 0.00

TRINITY_DN45052_c0_g1sp|Q06572|AVP_HORVU- Pyrophosphate-energized vacuolar membrane proton pump OS=Hordeum vulgare PE=2 SV=261.80 0.00

TRINITY_DN45839_c0_g6sp|P19706|MYSB_ACACAMIB Myosin heavy chain IB OS=Acanthamoeba castellanii GN=MIB PE=1 SV=261.80 0.00

TRINITY_DN45908_c0_g1sp|Q9SUM3|NCPR2_ARATHATR2 NADPH--cytochrome P450 reductase 2 OS=Arabidopsis thaliana GN=ATR2 PE=1 SV=161.80 0.00

TRINITY_DN48363_c0_g1sp|Q92MK7|CLPB_RHIMEclpB Chaperone protein ClpB OS=Rhizobium meliloti (strain 1021) GN=clpB PE=3 SV=161.80 0.00

TRINITY_DN49063_c0_g4sp|Q05974|RAB1A_LYMSTRAB1A Ras-related protein Rab-1A OS=Lymnaea stagnalis GN=RAB1A PE=2 SV=161.80 0.00

TRINITY_DN49817_c0_g8sp|Q05946|UTP13_YEASTUTP13 U3 small nucleolar RNA-associated protein 13 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=UTP13 PE=1 SV=161.80 0.00

TRINITY_DN51043_c0_g2sp|O74777|KRR1_SCHPOmis3 KRR1 small subunit processome component homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mis3 PE=3 SV=161.80 0.00

TRINITY_DN51355_c0_g2sp|O49954|GCSP_SOLTUGDCSP Glycine dehydrogenase (decarboxylating), mitochondrial OS=Solanum tuberosum GN=GDCSP PE=2 SV=161.80 0.00

TRINITY_DN51793_c1_g3sp|P20020|AT2B1_HUMANATP2B1 Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=361.80 0.00

TRINITY_DN9587_c0_g1sp|Q3ZBN5|ASPN_BOVINASPN Asporin OS=Bos taurus GN=ASPN PE=2 SV=161.80 0.00

TRINITY_DN31875_c0_g3sp|P54238|G6PI1_CLAROPGIC1 Glucose-6-phosphate isomerase, cytosolic 1 OS=Clarkia rostrata GN=PGIC1 PE=3 SV=161.70 0.00

TRINITY_DN34674_c0_g2sp|Q8R323|RFC3_MOUSERfc3 Replication factor C subunit 3 OS=Mus musculus GN=Rfc3 PE=1 SV=161.70 0.00

TRINITY_DN36479_c0_g4sp|Q92J08|FER2_RICCNfdxB 2Fe-2S ferredoxin OS=Rickettsia conorii (strain ATCC VR-613 / Malish 7) GN=fdxB PE=3 SV=161.70 0.00

TRINITY_DN36861_c0_g1sp|Q6NS26|CDKAL_XENLAcdkal1 Threonylcarbamoyladenosine tRNA methylthiotransferase OS=Xenopus laevis GN=cdkal1 PE=2 SV=161.70 0.00

TRINITY_DN38850_c0_g3sp|Q56XG6|RH15_ARATHRH15 DEAD-box ATP-dependent RNA helicase 15 OS=Arabidopsis thaliana GN=RH15 PE=1 SV=361.70 0.00

TRINITY_DN39064_c0_g2sp|Q6TBX7|LUT1_ARATHCYP97C1 Carotene epsilon-monooxygenase, chloroplastic OS=Arabidopsis thaliana GN=CYP97C1 PE=1 SV=161.70 0.00

TRINITY_DN40675_c0_g3sp|Q9LJD8|M3KE1_ARATHM3KE1 MAP3K epsilon protein kinase 1 OS=Arabidopsis thaliana GN=M3KE1 PE=1 SV=161.70 0.00

TRINITY_DN41244_c1_g2sp|Q9C9C5|RL63_ARATHRPL6C 60S ribosomal protein L6-3 OS=Arabidopsis thaliana GN=RPL6C PE=2 SV=161.70 0.00

TRINITY_DN44326_c1_g4sp|P60040|RL72_ARATHRPL7B 60S ribosomal protein L7-2 OS=Arabidopsis thaliana GN=RPL7B PE=1 SV=161.70 0.00

TRINITY_DN44331_c0_g2sp|Q3UTQ8|CDKL5_MOUSECdkl5 Cyclin-dependent kinase-like 5 OS=Mus musculus GN=Cdkl5 PE=1 SV=161.70 0.00

TRINITY_DN45009_c0_g4sp|Q9BW85|CCD94_HUMANCCDC94 Coiled-coil domain-containing protein 94 OS=Homo sapiens GN=CCDC94 PE=1 SV=161.70 0.00

TRINITY_DN45242_c0_g2sp|Q45FA5|SRPK_PHYPO- Serine/threonine-protein kinase SRPK OS=Physarum polycephalum PE=1 SV=161.70 0.00

TRINITY_DN45835_c0_g2sp|Q6YUU5|MDR_ORYSJOs02g0190300Putative multidrug resistance protein OS=Oryza sativa subsp. japonica GN=Os02g0190300 PE=3 SV=161.70 0.00

TRINITY_DN46160_c0_g6sp|Q54DD0|AMPD_DICDIamdA AMP deaminase OS=Dictyostelium discoideum GN=amdA PE=1 SV=161.70 0.00

TRINITY_DN48642_c0_g3sp|Q9C5C4|ARGE_ARATHAt4g17830Acetylornithine deacetylase OS=Arabidopsis thaliana GN=At4g17830 PE=2 SV=161.70 0.00

TRINITY_DN48682_c0_g3sp|O60079|UBP12_SCHPOubp12 Probable ubiquitin carboxyl-terminal hydrolase 12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubp12 PE=1 SV=161.70 0.00

TRINITY_DN49535_c0_g2sp|O74777|KRR1_SCHPOmis3 KRR1 small subunit processome component homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mis3 PE=3 SV=161.70 0.00

TRINITY_DN50146_c0_g3sp|Q9AXB0|DCUP1_ORYSJOs01g0622300Uroporphyrinogen decarboxylase 1, chloroplastic OS=Oryza sativa subsp. japonica GN=Os01g0622300 PE=2 SV=161.70 0.00

TRINITY_DN50502_c0_g2sp|Q00218|AROG_ARATHDHS2 Phospho-2-dehydro-3-deoxyheptonate aldolase 2, chloroplastic OS=Arabidopsis thaliana GN=DHS2 PE=2 SV=261.70 0.00

TRINITY_DN51186_c0_g1sp|Q9M1R2|SYPC_ARATHAt3g62120Proline--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At3g62120 PE=1 SV=161.70 0.00

TRINITY_DN52137_c1_g3sp|F4KE63|SYVM2_ARATHEMB2247 Valine--tRNA ligase, chloroplastic/mitochondrial 2 OS=Arabidopsis thaliana GN=EMB2247 PE=3 SV=161.70 0.00

TRINITY_DN52641_c0_g3sp|Q42857|SSG1_IPOBAWAXY Granule-bound starch synthase 1, chloroplastic/amyloplastic OS=Ipomoea batatas GN=WAXY PE=2 SV=261.70 0.00

TRINITY_DN17511_c0_g1sp|Q4V8K1|STEA4_RATSteap4 Metalloreductase STEAP4 OS=Rattus norvegicus GN=Steap4 PE=1 SV=161.60 0.00

TRINITY_DN24180_c0_g1sp|Q9BGI3|PRDX2_BOVINPRDX2 Peroxiredoxin-2 OS=Bos taurus GN=PRDX2 PE=2 SV=161.60 0.00

TRINITY_DN28334_c0_g1sp|O65554|CIPK6_ARATHCIPK6 CBL-interacting serine/threonine-protein kinase 6 OS=Arabidopsis thaliana GN=CIPK6 PE=1 SV=161.60 0.00

TRINITY_DN32752_c0_g3sp|P10992|ACT1_TETTH- Actin, macronuclear OS=Tetrahymena thermophila PE=1 SV=361.60 0.00

TRINITY_DN36692_c0_g2sp|P35700|PRDX1_MOUSEPrdx1 Peroxiredoxin-1 OS=Mus musculus GN=Prdx1 PE=1 SV=161.60 0.00

TRINITY_DN37631_c0_g4sp|P34727|ARF_AJECAARF ADP-ribosylation factor OS=Ajellomyces capsulatus GN=ARF PE=1 SV=361.60 0.00

TRINITY_DN37833_c0_g5sp|Q86KU2|SYVC_DICDIvalS1 Probable valine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=valS1 PE=3 SV=161.60 0.00

TRINITY_DN39289_c0_g7sp|P11426|ACT_ENTHI- Actin OS=Entamoeba histolytica PE=2 SV=161.60 0.00

TRINITY_DN39952_c0_g4sp|Q9ZWM5|CAO_CHLRECAO Chlorophyllide a oxygenase, chloroplastic OS=Chlamydomonas reinhardtii GN=CAO PE=2 SV=261.60 0.00

TRINITY_DN40637_c0_g2sp|Q6YZX6|ACOC_ORYSJOs08g0191100Putative aconitate hydratase, cytoplasmic OS=Oryza sativa subsp. japonica GN=Os08g0191100 PE=3 SV=161.60 0

TRINITY_DN41451_c0_g2sp|P0DJ15|RL13A_TETTSRPL13A 60S ribosomal protein L13a OS=Tetrahymena thermophila (strain SB210) GN=RPL13A PE=1 SV=161.60 0.00

TRINITY_DN41527_c1_g8sp|Q54P13|ABCC8_DICDIabcC8 ABC transporter C family member 8 OS=Dictyostelium discoideum GN=abcC8 PE=3 SV=161.60 0.00

TRINITY_DN44689_c0_g4sp|P40412|TCPE1_AVESA- T-complex protein 1 subunit epsilon OS=Avena sativa PE=2 SV=161.60 0.00

TRINITY_DN44725_c0_g6sp|Q9UL25|RAB21_HUMANRAB21 Ras-related protein Rab-21 OS=Homo sapiens GN=RAB21 PE=1 SV=361.60 0.00

TRINITY_DN44968_c0_g4sp|Q9KNV7|SYW_VIBCHtrpS Tryptophan--tRNA ligase OS=Vibrio cholerae serotype O1 (strain ATCC 39315 / El Tor Inaba N16961) GN=trpS PE=1 SV=261.60 0.00



TRINITY_DN45792_c0_g2sp|Q75IM9|IVD_ORYSJOs05g0125500Isovaleryl-CoA dehydrogenase, mitochondrial OS=Oryza sativa subsp. japonica GN=Os05g0125500 PE=2 SV=261.60 0.00

TRINITY_DN45893_c2_g1sp|Q03965|L181_CHLMOL1818 Chlorophyll a-b binding protein L1818, chloroplastic OS=Chlamydomonas moewusii GN=L1818 PE=2 SV=161.60 0.00

TRINITY_DN46230_c0_g1sp|O07575|YHDF_BACSUyhdF Uncharacterized oxidoreductase YhdF OS=Bacillus subtilis (strain 168) GN=yhdF PE=3 SV=161.60 0.00

TRINITY_DN46536_c1_g1sp|F4JLM5|SYIC_ARATHAt4g10320Isoleucine--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At4g10320 PE=2 SV=161.60 0

TRINITY_DN46751_c0_g2sp|O24362|PSA3_SPIOLPAG1 Proteasome subunit alpha type-3 OS=Spinacia oleracea GN=PAG1 PE=2 SV=161.60 0.00

TRINITY_DN47495_c0_g5sp|Q9SYP1|DEXHC_ARATHBRR2A DExH-box ATP-dependent RNA helicase DExH12 OS=Arabidopsis thaliana GN=BRR2A PE=1 SV=161.60 0.00

TRINITY_DN48376_c1_g5sp|O32003|YOKD_BACSUyokD SPBc2 prophage-derived aminoglycoside N(3')-acetyltransferase-like protein YokD OS=Bacillus subtilis (strain 168) GN=yokD PE=1 SV=161.60 0.00

TRINITY_DN48378_c1_g4sp|E9L7A5|PAT_PETHY- Bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate aminotransferase OS=Petunia hybrida PE=1 SV=161.60 0.00

TRINITY_DN51367_c1_g2sp|Q54UC0|PRKDC_DICDIdnapkcs DNA-dependent protein kinase catalytic subunit OS=Dictyostelium discoideum GN=dnapkcs PE=3 SV=261.60 0.00

TRINITY_DN51822_c1_g1sp|Q9XEA0|SYLM_ARATHEMB2369 Leucine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=EMB2369 PE=2 SV=161.60 0

TRINITY_DN52332_c1_g1sp|Q94AM1|OOPDA_ARATHOOP Organellar oligopeptidase A, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OOP PE=1 SV=161.60 0.00

TRINITY_DN32102_c0_g3sp|Q6DJ95|SYCM_XENTRcars2 Probable cysteine--tRNA ligase, mitochondrial OS=Xenopus tropicalis GN=cars2 PE=2 SV=161.50 0.00

TRINITY_DN33429_c0_g1sp|Q8NKE1|GLGB_RHIIDGLC3 1,4-alpha-glucan-branching enzyme OS=Rhizophagus irregularis (strain DAOM 181602 / DAOM 197198 / MUCL 43194) GN=GLC3 PE=2 SV=261.50 0.00

TRINITY_DN34240_c0_g4sp|Q6NRM6|MCM9_XENLAmcm9 DNA helicase MCM9 OS=Xenopus laevis GN=mcm9 PE=1 SV=161.50 0.00

TRINITY_DN34733_c0_g4sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=361.50 0.00

TRINITY_DN35942_c0_g1sp|P90543|H3_EUPCR- Histone H3 OS=Euplotes crassus PE=3 SV=361.50 0.00

TRINITY_DN37519_c1_g5sp|Q28HC6|TGT_XENTRqtrt1 Queuine tRNA-ribosyltransferase catalytic subunit 1 OS=Xenopus tropicalis GN=qtrt1 PE=2 SV=261.50 0.00

TRINITY_DN38173_c0_g3sp|Q96329|ACOX4_ARATHACX4 Acyl-coenzyme A oxidase 4, peroxisomal OS=Arabidopsis thaliana GN=ACX4 PE=1 SV=161.50 0.00

TRINITY_DN38978_c0_g4sp|A7SBN6|ZGPAT_NEMVEv1g244155Zinc finger CCCH-type with G patch domain-containing protein OS=Nematostella vectensis GN=v1g244155 PE=3 SV=161.50 0.00

TRINITY_DN39569_c0_g1sp|Q2HFP1|IF4A_CHAGBTIF1 ATP-dependent RNA helicase eIF4A OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=TIF1 PE=3 SV=161.50 0.00

TRINITY_DN40430_c0_g3sp|B8AL33|ARGJ_ORYSIOsI_11009Arginine biosynthesis bifunctional protein ArgJ, chloroplastic OS=Oryza sativa subsp. indica GN=OsI_11009 PE=3 SV=161.50 0.00

TRINITY_DN40796_c1_g1sp|P15064|RASG_DICDIrasG Ras-like protein rasG OS=Dictyostelium discoideum GN=rasG PE=1 SV=161.50 0.00

TRINITY_DN40827_c0_g4sp|Q39572|YPTC6_CHLREYPTC6 Ras-related protein YPTC6 OS=Chlamydomonas reinhardtii GN=YPTC6 PE=3 SV=161.50 0.00

TRINITY_DN41090_c1_g2sp|P30182|TOP2_ARATHTOP2 DNA topoisomerase 2 OS=Arabidopsis thaliana GN=TOP2 PE=2 SV=261.50 0.00

TRINITY_DN43120_c0_g1sp|Q99MN1|SYK_MOUSEKars Lysine--tRNA ligase OS=Mus musculus GN=Kars PE=1 SV=161.50 0.00

TRINITY_DN45235_c0_g1sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=161.50 0.00

TRINITY_DN46269_c0_g3sp|Q9FE64|EFGM_ORYSJOs03g0565500Elongation factor G, mitochondrial OS=Oryza sativa subsp. japonica GN=Os03g0565500 PE=2 SV=261.50 0.00

TRINITY_DN47401_c1_g1sp|O22040|ANP1_ARATHANP1 Mitogen-activated protein kinase kinase kinase ANP1 OS=Arabidopsis thaliana GN=ANP1 PE=1 SV=261.50 0.00

TRINITY_DN52046_c0_g3sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=261.50 0.00

TRINITY_DN52253_c1_g1sp|Q9FNQ1|DEXHE_ARATHBRR2C DExH-box ATP-dependent RNA helicase DExH14 OS=Arabidopsis thaliana GN=BRR2C PE=2 SV=161.50 0

TRINITY_DN53176_c0_g1sp|P33285|RS28_KLULARPS28 40S ribosomal protein S28 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=RPS28 PE=1 SV=161.50 0.00

TRINITY_DN13653_c0_g1sp|Q22235|ENPL1_CAEELenpl-1 Endoplasmin homolog OS=Caenorhabditis elegans GN=enpl-1 PE=3 SV=161.40 0.00

TRINITY_DN17019_c0_g1sp|A9NKD9|MZT1_PICSI- Mitotic-spindle organizing protein 1 OS=Picea sitchensis PE=3 SV=161.40 0.00

TRINITY_DN21119_c0_g6sp|F4K2E9|PRP16_ARATHCUV Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH7 OS=Arabidopsis thaliana GN=CUV PE=1 SV=161.40 0.00

TRINITY_DN31264_c0_g3sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=261.40 0.00

TRINITY_DN32655_c0_g2sp|P62958|HINT1_BOVINHINT1 Histidine triad nucleotide-binding protein 1 OS=Bos taurus GN=HINT1 PE=1 SV=261.40 0.00

TRINITY_DN32713_c0_g2sp|Q42598|THRC_SCHPOthrc Threonine synthase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=thrc PE=1 SV=161.40 0.00

TRINITY_DN33725_c0_g1sp|Q55AH5|VATF_DICDIvatF V-type proton ATPase subunit F OS=Dictyostelium discoideum GN=vatF PE=3 SV=161.40 0.00

TRINITY_DN34377_c0_g1sp|P32007|ADT3_BOVINSLC25A6 ADP/ATP translocase 3 OS=Bos taurus GN=SLC25A6 PE=1 SV=361.40 0.00

TRINITY_DN34532_c0_g8sp|Q8T2I8|SEPA_DICDIsepA Serine/threonine-protein kinase sepA OS=Dictyostelium discoideum GN=sepA PE=2 SV=161.40 0.00

TRINITY_DN35321_c0_g3sp|Q55BW2|HDA12_DICDIhdaB Histone deacetylase B OS=Dictyostelium discoideum GN=hdaB PE=2 SV=161.40 0.00

TRINITY_DN36800_c0_g4sp|Q6CQE5|TAR1_KLULATAR1-A Protein TAR1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=TAR1-A PE=4 SV=261.40 0.00

TRINITY_DN38261_c1_g2sp|Q9SW11|PUB35_ARATHPUB35 U-box domain-containing protein 35 OS=Arabidopsis thaliana GN=PUB35 PE=1 SV=261.40 0.00

TRINITY_DN38340_c1_g1sp|P35685|RL7A1_ORYSJRPL7A-1 60S ribosomal protein L7a-1 OS=Oryza sativa subsp. japonica GN=RPL7A-1 PE=2 SV=161.40 0.00

TRINITY_DN38570_c0_g2sp|O24308|TOP2_PEATOP2 DNA topoisomerase 2 OS=Pisum sativum GN=TOP2 PE=2 SV=161.40 0.00

TRINITY_DN38589_c0_g1sp|Q6T486|RBRA_DICDIrbrA Probable E3 ubiquitin-protein ligase rbrA OS=Dictyostelium discoideum GN=rbrA PE=3 SV=161.40 0.00

TRINITY_DN38865_c1_g1sp|P12613|TCPA_DROMET-cp1 T-complex protein 1 subunit alpha OS=Drosophila melanogaster GN=T-cp1 PE=2 SV=261.40 0.00

TRINITY_DN41094_c1_g5sp|P43735|DNAJ_HAEINdnaJ Chaperone protein DnaJ OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=dnaJ PE=3 SV=161.40 0.00



TRINITY_DN42808_c0_g7sp|Q07553|GCY3E_DROMEGyc32E Guanylate cyclase 32E OS=Drosophila melanogaster GN=Gyc32E PE=1 SV=461.40 0.00

TRINITY_DN42868_c0_g1sp|Q6I5Y0|CDKC1_ORYSJCDKC-1 Cyclin-dependent kinase C-1 OS=Oryza sativa subsp. japonica GN=CDKC-1 PE=2 SV=161.40 0.00

TRINITY_DN47772_c0_g2sp|Q7XPJ0|KCBP_ORYSJOs04g0666900Kinesin-like calmodulin-binding protein homolog OS=Oryza sativa subsp. japonica GN=Os04g0666900 PE=2 SV=161.40 0.00

TRINITY_DN50236_c1_g1sp|Q9LR30|GGT1_ARATHGGAT1 Glutamate--glyoxylate aminotransferase 1 OS=Arabidopsis thaliana GN=GGAT1 PE=1 SV=161.40 0.00

TRINITY_DN50255_c0_g1sp|Q9M4G4|PGMC_SOLTUPGM1 Phosphoglucomutase, cytoplasmic OS=Solanum tuberosum GN=PGM1 PE=2 SV=161.40 0.00

TRINITY_DN50534_c0_g3sp|Q8T135|KIF5_DICDIkif5 Kinesin-related protein 5 OS=Dictyostelium discoideum GN=kif5 PE=1 SV=161.40 0.00

TRINITY_DN52547_c0_g2sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=361.40 0.00

TRINITY_DN10269_c0_g1sp|P27731|TTHY_CHICKTTR Transthyretin OS=Gallus gallus GN=TTR PE=1 SV=161.30 0.00

TRINITY_DN17481_c0_g1sp|Q13131|AAPK1_HUMANPRKAA1 5'-AMP-activated protein kinase catalytic subunit alpha-1 OS=Homo sapiens GN=PRKAA1 PE=1 SV=461.30 0.00

TRINITY_DN30963_c0_g1sp|Q54PV8|IPYR_DICDIppa1 Inorganic pyrophosphatase OS=Dictyostelium discoideum GN=ppa1 PE=1 SV=161.30 0.00

TRINITY_DN35180_c0_g1sp|Q9DAK2|PACRG_MOUSEPacrg Parkin coregulated gene protein homolog OS=Mus musculus GN=Pacrg PE=1 SV=161.30 0.00

TRINITY_DN36166_c0_g2sp|Q9C8P0|ODP25_ARATHEMB3003 Dihydrolipoyllysine-residue acetyltransferase component 5 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana GN=EMB3003 PE=2 SV=161.30 0.00

TRINITY_DN38266_c0_g5sp|Q949Q0|GPDA2_ARATHGLY1 Glycerol-3-phosphate dehydrogenase [NAD(+)] 2, chloroplastic OS=Arabidopsis thaliana GN=GLY1 PE=1 SV=161.30 0.00

TRINITY_DN38349_c1_g2sp|Q5ZK92|SPAST_CHICKSPAST Spastin OS=Gallus gallus GN=SPAST PE=2 SV=261.30 0.00

TRINITY_DN40108_c0_g2sp|O48905|MDHC_MEDSACMDH Malate dehydrogenase, cytoplasmic OS=Medicago sativa GN=CMDH PE=2 SV=161.30 0.00

TRINITY_DN42398_c0_g3sp|P27484|GRP2_NICSYGRP-2 Glycine-rich protein 2 OS=Nicotiana sylvestris GN=GRP-2 PE=2 SV=161.30 0.00

TRINITY_DN44648_c0_g2sp|Q9WU83|DPM1_CRIGRDPM1 Dolichol-phosphate mannosyltransferase subunit 1 OS=Cricetulus griseus GN=DPM1 PE=2 SV=161.30 0.00

TRINITY_DN45061_c0_g5sp|O74386|YNVB_SCHPOSPBC3H7.11Uncharacterized methyltransferase C3H7.11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC3H7.11 PE=3 SV=161.30 0.00

TRINITY_DN46595_c0_g2sp|B1XJH8|RF1_SYNP2prfA Peptide chain release factor 1 OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=prfA PE=3 SV=161.30 0.00

TRINITY_DN48336_c0_g7sp|B0G126|FYV1_DICDIpip5k3 1-phosphatidylinositol 3-phosphate 5-kinase OS=Dictyostelium discoideum GN=pip5k3 PE=3 SV=161.30 0.00

TRINITY_DN48509_c1_g3sp|Q8W2B8|SAT4_ARATHSAT4 Serine acetyltransferase 4 OS=Arabidopsis thaliana GN=SAT4 PE=1 SV=161.30 0.00

TRINITY_DN49361_c0_g5sp|P67810|SC11A_BOVINSEC11A Signal peptidase complex catalytic subunit SEC11A OS=Bos taurus GN=SEC11A PE=2 SV=161.30 0.00

TRINITY_DN50722_c1_g2sp|B3VMC0|BADH2_ORYSIBADH2 Betaine aldehyde dehydrogenase 2 OS=Oryza sativa subsp. indica GN=BADH2 PE=2 SV=161.30 0.00

TRINITY_DN52433_c1_g1sp|Q6DCH7|SBP1B_XENLAselenbp1-bSelenium-binding protein 1-B OS=Xenopus laevis GN=selenbp1-b PE=2 SV=161.30 0.00

TRINITY_DN5731_c0_g2sp|P48465|ACT_CRYNHCNAG_00483Actin OS=Cryptococcus neoformans var. grubii serotype A (strain H99 / ATCC 208821 / CBS 10515 / FGSC 9487) GN=CNAG_00483 PE=3 SV=261.30 0.00

TRINITY_DN22088_c0_g1sp|Q8W117|SMU1_ARATHSMU1 Suppressor of mec-8 and unc-52 protein homolog 1 OS=Arabidopsis thaliana GN=SMU1 PE=1 SV=161.20 0.00

TRINITY_DN33973_c0_g2sp|O42937|COPB2_SCHPOsec27 Probable coatomer subunit beta' OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sec27 PE=3 SV=261.20 0.00

TRINITY_DN35438_c0_g7sp|Q9W4E2|NBEA_DROMErg Neurobeachin OS=Drosophila melanogaster GN=rg PE=1 SV=461.20 0.00

TRINITY_DN35483_c0_g8sp|P50883|RL121_ARATHRPL12A 60S ribosomal protein L12-1 OS=Arabidopsis thaliana GN=RPL12A PE=2 SV=261.20 0.00

TRINITY_DN36552_c0_g3sp|Q9HEH1|RENT1_NEUCR2E4.130 Regulator of nonsense transcripts 1 homolog OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=2E4.130 PE=3 SV=161.20 0.00

TRINITY_DN39553_c0_g5sp|Q8IXZ2|ZC3H3_HUMANZC3H3 Zinc finger CCCH domain-containing protein 3 OS=Homo sapiens GN=ZC3H3 PE=1 SV=361.20 0.00

TRINITY_DN39802_c0_g6sp|Q9D832|DNJB4_MOUSEDnajb4 DnaJ homolog subfamily B member 4 OS=Mus musculus GN=Dnajb4 PE=1 SV=161.20 0.00

TRINITY_DN44008_c1_g2sp|O82030|HIS8_TOBACHPA Histidinol-phosphate aminotransferase, chloroplastic OS=Nicotiana tabacum GN=HPA PE=2 SV=161.20 0.00

TRINITY_DN44051_c0_g2sp|Q24JN5|P4H5_ARATHP4H5 Prolyl 4-hydroxylase 5 OS=Arabidopsis thaliana GN=P4H5 PE=2 SV=161.20 0.00

TRINITY_DN44323_c0_g3sp|A7YWP4|HUTH_BOVINHAL Histidine ammonia-lyase OS=Bos taurus GN=HAL PE=2 SV=161.20 0.00

TRINITY_DN45439_c0_g2sp|Q9SBJ1|PDK_ARATHPDK [Pyruvate dehydrogenase (acetyl-transferring)] kinase, mitochondrial OS=Arabidopsis thaliana GN=PDK PE=1 SV=161.20 0.00

TRINITY_DN46274_c0_g1sp|Q8C5N3|CWC22_MOUSECwc22 Pre-mRNA-splicing factor CWC22 homolog OS=Mus musculus GN=Cwc22 PE=1 SV=161.20 0.00

TRINITY_DN47187_c0_g3sp|P32345|PP4C_YEASTPPH3 Serine/threonine-protein phosphatase 4 catalytic subunit OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PPH3 PE=1 SV=261.20 0.00

TRINITY_DN47531_c2_g2sp|Q75GT3|CLPB2_ORYSJCLPB2 Chaperone protein ClpB2, chloroplastic OS=Oryza sativa subsp. japonica GN=CLPB2 PE=2 SV=161.20 0.00

TRINITY_DN48790_c0_g3sp|B0C6Z1|RF3_ACAM1prfC Peptide chain release factor 3 OS=Acaryochloris marina (strain MBIC 11017) GN=prfC PE=3 SV=161.20 0.00

TRINITY_DN48795_c0_g1sp|Q62388|ATM_MOUSEAtm Serine-protein kinase ATM OS=Mus musculus GN=Atm PE=1 SV=261.20 0.00

TRINITY_DN48878_c2_g6sp|Q9SL76|P2C19_ARATHAt2g20050/At2g20040Protein phosphatase 2C and cyclic nucleotide-binding/kinase domain-containing protein OS=Arabidopsis thaliana GN=At2g20050/At2g20040 PE=2 SV=261.20 0.00

TRINITY_DN51151_c0_g2sp|B8AZX3|MCM6_ORYSIMCM6 DNA replication licensing factor MCM6 OS=Oryza sativa subsp. indica GN=MCM6 PE=3 SV=161.20 0.00

TRINITY_DN51857_c0_g3sp|F4IFC5|SYTM2_ARATHEMB2761 Threonine--tRNA ligase, chloroplastic/mitochondrial 2 OS=Arabidopsis thaliana GN=EMB2761 PE=2 SV=161.20 0.00

TRINITY_DN31594_c0_g1sp|Q6NYD4|MAK16_DANREmak16 Protein MAK16 homolog OS=Danio rerio GN=mak16 PE=2 SV=161.10 0.00

TRINITY_DN32613_c0_g1sp|Q9TU25|RAC2_BOVINRAC2 Ras-related C3 botulinum toxin substrate 2 OS=Bos taurus GN=RAC2 PE=2 SV=161.10 0.00

TRINITY_DN35893_c0_g1sp|Q8S4Y1|THIC1_ARATHAAT1 Acetyl-CoA acetyltransferase, cytosolic 1 OS=Arabidopsis thaliana GN=AAT1 PE=2 SV=161.10 0.00

TRINITY_DN37860_c0_g2sp|Q9BRX9|WDR83_HUMANWDR83 WD repeat domain-containing protein 83 OS=Homo sapiens GN=WDR83 PE=1 SV=161.10 0.00

TRINITY_DN38463_c1_g6sp|Q8S9J2|SYYC1_ARATHAt2g33840Tyrosine--tRNA ligase 1, cytoplasmic OS=Arabidopsis thaliana GN=At2g33840 PE=2 SV=161.10 0.00

TRINITY_DN38627_c0_g1sp|P46467|VPS4B_MOUSEVps4b Vacuolar protein sorting-associated protein 4B OS=Mus musculus GN=Vps4b PE=1 SV=261.10 0.00

TRINITY_DN40007_c0_g2sp|Q55FI1|GABT_DICDIgabT 4-aminobutyrate aminotransferase OS=Dictyostelium discoideum GN=gabT PE=3 SV=161.10 0.00

TRINITY_DN40108_c0_g5sp|A3KP37|NDUF5_DANREndufaf5 Arginine-hydroxylase NDUFAF5, mitochondrial OS=Danio rerio GN=ndufaf5 PE=2 SV=161.10 0.00

TRINITY_DN40115_c0_g2sp|Q02978|M2OM_HUMANSLC25A11Mitochondrial 2-oxoglutarate/malate carrier protein OS=Homo sapiens GN=SLC25A11 PE=1 SV=361.10 0.00

TRINITY_DN40440_c0_g5sp|J9RYI6|DCVR_CUCSADVR Divinyl chlorophyllide a 8-vinyl-reductase, chloroplastic OS=Cucumis sativus GN=DVR PE=1 SV=161.10 0.00

TRINITY_DN40460_c0_g4sp|P54927|IMP2_SOLLCIMP2 Inositol monophosphatase 2 OS=Solanum lycopersicum GN=IMP2 PE=1 SV=161.10 0.00

TRINITY_DN40733_c0_g2sp|Q9UHB4|NDOR1_HUMANNDOR1 NADPH-dependent diflavin oxidoreductase 1 OS=Homo sapiens GN=NDOR1 PE=1 SV=161.10 0.00



TRINITY_DN41383_c0_g2sp|Q76P07|Y7165_DICDIDDB_G0277165Probable serine/threonine-protein kinase DDB_G0277165 OS=Dictyostelium discoideum GN=DDB_G0277165 PE=3 SV=161.10 0.00

TRINITY_DN42051_c0_g5sp|C1F3S1|LIPB_ACIC5lipB Octanoyltransferase OS=Acidobacterium capsulatum (strain ATCC 51196 / DSM 11244 / JCM 7670 / NBRC 15755 / NCIMB 13165 / 161) GN=lipB PE=3 SV=161.10 0.00

TRINITY_DN42571_c2_g6sp|P82951|HEPC_MORCShamp Hepcidin OS=Morone chrysops x Morone saxatilis GN=hamp PE=1 SV=161.10 0.00

TRINITY_DN43000_c0_g1sp|A0AUS0|WSDU1_DANREwdsub1 WD repeat, SAM and U-box domain-containing protein 1 OS=Danio rerio GN=wdsub1 PE=2 SV=161.10 0.00

TRINITY_DN43114_c0_g5sp|P55034|PSMD4_ARATHRPN10 26S proteasome non-ATPase regulatory subunit 4 homolog OS=Arabidopsis thaliana GN=RPN10 PE=1 SV=161.10 0.00

TRINITY_DN43660_c1_g4sp|Q9S726|RPI3_ARATHRPI3 Probable ribose-5-phosphate isomerase 3, chloroplastic OS=Arabidopsis thaliana GN=RPI3 PE=1 SV=161.10 0.00

TRINITY_DN44612_c1_g7sp|Q1MTQ9|NIP7_SCHPOnip7 60S ribosome subunit biogenesis protein nip7 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nip7 PE=3 SV=161.10 0.00

TRINITY_DN46868_c1_g3sp|Q9Z2C5|MTM1_MOUSEMtm1 Myotubularin OS=Mus musculus GN=Mtm1 PE=1 SV=261.10 0.00

TRINITY_DN48082_c0_g3sp|P48618|FAD3C_BRANAFAD7 Omega-3 fatty acid desaturase, chloroplastic (Fragment) OS=Brassica napus GN=FAD7 PE=2 SV=161.10 0.00

TRINITY_DN48371_c1_g6sp|Q7XZU3|SAC1_ARATHSAC1 Phosphoinositide phosphatase SAC1 OS=Arabidopsis thaliana GN=SAC1 PE=1 SV=161.10 0.00

TRINITY_DN48609_c1_g3sp|P32795|YME1_YEASTYME1 Mitochondrial inner membrane i-AAA protease supercomplex subunit YME1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YME1 PE=1 SV=161.10 0.00

TRINITY_DN48865_c0_g1sp|Q688Q9|GSH1A_ORYSJGSH1-1 Glutamate--cysteine ligase A, chloroplastic OS=Oryza sativa subsp. japonica GN=GSH1-1 PE=2 SV=161.10 0.00

TRINITY_DN49199_c0_g2sp|B8APK3|MRS2A_ORYSIMRS2-A Magnesium transporter MRS2-A, chloroplastic OS=Oryza sativa subsp. indica GN=MRS2-A PE=3 SV=161.10 0.00

TRINITY_DN49899_c0_g3sp|Q54XK2|SC61A_DICDIsec61a Protein transport protein Sec61 subunit alpha OS=Dictyostelium discoideum GN=sec61a PE=3 SV=161.10 0.00

TRINITY_DN50210_c0_g1sp|Q9ZPX5|SDHA2_ARATHSDH1-2 Succinate dehydrogenase [ubiquinone] flavoprotein subunit 2, mitochondrial OS=Arabidopsis thaliana GN=SDH1-2 PE=1 SV=161.10 0.00

TRINITY_DN50371_c1_g2sp|Q38861|XPB1_ARATHXPB1 DNA repair helicase XPB1 OS=Arabidopsis thaliana GN=XPB1 PE=2 SV=361.10 0.00

TRINITY_DN50743_c1_g2sp|P63171|DYLT1_BOVINDYNLT1 Dynein light chain Tctex-type 1 OS=Bos taurus GN=DYNLT1 PE=1 SV=161.10 0.00

TRINITY_DN51075_c1_g4sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=261.10 0.00

TRINITY_DN51463_c0_g4sp|P97452|BOP1_MOUSEBop1 Ribosome biogenesis protein BOP1 OS=Mus musculus GN=Bop1 PE=1 SV=161.10 0.00

TRINITY_DN9757_c0_g1sp|O65202|ACOX1_ARATHACX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Arabidopsis thaliana GN=ACX1 PE=1 SV=161.10 0.00

TRINITY_DN29455_c1_g1sp|Q92922|SMRC1_HUMANSMARCC1 SWI/SNF complex subunit SMARCC1 OS=Homo sapiens GN=SMARCC1 PE=1 SV=361.00 0.00

TRINITY_DN37202_c0_g1sp|Q15427|SF3B4_HUMANSF3B4 Splicing factor 3B subunit 4 OS=Homo sapiens GN=SF3B4 PE=1 SV=161.00 0.00

TRINITY_DN39220_c1_g4sp|P55096|ABCD3_MOUSEAbcd3 ATP-binding cassette sub-family D member 3 OS=Mus musculus GN=Abcd3 PE=1 SV=261.00 0.00

TRINITY_DN39335_c1_g3sp|B9RAJ0|DNPEP_RICCORCOM_1506700Probable aspartyl aminopeptidase OS=Ricinus communis GN=RCOM_1506700 PE=2 SV=261.00 0.00

TRINITY_DN39416_c0_g6sp|Q09916|HAS1_SCHPOhas1 ATP-dependent RNA helicase has1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=has1 PE=1 SV=161.00 0.00

TRINITY_DN40111_c0_g1sp|P31843|RRPO_OENBE- RNA-directed DNA polymerase homolog OS=Oenothera berteroana PE=4 SV=161.00 0.00

TRINITY_DN40757_c0_g2sp|P49182|HEP2_MOUSESerpind1Heparin cofactor 2 OS=Mus musculus GN=Serpind1 PE=1 SV=161.00 0.00

TRINITY_DN42206_c1_g2sp|Q7WG65|FUMC_BORBRfumC Fumarate hydratase class II OS=Bordetella bronchiseptica (strain ATCC BAA-588 / NCTC 13252 / RB50) GN=fumC PE=3 SV=161.00 0.00

TRINITY_DN43263_c0_g2sp|O62768|TRXR1_BOVINTXNRD1 Thioredoxin reductase 1, cytoplasmic OS=Bos taurus GN=TXNRD1 PE=2 SV=361.00 0.00

TRINITY_DN43608_c0_g3sp|Q2QMN7|UAH_ORYSJUAH Probable ureidoglycolate hydrolase OS=Oryza sativa subsp. japonica GN=UAH PE=1 SV=261.00 0.00

TRINITY_DN44166_c0_g8sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=361.00 0.00

TRINITY_DN44502_c0_g3sp|Q8VYH2|ERG16_ARATHSQE3 Squalene epoxidase 3 OS=Arabidopsis thaliana GN=SQE3 PE=1 SV=161.00 0.00

TRINITY_DN44942_c1_g3sp|P36422|SYI_TETTHILSA Isoleucine--tRNA ligase OS=Tetrahymena thermophila GN=ILSA PE=3 SV=161.00 0.00

TRINITY_DN45702_c1_g3sp|E9Q9D5|RBL2A_MOUSERabl2 Rab-like protein 2A OS=Mus musculus GN=Rabl2 PE=1 SV=161.00 0.00

TRINITY_DN45739_c0_g5sp|Q9V9A7|MCCB_DROMEl(2)04524Probable methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Drosophila melanogaster GN=l(2)04524 PE=2 SV=161.00 0.00

TRINITY_DN45931_c0_g2sp|O24617|MSH2_ARATHMSH2 DNA mismatch repair protein MSH2 OS=Arabidopsis thaliana GN=MSH2 PE=1 SV=161.00 0.00

TRINITY_DN47003_c1_g2sp|Q93Y37|MNS3_ARATHMNS3 Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS3 OS=Arabidopsis thaliana GN=MNS3 PE=1 SV=161.00 0.00

TRINITY_DN47286_c0_g2sp|Q95K50|NOP56_MACFANOP56 Nucleolar protein 56 OS=Macaca fascicularis GN=NOP56 PE=2 SV=161.00 0.00

TRINITY_DN50301_c0_g3sp|Q9UJV9|DDX41_HUMANDDX41 Probable ATP-dependent RNA helicase DDX41 OS=Homo sapiens GN=DDX41 PE=1 SV=261.00 0.00

TRINITY_DN50403_c0_g6sp|A8N0V8|GET3_COPC7GET3 ATPase GET3 OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=GET3 PE=3 SV=161.00 0.00

TRINITY_DN51411_c0_g1sp|Q9C9U2|CDKD1_ARATHCDKD-1 Cyclin-dependent kinase D-1 OS=Arabidopsis thaliana GN=CDKD-1 PE=1 SV=161.00 0.00

TRINITY_DN51431_c0_g1sp|P58571|CHLI_NOSS1chlI Magnesium-chelatase subunit ChlI OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=chlI PE=3 SV=161.00 0.00

TRINITY_DN53542_c0_g1sp|Q2NKU6|DPY30_BOVINDPY30 Protein dpy-30 homolog OS=Bos taurus GN=DPY30 PE=3 SV=161.00 0.00

TRINITY_DN12488_c0_g1sp|P14749|AGAL_CYATE- Alpha-galactosidase OS=Cyamopsis tetragonoloba PE=1 SV=160.90 0.00

TRINITY_DN16474_c0_g1sp|Q4P8G2|DPH3_USTMADPH3 Diphthamide biosynthesis protein 3 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=DPH3 PE=3 SV=160.90 0.00

TRINITY_DN24681_c0_g1sp|P24805|TSJT1_TOBACTSJT1 Stem-specific protein TSJT1 OS=Nicotiana tabacum GN=TSJT1 PE=2 SV=160.90 0.00

TRINITY_DN26600_c0_g2sp|Q0E2Y1|UVR3_ORYSJUVR3 (6-4)DNA photolyase OS=Oryza sativa subsp. japonica GN=UVR3 PE=3 SV=160.90 0.00

TRINITY_DN3147_c0_g1sp|Q09769|LONM_SCHPOpim1 Lon protease homolog, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pim1 PE=3 SV=160.90 0.00

TRINITY_DN33938_c0_g1sp|Q9UK45|LSM7_HUMANLSM7 U6 snRNA-associated Sm-like protein LSm7 OS=Homo sapiens GN=LSM7 PE=1 SV=160.90 0.00

TRINITY_DN35885_c0_g1sp|Q9ST43|PH1_ARATHPH1 Pleckstrin homology domain-containing protein 1 OS=Arabidopsis thaliana GN=PH1 PE=2 SV=260.90 0.00

TRINITY_DN37039_c1_g7sp|A4IF62|RPC1_BOVINPOLR3A DNA-directed RNA polymerase III subunit RPC1 OS=Bos taurus GN=POLR3A PE=2 SV=160.90 0.00

TRINITY_DN37300_c0_g2sp|Q42529|TRPA2_ARATHTSA1 Tryptophan synthase alpha chain, chloroplastic OS=Arabidopsis thaliana GN=TSA1 PE=1 SV=160.90 0.00

TRINITY_DN37471_c0_g1sp|Q56Y85|MAP22_ARATHMAP2B Methionine aminopeptidase 2B OS=Arabidopsis thaliana GN=MAP2B PE=2 SV=260.90 0.00

TRINITY_DN38874_c0_g1sp|Q2T9R6|NIT2_BOVINNIT2 Omega-amidase NIT2 OS=Bos taurus GN=NIT2 PE=2 SV=160.90 0.00

TRINITY_DN41278_c0_g2sp|Q9SLD2|DGAT1_ARATHDGAT1 Diacylglycerol O-acyltransferase 1 OS=Arabidopsis thaliana GN=DGAT1 PE=1 SV=260.90 0.00

TRINITY_DN42511_c0_g1sp|Q9FIK7|THIC2_ARATHAt5g47720Probable acetyl-CoA acetyltransferase, cytosolic 2 OS=Arabidopsis thaliana GN=At5g47720 PE=2 SV=160.90 0.00



TRINITY_DN42793_c0_g3sp|Q9SN58|UGE5_ARATHUGE5 UDP-glucose 4-epimerase 5 OS=Arabidopsis thaliana GN=UGE5 PE=1 SV=360.90 0.00

TRINITY_DN44717_c0_g1sp|Q9C5M0|DTC_ARATHDTC Mitochondrial dicarboxylate/tricarboxylate transporter DTC OS=Arabidopsis thaliana GN=DTC PE=1 SV=160.90 0.00

TRINITY_DN44720_c0_g6sp|Q9SJ20|RIR1_ARATHRNR1 Ribonucleoside-diphosphate reductase large subunit OS=Arabidopsis thaliana GN=RNR1 PE=1 SV=160.90 0.00

TRINITY_DN44931_c0_g1sp|Q6P5L8|HSDL2_DANREhsdl2 Hydroxysteroid dehydrogenase-like protein 2 OS=Danio rerio GN=hsdl2 PE=2 SV=160.90 0.00

TRINITY_DN46766_c0_g2sp|Q2XQY7|IFT57_CHLREIFT57 Intraflagellar transport protein 57 OS=Chlamydomonas reinhardtii GN=IFT57 PE=1 SV=160.90 0.00

TRINITY_DN47583_c1_g5sp|Q2KIT4|DNJB4_BOVINDNAJB4 DnaJ homolog subfamily B member 4 OS=Bos taurus GN=DNAJB4 PE=2 SV=160.90 0.00

TRINITY_DN47720_c0_g6sp|Q9M888|TCPZA_ARATHCCT6A T-complex protein 1 subunit zeta 1 OS=Arabidopsis thaliana GN=CCT6A PE=1 SV=160.90 0.00

TRINITY_DN49112_c0_g2sp|Q43415|LCYB_CAPANLCY1 Lycopene beta cyclase, chloroplastic/chromoplastic OS=Capsicum annuum GN=LCY1 PE=2 SV=160.90 0.00

TRINITY_DN49484_c0_g1sp|P21240|CPNB1_ARATHCPN60B1 Chaperonin 60 subunit beta 1, chloroplastic OS=Arabidopsis thaliana GN=CPN60B1 PE=1 SV=360.90 0.00

TRINITY_DN51088_c0_g1sp|O81304|PAP11_ARATHPAP11 Probable plastid-lipid-associated protein 11 OS=Arabidopsis thaliana GN=PAP11 PE=2 SV=160.90 0.00

TRINITY_DN51708_c0_g6sp|P22699|GUN6_DICDIcelA Endoglucanase OS=Dictyostelium discoideum GN=celA PE=2 SV=160.90 0.00

TRINITY_DN52250_c1_g4sp|O81983|SYS_HELAN- Serine--tRNA ligase OS=Helianthus annuus PE=2 SV=160.90 0.00

TRINITY_DN52427_c3_g1sp|Q54J26|NOP10_DICDInop10 H/ACA ribonucleoprotein complex subunit 3 OS=Dictyostelium discoideum GN=nop10 PE=3 SV=160.90 0.00

TRINITY_DN14342_c0_g1sp|P07436|TBB1_PHYPOBETA Tubulin beta-1 chain OS=Physarum polycephalum GN=BETA PE=1 SV=460.80 0.00

TRINITY_DN14776_c0_g1sp|Q9SJL2|HIP5_ARATHHIPP05 Heavy metal-associated isoprenylated plant protein 5 OS=Arabidopsis thaliana GN=HIPP05 PE=1 SV=260.80 0.00

TRINITY_DN22753_c0_g1sp|O80513|CCU41_ARATHCYCU4-1 Cyclin-U4-1 OS=Arabidopsis thaliana GN=CYCU4-1 PE=1 SV=160.80 0.00

TRINITY_DN23288_c0_g1sp|Q54ND1|T2AG_DICDIgtf2a2 Transcription initiation factor IIA subunit 2 OS=Dictyostelium discoideum GN=gtf2a2 PE=3 SV=160.80 0.00

TRINITY_DN2376_c0_g1sp|P40984|UBC9_SCHPOhus5 SUMO-conjugating enzyme ubc9 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hus5 PE=1 SV=160.80 0.00

TRINITY_DN33901_c0_g1sp|Q557E7|CBLA_DICDIcblA-1 E3 ubiquitin-protein ligase cblA OS=Dictyostelium discoideum GN=cblA-1 PE=1 SV=160.80 0.00

TRINITY_DN34541_c0_g2sp|O02606|PGM2_PARTEpp63-2 Phosphoglucomutase-2 OS=Paramecium tetraurelia GN=pp63-2 PE=2 SV=160.80 0.00

TRINITY_DN35076_c0_g1sp|P34214|TAL1_KLULATAL1 Transaldolase OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=TAL1 PE=3 SV=360.80 0.00

TRINITY_DN35673_c0_g1sp|A7SG73|NADC_NEMVEqprt Nicotinate-nucleotide pyrophosphorylase [carboxylating] (Fragment) OS=Nematostella vectensis GN=qprt PE=3 SV=160.80 0.00

TRINITY_DN36468_c0_g1sp|A1A4K8|U2AF1_BOVINU2AF1 Splicing factor U2AF 35 kDa subunit OS=Bos taurus GN=U2AF1 PE=2 SV=160.80 0.00

TRINITY_DN36800_c0_g2sp|Q6CQE5|TAR1_KLULATAR1-A Protein TAR1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=TAR1-A PE=4 SV=260.80 0.00

TRINITY_DN36987_c0_g1sp|P02578|ACT1_ACACA- Actin-1 OS=Acanthamoeba castellanii PE=1 SV=160.80 0.00

TRINITY_DN37979_c0_g1sp|P32838|PP2A4_YEASTPPG1 Serine/threonine-protein phosphatase PP2A-like PPG1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PPG1 PE=1 SV=260.80 0.00

TRINITY_DN39869_c3_g3sp|Q6PFW1|VIP1_HUMANPPIP5K1 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1 OS=Homo sapiens GN=PPIP5K1 PE=1 SV=160.80 0.00

TRINITY_DN41071_c1_g11sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=160.80 0.00

TRINITY_DN41503_c0_g3sp|A7RRJ0|FEN1_NEMVEFEN1 Flap endonuclease 1 OS=Nematostella vectensis GN=FEN1 PE=3 SV=160.80 0.00

TRINITY_DN42371_c0_g1sp|M1V4Y8|CFA73_CHLREFAP73 Cilia- and flagella-associated protein 73 OS=Chlamydomonas reinhardtii GN=FAP73 PE=1 SV=160.80 0.00

TRINITY_DN42716_c0_g1sp|Q54J97|CH60_DICDIhspA 60 kDa heat shock protein, mitochondrial OS=Dictyostelium discoideum GN=hspA PE=2 SV=160.80 0.00

TRINITY_DN45837_c0_g1sp|B4GZZ4|SGF11_DROPESgf11 SAGA-associated factor 11 homolog OS=Drosophila persimilis GN=Sgf11 PE=3 SV=160.80 0.00

TRINITY_DN46736_c0_g2sp|P21820|TPIS_COPJA- Triosephosphate isomerase, cytosolic OS=Coptis japonica PE=2 SV=160.80 0.00

TRINITY_DN46878_c0_g2sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=160.80 0.00

TRINITY_DN47485_c1_g1sp|Q9SRH6|HIR3_ARATHHIR3 Hypersensitive-induced response protein 3 OS=Arabidopsis thaliana GN=HIR3 PE=1 SV=160.80 0.00

TRINITY_DN47879_c0_g1sp|Q6AXT8|SF3A2_RATSf3a2 Splicing factor 3A subunit 2 OS=Rattus norvegicus GN=Sf3a2 PE=2 SV=160.80 0.00

TRINITY_DN48098_c0_g4sp|Q55E31|RB32B_DICDIrab32B Ras-related protein Rab-32B OS=Dictyostelium discoideum GN=rab32B PE=3 SV=160.80 0.00

TRINITY_DN49692_c1_g1sp|Q43593|STAD_OLEEU- Stearoyl-[acyl-carrier-protein] 9-desaturase, chloroplastic OS=Olea europaea PE=2 SV=160.80 0.00

TRINITY_DN50651_c0_g1sp|H3JU05|SRGT1_CHLRESGT1 Peptidyl serine alpha-galactosyltransferase OS=Chlamydomonas reinhardtii GN=SGT1 PE=1 SV=160.80 0.00

TRINITY_DN51950_c1_g1sp|Q28EX9|UBCP1_XENTRublcp1 Ubiquitin-like domain-containing CTD phosphatase 1 OS=Xenopus tropicalis GN=ublcp1 PE=2 SV=160.80 0.00

TRINITY_DN8219_c0_g1sp|Q7S8C4|LONM_NEUCRpim1 Lon protease homolog, mitochondrial OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=pim1 PE=3 SV=160.80 0.00

TRINITY_DN12369_c0_g1sp|P54353|DOD_DROMEdod Putative peptidyl-prolyl cis-trans isomerase dodo OS=Drosophila melanogaster GN=dod PE=2 SV=360.70 0.00

TRINITY_DN23523_c0_g2sp|Q7SAK5|SYF1_NEUCRmsp-41 Pre-mRNA-splicing factor syf1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=msp-41 PE=3 SV=160.70 0.00

TRINITY_DN32030_c0_g1sp|Q9LXT9|CALS3_ARATHCALS3 Callose synthase 3 OS=Arabidopsis thaliana GN=CALS3 PE=2 SV=360.70 0.00

TRINITY_DN32739_c0_g1sp|P00443|SODC_HORSESOD1 Superoxide dismutase [Cu-Zn] OS=Equus caballus GN=SOD1 PE=1 SV=260.70 0.00

TRINITY_DN32830_c0_g3sp|P17608|RYH1_SCHPOryh1 GTP-binding protein ryh1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ryh1 PE=1 SV=160.70 0.00

TRINITY_DN33353_c0_g3sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=160.70 0.00

TRINITY_DN34696_c1_g1sp|Q8TFM9|RLA2_FUSCU- 60S acidic ribosomal protein P2 OS=Fusarium culmorum PE=1 SV=160.70 0.00

TRINITY_DN34713_c0_g5sp|Q9WVS4|MOK_MOUSEMok MAPK/MAK/MRK overlapping kinase OS=Mus musculus GN=Mok PE=1 SV=160.70 0.00

TRINITY_DN35554_c0_g3sp|Q9FLF7|MYST1_ARATHHAM1 Histone acetyltransferase of the MYST family 1 OS=Arabidopsis thaliana GN=HAM1 PE=1 SV=160.70 0.00

TRINITY_DN36072_c0_g1sp|O42364|APOEB_DANREapoeb Apolipoprotein Eb OS=Danio rerio GN=apoeb PE=2 SV=160.70 0.00

TRINITY_DN36436_c0_g3sp|Q6B4U7|GLNA_DEBHAGLN1 Glutamine synthetase OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=GLN1 PE=3 SV=160.70 0.00

TRINITY_DN36829_c0_g3sp|P53441|CATR_NAEGRCTN Caltractin OS=Naegleria gruberi GN=CTN PE=2 SV=160.70 0.00

TRINITY_DN38200_c1_g3sp|Q8R5G2|MUTYH_RATMutyh Adenine DNA glycosylase OS=Rattus norvegicus GN=Mutyh PE=2 SV=160.70 0.00

TRINITY_DN39735_c0_g2sp|Q19AZ8|THRB_PIGF2 Prothrombin OS=Sus scrofa GN=F2 PE=2 SV=160.70 0.00

TRINITY_DN39877_c1_g1sp|Q7XJJ7|FAAH_ARATHFAAH Fatty acid amide hydrolase OS=Arabidopsis thaliana GN=FAAH PE=1 SV=160.70 0.00



TRINITY_DN40166_c0_g2sp|Q8LDR3|CYP23_ARATHCYP23 Peptidyl-prolyl cis-trans isomerase CYP23 OS=Arabidopsis thaliana GN=CYP23 PE=2 SV=160.70 0.00

TRINITY_DN42308_c1_g2sp|Q8N1F1|C1AS1_HUMANLRRC75A-AS1Putative uncharacterized protein LRRC75A-AS1, mitochondrial OS=Homo sapiens GN=LRRC75A-AS1 PE=5 SV=160.70 0.00

TRINITY_DN42655_c0_g1sp|Q90384|TDX_CYNPY- Peroxiredoxin OS=Cynops pyrrhogaster PE=2 SV=160.70 0.00

TRINITY_DN48008_c0_g2sp|Q8CXD3|DNAJ_OCEIHdnaJ Chaperone protein DnaJ OS=Oceanobacillus iheyensis (strain DSM 14371 / CIP 107618 / JCM 11309 / KCTC 3954 / HTE831) GN=dnaJ PE=3 SV=160.70 0.00

TRINITY_DN50060_c0_g1sp|Q9LRE6|DPOD1_ORYSJPOLD1 DNA polymerase delta catalytic subunit OS=Oryza sativa subsp. japonica GN=POLD1 PE=2 SV=160.70 0

TRINITY_DN50604_c0_g3sp|Q9SA18|AKH1_ARATHAKHSDH1 Bifunctional aspartokinase/homoserine dehydrogenase 1, chloroplastic OS=Arabidopsis thaliana GN=AKHSDH1 PE=1 SV=160.70 0.00

TRINITY_DN51323_c0_g1sp|P42339|PI3K_ARATHAt1g60490Phosphatidylinositol 3-kinase VPS34 OS=Arabidopsis thaliana GN=At1g60490 PE=2 SV=260.70 0.00

TRINITY_DN51522_c1_g1sp|Q94AH6|CUL1_ARATHCUL1 Cullin-1 OS=Arabidopsis thaliana GN=CUL1 PE=1 SV=160.70 0.00

TRINITY_DN21845_c0_g1sp|Q9SIB9|ACO2M_ARATHACO2 Aconitate hydratase 2, mitochondrial OS=Arabidopsis thaliana GN=ACO2 PE=1 SV=260.60 0.00

TRINITY_DN28563_c0_g2sp|Q54NW6|OPLA_DICDIoplah 5-oxoprolinase OS=Dictyostelium discoideum GN=oplah PE=3 SV=260.60 0.00

TRINITY_DN31081_c0_g2sp|Q08298|RD22_ARATHRD22 BURP domain protein RD22 OS=Arabidopsis thaliana GN=RD22 PE=2 SV=160.60 0.00

TRINITY_DN31843_c0_g2sp|Q86B05|RLP24_DICDIrlp24 Probable ribosome biogenesis protein RLP24 OS=Dictyostelium discoideum GN=rlp24 PE=2 SV=160.60 0.00

TRINITY_DN34713_c0_g1sp|Q9WVS4|MOK_MOUSEMok MAPK/MAK/MRK overlapping kinase OS=Mus musculus GN=Mok PE=1 SV=160.60 0.00

TRINITY_DN36575_c1_g3sp|P48375|FKB12_DROMEFK506-bp212 kDa FK506-binding protein OS=Drosophila melanogaster GN=FK506-bp2 PE=3 SV=260.60 0.00

TRINITY_DN37653_c0_g4sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=260.60 0.00

TRINITY_DN38004_c1_g2sp|P0CG71|UBIQ1_CAEELubq-1 Polyubiquitin-A OS=Caenorhabditis elegans GN=ubq-1 PE=3 SV=160.60 0.00

TRINITY_DN38643_c0_g1sp|Q555Q9|GLGB_DICDIglgB 1,4-alpha-glucan-branching enzyme OS=Dictyostelium discoideum GN=glgB PE=3 SV=160.60 0.00

TRINITY_DN39578_c0_g2sp|O94311|YH56_SCHPOSPBC215.06cUPF0743 protein C215.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC215.06c PE=1 SV=260.60 0.00

TRINITY_DN40140_c1_g2sp|Q9M1Q9|AB21B_ARATHABCB21 ABC transporter B family member 21 OS=Arabidopsis thaliana GN=ABCB21 PE=1 SV=260.60 0.00

TRINITY_DN41222_c0_g2sp|Q54NZ5|CUL3_DICDIculC Cullin-3 OS=Dictyostelium discoideum GN=culC PE=3 SV=160.60 0.00

TRINITY_DN43293_c2_g3sp|Q0WQQ1|AGD15_ARATHAGD15 Probable ADP-ribosylation factor GTPase-activating protein AGD15 OS=Arabidopsis thaliana GN=AGD15 PE=2 SV=160.60 0.00

TRINITY_DN43685_c0_g3sp|Q3Y8L7|DAW1_CHLREDAW1 Dynein assembly factor with WDR repeat domains 1 OS=Chlamydomonas reinhardtii GN=DAW1 PE=1 SV=160.60 0.00

TRINITY_DN43944_c2_g2sp|P23174|MDR3_CRIGRABCB4 Phosphatidylcholine translocator ABCB4 OS=Cricetulus griseus GN=ABCB4 PE=2 SV=160.60 0.00

TRINITY_DN44203_c1_g3sp|Q9C658|DCP5_ARATHDCP5 Protein decapping 5 OS=Arabidopsis thaliana GN=DCP5 PE=1 SV=160.60 0.00

TRINITY_DN45418_c0_g4sp|P56286|IF2A_SCHPOtif211 Eukaryotic translation initiation factor 2 subunit alpha OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tif211 PE=1 SV=160.60 0.00

TRINITY_DN45798_c0_g2sp|P51281|YCF45_PORPUycf45 Uncharacterized protein ycf45 OS=Porphyra purpurea GN=ycf45 PE=3 SV=160.60 0.00

TRINITY_DN46269_c0_g4sp|Q55E94|EFGM_DICDIgfm1 Elongation factor G, mitochondrial OS=Dictyostelium discoideum GN=gfm1 PE=3 SV=160.60 0.00

TRINITY_DN46352_c0_g2sp|P49608|ACOC_CUCMA- Aconitate hydratase, cytoplasmic OS=Cucurbita maxima PE=2 SV=160.60 0.00

TRINITY_DN46808_c0_g5sp|Q5D018|RBM8A_DANRErbm8a RNA-binding protein 8A OS=Danio rerio GN=rbm8a PE=2 SV=160.60 0.00

TRINITY_DN46914_c0_g5sp|Q9HEH1|RENT1_NEUCR2E4.130 Regulator of nonsense transcripts 1 homolog OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=2E4.130 PE=3 SV=160.60 0.00

TRINITY_DN47128_c0_g3sp|Q9ZUI6|AP1G2_ARATHAt1g60070AP-1 complex subunit gamma-2 OS=Arabidopsis thaliana GN=At1g60070 PE=1 SV=260.60 0.00

TRINITY_DN48635_c0_g2sp|Q8GWW7|AGUA_ARATHAIH Agmatine deiminase OS=Arabidopsis thaliana GN=AIH PE=1 SV=260.60 0.00

TRINITY_DN50415_c0_g1sp|Q94CF0|EHD1_ARATHEHD1 EH domain-containing protein 1 OS=Arabidopsis thaliana GN=EHD1 PE=1 SV=160.60 0.00

TRINITY_DN52011_c2_g2sp|Q9LZQ9|DEAH2_ARATHAt3g62310Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH2 OS=Arabidopsis thaliana GN=At3g62310 PE=2 SV=160.60 0.00

TRINITY_DN9485_c0_g1sp|Q9D6T1|TBE_MOUSETube1 Tubulin epsilon chain OS=Mus musculus GN=Tube1 PE=2 SV=160.60 0.00

TRINITY_DN36701_c0_g7sp|Q9CAI5|CKL2_ARATHCKL2 Casein kinase 1-like protein 2 OS=Arabidopsis thaliana GN=CKL2 PE=1 SV=160.50 0.00

TRINITY_DN36723_c1_g4sp|Q54F07|METK_DICDImetK S-adenosylmethionine synthase OS=Dictyostelium discoideum GN=metK PE=1 SV=160.50 0.00

TRINITY_DN37079_c0_g4sp|Q9Y388|RBMX2_HUMANRBMX2 RNA-binding motif protein, X-linked 2 OS=Homo sapiens GN=RBMX2 PE=1 SV=260.50 0.00

TRINITY_DN38144_c1_g6sp|Q9QY30|ABCBB_MOUSEAbcb11 Bile salt export pump OS=Mus musculus GN=Abcb11 PE=1 SV=260.50 0.00

TRINITY_DN38598_c1_g3sp|P53620|COPG1_BOVINCOPG1 Coatomer subunit gamma-1 OS=Bos taurus GN=COPG1 PE=1 SV=160.50 0.00

TRINITY_DN39347_c0_g1sp|Q8LAS8|SFGH_ARATHSFGH S-formylglutathione hydrolase OS=Arabidopsis thaliana GN=SFGH PE=1 SV=260.50 0.00

TRINITY_DN40018_c1_g4sp|Q6DW76|DGDG1_SOYBNDGD1 Digalactosyldiacylglycerol synthase 1, chloroplastic OS=Glycine max GN=DGD1 PE=2 SV=160.50 0.00

TRINITY_DN40218_c0_g3sp|Q94JV4|SUI12_ARATHAt1g54290Protein translation factor SUI1 homolog 2 OS=Arabidopsis thaliana GN=At1g54290 PE=3 SV=160.50 0.00

TRINITY_DN45620_c1_g2sp|B9DGD6|ACS_ARATHACS Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal OS=Arabidopsis thaliana GN=ACS PE=1 SV=160.50 0.00

TRINITY_DN46143_c1_g6sp|Q54HI0|ANM2_DICDIprmt2 Protein arginine N-methyltransferase 2 OS=Dictyostelium discoideum GN=prmt2 PE=3 SV=160.50 0.00

TRINITY_DN46865_c0_g3sp|Q5XHF8|VIP2_XENLAppip5k2 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2 OS=Xenopus laevis GN=ppip5k2 PE=2 SV=160.50 0.00

TRINITY_DN48480_c0_g2sp|Q9SA27|RH36_ARATHRH36 DEAD-box ATP-dependent RNA helicase 36 OS=Arabidopsis thaliana GN=RH36 PE=2 SV=160.50 0.00

TRINITY_DN48955_c0_g7sp|Q9C774|PSD7B_ARATHRPN8B 26S proteasome non-ATPase regulatory subunit 7 homolog B OS=Arabidopsis thaliana GN=RPN8B PE=1 SV=160.50 0.00

TRINITY_DN50366_c0_g2sp|Q9LTR9|NMT1_ARATHNMT1 Glycylpeptide N-tetradecanoyltransferase 1 OS=Arabidopsis thaliana GN=NMT1 PE=1 SV=260.50 0.00

TRINITY_DN50689_c0_g4sp|Q9SMH5|DYHC2_CHLREDHC1B Cytoplasmic dynein 2 heavy chain 1 OS=Chlamydomonas reinhardtii GN=DHC1B PE=1 SV=260.50 0

TRINITY_DN52487_c1_g3sp|Q6UBQ3|RSP2_CHLRERSP2 Flagellar radial spoke protein 2 OS=Chlamydomonas reinhardtii GN=RSP2 PE=1 SV=160.50 0.00

TRINITY_DN52525_c1_g4sp|Q9FLQ4|ODO2A_ARATHAt5g55070Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex 1, mitochondrial OS=Arabidopsis thaliana GN=At5g55070 PE=1 SV=160.50 0.00

TRINITY_DN20154_c0_g1sp|A4IR30|DNAJ_GEOTNdnaJ Chaperone protein DnaJ OS=Geobacillus thermodenitrificans (strain NG80-2) GN=dnaJ PE=3 SV=160.40 0.00

TRINITY_DN29847_c0_g1sp|Q9LSW8|ETFB_ARATHETFB Electron transfer flavoprotein subunit beta, mitochondrial OS=Arabidopsis thaliana GN=ETFB PE=1 SV=160.40 0.00

TRINITY_DN32068_c0_g2sp|Q6QNM1|KC1_TOXGO- Casein kinase I OS=Toxoplasma gondii PE=2 SV=160.40 0.00

TRINITY_DN32566_c0_g1sp|O64903|NDK2_ARATHNDPK2 Nucleoside diphosphate kinase II, chloroplastic OS=Arabidopsis thaliana GN=NDPK2 PE=1 SV=260.40 0.00



TRINITY_DN33174_c0_g1sp|Q5UP23|YR260_MIMIVMIMI_R260DnaJ-like protein R260 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R260 PE=3 SV=160.40 0.00

TRINITY_DN35092_c0_g7sp|Q91642|PEPE_XENLAaad-a Alpha-aspartyl dipeptidase OS=Xenopus laevis GN=aad-a PE=1 SV=160.40 0.00

TRINITY_DN35104_c0_g1sp|B0BNE5|ESTD_RATEsd S-formylglutathione hydrolase OS=Rattus norvegicus GN=Esd PE=2 SV=160.40 0.00

TRINITY_DN35196_c0_g1sp|Q941T9|GMPP2_ORYSJOs01g0847200Probable mannose-1-phosphate guanylyltransferase 2 OS=Oryza sativa subsp. japonica GN=Os01g0847200 PE=2 SV=160.40 0.00

TRINITY_DN37133_c0_g2sp|Q93WN0|SEBP2_ARATHSBP2 Selenium-binding protein 2 OS=Arabidopsis thaliana GN=SBP2 PE=1 SV=160.40 0.00

TRINITY_DN41951_c0_g2sp|O14232|MTR4_SCHPOmtr4 ATP-dependent RNA helicase mtr4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mtr4 PE=1 SV=160.40 0.00

TRINITY_DN44878_c1_g5sp|Q93XI4|AGUB_ORYSJCPA N-carbamoylputrescine amidase OS=Oryza sativa subsp. japonica GN=CPA PE=2 SV=160.40 0.00

TRINITY_DN45061_c0_g3sp|Q39238|TSL_ARATHTOUSLED Serine/threonine-protein kinase TOUSLED OS=Arabidopsis thaliana GN=TOUSLED PE=1 SV=160.40 0.00

TRINITY_DN45534_c0_g1sp|O82413|SYHM_ARATHAt3g46100Histidine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At3g46100 PE=2 SV=160.40 0.00

TRINITY_DN45750_c0_g5sp|O48905|MDHC_MEDSACMDH Malate dehydrogenase, cytoplasmic OS=Medicago sativa GN=CMDH PE=2 SV=160.40 0.00

TRINITY_DN47278_c0_g2sp|O23254|GLYC4_ARATHSHM4 Serine hydroxymethyltransferase 4 OS=Arabidopsis thaliana GN=SHM4 PE=1 SV=160.40 0.00

TRINITY_DN47724_c1_g2sp|Q61102|ABCB7_MOUSEAbcb7 ATP-binding cassette sub-family B member 7, mitochondrial OS=Mus musculus GN=Abcb7 PE=1 SV=360.40 0.00

TRINITY_DN48474_c1_g3sp|Q9SC14|DHYS_SENVEDHS1 Deoxyhypusine synthase OS=Senecio vernalis GN=DHS1 PE=2 SV=160.40 0.00

TRINITY_DN48634_c0_g3sp|Q9SF40|RL4A_ARATHRPL4A 60S ribosomal protein L4-1 OS=Arabidopsis thaliana GN=RPL4A PE=1 SV=160.40 0.00

TRINITY_DN49601_c0_g1sp|B6D5P3|DAAF1_PERLEDnaaf1 Dynein assembly factor 1, axonemal OS=Peromyscus leucopus GN=Dnaaf1 PE=2 SV=160.40 0.00

TRINITY_DN51459_c0_g4sp|Q5K5B6|RH57_ORYSJOs07g0647900DEAD-box ATP-dependent RNA helicase 57 OS=Oryza sativa subsp. japonica GN=Os07g0647900 PE=2 SV=260.40 0.00

TRINITY_DN52370_c1_g2sp|Q9SR70|FK164_ARATHFKBP16-4Peptidyl-prolyl cis-trans isomerase FKBP16-4, chloroplastic OS=Arabidopsis thaliana GN=FKBP16-4 PE=1 SV=160.40 0.00

TRINITY_DN53929_c0_g1sp|Q9FIF3|RS82_ARATHRPS8B 40S ribosomal protein S8-2 OS=Arabidopsis thaliana GN=RPS8B PE=2 SV=160.40 0.00

TRINITY_DN218_c0_g1sp|P07311|ACYP1_HUMANACYP1 Acylphosphatase-1 OS=Homo sapiens GN=ACYP1 PE=1 SV=260.30 0.00

TRINITY_DN25315_c0_g1sp|P12617|DCMC_ANSANMLYCD Malonyl-CoA decarboxylase, mitochondrial OS=Anser anser anser GN=MLYCD PE=1 SV=260.30 0.00

TRINITY_DN26705_c0_g1sp|P42322|CANB1_NAEGRCNB1 Calcineurin subunit B OS=Naegleria gruberi GN=CNB1 PE=3 SV=160.30 0.00

TRINITY_DN2947_c0_g1sp|Q9SL70|TCX6_ARATHTCX6 Protein tesmin/TSO1-like CXC 6 OS=Arabidopsis thaliana GN=TCX6 PE=1 SV=160.30 0.00

TRINITY_DN31130_c0_g1sp|Q0MQH6|NDUS6_GORGONDUFS6 NADH dehydrogenase [ubiquinone] iron-sulfur protein 6, mitochondrial OS=Gorilla gorilla gorilla GN=NDUFS6 PE=2 SV=160.30 0.00

TRINITY_DN31739_c0_g2sp|Q9CWQ0|DPH5_MOUSEDph5 Diphthine methyl ester synthase OS=Mus musculus GN=Dph5 PE=1 SV=260.30 0.00

TRINITY_DN32485_c0_g1sp|Q97Y45|MSRA_SULSOmsrA Peptide methionine sulfoxide reductase MsrA OS=Sulfolobus solfataricus (strain ATCC 35092 / DSM 1617 / JCM 11322 / P2) GN=msrA PE=3 SV=160.30 0.00

TRINITY_DN34954_c0_g1sp|Q9FWQ5|HAC12_ARATHHAC12 Histone acetyltransferase HAC12 OS=Arabidopsis thaliana GN=HAC12 PE=2 SV=260.30 0.00

TRINITY_DN35779_c0_g1sp|P51567|AFC2_ARATHAFC2 Serine/threonine-protein kinase AFC2 OS=Arabidopsis thaliana GN=AFC2 PE=1 SV=160.30 0.00

TRINITY_DN35842_c0_g1sp|Q5X4M9|PUR7_LEGPApurC Phosphoribosylaminoimidazole-succinocarboxamide synthase OS=Legionella pneumophila (strain Paris) GN=purC PE=3 SV=160.30 0.00

TRINITY_DN36418_c0_g1sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=160.30 0.00

TRINITY_DN38595_c0_g4sp|Q9FLX9|NLE1_ARATHNLE1 Notchless protein homolog OS=Arabidopsis thaliana GN=NLE1 PE=2 SV=160.30 0.00

TRINITY_DN38714_c0_g2sp|P34899|GLYM_PEA- Serine hydroxymethyltransferase, mitochondrial OS=Pisum sativum PE=1 SV=160.30 0.00

TRINITY_DN39342_c0_g4sp|Q5UP23|YR260_MIMIVMIMI_R260DnaJ-like protein R260 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R260 PE=3 SV=160.30 0.00

TRINITY_DN39396_c0_g1sp|P49641|MA2A2_HUMANMAN2A2 Alpha-mannosidase 2x OS=Homo sapiens GN=MAN2A2 PE=2 SV=360.30 0.00

TRINITY_DN41206_c0_g1sp|Q6L4S0|DDB1_ORYSJDBB1 DNA damage-binding protein 1 OS=Oryza sativa subsp. japonica GN=DBB1 PE=1 SV=160.30 0.00

TRINITY_DN41815_c0_g3sp|F4I907|GLYR2_ARATHGLYR2 Glyoxylate/succinic semialdehyde reductase 2, chloroplastic OS=Arabidopsis thaliana GN=GLYR2 PE=1 SV=160.30 0.00

TRINITY_DN44763_c1_g1sp|Q9Y7K2|TOR2_SCHPOtor2 Serine/threonine-protein kinase tor2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tor2 PE=1 SV=260.30 0.00

TRINITY_DN45253_c0_g2sp|P35279|RAB6A_MOUSERab6a Ras-related protein Rab-6A OS=Mus musculus GN=Rab6a PE=1 SV=460.30 0.00

TRINITY_DN46078_c2_g6sp|Q71UM5|RS27L_HUMANRPS27L 40S ribosomal protein S27-like OS=Homo sapiens GN=RPS27L PE=1 SV=360.30 0.00

TRINITY_DN46500_c0_g1sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=160.30 0.00

TRINITY_DN46567_c1_g3sp|Q9SP08|RRP41_ARATHRRP41 Exosome complex component RRP41 homolog OS=Arabidopsis thaliana GN=RRP41 PE=1 SV=160.30 0.00

TRINITY_DN47097_c0_g5sp|Q7KQL5|TBB_PLAF7PF10_0084Tubulin beta chain OS=Plasmodium falciparum (isolate 3D7) GN=PF10_0084 PE=3 SV=160.30 0.00

TRINITY_DN47626_c1_g1sp|P11471|PSBP_CHLREPSBP Oxygen-evolving enhancer protein 2, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBP PE=2 SV=160.30 0.00

TRINITY_DN47843_c0_g8sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=160.30 0.00

TRINITY_DN48060_c0_g2sp|P49368|TCPG_HUMANCCT3 T-complex protein 1 subunit gamma OS=Homo sapiens GN=CCT3 PE=1 SV=460.30 0.00

TRINITY_DN49306_c0_g2sp|Q96533|ADHX_ARATHADH2 Alcohol dehydrogenase class-3 OS=Arabidopsis thaliana GN=ADH2 PE=1 SV=260.30 0.00

TRINITY_DN50047_c0_g1sp|Q54KM7|GCSP_DICDIgcvP Glycine dehydrogenase (decarboxylating), mitochondrial OS=Dictyostelium discoideum GN=gcvP PE=3 SV=160.30 0

TRINITY_DN51063_c0_g3sp|Q9MA98|ERCC1_ARATHERCC1 DNA excision repair protein ERCC-1 OS=Arabidopsis thaliana GN=ERCC1 PE=2 SV=160.30 0.00

TRINITY_DN8116_c0_g1sp|B0R0I6|CHD8_DANREchd8 Chromodomain-helicase-DNA-binding protein 8 OS=Danio rerio GN=chd8 PE=3 SV=260.30 0.00

TRINITY_DN28356_c0_g1sp|Q9M8D3|PUR4_ARATHAt1g74260Probable phosphoribosylformylglycinamidine synthase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At1g74260 PE=2 SV=360.20 0.00

TRINITY_DN28876_c0_g1sp|P21772|RS26_NEUCRrps-26 40S ribosomal protein S26E OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rps-26 PE=3 SV=260.20 0.00

TRINITY_DN30138_c0_g3sp|P95329|MASY_MYXXDmls Malate synthase OS=Myxococcus xanthus (strain DK 1622) GN=mls PE=3 SV=260.20 0.00

TRINITY_DN34466_c0_g1sp|P46276|F16P2_SOLTU- Fructose-1,6-bisphosphatase, cytosolic OS=Solanum tuberosum PE=2 SV=160.20 0.00

TRINITY_DN37891_c0_g2sp|P0DJ17|RL18_TETTHRPL18 60S ribosomal protein L18 OS=Tetrahymena thermophila GN=RPL18 PE=1 SV=160.20 0.00

TRINITY_DN37939_c0_g1sp|P31414|AVP1_ARATHAVP1 Pyrophosphate-energized vacuolar membrane proton pump 1 OS=Arabidopsis thaliana GN=AVP1 PE=1 SV=160.20 0.00

TRINITY_DN38564_c0_g2sp|Q95UJ0|RAB7A_PAROTRab7a Ras-related protein Rab-7a OS=Paramecium octaurelia GN=Rab7a PE=1 SV=260.20 0.00

TRINITY_DN38605_c0_g3sp|A7HWA4|RECA_PARL1recA Protein RecA OS=Parvibaculum lavamentivorans (strain DS-1 / DSM 13023 / NCIMB 13966) GN=recA PE=3 SV=160.20 0.00



TRINITY_DN38989_c0_g4sp|Q8VXZ7|AGAL3_ARATHAGAL3 Alpha-galactosidase 3 OS=Arabidopsis thaliana GN=AGAL3 PE=1 SV=160.20 0.00

TRINITY_DN39396_c0_g2sp|Q16706|MA2A1_HUMANMAN2A1 Alpha-mannosidase 2 OS=Homo sapiens GN=MAN2A1 PE=1 SV=260.20 0.00

TRINITY_DN39502_c0_g5sp|Q10075|PCS_SCHPOSPAC3H1.10Glutathione gamma-glutamylcysteinyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC3H1.10 PE=2 SV=160.20 0.00

TRINITY_DN40095_c0_g2sp|Q9ZQW8|U2AFA_ORYSJU2AF35A Splicing factor U2af small subunit A OS=Oryza sativa subsp. japonica GN=U2AF35A PE=2 SV=160.20 0.00

TRINITY_DN40572_c0_g3sp|Q86IX1|DST1_DICDIdst1 Serine/threonine-protein kinase dst1 OS=Dictyostelium discoideum GN=dst1 PE=3 SV=160.20 0.00

TRINITY_DN40689_c0_g2sp|Q6DFS6|CHM2A_XENTRchmp2a Charged multivesicular body protein 2a OS=Xenopus tropicalis GN=chmp2a PE=2 SV=160.20 0.00

TRINITY_DN40699_c0_g1sp|Q54XM6|ETFD_DICDIetfdh Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Dictyostelium discoideum GN=etfdh PE=3 SV=160.20 0.00

TRINITY_DN42458_c1_g4sp|Q54MH0|FHKD_DICDIfhkD Probable serine/threonine-protein kinase fhkD OS=Dictyostelium discoideum GN=fhkD PE=3 SV=160.20 0.00

TRINITY_DN44414_c0_g2sp|Q9SRE0|5FCLL_ARATHCOG0212 5-formyltetrahydrofolate cyclo-ligase-like protein COG0212 OS=Arabidopsis thaliana GN=COG0212 PE=2 SV=160.20 0.00

TRINITY_DN44602_c0_g4sp|Q69TY4|PR2E1_ORYSJPRXIIE-1Peroxiredoxin-2E-1, chloroplastic OS=Oryza sativa subsp. japonica GN=PRXIIE-1 PE=2 SV=160.20 0.00

TRINITY_DN44847_c0_g3sp|P36841|NIA_VOLCANITA Nitrate reductase [NADH] OS=Volvox carteri GN=NITA PE=2 SV=160.20 0

TRINITY_DN45586_c0_g2sp|P0C026|NUD24_ARATHNUDT24 Nudix hydrolase 24, chloroplastic OS=Arabidopsis thaliana GN=NUDT24 PE=2 SV=160.20 0.00

TRINITY_DN46074_c1_g1sp|Q42565|ASB1_ARATHASB1 Anthranilate synthase beta subunit 1, chloroplastic OS=Arabidopsis thaliana GN=ASB1 PE=1 SV=160.20 0.00

TRINITY_DN47073_c0_g1sp|Q8LGH4|CUL4_ARATHCUL4 Cullin-4 OS=Arabidopsis thaliana GN=CUL4 PE=1 SV=160.20 0.00

TRINITY_DN47592_c1_g1sp|O22287|GMPP1_ARATHCYT1 Mannose-1-phosphate guanylyltransferase 1 OS=Arabidopsis thaliana GN=CYT1 PE=1 SV=160.20 0.00

TRINITY_DN48206_c0_g1sp|Q56872|GM4D_YERE8gmd GDP-mannose 4,6-dehydratase OS=Yersinia enterocolitica serotype O:8 / biotype 1B (strain NCTC 13174 / 8081) GN=gmd PE=3 SV=260.20 0.00

TRINITY_DN48932_c0_g1sp|Q54V77|PYRG_DICDIctps CTP synthase OS=Dictyostelium discoideum GN=ctps PE=3 SV=160.20 0.00

TRINITY_DN49100_c0_g2sp|P94063|HAL3B_ARATHHAL3B Probable phosphopantothenoylcysteine decarboxylase OS=Arabidopsis thaliana GN=HAL3B PE=2 SV=260.20 0.00

TRINITY_DN49856_c1_g1sp|Q8H112|PGL1A_ARATHPGRL1A PGR5-like protein 1A, chloroplastic OS=Arabidopsis thaliana GN=PGRL1A PE=1 SV=160.20 0.00

TRINITY_DN50630_c0_g1sp|Q54P92|METH_DICDImtr Methionine synthase OS=Dictyostelium discoideum GN=mtr PE=3 SV=160.20 0

TRINITY_DN51492_c1_g1sp|Q6AVA8|PPDK1_ORYSJPPDK1 Pyruvate, phosphate dikinase 1, chloroplastic OS=Oryza sativa subsp. japonica GN=PPDK1 PE=1 SV=160.20 0.00

TRINITY_DN51888_c0_g1sp|Q8H0V6|AB3F_ARATHABCF3 ABC transporter F family member 3 OS=Arabidopsis thaliana GN=ABCF3 PE=1 SV=160.20 0.00

TRINITY_DN52252_c2_g6sp|Q96555|DCAM_DATSTSAMDC S-adenosylmethionine decarboxylase proenzyme OS=Datura stramonium GN=SAMDC PE=2 SV=160.20 0.00

TRINITY_DN31886_c0_g1sp|O96624|ARPC3_DICDIarcC Actin-related protein 2/3 complex subunit 3 OS=Dictyostelium discoideum GN=arcC PE=1 SV=160.10 0.00

TRINITY_DN36369_c1_g7sp|Q93V85|WTR16_ARATHAt3g02690WAT1-related protein At3g02690, chloroplastic OS=Arabidopsis thaliana GN=At3g02690 PE=1 SV=160.10 0.00

TRINITY_DN36862_c0_g4sp|Q8W4R3|RH30_ARATHRH30 DEAD-box ATP-dependent RNA helicase 30 OS=Arabidopsis thaliana GN=RH30 PE=1 SV=260.10 0.00

TRINITY_DN37468_c0_g2sp|P48160|RL27A_DICDIrpl27a 60S ribosomal protein L27a OS=Dictyostelium discoideum GN=rpl27a PE=3 SV=160.10 0.00

TRINITY_DN37927_c0_g8sp|O81769|DPH5_ARATHAt4g31790Probable diphthine methyl ester synthase OS=Arabidopsis thaliana GN=At4g31790 PE=2 SV=160.10 0.00

TRINITY_DN37975_c0_g3sp|Q6S004|KIF6_DICDIkif6 Kinesin-related protein 6 OS=Dictyostelium discoideum GN=kif6 PE=2 SV=160.10 0.00

TRINITY_DN39705_c0_g4sp|Q95YH0|CDK8_DICDIcdk8 Probable cyclin-dependent kinase 8 OS=Dictyostelium discoideum GN=cdk8 PE=2 SV=160.10 0.00

TRINITY_DN41242_c0_g1sp|P0DJ16|RL17_TETTSRPL17 60S ribosomal protein L17 OS=Tetrahymena thermophila (strain SB210) GN=RPL17 PE=1 SV=160.10 0.00

TRINITY_DN42908_c0_g2sp|Q86AV6|CISYC_DICDIgltA Citrate synthase OS=Dictyostelium discoideum GN=gltA PE=3 SV=160.10 0.00

TRINITY_DN43685_c0_g5sp|Q3Y8L7|DAW1_CHLREDAW1 Dynein assembly factor with WDR repeat domains 1 OS=Chlamydomonas reinhardtii GN=DAW1 PE=1 SV=160.10 0.00

TRINITY_DN43926_c1_g1sp|Q96254|GDI1_ARATHGDI1 Guanosine nucleotide diphosphate dissociation inhibitor 1 OS=Arabidopsis thaliana GN=GDI1 PE=1 SV=160.10 0.00

TRINITY_DN44314_c0_g3sp|Q42972|MDHG_ORYSJOs12g0632700Malate dehydrogenase, glyoxysomal OS=Oryza sativa subsp. japonica GN=Os12g0632700 PE=1 SV=360.10 0.00

TRINITY_DN47016_c0_g1sp|P17886|CRN_DROMEcrn Protein crooked neck OS=Drosophila melanogaster GN=crn PE=2 SV=260.10 0.00

TRINITY_DN48605_c0_g4sp|Q2YDM1|ARL1_BOVINARL1 ADP-ribosylation factor-like protein 1 OS=Bos taurus GN=ARL1 PE=2 SV=160.10 0.00

TRINITY_DN49138_c0_g5sp|P17784|ALFC1_ORYSJFBA1 Fructose-bisphosphate aldolase 1, cytoplasmic OS=Oryza sativa subsp. japonica GN=FBA1 PE=1 SV=260.10 0.00

TRINITY_DN49544_c0_g1sp|A8IEF3|ANM1_CHLREPRMT1 Protein arginine N-methyltransferase 1 OS=Chlamydomonas reinhardtii GN=PRMT1 PE=1 SV=160.10 0.00

TRINITY_DN11276_c0_g1sp|Q5LAE0|SYH_BACFNhisS Histidine--tRNA ligase OS=Bacteroides fragilis (strain ATCC 25285 / DSM 2151 / JCM 11019 / NCTC 9343) GN=hisS PE=3 SV=160.00 0.00

TRINITY_DN21142_c0_g1sp|Q8L7A4|AGD11_ARATHAGD11 Probable ADP-ribosylation factor GTPase-activating protein AGD11 OS=Arabidopsis thaliana GN=AGD11 PE=2 SV=160.00 0.00

TRINITY_DN2281_c0_g1sp|P17610|YPT3_SCHPOypt3 GTP-binding protein ypt3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt3 PE=1 SV=160.00 0.00

TRINITY_DN27271_c0_g2sp|B8AEH3|MCM5_ORYSIMCM5 DNA replication licensing factor MCM5 OS=Oryza sativa subsp. indica GN=MCM5 PE=3 SV=160.00 0.00

TRINITY_DN29871_c0_g1sp|Q21734|KS6A1_CAEELrskn-1 Putative ribosomal protein S6 kinase alpha-1 OS=Caenorhabditis elegans GN=rskn-1 PE=3 SV=460.00 0.00

TRINITY_DN31082_c0_g1sp|Q54JC8|PUR4_DICDIpurL Phosphoribosylformylglycinamidine synthase OS=Dictyostelium discoideum GN=purL PE=1 SV=160.00 0.00

TRINITY_DN31480_c0_g1sp|P36607|RAD5_SCHPOrad8 DNA repair protein rad8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rad8 PE=1 SV=160.00 0.00

TRINITY_DN32499_c0_g1sp|Q9VHI4|SF3B5_DROMECG11985 Probable splicing factor 3B subunit 5 OS=Drosophila melanogaster GN=CG11985 PE=1 SV=160.00 0.00

TRINITY_DN33187_c0_g1sp|Q93VH6|GIF3_ARATHGIF3 GRF1-interacting factor 3 OS=Arabidopsis thaliana GN=GIF3 PE=1 SV=160.00 0.00

TRINITY_DN34161_c0_g1sp|Q6ERW9|CAD8B_ORYSJCAD8B Probable cinnamyl alcohol dehydrogenase 8B OS=Oryza sativa subsp. japonica GN=CAD8B PE=3 SV=260.00 0.00

TRINITY_DN35724_c0_g1sp|Q8T662|ASNA_DICDIarsA ATPase ASNA1 homolog OS=Dictyostelium discoideum GN=arsA PE=1 SV=160.00 0.00

TRINITY_DN36481_c0_g1sp|Q4QQW3|HOT_RATAdhfe1 Hydroxyacid-oxoacid transhydrogenase, mitochondrial OS=Rattus norvegicus GN=Adhfe1 PE=1 SV=160.00 0.00

TRINITY_DN36496_c0_g4sp|Q9VDY1|INO80_DROMEIno80 Putative DNA helicase Ino80 OS=Drosophila melanogaster GN=Ino80 PE=1 SV=260.00 0.00

TRINITY_DN36629_c0_g1sp|Q9LHT0|TRNHF_ARATHAt5g06060Tropinone reductase homolog At5g06060 OS=Arabidopsis thaliana GN=At5g06060 PE=2 SV=160.00 0.00

TRINITY_DN37700_c2_g6sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=160.00 0.00

TRINITY_DN37816_c1_g3sp|Q9UET6|TRM7_HUMANFTSJ1 Putative tRNA (cytidine(32)/guanosine(34)-2'-O)-methyltransferase OS=Homo sapiens GN=FTSJ1 PE=1 SV=260.00 0.00

TRINITY_DN38275_c2_g7sp|Q84SL2|C3H50_ORYSJOs07g0568300Zinc finger CCCH domain-containing protein 50 OS=Oryza sativa subsp. japonica GN=Os07g0568300 PE=2 SV=160.00 0.00



TRINITY_DN39605_c1_g2sp|O80361|RK4_TOBACRPL4 50S ribosomal protein L4, chloroplastic OS=Nicotiana tabacum GN=RPL4 PE=2 SV=160.00 0.00

TRINITY_DN39762_c0_g3sp|Q6C0G3|DPH3_YARLIDPH3 Diphthamide biosynthesis protein 3 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=DPH3 PE=3 SV=160.00 0.00

TRINITY_DN40467_c0_g1sp|Q8VXY7|ENT1_ARATHENT1 Equilibrative nucleotide transporter 1 OS=Arabidopsis thaliana GN=ENT1 PE=1 SV=160.00 0.00

TRINITY_DN40571_c0_g3sp|Q6BJ75|PNO1_DEBHAPNO1 Pre-rRNA-processing protein PNO1 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=PNO1 PE=3 SV=160.00 0.00

TRINITY_DN40635_c0_g4sp|Q04859|MAK_MOUSEMak Serine/threonine-protein kinase MAK OS=Mus musculus GN=Mak PE=1 SV=260.00 0.00

TRINITY_DN40751_c2_g2sp|P09406|RU17_XENLAsnrnp70 U1 small nuclear ribonucleoprotein 70 kDa OS=Xenopus laevis GN=snrnp70 PE=2 SV=160.00 0.00

TRINITY_DN41706_c0_g1sp|Q8VZC9|VPS25_ARATHVPS25 Vacuolar protein sorting-associated protein 25 OS=Arabidopsis thaliana GN=VPS25 PE=1 SV=160.00 0.00

TRINITY_DN41825_c1_g2sp|Q5BIN5|PIN1_BOVINPIN1 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Bos taurus GN=PIN1 PE=2 SV=160.00 0.00

TRINITY_DN41928_c2_g6sp|Q9M1Z5|MPK10_ARATHMPK10 Mitogen-activated protein kinase 10 OS=Arabidopsis thaliana GN=MPK10 PE=1 SV=160.00 0.00

TRINITY_DN41932_c0_g1sp|Q8VZC0|UXS1_ARATHUXS1 UDP-glucuronic acid decarboxylase 1 OS=Arabidopsis thaliana GN=UXS1 PE=1 SV=160.00 0.00

TRINITY_DN41956_c0_g4sp|P27517|CB2_DUNTE- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella tertiolecta PE=2 SV=160.00 0.00

TRINITY_DN42035_c0_g1sp|P60193|RNZN_WHEATELAC Nuclear ribonuclease Z (Fragment) OS=Triticum aestivum GN=ELAC PE=1 SV=160.00 0.00

TRINITY_DN42055_c0_g4sp|P20054|PYR1_DICDIpyr1-3 Protein PYR1-3 OS=Dictyostelium discoideum GN=pyr1-3 PE=1 SV=360.00 0.00

TRINITY_DN42482_c2_g2sp|P59271|R27AA_ARATHRPS27AA Ubiquitin-40S ribosomal protein S27a-1 OS=Arabidopsis thaliana GN=RPS27AA PE=2 SV=260.00 0.00

TRINITY_DN43417_c0_g3sp|Q9SZ42|FAD4_ARATHFAD4 Fatty acid desaturase 4, chloroplastic OS=Arabidopsis thaliana GN=FAD4 PE=1 SV=160.00 0.00

TRINITY_DN43561_c0_g1sp|Q86IW1|Y7918_DICDIDDB_G0274353Uncharacterized protein DDB_G0274353 OS=Dictyostelium discoideum GN=DDB_G0274353 PE=4 SV=160.00 0.00

TRINITY_DN43568_c0_g4sp|Q7U6R7|DNAK1_SYNPXdnaK1 Chaperone protein dnaK1 OS=Synechococcus sp. (strain WH8102) GN=dnaK1 PE=3 SV=160.00 0.00

TRINITY_DN45242_c0_g1sp|O70551|SRPK1_MOUSESrpk1 SRSF protein kinase 1 OS=Mus musculus GN=Srpk1 PE=1 SV=260.00 0.00

TRINITY_DN45895_c1_g3sp|Q28689|MRP2_RABITABCC2 Canalicular multispecific organic anion transporter 1 OS=Oryctolagus cuniculus GN=ABCC2 PE=2 SV=160.00 0.00

TRINITY_DN46230_c0_g2sp|P80873|GS39_BACSUydaD General stress protein 39 OS=Bacillus subtilis (strain 168) GN=ydaD PE=1 SV=360.00 0.00

TRINITY_DN46872_c0_g6sp|Q9LVM1|AB25B_ARATHABCB25 ABC transporter B family member 25, mitochondrial OS=Arabidopsis thaliana GN=ABCB25 PE=1 SV=160.00 0.00

TRINITY_DN47364_c0_g6sp|P10895|PLCD1_BOVINPLCD1 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase delta-1 OS=Bos taurus GN=PLCD1 PE=2 SV=260.00 0.00

TRINITY_DN47886_c1_g1sp|F4KEV7|FHIT_ARATHFHIT Bifunctional bis(5'-adenosyl)-triphosphatase/adenylylsulfatase FHIT OS=Arabidopsis thaliana GN=FHIT PE=1 SV=160.00 0.00

TRINITY_DN49379_c0_g2sp|Q5SPB6|CHAC1_DANREchac1 Glutathione-specific gamma-glutamylcyclotransferase 1 OS=Danio rerio GN=chac1 PE=3 SV=160.00 0.00

TRINITY_DN49588_c0_g1sp|Q9SL02|RAD50_ARATHRAD50 DNA repair protein RAD50 OS=Arabidopsis thaliana GN=RAD50 PE=1 SV=260.00 0.00

TRINITY_DN49672_c0_g2sp|Q9QYF1|RDH11_MOUSERdh11 Retinol dehydrogenase 11 OS=Mus musculus GN=Rdh11 PE=1 SV=260.00 0.00

TRINITY_DN49931_c1_g2sp|Q9ZRZ8|RH28_ARATHRH28 DEAD-box ATP-dependent RNA helicase 28 OS=Arabidopsis thaliana GN=RH28 PE=2 SV=160.00 0.00

TRINITY_DN51231_c0_g2sp|Q55GC2|DST2_DICDIdst2 Serine/threonine-protein kinase dst2 OS=Dictyostelium discoideum GN=dst2 PE=3 SV=160.00 0.00

TRINITY_DN51846_c0_g2sp|F4ILF8|P4H13_ARATHP4H13 Prolyl 4-hydroxylase 13 OS=Arabidopsis thaliana GN=P4H13 PE=2 SV=160.00 0.00

TRINITY_DN51985_c0_g5sp|Q9XTA2|PPCE_BOVINPREP Prolyl endopeptidase OS=Bos taurus GN=PREP PE=2 SV=160.00 0.00

TRINITY_DN52470_c2_g1sp|Q2FK44|PFLB_STAA3pflB Formate acetyltransferase OS=Staphylococcus aureus (strain USA300) GN=pflB PE=3 SV=160.00 0.00

TRINITY_DN53109_c0_g1sp|Q7ZZX9|RAN_CARAUran GTP-binding nuclear protein Ran OS=Carassius auratus GN=ran PE=2 SV=160.00 0.00

TRINITY_DN53441_c0_g1sp|Q9NPI5|NRK2_HUMANNMRK2 Nicotinamide riboside kinase 2 OS=Homo sapiens GN=NMRK2 PE=1 SV=160.00 0.00

TRINITY_DN5783_c0_g1sp|Q0MXD1|CENPA_MILFACSE4 Histone H3-like centromeric protein CSE4 OS=Millerozyma farinosa GN=CSE4 PE=3 SV=160.00 0.00

TRINITY_DN9191_c0_g1sp|Q00451|PRF1_SOLLCTPRP-F1 36.4 kDa proline-rich protein OS=Solanum lycopersicum GN=TPRP-F1 PE=2 SV=160.00 0.00

TRINITY_DN9928_c0_g1sp|Q8CEE7|RDH13_MOUSERdh13 Retinol dehydrogenase 13 OS=Mus musculus GN=Rdh13 PE=1 SV=160.00 0.00

TRINITY_DN34827_c0_g4sp|Q869T7|PAKF_DICDIpakF Serine/threonine-protein kinase pakF OS=Dictyostelium discoideum GN=pakF PE=3 SV=159.90 0.00

TRINITY_DN37611_c0_g2sp|Q54YW8|RPAB3_DICDIpolr2h DNA-directed RNA polymerases I, II, and III subunit rpabc3 OS=Dictyostelium discoideum GN=polr2h PE=3 SV=159.90 0.00

TRINITY_DN38067_c0_g1sp|O65041|UBA3_ARATHECR1 NEDD8-activating enzyme E1 catalytic subunit OS=Arabidopsis thaliana GN=ECR1 PE=1 SV=259.90 0.00

TRINITY_DN39770_c1_g5sp|Q9FFH8|CKL7_ARATHCKL7 Casein kinase 1-like protein 7 OS=Arabidopsis thaliana GN=CKL7 PE=2 SV=159.90 0.00

TRINITY_DN40315_c1_g5sp|P52424|PUR5_VIGUNPUR5 Phosphoribosylformylglycinamidine cyclo-ligase, chloroplastic/mitochondrial OS=Vigna unguiculata GN=PUR5 PE=2 SV=159.90 0.00

TRINITY_DN40486_c2_g2sp|O59801|SKI2_SCHPOSPCC550.03cPutative ATP-dependent RNA helicase C550.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC550.03c PE=3 SV=159.90 0.00

TRINITY_DN41025_c0_g4sp|O49923|ADK_PHYPAADK Adenosine kinase OS=Physcomitrella patens subsp. patens GN=ADK PE=2 SV=159.90 0.00

TRINITY_DN42299_c1_g4sp|Q8K224|NAT10_MOUSENat10 RNA cytidine acetyltransferase OS=Mus musculus GN=Nat10 PE=1 SV=159.90 0.00

TRINITY_DN42453_c0_g6sp|Q9LU85|PAP4_ARATHPAP4 Probable plastid-lipid-associated protein 4, chloroplastic OS=Arabidopsis thaliana GN=PAP4 PE=2 SV=159.90 0.00

TRINITY_DN43067_c1_g5sp|Q96KC2|ARL5B_HUMANARL5B ADP-ribosylation factor-like protein 5B OS=Homo sapiens GN=ARL5B PE=1 SV=159.90 0.00

TRINITY_DN44429_c1_g1sp|Q9HCN4|GPN1_HUMANGPN1 GPN-loop GTPase 1 OS=Homo sapiens GN=GPN1 PE=1 SV=159.90 0.00

TRINITY_DN46210_c1_g2sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=159.90 0.00

TRINITY_DN46920_c0_g6sp|Q39255|SKP1A_ARATHSKP1A SKP1-like protein 1A OS=Arabidopsis thaliana GN=SKP1A PE=1 SV=159.90 0.00

TRINITY_DN51554_c1_g2sp|O81742|APBLC_ARATHBETAC-ADBeta-adaptin-like protein C OS=Arabidopsis thaliana GN=BETAC-AD PE=1 SV=259.90 0.00

TRINITY_DN23073_c0_g1sp|P32292|ARG2_VIGRRARG2 Indole-3-acetic acid-induced protein ARG2 OS=Vigna radiata var. radiata GN=ARG2 PE=2 SV=159.80 0.00

TRINITY_DN30526_c1_g1sp|P13635|CERU_RATCp Ceruloplasmin OS=Rattus norvegicus GN=Cp PE=1 SV=359.80 0.00

TRINITY_DN35612_c0_g6sp|Q54QN0|URM1_DICDIurm1 Ubiquitin-related modifier 1 homolog OS=Dictyostelium discoideum GN=urm1 PE=3 SV=159.80 0.00

TRINITY_DN36375_c0_g2sp|Q53N72|MPK15_ORYSJMPK15 Mitogen-activated protein kinase 15 OS=Oryza sativa subsp. japonica GN=MPK15 PE=2 SV=159.80 0.00

TRINITY_DN37005_c0_g1sp|Q6IVA4|UBA5_CHICKUBA5 Ubiquitin-like modifier-activating enzyme 5 OS=Gallus gallus GN=UBA5 PE=2 SV=159.80 0.00

TRINITY_DN3839_c0_g1sp|Q2GHR2|RL20_EHRCRrplT 50S ribosomal protein L20 OS=Ehrlichia chaffeensis (strain ATCC CRL-10679 / Arkansas) GN=rplT PE=3 SV=159.80 0.00



TRINITY_DN39038_c0_g1sp|Q9JI10|STK3_MOUSEStk3 Serine/threonine-protein kinase 3 OS=Mus musculus GN=Stk3 PE=1 SV=159.80 0.00

TRINITY_DN39617_c0_g1sp|P87262|RL34A_YEASTRPL34A 60S ribosomal protein L34-A OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RPL34A PE=1 SV=159.80 0.00

TRINITY_DN40208_c0_g6sp|Q8VYI0|LSM8_ARATHLSM8 Sm-like protein LSM8 OS=Arabidopsis thaliana GN=LSM8 PE=1 SV=159.80 0.00

TRINITY_DN41801_c0_g4sp|Q9MB58|F26_ARATHFKFBP 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase OS=Arabidopsis thaliana GN=FKFBP PE=1 SV=159.80 0.00

TRINITY_DN42249_c0_g8sp|Q2TAC6|KIF19_HUMANKIF19 Kinesin-like protein KIF19 OS=Homo sapiens GN=KIF19 PE=2 SV=259.80 0.00

TRINITY_DN50744_c0_g2sp|P58319|LTAE_ECO57ltaE Low specificity L-threonine aldolase OS=Escherichia coli O157:H7 GN=ltaE PE=3 SV=159.80 0.00

TRINITY_DN51942_c2_g5sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=359.80 0.00

TRINITY_DN18957_c0_g1sp|A2YGP6|USP_ORYSIUSP UDP-sugar pyrophosphorylase OS=Oryza sativa subsp. indica GN=USP PE=3 SV=259.70 0.00

TRINITY_DN29020_c0_g1sp|P21772|RS26_NEUCRrps-26 40S ribosomal protein S26E OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rps-26 PE=3 SV=259.70 0.00

TRINITY_DN32931_c0_g1sp|O15056|SYNJ2_HUMANSYNJ2 Synaptojanin-2 OS=Homo sapiens GN=SYNJ2 PE=1 SV=359.70 0.00

TRINITY_DN36686_c0_g1sp|Q9TU25|RAC2_BOVINRAC2 Ras-related C3 botulinum toxin substrate 2 OS=Bos taurus GN=RAC2 PE=2 SV=159.70 0.00

TRINITY_DN36774_c0_g2sp|Q9H5Z1|DHX35_HUMANDHX35 Probable ATP-dependent RNA helicase DHX35 OS=Homo sapiens GN=DHX35 PE=1 SV=259.70 0.00

TRINITY_DN36833_c0_g1sp|Q9LXD7|MYST2_ARATHHAM2 Histone acetyltransferase of the MYST family 2 OS=Arabidopsis thaliana GN=HAM2 PE=1 SV=159.70 0.00

TRINITY_DN38695_c2_g2sp|P12759|RSP3_CHLRERSP3 Flagellar radial spoke protein 3 OS=Chlamydomonas reinhardtii GN=RSP3 PE=3 SV=159.70 0.00

TRINITY_DN38910_c2_g2sp|Q940Q3|ZTP29_ARATHZTP29 Zinc transporter ZTP29 OS=Arabidopsis thaliana GN=ZTP29 PE=2 SV=159.70 0.00

TRINITY_DN40172_c0_g3sp|Q9ZUB3|SPD1_ARATHSPDSYN1 Spermidine synthase 1 OS=Arabidopsis thaliana GN=SPDSYN1 PE=1 SV=159.70 0.00

TRINITY_DN40797_c1_g4sp|Q9AT00|TGD3_ARATHTGD3 Protein TRIGALACTOSYLDIACYLGLYCEROL 3, chloroplastic OS=Arabidopsis thaliana GN=TGD3 PE=1 SV=159.70 0.00

TRINITY_DN42026_c0_g6sp|P37271|PSY_ARATHPSY1 Phytoene synthase, chloroplastic OS=Arabidopsis thaliana GN=PSY1 PE=1 SV=259.70 0.00

TRINITY_DN43325_c0_g3sp|Q1JPD3|D2HDH_BOVIND2HGDH D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Bos taurus GN=D2HGDH PE=2 SV=259.70 0.00

TRINITY_DN44536_c0_g1sp|P46871|KRP95_STRPUKRP95 Kinesin-II 95 kDa subunit OS=Strongylocentrotus purpuratus GN=KRP95 PE=1 SV=159.70 0.00

TRINITY_DN46177_c2_g1sp|B9FMJ3|KN13A_ORYSJKIN13A Kinesin-like protein KIN-13A OS=Oryza sativa subsp. japonica GN=KIN13A PE=1 SV=159.70 0.00

TRINITY_DN46878_c0_g5sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=159.70 0.00

TRINITY_DN48089_c1_g1sp|Q9FIJ7|KAD2_ARATHAt5g47840Adenylate kinase 2, chloroplastic OS=Arabidopsis thaliana GN=At5g47840 PE=1 SV=159.70 0.00

TRINITY_DN48954_c0_g2sp|Q9FIF3|RS82_ARATHRPS8B 40S ribosomal protein S8-2 OS=Arabidopsis thaliana GN=RPS8B PE=2 SV=159.70 0.00

TRINITY_DN50130_c0_g2sp|P23174|MDR3_CRIGRABCB4 Phosphatidylcholine translocator ABCB4 OS=Cricetulus griseus GN=ABCB4 PE=2 SV=159.70 0.00

TRINITY_DN12377_c0_g1sp|P18774|FM12_PSEAIpilA Fimbrial protein OS=Pseudomonas aeruginosa GN=pilA PE=1 SV=159.60 0.00

TRINITY_DN24603_c0_g1sp|Q9SGG3|ALA5_ARATHALA5 Probable phospholipid-transporting ATPase 5 OS=Arabidopsis thaliana GN=ALA5 PE=3 SV=159.60 0.00

TRINITY_DN29211_c0_g1sp|Q54ID0|COX17_DICDIcox17 Cytochrome c oxidase copper chaperone OS=Dictyostelium discoideum GN=cox17 PE=3 SV=159.60 0.00

TRINITY_DN31806_c0_g1sp|O82201|AP4S_ARATHAt2g19790AP-4 complex subunit sigma OS=Arabidopsis thaliana GN=At2g19790 PE=1 SV=159.60 0.00

TRINITY_DN31983_c0_g3sp|Q5R4W6|CPNE6_PONABCPNE6 Copine-6 OS=Pongo abelii GN=CPNE6 PE=2 SV=159.60 0.00

TRINITY_DN35178_c0_g2sp|P82861|ADRO_SALFOfdxr NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Salvelinus fontinalis GN=fdxr PE=2 SV=159.60 0.00

TRINITY_DN36723_c1_g7sp|Q8BY87|UBP47_MOUSEUsp47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Mus musculus GN=Usp47 PE=1 SV=259.60 0.00

TRINITY_DN36987_c0_g5sp|Q54GX7|ACT10_DICDIact10 Actin-10 OS=Dictyostelium discoideum GN=act10 PE=1 SV=159.60 0.00

TRINITY_DN37246_c1_g1sp|Q75H77|SAPKA_ORYSJSAPK10 Serine/threonine-protein kinase SAPK10 OS=Oryza sativa subsp. japonica GN=SAPK10 PE=2 SV=159.60 0.00

TRINITY_DN42261_c0_g1sp|Q54KM3|CDH1_DICDIcdh1 Anaphase-promoting complex subunit cdh1 OS=Dictyostelium discoideum GN=cdh1 PE=3 SV=159.60 0.00

TRINITY_DN42264_c0_g1sp|Q9C776|ATE2_ARATHATE2 Arginyl-tRNA--protein transferase 2 OS=Arabidopsis thaliana GN=ATE2 PE=2 SV=159.60 0.00

TRINITY_DN44256_c1_g1sp|A2XFB7|PRR73_ORYSIPRR73 Two-component response regulator-like PRR73 OS=Oryza sativa subsp. indica GN=PRR73 PE=2 SV=259.60 0.00

TRINITY_DN44638_c0_g6sp|Q54JI7|HUTH_DICDIhal Probable histidine ammonia-lyase OS=Dictyostelium discoideum GN=hal PE=2 SV=159.60 0.00

TRINITY_DN45146_c0_g4sp|P46588|DPOD_CANAXPOL3 DNA polymerase delta catalytic subunit OS=Candida albicans GN=POL3 PE=3 SV=259.60 0.00

TRINITY_DN45227_c0_g6sp|Q54DD7|UNC50_DICDIDDB_G0292320Protein unc-50 homolog OS=Dictyostelium discoideum GN=DDB_G0292320 PE=3 SV=159.60 0.00

TRINITY_DN45373_c1_g1sp|B6TRH4|RIBD_MAIZEPYRD Riboflavin biosynthesis protein PYRD, chloroplastic OS=Zea mays GN=PYRD PE=2 SV=159.60 0.00

TRINITY_DN46677_c0_g4sp|Q54VT4|DDX47_DICDIddx47 Probable ATP-dependent RNA helicase ddx47 OS=Dictyostelium discoideum GN=ddx47 PE=3 SV=159.60 0.00

TRINITY_DN47087_c0_g1sp|Q8S2A7|FTSH3_ORYSJFTSH3 ATP-dependent zinc metalloprotease FTSH 3, mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH3 PE=2 SV=159.60 0.00

TRINITY_DN47327_c0_g3sp|Q03943|IM30_PEAIM30 Membrane-associated 30 kDa protein, chloroplastic OS=Pisum sativum GN=IM30 PE=2 SV=159.60 0.00

TRINITY_DN47355_c0_g1sp|P39109|YCFI_YEASTYCF1 Metal resistance protein YCF1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YCF1 PE=1 SV=259.60 0.00

TRINITY_DN47544_c0_g4sp|Q9C9P4|KASC2_ARATHKAS2 3-oxoacyl-[acyl-carrier-protein] synthase II, chloroplastic OS=Arabidopsis thaliana GN=KAS2 PE=1 SV=159.60 0.00

TRINITY_DN48203_c1_g3sp|Q9FT72|RQL3_ARATHRECQL3 ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana GN=RECQL3 PE=1 SV=159.60 0.00

TRINITY_DN48322_c0_g3sp|P35686|RS20_ORYSJRPS20 40S ribosomal protein S20 OS=Oryza sativa subsp. japonica GN=RPS20 PE=2 SV=259.60 0.00

TRINITY_DN50637_c0_g2sp|P80317|TCPZ_MOUSECct6a T-complex protein 1 subunit zeta OS=Mus musculus GN=Cct6a PE=1 SV=359.60 0.00

TRINITY_DN50697_c4_g1sp|P11658|NU1M_CHLREND1 NADH-ubiquinone oxidoreductase chain 1 OS=Chlamydomonas reinhardtii GN=ND1 PE=3 SV=159.60 0.00

TRINITY_DN50770_c0_g1sp|Q14562|DHX8_HUMANDHX8 ATP-dependent RNA helicase DHX8 OS=Homo sapiens GN=DHX8 PE=1 SV=159.60 0

TRINITY_DN8712_c0_g1sp|Q54XJ4|Y8901_DICDIDDB_G0278901Probable serine/threonine-protein kinase DDB_G0278901 OS=Dictyostelium discoideum GN=DDB_G0278901 PE=3 SV=159.60 0.00

TRINITY_DN22786_c0_g1sp|A8F1S1|RF1_RICM5prfA Peptide chain release factor 1 OS=Rickettsia massiliae (strain Mtu5) GN=prfA PE=3 SV=159.50 0.00

TRINITY_DN31282_c0_g2sp|Q93Z92|RING4_ARATHAt4g11680E3 ubiquitin-protein ligase At4g11680 OS=Arabidopsis thaliana GN=At4g11680 PE=2 SV=159.50 0.00

TRINITY_DN33074_c0_g1sp|D4A5C3|HMGC2_RATHmgcll1 3-hydroxymethyl-3-methylglutaryl-CoA lyase, cytoplasmic OS=Rattus norvegicus GN=Hmgcll1 PE=1 SV=159.50 0.00

TRINITY_DN34274_c0_g1sp|Q1PF50|EDA2_ARATHEDA2 Probable serine protease EDA2 OS=Arabidopsis thaliana GN=EDA2 PE=2 SV=259.50 0.00



TRINITY_DN35661_c0_g6sp|Q612A5|VATL2_CAEBRvha-2 V-type proton ATPase 16 kDa proteolipid subunit 2/3 OS=Caenorhabditis briggsae GN=vha-2 PE=3 SV=159.50 0.00

TRINITY_DN36059_c0_g2sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=259.50 0.00

TRINITY_DN36987_c0_g7sp|Q9LGV5|CIPK1_ORYSJCIPK1 CBL-interacting protein kinase 1 OS=Oryza sativa subsp. japonica GN=CIPK1 PE=2 SV=159.50 0.00

TRINITY_DN37575_c0_g3sp|Q76NZ7|NUBP2_DICDInubp2 Cytosolic Fe-S cluster assembly factor NUBP2 homolog OS=Dictyostelium discoideum GN=nubp2 PE=3 SV=159.50 0.00

TRINITY_DN37985_c0_g2sp|Q5RGJ8|GNPTA_DANREgnptab N-acetylglucosamine-1-phosphotransferase subunits alpha/beta OS=Danio rerio GN=gnptab PE=1 SV=159.50 0.00

TRINITY_DN39681_c0_g1sp|Q39572|YPTC6_CHLREYPTC6 Ras-related protein YPTC6 OS=Chlamydomonas reinhardtii GN=YPTC6 PE=3 SV=159.50 0.00

TRINITY_DN40034_c0_g5sp|Q54C25|GPN1_DICDIgpn1 GPN-loop GTPase 1 OS=Dictyostelium discoideum GN=gpn1 PE=3 SV=159.50 0.00

TRINITY_DN41681_c0_g1sp|O81027|HMGCL_ARATHHMGCL Hydroxymethylglutaryl-CoA lyase, mitochondrial OS=Arabidopsis thaliana GN=HMGCL PE=1 SV=259.50 0.00

TRINITY_DN41737_c0_g1sp|P32232|CBS_RATCbs Cystathionine beta-synthase OS=Rattus norvegicus GN=Cbs PE=1 SV=359.50 0.00

TRINITY_DN42076_c0_g4sp|P55233|GLGL1_BETVUAGPS1 Glucose-1-phosphate adenylyltransferase large subunit, chloroplastic/amyloplastic OS=Beta vulgaris GN=AGPS1 PE=2 SV=159.50 0.00

TRINITY_DN43159_c0_g13sp|O15442|MPPD1_HUMANMPPED1 Metallophosphoesterase domain-containing protein 1 OS=Homo sapiens GN=MPPED1 PE=2 SV=359.50 0.00

TRINITY_DN43346_c1_g3sp|O80438|MAK3_ARATHMAK3 N-alpha-acetyltransferase MAK3 OS=Arabidopsis thaliana GN=MAK3 PE=2 SV=159.50 0.00

TRINITY_DN43468_c0_g3sp|P49215|RS17_SOLLCRPS17 40S ribosomal protein S17 OS=Solanum lycopersicum GN=RPS17 PE=2 SV=359.50 0.00

TRINITY_DN43555_c0_g1sp|P0DKC3|PGP1A_ARATHPGLP1A Phosphoglycolate phosphatase 1A, chloroplastic OS=Arabidopsis thaliana GN=PGLP1A PE=1 SV=159.50 0.00

TRINITY_DN45600_c0_g3sp|Q9SJT1|SAE2_ARATHSAE2 SUMO-activating enzyme subunit 2 OS=Arabidopsis thaliana GN=SAE2 PE=1 SV=159.50 0.00

TRINITY_DN45768_c0_g2sp|Q869Y7|ODO2_DICDIodhB Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex, mitochondrial OS=Dictyostelium discoideum GN=odhB PE=1 SV=159.50 0.00

TRINITY_DN46815_c0_g7sp|Q9SML8|MDHC_BETVUNR1 Malate dehydrogenase, cytoplasmic OS=Beta vulgaris GN=NR1 PE=1 SV=159.50 0.00

TRINITY_DN47662_c2_g7sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=159.50 0.00

TRINITY_DN48967_c0_g1sp|Q86B11|CDC23_DICDIanapc8 Anaphase-promoting complex subunit 8 OS=Dictyostelium discoideum GN=anapc8 PE=3 SV=159.50 0.00

TRINITY_DN49863_c1_g5sp|P83401|AL7A1_DICDIDDB_G0276821Putative aldehyde dehydrogenase family 7 member A1 homolog OS=Dictyostelium discoideum GN=DDB_G0276821 PE=3 SV=259.50 0.00

TRINITY_DN49957_c0_g1sp|Q9SZ30|HIS4_ARATHHISN4 Imidazole glycerol phosphate synthase hisHF, chloroplastic OS=Arabidopsis thaliana GN=HISN4 PE=2 SV=159.50 0.00

TRINITY_DN50377_c0_g1sp|F4K0E8|ISPG_ARATHISPG 4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase (ferredoxin), chloroplastic OS=Arabidopsis thaliana GN=ISPG PE=1 SV=159.50 0.00

TRINITY_DN10847_c0_g1sp|Q6DHG0|SETD7_DANREsetd7 Histone-lysine N-methyltransferase SETD7 OS=Danio rerio GN=setd7 PE=2 SV=159.40 0.00

TRINITY_DN27111_c0_g1sp|O74502|MSH6_SCHPOmsh6 DNA mismatch repair protein msh6 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=msh6 PE=1 SV=159.40 0.00

TRINITY_DN28080_c0_g2sp|P39109|YCFI_YEASTYCF1 Metal resistance protein YCF1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YCF1 PE=1 SV=259.40 0.00

TRINITY_DN35439_c1_g3sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=259.40 0.00

TRINITY_DN36668_c0_g3sp|P0CM39|ATG7_CRYNBATG7 Ubiquitin-like modifier-activating enzyme ATG7 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=ATG7 PE=3 SV=159.40 0.00

TRINITY_DN37503_c0_g6sp|Q0IID9|GLPK_BOVINGK Glycerol kinase OS=Bos taurus GN=GK PE=2 SV=159.40 0.00

TRINITY_DN38784_c0_g2sp|P16894|GPA1_DICDIgpaA Guanine nucleotide-binding protein alpha-1 subunit OS=Dictyostelium discoideum GN=gpaA PE=2 SV=159.40 0.00

TRINITY_DN40202_c0_g6sp|A7Z019|SMCA4_BOVINSMARCA4 Transcription activator BRG1 OS=Bos taurus GN=SMARCA4 PE=2 SV=159.40 0.00

TRINITY_DN40233_c1_g4sp|Q9PTS2|DCUP_DANREurod Uroporphyrinogen decarboxylase OS=Danio rerio GN=urod PE=2 SV=159.40 0.00

TRINITY_DN40724_c0_g1sp|Q9LVG2|TOE2_ARATHTOE2 AP2-like ethylene-responsive transcription factor TOE2 OS=Arabidopsis thaliana GN=TOE2 PE=1 SV=159.40 0.00

TRINITY_DN41209_c0_g4sp|P83401|AL7A1_DICDIDDB_G0276821Putative aldehyde dehydrogenase family 7 member A1 homolog OS=Dictyostelium discoideum GN=DDB_G0276821 PE=3 SV=259.40 0.00

TRINITY_DN4144_c0_g1sp|P23335|KITH_SWPVKTK Thymidine kinase OS=Swinepox virus (strain Kasza) GN=TK PE=3 SV=159.40 0.00

TRINITY_DN43005_c2_g5sp|O00909|ARF1_DICDIarfA ADP-ribosylation factor 1 OS=Dictyostelium discoideum GN=arfA PE=1 SV=359.40 0.00

TRINITY_DN43069_c0_g4sp|P10599|THIO_HUMANTXN Thioredoxin OS=Homo sapiens GN=TXN PE=1 SV=359.40 0.00

TRINITY_DN43944_c2_g7sp|O07549|YHEH_BACSUyheH Probable multidrug resistance ABC transporter ATP-binding/permease protein YheH OS=Bacillus subtilis (strain 168) GN=yheH PE=1 SV=159.40 0.00

TRINITY_DN4409_c0_g1sp|Q2HJ41|PRP18_BOVINPRPF18 Pre-mRNA-splicing factor 18 OS=Bos taurus GN=PRPF18 PE=2 SV=159.40 0.00

TRINITY_DN44812_c0_g3sp|Q43768|SYE_HORVU- Glutamate--tRNA ligase, chloroplastic/mitochondrial OS=Hordeum vulgare PE=2 SV=159.40 0.00

TRINITY_DN45184_c0_g2sp|P15567|PUR6_SCHPOade6 Phosphoribosylaminoimidazole carboxylase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ade6 PE=3 SV=159.40 0.00

TRINITY_DN46041_c0_g1sp|Q8H0W2|HDA9_ARATHHDA9 Histone deacetylase 9 OS=Arabidopsis thaliana GN=HDA9 PE=1 SV=159.40 0.00

TRINITY_DN47404_c0_g5sp|Q5R6L8|GPI8_PONABPIGK GPI-anchor transamidase OS=Pongo abelii GN=PIGK PE=2 SV=159.40 0.00

TRINITY_DN49020_c1_g5sp|Q76P07|Y7165_DICDIDDB_G0277165Probable serine/threonine-protein kinase DDB_G0277165 OS=Dictyostelium discoideum GN=DDB_G0277165 PE=3 SV=159.40 0.00

TRINITY_DN50660_c0_g7sp|Q9SIZ8|RKP_ARATHRKP E3 ubiquitin-protein ligase RKP OS=Arabidopsis thaliana GN=RKP PE=2 SV=259.40 0.00

TRINITY_DN51270_c1_g1sp|Q5J4W4|MPK2_ORYSJMPK2 Mitogen-activated protein kinase 2 OS=Oryza sativa subsp. japonica GN=MPK2 PE=2 SV=159.40 0.00

TRINITY_DN51988_c0_g2sp|Q8LE94|RING3_ARATHAt3g02290E3 ubiquitin-protein ligase At3g02290 OS=Arabidopsis thaliana GN=At3g02290 PE=2 SV=159.40 0.00

TRINITY_DN14458_c0_g1sp|P55857|SUMO1_ORYSJSUMO1 Small ubiquitin-related modifier 1 OS=Oryza sativa subsp. japonica GN=SUMO1 PE=1 SV=159.30 0.00

TRINITY_DN16777_c0_g1sp|Q9FHI1|MOB1A_ARATHMOB1A MOB kinase activator-like 1A OS=Arabidopsis thaliana GN=MOB1A PE=2 SV=159.30 0.00

TRINITY_DN18232_c0_g1sp|O95810|SDPR_HUMANSDPR Serum deprivation-response protein OS=Homo sapiens GN=SDPR PE=1 SV=359.30 0.00

TRINITY_DN32083_c0_g2sp|Q6UX73|CP089_HUMANC16orf89UPF0764 protein C16orf89 OS=Homo sapiens GN=C16orf89 PE=1 SV=259.30 0.00

TRINITY_DN33763_c0_g1sp|Q55A45|RSMB_DICDIsnrpb Small nuclear ribonucleoprotein-associated protein B OS=Dictyostelium discoideum GN=snrpb PE=3 SV=159.30 0.00

TRINITY_DN35836_c0_g1sp|Q5M755|PAP7_ARATHPAP7 Probable plastid-lipid-associated protein 7, chloroplastic OS=Arabidopsis thaliana GN=PAP7 PE=2 SV=159.30 0.00

TRINITY_DN36642_c1_g6sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=159.30 0.00

TRINITY_DN36945_c0_g1sp|Q553E0|PSMD4_DICDIpsmD4 26S proteasome non-ATPase regulatory subunit 4 OS=Dictyostelium discoideum GN=psmD4 PE=2 SV=159.30 0.00

TRINITY_DN37069_c0_g4sp|Q8W117|SMU1_ARATHSMU1 Suppressor of mec-8 and unc-52 protein homolog 1 OS=Arabidopsis thaliana GN=SMU1 PE=1 SV=159.30 0.00

TRINITY_DN38238_c1_g7sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=259.30 0.00



TRINITY_DN39331_c0_g2sp|P54967|BIOB_ARATHBIO2 Biotin synthase OS=Arabidopsis thaliana GN=BIO2 PE=2 SV=159.30 0.00

TRINITY_DN39675_c0_g2sp|Q8LAM0|UBP4_ARATHUBP4 Ubiquitin carboxyl-terminal hydrolase 4 OS=Arabidopsis thaliana GN=UBP4 PE=1 SV=259.30 0.00

TRINITY_DN40416_c0_g1sp|A2XUW1|CDKG2_ORYSICDKG-2 Cyclin-dependent kinase G-2 OS=Oryza sativa subsp. indica GN=CDKG-2 PE=3 SV=159.30 0.00

TRINITY_DN40949_c0_g1sp|Q39230|SYSC_ARATHAt5g27470Serine--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At5g27470 PE=2 SV=159.30 0.00

TRINITY_DN40962_c0_g1sp|P36183|ENPL_HORVU- Endoplasmin homolog OS=Hordeum vulgare PE=2 SV=159.30 0.00

TRINITY_DN43330_c0_g3sp|Q3B8S0|NH2L1_BOVINSNU13 NHP2-like protein 1 OS=Bos taurus GN=SNU13 PE=2 SV=359.30 0.00

TRINITY_DN43330_c0_g9sp|Q6P8E9|NH2L1_XENTRsnu13 NHP2-like protein 1 OS=Xenopus tropicalis GN=snu13 PE=2 SV=159.30 0.00

TRINITY_DN44093_c0_g1sp|Q9SJ96|RPB6B_ARATHNRPB6B DNA-directed RNA polymerases II and V subunit 6B OS=Arabidopsis thaliana GN=NRPB6B PE=1 SV=159.30 0.00

TRINITY_DN44774_c1_g7sp|P07828|ACT18_DICDIact18 Actin-18 OS=Dictyostelium discoideum GN=act18 PE=3 SV=359.30 0.00

TRINITY_DN47800_c1_g3sp|Q9Y6E0|STK24_HUMANSTK24 Serine/threonine-protein kinase 24 OS=Homo sapiens GN=STK24 PE=1 SV=159.30 0.00

TRINITY_DN52307_c1_g1sp|Q8WUA2|PPIL4_HUMANPPIL4 Peptidyl-prolyl cis-trans isomerase-like 4 OS=Homo sapiens GN=PPIL4 PE=1 SV=159.30 0.00

TRINITY_DN52410_c1_g2sp|Q9HCK8|CHD8_HUMANCHD8 Chromodomain-helicase-DNA-binding protein 8 OS=Homo sapiens GN=CHD8 PE=1 SV=559.30 0.00

TRINITY_DN2964_c0_g1sp|Q54WR9|GLNA3_DICDIglnA3 Type-3 glutamine synthetase OS=Dictyostelium discoideum GN=glnA3 PE=1 SV=159.20 0.00

TRINITY_DN30725_c0_g1sp|Q9I0K9|PUR8_PSEAEpurB Adenylosuccinate lyase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=purB PE=3 SV=159.20 0.00

TRINITY_DN33974_c0_g1sp|Q39433|RB1BV_BETVURAB1BV Ras-related protein RAB1BV OS=Beta vulgaris GN=RAB1BV PE=2 SV=159.20 0.00

TRINITY_DN34230_c0_g1sp|O26635|MSRA_METTHmsrA Peptide methionine sulfoxide reductase MsrA OS=Methanothermobacter thermautotrophicus (strain ATCC 29096 / DSM 1053 / JCM 10044 / NBRC 100330 / Delta H) GN=msrA PE=3 SV=159.20 0.00

TRINITY_DN34539_c2_g11sp|A6VNE0|IF2_ACTSZinfB Translation initiation factor IF-2 OS=Actinobacillus succinogenes (strain ATCC 55618 / 130Z) GN=infB PE=3 SV=159.20 0.00

TRINITY_DN36163_c0_g3sp|Q92994|TF3B_HUMANBRF1 Transcription factor IIIB 90 kDa subunit OS=Homo sapiens GN=BRF1 PE=1 SV=159.20 0.00

TRINITY_DN36460_c1_g9sp|Q9XXV8|MYOK_DICDImyoK Myosin-K heavy chain OS=Dictyostelium discoideum GN=myoK PE=2 SV=159.20 0.00

TRINITY_DN36515_c0_g2sp|B7PXE3|SPAST_IXOSCspas Spastin OS=Ixodes scapularis GN=spas PE=3 SV=159.20 0.00

TRINITY_DN36624_c0_g2sp|F1NTD6|ASCC3_CHICKascc3 Activating signal cointegrator 1 complex subunit 3 OS=Gallus gallus GN=ascc3 PE=3 SV=259.20 0.00

TRINITY_DN37003_c0_g2sp|Q24F59|RL36_TETTSRPL36 60S ribosomal protein L36 OS=Tetrahymena thermophila (strain SB210) GN=RPL36 PE=1 SV=159.20 0.00

TRINITY_DN38329_c0_g2sp|O23240|D2HDH_ARATHD2HGDH D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Arabidopsis thaliana GN=D2HGDH PE=1 SV=359.20 0.00

TRINITY_DN41190_c1_g4sp|Q38772|CDC2A_ANTMACDC2A Cell division control protein 2 homolog A OS=Antirrhinum majus GN=CDC2A PE=2 SV=259.20 0.00

TRINITY_DN41267_c0_g1sp|Q54PP7|LVSF_DICDIlvsF BEACH domain-containing protein lvsF OS=Dictyostelium discoideum GN=lvsF PE=3 SV=159.20 0.00

TRINITY_DN41458_c0_g3sp|P11915|NLTP_RATScp2 Non-specific lipid-transfer protein OS=Rattus norvegicus GN=Scp2 PE=1 SV=359.20 0.00

TRINITY_DN45532_c1_g5sp|A2YVR7|PSA2_ORYSIPAB1 Proteasome subunit alpha type-2 OS=Oryza sativa subsp. indica GN=PAB1 PE=2 SV=259.20 0.00

TRINITY_DN46364_c0_g4sp|P0C1J0|CYP15_RHIO9cyp15 Peptidyl-prolyl cis-trans isomerase cyp15 OS=Rhizopus delemar (strain RA 99-880 / ATCC MYA-4621 / FGSC 9543 / NRRL 43880) GN=cyp15 PE=3 SV=159.20 0.00

TRINITY_DN46787_c0_g1sp|Q9YGP6|SLBP2_XENLAslbp2 Oocyte-specific histone RNA stem-loop-binding protein 2 OS=Xenopus laevis GN=slbp2 PE=2 SV=159.20 0.00

TRINITY_DN48683_c1_g13sp|Q2VYI5|HSLV_MAGSAhslV ATP-dependent protease subunit HslV OS=Magnetospirillum magneticum (strain AMB-1 / ATCC 700264) GN=hslV PE=3 SV=159.20 0.00

TRINITY_DN50279_c0_g2sp|Q550K8|Y7071_DICDIDDB_G0277071Probable serine/threonine-protein kinase DDB_G0277071 OS=Dictyostelium discoideum GN=DDB_G0277071 PE=3 SV=159.20 0.00

TRINITY_DN6089_c0_g1sp|Q9H1A4|APC1_HUMANANAPC1 Anaphase-promoting complex subunit 1 OS=Homo sapiens GN=ANAPC1 PE=1 SV=159.20 0.00

TRINITY_DN19672_c0_g1sp|P23968|VATO_YEASTVMA16 V-type proton ATPase subunit c'' OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VMA16 PE=1 SV=159.10 0.00

TRINITY_DN23011_c0_g1sp|P49104|RAB2B_MAIZERAB2B Ras-related protein Rab-2-B OS=Zea mays GN=RAB2B PE=2 SV=159.10 0.00

TRINITY_DN23324_c0_g1sp|P40393|RIC2_ORYSJRIC2 Ras-related protein RIC2 OS=Oryza sativa subsp. japonica GN=RIC2 PE=2 SV=259.10 0.00

TRINITY_DN27680_c0_g1sp|Q84ND9|POLIB_ARATHPOLIB DNA polymerase I B, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=POLIB PE=2 SV=159.10 0.00

TRINITY_DN30635_c0_g1sp|Q54NW6|OPLA_DICDIoplah 5-oxoprolinase OS=Dictyostelium discoideum GN=oplah PE=3 SV=259.10 0.00

TRINITY_DN31410_c0_g1sp|Q7SYK1|TGT_DANREqtrt1 Queuine tRNA-ribosyltransferase catalytic subunit 1 OS=Danio rerio GN=qtrt1 PE=2 SV=159.10 0.00

TRINITY_DN36807_c1_g3sp|Q6Z1J6|OLA1_ORYSJYchF1 Obg-like ATPase 1 OS=Oryza sativa subsp. japonica GN=YchF1 PE=1 SV=159.10 0.00

TRINITY_DN36957_c0_g5sp|Q55F21|AATM_DICDIaatA Aspartate aminotransferase, mitochondrial OS=Dictyostelium discoideum GN=aatA PE=3 SV=159.10 0.00

TRINITY_DN37129_c0_g5sp|Q86GF7|CRUST_PANBOCys Crustapain OS=Pandalus borealis GN=Cys PE=1 SV=159.10 0.00

TRINITY_DN37737_c0_g6sp|O64894|ACOX2_CUCMAAcx Acyl-coenzyme A oxidase, peroxisomal OS=Cucurbita maxima GN=Acx PE=1 SV=159.10 0.00

TRINITY_DN38006_c0_g4sp|Q0P5L8|KBL_BOVINGCAT 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial OS=Bos taurus GN=GCAT PE=1 SV=159.10 0.00

TRINITY_DN38214_c0_g4sp|P10272|POL_BAEVMpol Pol polyprotein OS=Baboon endogenous virus (strain M7) GN=pol PE=3 SV=159.10 0.00

TRINITY_DN38277_c0_g1sp|Q557D2|G6PD_DICDIg6pd-1 Glucose-6-phosphate 1-dehydrogenase OS=Dictyostelium discoideum GN=g6pd-1 PE=3 SV=159.10 0.00

TRINITY_DN39252_c0_g1sp|Q5ZIP3|DOHH_CHICKDOHH Deoxyhypusine hydroxylase OS=Gallus gallus GN=DOHH PE=2 SV=159.10 0.00

TRINITY_DN39298_c0_g3sp|Q7TMR0|PCP_MOUSEPrcp Lysosomal Pro-X carboxypeptidase OS=Mus musculus GN=Prcp PE=1 SV=259.10 0.00

TRINITY_DN39721_c0_g1sp|Q9BY50|SC11C_HUMANSEC11C Signal peptidase complex catalytic subunit SEC11C OS=Homo sapiens GN=SEC11C PE=1 SV=359.10 0.00

TRINITY_DN39961_c0_g1sp|Q8H136|RH14_ARATHRH14 DEAD-box ATP-dependent RNA helicase 14 OS=Arabidopsis thaliana GN=RH14 PE=1 SV=259.10 0.00

TRINITY_DN40186_c0_g1sp|Q8GWR0|COX11_ARATHCOX11 Cytochrome c oxidase assembly protein COX11, mitochondrial OS=Arabidopsis thaliana GN=COX11 PE=2 SV=159.10 0.00

TRINITY_DN41023_c1_g3sp|Q9C5Y4|SMC21_ARATHSMC2-1 Structural maintenance of chromosomes protein 2-1 OS=Arabidopsis thaliana GN=SMC2-1 PE=2 SV=259.10 0.00

TRINITY_DN41509_c0_g7sp|A2CDE8|RL1_PROM3rplA 50S ribosomal protein L1 OS=Prochlorococcus marinus (strain MIT 9303) GN=rplA PE=3 SV=259.10 0.00

TRINITY_DN41849_c0_g7sp|Q1JQB2|BUB3_BOVINBUB3 Mitotic checkpoint protein BUB3 OS=Bos taurus GN=BUB3 PE=2 SV=159.10 0.00

TRINITY_DN42025_c1_g2sp|Q39982|CRTW_HAEPL- Beta-carotene ketolase OS=Haematococcus pluvialis PE=2 SV=159.10 0.00

TRINITY_DN42665_c1_g5sp|A2XUN8|PCH2_ORYSIOsI_16324Pachytene checkpoint protein 2 homolog OS=Oryza sativa subsp. indica GN=OsI_16324 PE=3 SV=259.10 0.00

TRINITY_DN43578_c0_g4sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=259.10 0.00



TRINITY_DN43754_c1_g1sp|Q9LK34|UKL2_ARATHUKL2 Uridine kinase-like protein 2, chloroplastic OS=Arabidopsis thaliana GN=UKL2 PE=2 SV=159.10 0.00

TRINITY_DN43881_c3_g5sp|Q9C8H1|AB11C_ARATHABCC11 ABC transporter C family member 11 OS=Arabidopsis thaliana GN=ABCC11 PE=2 SV=259.10 0.00

TRINITY_DN44433_c0_g1sp|Q38676|VATA1_ACEAT- V-type proton ATPase catalytic subunit A isoform 1 OS=Acetabularia acetabulum PE=2 SV=159.10 0.00

TRINITY_DN45846_c0_g1sp|Q54QV3|YAKA_DICDIyakA Probable serine/threonine-protein kinase yakA OS=Dictyostelium discoideum GN=yakA PE=1 SV=159.10 0.00

TRINITY_DN46894_c0_g1sp|Q94JV5|NILP2_ARATHNLP2 Nitrilase-like protein 2 OS=Arabidopsis thaliana GN=NLP2 PE=2 SV=159.10 0.00

TRINITY_DN47124_c0_g2sp|Q42539|PIMT1_ARATHPIMT1 Protein-L-isoaspartate O-methyltransferase 1 OS=Arabidopsis thaliana GN=PIMT1 PE=1 SV=359.10 0.00

TRINITY_DN47734_c0_g3sp|P49644|G3PC_CHLREGAPC Glyceraldehyde-3-phosphate dehydrogenase, cytosolic OS=Chlamydomonas reinhardtii GN=GAPC PE=3 SV=159.10 0.00

TRINITY_DN48347_c0_g1sp|Q9M084|SYDC2_ARATHIBI1 Aspartate--tRNA ligase 2, cytoplasmic OS=Arabidopsis thaliana GN=IBI1 PE=1 SV=159.10 0.00

TRINITY_DN48847_c0_g1sp|Q94GF1|ASA1_ORYSJASA1 Anthranilate synthase alpha subunit 1, chloroplastic OS=Oryza sativa subsp. japonica GN=ASA1 PE=1 SV=159.10 0.00

TRINITY_DN48993_c0_g1sp|Q8LI34|MYST1_ORYSJOs07g0626600Putative MYST-like histone acetyltransferase 1 OS=Oryza sativa subsp. japonica GN=Os07g0626600 PE=3 SV=159.10 0.00

TRINITY_DN50250_c0_g2sp|Q5BH88|SPB1_EMENIspb1 AdoMet-dependent rRNA methyltransferase spb1 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=spb1 PE=3 SV=159.10 0.00

TRINITY_DN50806_c0_g2sp|Q9NRR5|UBQL4_HUMANUBQLN4 Ubiquilin-4 OS=Homo sapiens GN=UBQLN4 PE=1 SV=259.10 0.00

TRINITY_DN51146_c1_g1sp|Q6UW60|PCSK4_HUMANPCSK4 Proprotein convertase subtilisin/kexin type 4 OS=Homo sapiens GN=PCSK4 PE=1 SV=259.10 0.00

TRINITY_DN24890_c0_g1sp|Q6CN69|ASF1_KLULAASF1 Histone chaperone ASF1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=ASF1 PE=3 SV=159.00 0.00

TRINITY_DN30481_c0_g2sp|Q54DT1|ABCA9_DICDIabcA9 ABC transporter A family member 9 OS=Dictyostelium discoideum GN=abcA9 PE=3 SV=159.00 0.00

TRINITY_DN34890_c0_g1sp|P36412|RB11A_DICDIrab11A Ras-related protein Rab-11A OS=Dictyostelium discoideum GN=rab11A PE=1 SV=159.00 0.00

TRINITY_DN35330_c0_g4sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=259.00 0.00

TRINITY_DN36282_c0_g1sp|Q61371|IFT88_MOUSEIft88 Intraflagellar transport protein 88 homolog OS=Mus musculus GN=Ift88 PE=1 SV=259.00 0.00

TRINITY_DN36924_c0_g7sp|Q2JUK0|RL31_SYNJArpmE 50S ribosomal protein L31 OS=Synechococcus sp. (strain JA-3-3Ab) GN=rpmE PE=3 SV=159.00 0.00

TRINITY_DN37472_c0_g3sp|P52423|PUR3_VIGUNPUR3 Phosphoribosylglycinamide formyltransferase, chloroplastic OS=Vigna unguiculata GN=PUR3 PE=2 SV=259.00 0.00

TRINITY_DN38431_c0_g3sp|Q54S90|RS11_DICDIrps11 40S ribosomal protein S11 OS=Dictyostelium discoideum GN=rps11 PE=1 SV=159.00 0.00

TRINITY_DN42163_c0_g2sp|Q9ZQX4|VATF_ARATHVHA-F V-type proton ATPase subunit F OS=Arabidopsis thaliana GN=VHA-F PE=2 SV=159.00 0.00

TRINITY_DN42882_c0_g3sp|Q8S2T0|GRIP_ARATHGRIP Protein GRIP OS=Arabidopsis thaliana GN=GRIP PE=1 SV=259.00 0.00

TRINITY_DN43743_c1_g3sp|P14448|FIBA_CHICKFGA Fibrinogen alpha chain OS=Gallus gallus GN=FGA PE=1 SV=459.00 0.00

TRINITY_DN44720_c0_g2sp|P07742|RIR1_MOUSERrm1 Ribonucleoside-diphosphate reductase large subunit OS=Mus musculus GN=Rrm1 PE=1 SV=259.00 0.00

TRINITY_DN45853_c0_g6sp|Q84K47|AB2A_ARATHABCA2 ABC transporter A family member 2 OS=Arabidopsis thaliana GN=ABCA2 PE=2 SV=159.00 0.00

TRINITY_DN46088_c0_g2sp|Q9NPD3|EXOS4_HUMANEXOSC4 Exosome complex component RRP41 OS=Homo sapiens GN=EXOSC4 PE=1 SV=359.00 0.00

TRINITY_DN46695_c0_g3sp|Q54UH8|SERA_DICDIserA D-3-phosphoglycerate dehydrogenase OS=Dictyostelium discoideum GN=serA PE=1 SV=159.00 0.00

TRINITY_DN50138_c0_g1sp|P93257|MTDH_MESCRELI3 Probable mannitol dehydrogenase OS=Mesembryanthemum crystallinum GN=ELI3 PE=2 SV=159.00 0.00

TRINITY_DN50287_c0_g1sp|Q99707|METH_HUMANMTR Methionine synthase OS=Homo sapiens GN=MTR PE=1 SV=259.00 0.00

TRINITY_DN50930_c0_g3sp|Q8KA87|CLPB2_CHLTEclpB2 Probable chaperone protein ClpB 2 OS=Chlorobium tepidum (strain ATCC 49652 / DSM 12025 / NBRC 103806 / TLS) GN=clpB2 PE=3 SV=159.00 0.00

TRINITY_DN17339_c0_g1sp|O74413|AROC_SCHPOSPCC1223.14Chorismate synthase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1223.14 PE=3 SV=258.90 0.00

TRINITY_DN19485_c0_g2sp|Q56Y11|DDPS2_ARATHAt5g58770Dehydrodolichyl diphosphate synthase 2 OS=Arabidopsis thaliana GN=At5g58770 PE=2 SV=258.90 0.00

TRINITY_DN26652_c0_g1sp|Q08DF4|DYN1_BOVINDNM1 Dynamin-1 OS=Bos taurus GN=DNM1 PE=2 SV=158.90 0.00

TRINITY_DN28359_c0_g1sp|P02362|RS7_XENLArps7 40S ribosomal protein S7 OS=Xenopus laevis GN=rps7 PE=2 SV=258.90 0.00

TRINITY_DN30492_c0_g1sp|Q54UC9|KIF3_DICDIkif3 Kinesin-related protein 3 OS=Dictyostelium discoideum GN=kif3 PE=1 SV=158.90 0.00

TRINITY_DN31883_c0_g1sp|Q84K47|AB2A_ARATHABCA2 ABC transporter A family member 2 OS=Arabidopsis thaliana GN=ABCA2 PE=2 SV=158.90 0.00

TRINITY_DN35817_c1_g1sp|Q9FNC9|TOM92_ARATHTOM9-2 Mitochondrial import receptor subunit TOM9-2 OS=Arabidopsis thaliana GN=TOM9-2 PE=1 SV=358.90 0.00

TRINITY_DN36857_c0_g1sp|P10243|MYBA_HUMANMYBL1 Myb-related protein A OS=Homo sapiens GN=MYBL1 PE=1 SV=258.90 0.00

TRINITY_DN37246_c1_g5sp|Q75H77|SAPKA_ORYSJSAPK10 Serine/threonine-protein kinase SAPK10 OS=Oryza sativa subsp. japonica GN=SAPK10 PE=2 SV=158.90 0.00

TRINITY_DN39567_c0_g2sp|P32604|F26_YEASTFBP26 Fructose-2,6-bisphosphatase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FBP26 PE=1 SV=258.90 0.00

TRINITY_DN39581_c0_g7sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=158.90 0.00

TRINITY_DN40462_c0_g2sp|Q5B020|CWC15_EMENIcwc15 Pre-mRNA-splicing factor cwc15 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=cwc15 PE=3 SV=158.90 0.00

TRINITY_DN41250_c0_g2sp|Q9LXD1|RLF_ARATHRLF Cytochrome b5 domain-containing protein RLF OS=Arabidopsis thaliana GN=RLF PE=2 SV=158.90 0.00

TRINITY_DN41320_c0_g1sp|Q9FLE4|GUF1_ARATHAt5g39900Translation factor GUF1 homolog, mitochondrial OS=Arabidopsis thaliana GN=At5g39900 PE=2 SV=158.90 0.00

TRINITY_DN41473_c0_g1sp|Q9LM92|SMD3B_ARATHSMD3B Small nuclear ribonucleoprotein SmD3b OS=Arabidopsis thaliana GN=SMD3B PE=2 SV=158.90 0.00

TRINITY_DN43072_c1_g1sp|Q9S775|PKL_ARATHPKL CHD3-type chromatin-remodeling factor PICKLE OS=Arabidopsis thaliana GN=PKL PE=1 SV=158.90 0.00

TRINITY_DN46160_c0_g10sp|Q3V1D3|AMPD1_MOUSEAmpd1 AMP deaminase 1 OS=Mus musculus GN=Ampd1 PE=1 SV=258.90 0.00

TRINITY_DN47165_c0_g2sp|Q93130|ACTM_BRABE- Actin, muscle OS=Branchiostoma belcheri PE=2 SV=158.90 0.00

TRINITY_DN47548_c1_g1sp|P46279|RPB7_SOYBN- DNA-directed RNA polymerase II subunit RPB7 OS=Glycine max PE=2 SV=158.90 0.00

TRINITY_DN47916_c0_g1sp|Q9UKZ1|CNO11_HUMANCNOT11 CCR4-NOT transcription complex subunit 11 OS=Homo sapiens GN=CNOT11 PE=1 SV=158.90 0.00

TRINITY_DN48039_c0_g6sp|P07871|THIKB_RATAcaa1b 3-ketoacyl-CoA thiolase B, peroxisomal OS=Rattus norvegicus GN=Acaa1b PE=1 SV=258.90 0.00

TRINITY_DN48757_c0_g3sp|O65272|KEA2_ARATHKEA2 K(+) efflux antiporter 2, chloroplastic OS=Arabidopsis thaliana GN=KEA2 PE=1 SV=258.90 0.00

TRINITY_DN48785_c0_g1sp|Q55D16|KIN17_DICDIDDB_G0269816KIN17-like protein OS=Dictyostelium discoideum GN=DDB_G0269816 PE=3 SV=158.90 0.00

TRINITY_DN49193_c0_g4sp|Q9LZM3|PPCS2_ARATHPPCS2 Phosphopantothenate--cysteine ligase 2 OS=Arabidopsis thaliana GN=PPCS2 PE=2 SV=258.90 0.00

TRINITY_DN49608_c0_g4sp|Q69RJ0|GLTB_ORYSJGLU Ferredoxin-dependent glutamate synthase, chloroplastic OS=Oryza sativa subsp. japonica GN=GLU PE=2 SV=258.90 0



TRINITY_DN50800_c0_g3sp|Q9SF16|TCPH_ARATHCCT7 T-complex protein 1 subunit eta OS=Arabidopsis thaliana GN=CCT7 PE=1 SV=158.90 0.00

TRINITY_DN50856_c0_g1sp|Q9SMV6|XPO1A_ARATHXPO1 Protein EXPORTIN 1A OS=Arabidopsis thaliana GN=XPO1 PE=1 SV=158.90 0

TRINITY_DN51057_c0_g3sp|O82392|THIC_ARATHTHIC Phosphomethylpyrimidine synthase, chloroplastic OS=Arabidopsis thaliana GN=THIC PE=1 SV=158.90 0.00

TRINITY_DN11063_c0_g1sp|Q9BY50|SC11C_HUMANSEC11C Signal peptidase complex catalytic subunit SEC11C OS=Homo sapiens GN=SEC11C PE=1 SV=358.80 0.00

TRINITY_DN18709_c0_g1sp|Q4P235|TBB_USTMAUMAG_05828Tubulin beta chain OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_05828 PE=3 SV=158.80 0.00

TRINITY_DN28283_c0_g1sp|Q9Z321|TOP3B_MOUSETop3b DNA topoisomerase 3-beta-1 OS=Mus musculus GN=Top3b PE=1 SV=158.80 0.00

TRINITY_DN29272_c0_g1sp|Q96RK4|BBS4_HUMANBBS4 Bardet-Biedl syndrome 4 protein OS=Homo sapiens GN=BBS4 PE=1 SV=258.80 0.00

TRINITY_DN30976_c0_g1sp|B6IPU4|GATB_RHOCSgatB Aspartyl/glutamyl-tRNA(Asn/Gln) amidotransferase subunit B OS=Rhodospirillum centenum (strain ATCC 51521 / SW) GN=gatB PE=3 SV=158.80 0.00

TRINITY_DN31653_c0_g2sp|O94267|SPT16_SCHPOspt16 FACT complex subunit spt16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=spt16 PE=1 SV=158.80 0.00

TRINITY_DN33049_c0_g2sp|P49210|RL9_ORYSJRPL9 60S ribosomal protein L9 OS=Oryza sativa subsp. japonica GN=RPL9 PE=2 SV=358.80 0.00

TRINITY_DN33688_c0_g1sp|Q8WVK2|SNR27_HUMANSNRNP27 U4/U6.U5 small nuclear ribonucleoprotein 27 kDa protein OS=Homo sapiens GN=SNRNP27 PE=1 SV=158.80 0.00

TRINITY_DN3421_c0_g1sp|P41189|RL7_LIBAFrplL 50S ribosomal protein L7/L12 OS=Liberibacter africanus GN=rplL PE=3 SV=158.80 0.00

TRINITY_DN35187_c0_g1sp|Q86KC1|LYSG2_DICDIDDB_G0274181Probable GH family 25 lysozyme 2 OS=Dictyostelium discoideum GN=DDB_G0274181 PE=3 SV=158.80 0.00

TRINITY_DN35274_c0_g1sp|P47815|IF1A_WHEAT- Eukaryotic translation initiation factor 1A OS=Triticum aestivum PE=1 SV=258.80 0.00

TRINITY_DN35345_c0_g1sp|P49967|SR543_ARATHSRP-54C Signal recognition particle 54 kDa protein 3 OS=Arabidopsis thaliana GN=SRP-54C PE=2 SV=258.80 0.00

TRINITY_DN37006_c0_g4sp|Q8RXE9|SYWM_ARATHOVA4 Tryptophan--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OVA4 PE=1 SV=158.80 0.00

TRINITY_DN39283_c0_g8sp|Q9P225|DYH2_HUMANDNAH2 Dynein heavy chain 2, axonemal OS=Homo sapiens GN=DNAH2 PE=2 SV=358.80 0.00

TRINITY_DN39700_c0_g3sp|Q55D54|MSMOB_DICDIDDB_G0269788Putative methylsterol monooxygenase DDB_G0269788 OS=Dictyostelium discoideum GN=DDB_G0269788 PE=3 SV=158.80 0.00

TRINITY_DN41171_c0_g6sp|A4IF62|RPC1_BOVINPOLR3A DNA-directed RNA polymerase III subunit RPC1 OS=Bos taurus GN=POLR3A PE=2 SV=158.80 0.00

TRINITY_DN41291_c0_g1sp|Q55GH4|GYS_DICDIglcS Glycogen [starch] synthase OS=Dictyostelium discoideum GN=glcS PE=3 SV=158.80 0.00

TRINITY_DN41661_c0_g5sp|Q05935|MYBA_XENLAmybl1 Myb-related protein A OS=Xenopus laevis GN=mybl1 PE=2 SV=158.80 0.00

TRINITY_DN41712_c0_g2sp|O14981|BTAF1_HUMANBTAF1 TATA-binding protein-associated factor 172 OS=Homo sapiens GN=BTAF1 PE=1 SV=258.80 0.00

TRINITY_DN42497_c0_g6sp|Q54MB4|ASNS_DICDIasns Probable asparagine synthetase [glutamine-hydrolyzing] OS=Dictyostelium discoideum GN=asns PE=1 SV=158.80 0.00

TRINITY_DN44154_c0_g3sp|Q55GU1|OSGEP_DICDIosgep Probable tRNA N6-adenosine threonylcarbamoyltransferase OS=Dictyostelium discoideum GN=osgep PE=3 SV=158.80 0.00

TRINITY_DN45241_c0_g2sp|Q21CI1|DNAJ_RHOPBdnaJ Chaperone protein DnaJ OS=Rhodopseudomonas palustris (strain BisB18) GN=dnaJ PE=3 SV=158.80 0.00

TRINITY_DN45834_c1_g1sp|Q8H0W1|PLSP1_ARATHPLSP1 Chloroplast processing peptidase OS=Arabidopsis thaliana GN=PLSP1 PE=2 SV=258.80 0.00

TRINITY_DN47914_c0_g3sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=158.80 0.00

TRINITY_DN48186_c1_g4sp|Q8RHK0|LON_FUSNNlon Lon protease OS=Fusobacterium nucleatum subsp. nucleatum (strain ATCC 25586 / CIP 101130 / JCM 8532 / LMG 13131) GN=lon PE=3 SV=158.80 0.00

TRINITY_DN48343_c1_g1sp|Q9M1H3|AB4F_ARATHABCF4 ABC transporter F family member 4 OS=Arabidopsis thaliana GN=ABCF4 PE=2 SV=158.80 0.00

TRINITY_DN49242_c0_g1sp|Q8VXX4|RFC3_ARATHRFC3 Replication factor C subunit 3 OS=Arabidopsis thaliana GN=RFC3 PE=2 SV=158.80 0.00

TRINITY_DN50169_c0_g3sp|Q9ZTS1|SYM_ORYSJOs06g0508700Probable methionine--tRNA ligase OS=Oryza sativa subsp. japonica GN=Os06g0508700 PE=2 SV=258.80 0.00

TRINITY_DN51735_c0_g1sp|O23166|TR164_ARATHHCF164 Thioredoxin-like protein HCF164, chloroplastic OS=Arabidopsis thaliana GN=HCF164 PE=1 SV=258.80 0.00

TRINITY_DN51742_c1_g1sp|P21528|MDHP_PEA- Malate dehydrogenase [NADP], chloroplastic OS=Pisum sativum PE=1 SV=258.80 0.00

TRINITY_DN51794_c1_g1sp|Q31K58|EFTS_SYNE7tsf Elongation factor Ts OS=Synechococcus elongatus (strain PCC 7942) GN=tsf PE=3 SV=158.80 0.00

TRINITY_DN52250_c0_g1sp|O15305|PMM2_HUMANPMM2 Phosphomannomutase 2 OS=Homo sapiens GN=PMM2 PE=1 SV=158.80 0.00

TRINITY_DN23945_c0_g1sp|P01030|CO4_BOVINC4 Complement C4 (Fragments) OS=Bos taurus GN=C4 PE=1 SV=258.70 0.00

TRINITY_DN24358_c0_g1sp|Q55AN8|Y1806_DICDIDDB_G0271806PH and Rap-GAP domain-containing protein DDB_G0271806 OS=Dictyostelium discoideum GN=DDB_G0271806 PE=3 SV=158.70 0.00

TRINITY_DN31423_c0_g2sp|P54673|PI3K1_DICDIpikA Phosphatidylinositol 3-kinase 1 OS=Dictyostelium discoideum GN=pikA PE=2 SV=258.70 0.00

TRINITY_DN31455_c0_g1sp|P39976|DLD3_YEASTDLD3 D-lactate dehydrogenase [cytochrome] 3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DLD3 PE=1 SV=158.70 0.00

TRINITY_DN31455_c0_g3sp|A1L258|D2HDH_DANREd2hgdh D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Danio rerio GN=d2hgdh PE=2 SV=158.70 0.00

TRINITY_DN33498_c0_g1sp|Q6FL84|ASF1_CANGAASF1 Histone chaperone ASF1 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=ASF1 PE=3 SV=158.70 0.00

TRINITY_DN35103_c1_g10sp|Q9BMX5|RS6_APLCARPS6 40S ribosomal protein S6 OS=Aplysia californica GN=RPS6 PE=2 SV=158.70 0.00

TRINITY_DN37628_c0_g2sp|Q6ZI17|OML2_ORYSJML2 Protein MEI2-like 2 OS=Oryza sativa subsp. japonica GN=ML2 PE=2 SV=158.70 0.00

TRINITY_DN38696_c0_g4sp|P0CN01|CWC26_CRYNBCWC26 Pre-mRNA-splicing factor CWC26 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=CWC26 PE=3 SV=158.70 0.00

TRINITY_DN38821_c0_g7sp|Q3BAI2|YCX91_PHAAO- Uncharacterized protein ORF91 OS=Phalaenopsis aphrodite subsp. formosana PE=4 SV=158.70 0.00

TRINITY_DN39160_c0_g5sp|Q41420|CALM3_SOLTUPCM3 Putative calmodulin-3 (Fragment) OS=Solanum tuberosum GN=PCM3 PE=5 SV=158.70 0.00

TRINITY_DN41439_c0_g3sp|P20054|PYR1_DICDIpyr1-3 Protein PYR1-3 OS=Dictyostelium discoideum GN=pyr1-3 PE=1 SV=358.70 0.00

TRINITY_DN44672_c0_g3sp|Q60BX0|GLO2_METCAgloB Hydroxyacylglutathione hydrolase OS=Methylococcus capsulatus (strain ATCC 33009 / NCIMB 11132 / Bath) GN=gloB PE=3 SV=158.70 0.00

TRINITY_DN45275_c0_g2sp|P26505|HEM1_RHIRDhemA 5-aminolevulinate synthase OS=Rhizobium radiobacter GN=hemA PE=3 SV=158.70 0.00

TRINITY_DN45484_c1_g5sp|Q8LFC0|IDH1_ARATHIDH1 Isocitrate dehydrogenase [NAD] regulatory subunit 1, mitochondrial OS=Arabidopsis thaliana GN=IDH1 PE=1 SV=258.70 0.00

TRINITY_DN45962_c0_g2sp|Q8LGU6|CD27B_ARATHCDC27B Cell division cycle protein 27 homolog B OS=Arabidopsis thaliana GN=CDC27B PE=1 SV=158.70 0.00

TRINITY_DN45998_c1_g1sp|F4IRW0|ATG1C_ARATHATG1C Serine/threonine-protein kinase ATG1c OS=Arabidopsis thaliana GN=ATG1C PE=2 SV=158.70 0.00

TRINITY_DN46197_c0_g5sp|Q6GPB8|DBR1A_XENLAdbr1-a Lariat debranching enzyme A OS=Xenopus laevis GN=dbr1-a PE=2 SV=158.70 0.00

TRINITY_DN46358_c1_g1sp|Q8RXV3|P2C59_ARATHWIN2 Probable protein phosphatase 2C 59 OS=Arabidopsis thaliana GN=WIN2 PE=1 SV=158.70 0.00

TRINITY_DN47214_c1_g1sp|Q8H8T0|RGP1_ORYSJUAM1 UDP-arabinopyranose mutase 1 OS=Oryza sativa subsp. japonica GN=UAM1 PE=1 SV=158.70 0.00

TRINITY_DN48183_c0_g2sp|P20507|CAH1_CHLRECAH1 Carbonic anhydrase 1 OS=Chlamydomonas reinhardtii GN=CAH1 PE=1 SV=158.70 0.00



TRINITY_DN48453_c0_g3sp|Q9C7S7|ERO1_ARATHAERO1 Endoplasmic reticulum oxidoreductin-1 OS=Arabidopsis thaliana GN=AERO1 PE=1 SV=158.70 0.00

TRINITY_DN49223_c0_g2sp|Q9M8Z5|NSN1_ARATHNSN1 Guanine nucleotide-binding protein-like NSN1 OS=Arabidopsis thaliana GN=NSN1 PE=1 SV=158.70 0.00

TRINITY_DN50757_c0_g2sp|Q54ID4|LZIC_DICDIlzic Protein LZIC OS=Dictyostelium discoideum GN=lzic PE=2 SV=158.70 0.00

TRINITY_DN11839_c0_g1sp|Q6P6G7|RLP24_RATRsl24d1 Probable ribosome biogenesis protein RLP24 OS=Rattus norvegicus GN=Rsl24d1 PE=2 SV=158.60 0.00

TRINITY_DN26539_c0_g1sp|P34712|PGP1_CAEELpgp-1 Multidrug resistance protein pgp-1 OS=Caenorhabditis elegans GN=pgp-1 PE=1 SV=258.60 0.00

TRINITY_DN28483_c0_g1sp|Q96DI7|SNR40_HUMANSNRNP40 U5 small nuclear ribonucleoprotein 40 kDa protein OS=Homo sapiens GN=SNRNP40 PE=1 SV=158.60 0.00

TRINITY_DN35568_c0_g1sp|A0AT30|NLTP3_LENCU- Non-specific lipid-transfer protein 3 OS=Lens culinaris PE=3 SV=158.60 0.00

TRINITY_DN36538_c2_g4sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=258.60 0.00

TRINITY_DN37517_c0_g9sp|O94225|HOSM_PENRWlys1 Homocitrate synthase, mitochondrial OS=Penicillium rubens (strain ATCC 28089 / DSM 1075 / NRRL 1951 / Wisconsin 54-1255) GN=lys1 PE=1 SV=158.60 0.00

TRINITY_DN38551_c0_g4sp|Q1IQ55|RS15_KORVErpsO 30S ribosomal protein S15 OS=Koribacter versatilis (strain Ellin345) GN=rpsO PE=3 SV=158.60 0.00

TRINITY_DN40445_c0_g6sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=258.60 0.00

TRINITY_DN40740_c1_g3sp|Q15029|U5S1_HUMANEFTUD2 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=158.60 0

TRINITY_DN43797_c0_g1sp|P08574|CY1_HUMANCYC1 Cytochrome c1, heme protein, mitochondrial OS=Homo sapiens GN=CYC1 PE=1 SV=358.60 0.00

TRINITY_DN44239_c1_g2sp|Q9VB74|NKAP_DROMECG6066 NKAP family protein CG6066 OS=Drosophila melanogaster GN=CG6066 PE=1 SV=158.60 0.00

TRINITY_DN44331_c0_g14sp|O53554|ILVX_MYCTUilvX Putative acetolactate synthase large subunit IlvX OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=ilvX PE=1 SV=158.60 0.00

TRINITY_DN45989_c1_g2sp|Q54Y55|SHKC_DICDIshkC Dual specificity protein kinase shkC OS=Dictyostelium discoideum GN=shkC PE=3 SV=158.60 0.00

TRINITY_DN46112_c0_g1sp|O82179|GCSH2_ARATHGDH2 Glycine cleavage system H protein 2, mitochondrial OS=Arabidopsis thaliana GN=GDH2 PE=2 SV=158.60 0.00

TRINITY_DN47656_c0_g1sp|Q8VZR0|RIBF2_ARATHRIBF2 FAD synthetase 2, chloroplastic OS=Arabidopsis thaliana GN=RIBF2 PE=1 SV=158.60 0.00

TRINITY_DN47792_c1_g2sp|Q86Z98|KINH_GIBMOKLP1 Kinesin heavy chain OS=Gibberella moniliformis GN=KLP1 PE=3 SV=158.60 0.00

TRINITY_DN48291_c2_g1sp|Q07536|MMSA_BOVINALDH6A1 Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Bos taurus GN=ALDH6A1 PE=1 SV=158.60 0.00

TRINITY_DN49321_c0_g1sp|O22446|HDA19_ARATHHDA19 Histone deacetylase 19 OS=Arabidopsis thaliana GN=HDA19 PE=1 SV=258.60 0.00

TRINITY_DN51969_c2_g5sp|Q9SIK2|RS252_ARATHRPS25B 40S ribosomal protein S25-2 OS=Arabidopsis thaliana GN=RPS25B PE=2 SV=158.60 0.00

TRINITY_DN52421_c1_g2sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=258.60 0.00

TRINITY_DN12761_c0_g1sp|P20115|CISY4_ARATHCSY4 Citrate synthase 4, mitochondrial OS=Arabidopsis thaliana GN=CSY4 PE=1 SV=358.50 0.00

TRINITY_DN16412_c0_g2sp|Q8LPK0|AB8A_ARATHABCA8 ABC transporter A family member 8 OS=Arabidopsis thaliana GN=ABCA8 PE=2 SV=358.50 0.00

TRINITY_DN26160_c0_g2sp|Q9VR59|VIP1_DROMEl(1)G0196Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase OS=Drosophila melanogaster GN=l(1)G0196 PE=1 SV=258.50 0.00

TRINITY_DN29658_c0_g2sp|Q6PFY9|CC14B_MOUSECdc14b Dual specificity protein phosphatase CDC14B OS=Mus musculus GN=Cdc14b PE=2 SV=158.50 0.00

TRINITY_DN31388_c0_g1sp|Q7NBW0|DNAJ_MYCGAdnaJ Chaperone protein DnaJ OS=Mycoplasma gallisepticum (strain R(low / passage 15 / clone 2)) GN=dnaJ PE=3 SV=258.50 0.00

TRINITY_DN32260_c0_g1sp|A2YMC5|H2A1_ORYSIOsI_26380Probable histone H2A.1 OS=Oryza sativa subsp. indica GN=OsI_26380 PE=3 SV=258.50 0.00

TRINITY_DN34492_c0_g1sp|Q54PY7|M2OM_DICDIucpC Probable mitochondrial 2-oxoglutarate/malate carrier protein OS=Dictyostelium discoideum GN=ucpC PE=3 SV=158.50 0.00

TRINITY_DN35888_c0_g4sp|Q7ZV68|VPS29_DANREvps29 Vacuolar protein sorting-associated protein 29 OS=Danio rerio GN=vps29 PE=2 SV=158.50 0.00

TRINITY_DN36046_c0_g1sp|Q8TDG4|HELQ_HUMANHELQ Helicase POLQ-like OS=Homo sapiens GN=HELQ PE=1 SV=258.50 0.00

TRINITY_DN36730_c0_g1sp|Q9VPT8|CPSF4_DROMEClp Cleavage and polyadenylation specificity factor subunit 4 OS=Drosophila melanogaster GN=Clp PE=1 SV=158.50 0.00

TRINITY_DN37257_c0_g1sp|P20794|MAK_HUMANMAK Serine/threonine-protein kinase MAK OS=Homo sapiens GN=MAK PE=1 SV=258.50 0.00

TRINITY_DN39838_c1_g4sp|P52551|MYBB_XENLAmybl2 Myb-related protein B OS=Xenopus laevis GN=mybl2 PE=2 SV=258.50 0.00

TRINITY_DN40582_c1_g7sp|Q94C53|DDRGK_ARATHAt4g27120DDRGK domain-containing protein 1 OS=Arabidopsis thaliana GN=At4g27120 PE=2 SV=158.50 0.00

TRINITY_DN41362_c0_g4sp|Q869L3|MDN1_DICDImdn1 Midasin OS=Dictyostelium discoideum GN=mdn1 PE=3 SV=258.50 0.00

TRINITY_DN41460_c0_g1sp|O49292|PPD4_ARATHPPD4 PsbP domain-containing protein 4, chloroplastic OS=Arabidopsis thaliana GN=PPD4 PE=1 SV=258.50 0.00

TRINITY_DN42068_c0_g1sp|H9BW96|RAB7_EPICOrab7 Ras-related protein rab7 OS=Epinephelus coioides GN=rab7 PE=1 SV=158.50 0.00

TRINITY_DN42159_c0_g1sp|B0KK26|CBPA_PSEPGcbpA Curved DNA-binding protein OS=Pseudomonas putida (strain GB-1) GN=cbpA PE=3 SV=158.50 0.00

TRINITY_DN43316_c0_g3sp|A4SM33|F16PA_AERS4fbp Fructose-1,6-bisphosphatase class 1 OS=Aeromonas salmonicida (strain A449) GN=fbp PE=3 SV=158.50 0.00

TRINITY_DN43712_c0_g3sp|Q9SHL7|RP44A_ARATHRRP44A Exosome complex exonuclease RRP44 homolog A OS=Arabidopsis thaliana GN=RRP44A PE=2 SV=258.50 0.00

TRINITY_DN44355_c1_g3sp|Q08759|MYB_XENLAmyb Transcriptional activator Myb OS=Xenopus laevis GN=myb PE=2 SV=158.50 0.00

TRINITY_DN44751_c0_g1sp|Q9ZR72|AB1B_ARATHABCB1 ABC transporter B family member 1 OS=Arabidopsis thaliana GN=ABCB1 PE=1 SV=158.50 0.00

TRINITY_DN47373_c0_g3sp|Q6K6K7|UBA5_ORYSJOs02g0506500Ubiquitin-like modifier-activating enzyme 5 OS=Oryza sativa subsp. japonica GN=Os02g0506500 PE=2 SV=158.50 0.00

TRINITY_DN47724_c1_g3sp|Q56A55|ABCB8_DANREabcb8 ATP-binding cassette sub-family B member 8, mitochondrial OS=Danio rerio GN=abcb8 PE=2 SV=158.50 0.00

TRINITY_DN48027_c0_g1sp|E8XYF5|TATD_RAHSYtatD 3'-5' ssDNA/RNA exonuclease TatD OS=Rahnella sp. (strain Y9602) GN=tatD PE=3 SV=158.50 0.00

TRINITY_DN50363_c0_g6sp|B2SAY0|RLME_BRUA1rlmE Ribosomal RNA large subunit methyltransferase E OS=Brucella abortus (strain S19) GN=rlmE PE=3 SV=158.50 0.00

TRINITY_DN50415_c0_g12sp|P92981|APR2_ARATHAPR2 5'-adenylylsulfate reductase 2, chloroplastic OS=Arabidopsis thaliana GN=APR2 PE=1 SV=258.50 0.00

TRINITY_DN51768_c1_g3sp|Q9STL8|UFSP_ARATHAt3g48380Probable Ufm1-specific protease OS=Arabidopsis thaliana GN=At3g48380 PE=1 SV=258.50 0.00

TRINITY_DN52196_c1_g2sp|O80543|Y1280_ARATHAt1g22800Putative methyltransferase At1g22800 OS=Arabidopsis thaliana GN=At1g22800 PE=2 SV=258.50 0.00

TRINITY_DN688_c0_g1sp|Q59LN9|CENPA_CANALCSE4 Histone H3-like centromeric protein CSE4 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=CSE4 PE=3 SV=158.50 0.00

TRINITY_DN25462_c0_g1sp|P61285|DYL1_BOVINDYNLL1 Dynein light chain 1, cytoplasmic OS=Bos taurus GN=DYNLL1 PE=1 SV=158.40 0.00

TRINITY_DN31875_c0_g2sp|P49105|G6PI_MAIZEPHI1 Glucose-6-phosphate isomerase, cytosolic OS=Zea mays GN=PHI1 PE=2 SV=158.40 0.00

TRINITY_DN34696_c1_g4sp|Q9C9C5|RL63_ARATHRPL6C 60S ribosomal protein L6-3 OS=Arabidopsis thaliana GN=RPL6C PE=2 SV=158.40 0.00

TRINITY_DN34838_c0_g1sp|Q4U4S6|XIRP2_MOUSEXirp2 Xin actin-binding repeat-containing protein 2 OS=Mus musculus GN=Xirp2 PE=1 SV=158.40 0.00



TRINITY_DN38965_c0_g5sp|Q9SKQ0|CP19B_ARATHCYP19-2 Peptidyl-prolyl cis-trans isomerase CYP19-2 OS=Arabidopsis thaliana GN=CYP19-2 PE=1 SV=158.40 0.00

TRINITY_DN42385_c0_g3sp|Q92830|KAT2A_HUMANKAT2A Histone acetyltransferase KAT2A OS=Homo sapiens GN=KAT2A PE=1 SV=358.40 0.00

TRINITY_DN42771_c0_g6sp|A0CXT3|FEN11_PARTEFEN1-1 Flap endonuclease 1-1 OS=Paramecium tetraurelia GN=FEN1-1 PE=3 SV=158.40 0.00

TRINITY_DN43796_c1_g2sp|Q4G2J4|DER21_MAIZEDER2.1 Derlin-2.1 OS=Zea mays GN=DER2.1 PE=2 SV=258.40 0.00

TRINITY_DN44609_c0_g3sp|F4JL11|IMPA2_ARATHIMPA2 Importin subunit alpha-2 OS=Arabidopsis thaliana GN=IMPA2 PE=1 SV=158.40 0.00

TRINITY_DN46820_c0_g4sp|Q9P3X9|PPID_NEUCRcyp41 41 kDa peptidyl-prolyl cis-trans isomerase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cyp41 PE=1 SV=158.40 0.00

TRINITY_DN46828_c0_g5sp|Q54CS8|PEX6_DICDIpex6 Peroxisomal biogenesis factor 6 OS=Dictyostelium discoideum GN=pex6 PE=3 SV=158.40 0.00

TRINITY_DN47723_c1_g7sp|Q9XHS0|RS12_HORVURPS12 40S ribosomal protein S12 OS=Hordeum vulgare GN=RPS12 PE=2 SV=158.40 0.00

TRINITY_DN48583_c0_g3sp|O94083|IF5A_CANALANB1 Eukaryotic translation initiation factor 5A OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=ANB1 PE=3 SV=158.40 0.00

TRINITY_DN49900_c0_g1sp|P34114|PHS2_DICDIglpD Glycogen phosphorylase 2 OS=Dictyostelium discoideum GN=glpD PE=1 SV=258.40 0.00

TRINITY_DN50521_c0_g3sp|Q56X52|AOX4_ARATHAOX4 Ubiquinol oxidase 4, chloroplastic/chromoplastic OS=Arabidopsis thaliana GN=AOX4 PE=1 SV=258.40 0.00

TRINITY_DN50697_c3_g1sp|Q9FF66|UBC22_ARATHUBC22 Ubiquitin-conjugating enzyme E2 22 OS=Arabidopsis thaliana GN=UBC22 PE=1 SV=158.40 0.00

TRINITY_DN51398_c2_g7sp|Q9FIC3|BOLA2_ARATHBOLA2 Protein BOLA2 OS=Arabidopsis thaliana GN=BOLA2 PE=1 SV=158.40 0.00

TRINITY_DN51539_c0_g1sp|Q9SKQ0|CP19B_ARATHCYP19-2 Peptidyl-prolyl cis-trans isomerase CYP19-2 OS=Arabidopsis thaliana GN=CYP19-2 PE=1 SV=158.40 0.00

TRINITY_DN12437_c0_g1sp|P11426|ACT_ENTHI- Actin OS=Entamoeba histolytica PE=2 SV=158.30 0.00

TRINITY_DN1532_c0_g1sp|Q8VXZ7|AGAL3_ARATHAGAL3 Alpha-galactosidase 3 OS=Arabidopsis thaliana GN=AGAL3 PE=1 SV=158.30 0.00

TRINITY_DN15684_c0_g2sp|O65731|RS5_CICARRPS5 40S ribosomal protein S5 (Fragment) OS=Cicer arietinum GN=RPS5 PE=2 SV=158.30 0.00

TRINITY_DN2962_c0_g1sp|Q9LZP9|CP122_ARATHCP12-2 Calvin cycle protein CP12-2, chloroplastic OS=Arabidopsis thaliana GN=CP12-2 PE=1 SV=158.30 0.00

TRINITY_DN32346_c0_g1sp|B4EUI8|RBN_PROMHrbn Ribonuclease BN OS=Proteus mirabilis (strain HI4320) GN=rbn PE=3 SV=158.30 0.00

TRINITY_DN32724_c0_g1sp|Q28CZ9|NB5R4_XENTRcyb5r4 Cytochrome b5 reductase 4 OS=Xenopus tropicalis GN=cyb5r4 PE=2 SV=158.30 0.00

TRINITY_DN34081_c0_g2sp|Q803S3|MEMO1_DANREmemo1 Protein MEMO1 OS=Danio rerio GN=memo1 PE=2 SV=158.30 0.00

TRINITY_DN34326_c0_g1sp|A3LP13|RPIA_PICSTRKI1 Ribose-5-phosphate isomerase OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=RKI1 PE=3 SV=158.30 0.00

TRINITY_DN35180_c1_g8sp|Q9DAK2|PACRG_MOUSEPacrg Parkin coregulated gene protein homolog OS=Mus musculus GN=Pacrg PE=1 SV=158.30 0.00

TRINITY_DN35193_c0_g3sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=158.30 0.00

TRINITY_DN35314_c0_g1sp|Q54QR3|RB32A_DICDIrab32A Ras-related protein Rab-32A OS=Dictyostelium discoideum GN=rab32A PE=1 SV=158.30 0.00

TRINITY_DN36163_c0_g9sp|Q86KI1|AP2A2_DICDIap2a1-1 AP-2 complex subunit alpha-2 OS=Dictyostelium discoideum GN=ap2a1-1 PE=3 SV=158.30 0.00

TRINITY_DN36225_c1_g7sp|Q8T2H0|FAM49_DICDIfam49 Protein FAM49 homolog OS=Dictyostelium discoideum GN=fam49 PE=3 SV=258.30 0.00

TRINITY_DN36836_c0_g1sp|Q9SJ56|BLH1_ARATHBLH1 BEL1-like homeodomain protein 1 OS=Arabidopsis thaliana GN=BLH1 PE=1 SV=158.30 0.00

TRINITY_DN36862_c0_g6sp|Q941Q3|C3H37_ARATHHUA1 Zinc finger CCCH domain-containing protein 37 OS=Arabidopsis thaliana GN=HUA1 PE=1 SV=158.30 0.00

TRINITY_DN37468_c0_g6sp|Q75JG8|DPH5_DICDIdph5 Diphthine methyl ester synthase OS=Dictyostelium discoideum GN=dph5 PE=3 SV=158.30 0.00

TRINITY_DN39429_c0_g3sp|Q6PH52|PCH2_DANREtrip13 Pachytene checkpoint protein 2 homolog OS=Danio rerio GN=trip13 PE=2 SV=158.30 0.00

TRINITY_DN39610_c1_g4sp|A6Q0K5|CP12_CHLRECP12 Calvin cycle protein CP12, chloroplastic OS=Chlamydomonas reinhardtii GN=CP12 PE=1 SV=258.30 0.00

TRINITY_DN39925_c0_g6sp|Q8LFL8|LSM1B_ARATHLSM1B Sm-like protein LSM1B OS=Arabidopsis thaliana GN=LSM1B PE=1 SV=158.30 0.00

TRINITY_DN40040_c0_g9sp|P54676|PI3K4_DICDIpikE Phosphatidylinositol 3-kinase VPS34-like OS=Dictyostelium discoideum GN=pikE PE=3 SV=258.30 0.00

TRINITY_DN40189_c0_g1sp|Q17335|ADHX_CAEELH24K24.3Alcohol dehydrogenase class-3 OS=Caenorhabditis elegans GN=H24K24.3 PE=2 SV=158.30 0.00

TRINITY_DN40309_c0_g4sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=258.30 0.00

TRINITY_DN41150_c0_g1sp|Q2M389|WASH7_HUMANKIAA1033WASH complex subunit SWIP OS=Homo sapiens GN=KIAA1033 PE=1 SV=258.30 0.00

TRINITY_DN41564_c0_g1sp|Q95RN0|U528_DROMECG10038 UPF0528 protein CG10038 OS=Drosophila melanogaster GN=CG10038 PE=2 SV=158.30 0.00

TRINITY_DN42465_c0_g9sp|Q54PC2|GSH1_DICDIgcsA Glutamate--cysteine ligase OS=Dictyostelium discoideum GN=gcsA PE=2 SV=158.30 0.00

TRINITY_DN42603_c0_g2sp|P72818|MENG_SYNY3menG 2-phytyl-1,4-naphtoquinone methyltransferase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=menG PE=3 SV=158.30 0.00

TRINITY_DN42799_c1_g5sp|Q54XJ4|Y8901_DICDIDDB_G0278901Probable serine/threonine-protein kinase DDB_G0278901 OS=Dictyostelium discoideum GN=DDB_G0278901 PE=3 SV=158.30 0.00

TRINITY_DN43760_c0_g1sp|P53621|COPA_HUMANCOPA Coatomer subunit alpha OS=Homo sapiens GN=COPA PE=1 SV=258.30 0.00

TRINITY_DN44298_c0_g2sp|Q8L4R0|TGD1_ARATHTGD1 Protein TRIGALACTOSYLDIACYLGLYCEROL 1, chloroplastic OS=Arabidopsis thaliana GN=TGD1 PE=1 SV=158.30 0.00

TRINITY_DN44412_c0_g1sp|Q8W485|Y5010_ARATHAt5g50100Uncharacterized protein At5g50100, mitochondrial OS=Arabidopsis thaliana GN=At5g50100 PE=2 SV=158.30 0.00

TRINITY_DN45613_c0_g2sp|O64644|SAP18_ARATHAt2g45640Histone deacetylase complex subunit SAP18 OS=Arabidopsis thaliana GN=At2g45640 PE=1 SV=158.30 0.00

TRINITY_DN45962_c0_g5sp|Q9SVD7|UEV1D_ARATHUEV1D Ubiquitin-conjugating enzyme E2 variant 1D OS=Arabidopsis thaliana GN=UEV1D PE=1 SV=158.30 0.00

TRINITY_DN47097_c0_g3sp|Q9BUF5|TBB6_HUMANTUBB6 Tubulin beta-6 chain OS=Homo sapiens GN=TUBB6 PE=1 SV=158.30 0.00

TRINITY_DN47742_c0_g2sp|F8RP11|HSOP_WHEATHOP Hsp70-Hsp90 organizing protein OS=Triticum aestivum GN=HOP PE=1 SV=158.30 0.00

TRINITY_DN50031_c0_g1sp|Q9XGR4|2AB2A_ARATHB''ALPHASerine/threonine protein phosphatase 2A regulatory subunit B''alpha OS=Arabidopsis thaliana GN=B''ALPHA PE=1 SV=158.30 0.00

TRINITY_DN50078_c1_g2sp|Q9C8M0|CID8_ARATHCID8 Polyadenylate-binding protein-interacting protein 8 OS=Arabidopsis thaliana GN=CID8 PE=1 SV=158.30 0.00

TRINITY_DN50328_c0_g1sp|Q7XQ88|STT3B_ORYSJSTT3B Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3B OS=Oryza sativa subsp. japonica GN=STT3B PE=2 SV=258.30 0.00

TRINITY_DN50572_c0_g3sp|Q9LV93|AB5F_ARATHABCF5 ABC transporter F family member 5 OS=Arabidopsis thaliana GN=ABCF5 PE=2 SV=158.30 0.00

TRINITY_DN51828_c0_g1sp|Q6R2V6|CAPP2_CHLREPpc2 Phosphoenolpyruvate carboxylase 2 OS=Chlamydomonas reinhardtii GN=Ppc2 PE=2 SV=158.30 0

TRINITY_DN52144_c1_g2sp|P28996|EF2_PARKE- Elongation factor 2 OS=Parachlorella kessleri PE=2 SV=158.30 0.00

TRINITY_DN25034_c0_g1sp|P93375|ACT7_TOBAC- Actin-104 (Fragment) OS=Nicotiana tabacum PE=3 SV=158.20 0.00

TRINITY_DN25989_c0_g1sp|P98195|ATP9B_MOUSEAtp9b Probable phospholipid-transporting ATPase IIB OS=Mus musculus GN=Atp9b PE=1 SV=458.20 0.00



TRINITY_DN36353_c0_g9sp|P33527|MRP1_HUMANABCC1 Multidrug resistance-associated protein 1 OS=Homo sapiens GN=ABCC1 PE=1 SV=358.20 0.00

TRINITY_DN38582_c0_g8sp|Q0CFY9|LKHA4_ASPTNATEG_06861Leukotriene A-4 hydrolase homolog OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=ATEG_06861 PE=3 SV=258.20 0.00

TRINITY_DN39283_c0_g3sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=158.20 0.00

TRINITY_DN39843_c0_g1sp|P37879|SYK_CRIGRKARS Lysine--tRNA ligase OS=Cricetulus griseus GN=KARS PE=1 SV=158.20 0.00

TRINITY_DN40373_c1_g5sp|P20865|CB2_DUNSA- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Dunaliella salina PE=2 SV=158.20 0.00

TRINITY_DN41329_c0_g3sp|Q55FK2|RAB6_DICDIrab6 Ras-related protein Rab-6 OS=Dictyostelium discoideum GN=rab6 PE=3 SV=158.20 0.00

TRINITY_DN41868_c0_g3sp|Q54BC8|PSB5_DICDIpsmB5 Proteasome subunit beta type-5 OS=Dictyostelium discoideum GN=psmB5 PE=1 SV=158.20 0.00

TRINITY_DN42598_c0_g3sp|B0G126|FYV1_DICDIpip5k3 1-phosphatidylinositol 3-phosphate 5-kinase OS=Dictyostelium discoideum GN=pip5k3 PE=3 SV=158.20 0.00

TRINITY_DN42622_c0_g3sp|B0JXE2|FABH_MICANfabH 3-oxoacyl-[acyl-carrier-protein] synthase 3 OS=Microcystis aeruginosa (strain NIES-843) GN=fabH PE=3 SV=158.20 0.00

TRINITY_DN42838_c0_g1sp|P59226|H32_ARATHHTR2 Histone H3.2 OS=Arabidopsis thaliana GN=HTR2 PE=1 SV=258.20 0.00

TRINITY_DN43108_c0_g1sp|Q9FNS4|MBB1_CHLREMBB1 PsbB mRNA maturation factor Mbb1, chloroplastic OS=Chlamydomonas reinhardtii GN=MBB1 PE=2 SV=158.20 0.00

TRINITY_DN43615_c0_g2sp|Q9M8M7|ARGD_ARATHWIN1 Acetylornithine aminotransferase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=WIN1 PE=1 SV=158.20 0.00

TRINITY_DN43665_c1_g3sp|Q14919|NC2A_HUMANDRAP1 Dr1-associated corepressor OS=Homo sapiens GN=DRAP1 PE=1 SV=358.20 0.00

TRINITY_DN43719_c1_g1sp|Q9LHA4|VA0D2_ARATHVHA-d2 V-type proton ATPase subunit d2 OS=Arabidopsis thaliana GN=VHA-d2 PE=2 SV=158.20 0.00

TRINITY_DN45822_c0_g1sp|Q9UQ07|MOK_HUMANMOK MAPK/MAK/MRK overlapping kinase OS=Homo sapiens GN=MOK PE=2 SV=158.20 0.00

TRINITY_DN46484_c0_g2sp|Q54YZ0|UGPA2_DICDIugpB UTP--glucose-1-phosphate uridylyltransferase 2 OS=Dictyostelium discoideum GN=ugpB PE=2 SV=158.20 0.00

TRINITY_DN47707_c0_g2sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=158.20 0.00

TRINITY_DN48530_c1_g3sp|Q56X52|AOX4_ARATHAOX4 Ubiquinol oxidase 4, chloroplastic/chromoplastic OS=Arabidopsis thaliana GN=AOX4 PE=1 SV=258.20 0.00

TRINITY_DN50452_c1_g8sp|Q6I5Y0|CDKC1_ORYSJCDKC-1 Cyclin-dependent kinase C-1 OS=Oryza sativa subsp. japonica GN=CDKC-1 PE=2 SV=158.20 0.00

TRINITY_DN50762_c0_g2sp|Q1H4Q1|EFTU1_METFKtuf1 Elongation factor Tu 1 OS=Methylobacillus flagellatus (strain KT / ATCC 51484 / DSM 6875) GN=tuf1 PE=3 SV=158.20 0.00

TRINITY_DN52202_c0_g2sp|A2YX04|SPL15_ORYSISPL15 Squamosa promoter-binding-like protein 15 OS=Oryza sativa subsp. indica GN=SPL15 PE=2 SV=158.20 0.00

TRINITY_DN26410_c0_g1sp|Q54M40|PIGC_DICDIpigC Putative phosphatidylinositol N-acetylglucosaminyltransferase subunit C OS=Dictyostelium discoideum GN=pigC PE=3 SV=158.10 0.00

TRINITY_DN26633_c0_g1sp|P41759|PGK_SCHMAPGK Phosphoglycerate kinase OS=Schistosoma mansoni GN=PGK PE=1 SV=158.10 0.00

TRINITY_DN30083_c0_g1sp|P55857|SUMO1_ORYSJSUMO1 Small ubiquitin-related modifier 1 OS=Oryza sativa subsp. japonica GN=SUMO1 PE=1 SV=158.10 0.00

TRINITY_DN32301_c0_g1sp|P35130|UBC2_MEDSAUBC2 Ubiquitin-conjugating enzyme E2 2 OS=Medicago sativa GN=UBC2 PE=2 SV=158.10 0.00

TRINITY_DN34410_c0_g1sp|A2VE45|TT30A_BOVINTTC30A Tetratricopeptide repeat protein 30A OS=Bos taurus GN=TTC30A PE=2 SV=158.10 0.00

TRINITY_DN34908_c0_g1sp|Q54KL5|WDR5_DICDIwdr5 WD repeat-containing protein 5 homolog OS=Dictyostelium discoideum GN=wdr5 PE=3 SV=158.10 0.00

TRINITY_DN36460_c1_g7sp|P38542|RAN_BRUMABm1_44725GTP-binding nuclear protein Ran OS=Brugia malayi GN=Bm1_44725 PE=2 SV=258.10 0.00

TRINITY_DN36931_c0_g2sp|P90994|DJ11_CAEELdjr-1.1 Glutathione-independent glyoxalase DJR-1.1 OS=Caenorhabditis elegans GN=djr-1.1 PE=1 SV=158.10 0.00

TRINITY_DN37653_c0_g3sp|A9UNU6|BYST_MONBEbysl Bystin OS=Monosiga brevicollis GN=bysl PE=3 SV=158.10 0.00

TRINITY_DN39032_c1_g2sp|Q64M78|OML4_ORYSJML4 Protein MEI2-like 4 OS=Oryza sativa subsp. japonica GN=ML4 PE=2 SV=158.10 0.00

TRINITY_DN39337_c0_g5sp|Q56K04|CRIP1_BOVINCRIP1 Cysteine-rich protein 1 OS=Bos taurus GN=CRIP1 PE=3 SV=358.10 0.00

TRINITY_DN40937_c0_g3sp|Q54N47|BCAT_DICDIbcaA Branched-chain-amino-acid aminotransferase OS=Dictyostelium discoideum GN=bcaA PE=3 SV=158.10 0.00

TRINITY_DN40975_c1_g4sp|O42993|FKBP_SCHPOfkh1 Peptidyl-prolyl cis-trans isomerase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fkh1 PE=3 SV=158.10 0.00

TRINITY_DN41724_c0_g4sp|Q38845|2AAA_ARATHPP2AA1 Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Arabidopsis thaliana GN=PP2AA1 PE=1 SV=158.10 0.00

TRINITY_DN43559_c0_g2sp|P15398|RPA1_SCHPOrpa1 DNA-directed RNA polymerase I subunit rpa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa1 PE=1 SV=258.10 0.00

TRINITY_DN44136_c2_g4sp|Q90705|EF2_CHICKEEF2 Elongation factor 2 OS=Gallus gallus GN=EEF2 PE=1 SV=358.10 0.00

TRINITY_DN44927_c0_g2sp|Q9LM92|SMD3B_ARATHSMD3B Small nuclear ribonucleoprotein SmD3b OS=Arabidopsis thaliana GN=SMD3B PE=2 SV=158.10 0.00

TRINITY_DN44959_c0_g5sp|Q8LD27|PSB6_ARATHPBA1 Proteasome subunit beta type-6 OS=Arabidopsis thaliana GN=PBA1 PE=1 SV=258.10 0.00

TRINITY_DN45069_c1_g4sp|Q54D08|LST8_DICDIlst8 Protein LST8 homolog OS=Dictyostelium discoideum GN=lst8 PE=1 SV=158.10 0.00

TRINITY_DN45755_c0_g2sp|O49485|SERA1_ARATHPGDH1 D-3-phosphoglycerate dehydrogenase 1, chloroplastic OS=Arabidopsis thaliana GN=PGDH1 PE=1 SV=158.10 0.00

TRINITY_DN46155_c1_g1sp|O77033|CYC8_DICDItrfA General transcriptional corepressor trfA OS=Dictyostelium discoideum GN=trfA PE=2 SV=158.10 0.00

TRINITY_DN47370_c0_g1sp|Q654V6|ODPA2_ORYSJOs06g0246500Pyruvate dehydrogenase E1 component subunit alpha-2, mitochondrial OS=Oryza sativa subsp. japonica GN=Os06g0246500 PE=2 SV=158.10 0.00

TRINITY_DN47504_c1_g6sp|O70600|RSAD2_RATRsad2 Radical S-adenosyl methionine domain-containing protein 2 OS=Rattus norvegicus GN=Rsad2 PE=1 SV=158.10 0.00

TRINITY_DN47765_c1_g1sp|Q6DW74|DGDG1_LOTJADGD1 Digalactosyldiacylglycerol synthase 1, chloroplastic OS=Lotus japonicus GN=DGD1 PE=2 SV=158.10 0.00

TRINITY_DN48883_c3_g11sp|F4ICD9|SC31A_ARATHSEC31A Protein transport protein SEC31 homolog A OS=Arabidopsis thaliana GN=SEC31A PE=1 SV=158.10 0.00

TRINITY_DN50048_c1_g1sp|Q8BGF3|WDR92_MOUSEWdr92 WD repeat-containing protein 92 OS=Mus musculus GN=Wdr92 PE=1 SV=158.10 0.00

TRINITY_DN51280_c0_g7sp|B2RX12|MRP3_MOUSEAbcc3 Canalicular multispecific organic anion transporter 2 OS=Mus musculus GN=Abcc3 PE=1 SV=158.10 0.00

TRINITY_DN5581_c0_g1sp|F4IV45|CHR10_ARATHCHR10 Probable helicase CHR10 OS=Arabidopsis thaliana GN=CHR10 PE=3 SV=158.10 0.00

TRINITY_DN28181_c0_g2sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=258.00 0.00

TRINITY_DN30348_c0_g1sp|Q9VCE6|MTA70_DROMEIme4 Probable N6-adenosine-methyltransferase MT-A70-like protein OS=Drosophila melanogaster GN=Ime4 PE=2 SV=158.00 0.00

TRINITY_DN35220_c1_g1sp|Q55BN8|NEK2_DICDInek2 Probable serine/threonine-protein kinase nek2 OS=Dictyostelium discoideum GN=nek2 PE=1 SV=158.00 0.00

TRINITY_DN35259_c0_g2sp|A2VD92|DDX1_XENLAddx1 ATP-dependent RNA helicase DDX1 OS=Xenopus laevis GN=ddx1 PE=2 SV=158.00 0.00

TRINITY_DN35426_c0_g4sp|Q8ST87|ABCCA_DICDIabcC10 ABC transporter C family member 10 OS=Dictyostelium discoideum GN=abcC10 PE=3 SV=158.00 0.00

TRINITY_DN3615_c0_g1sp|Q6FL84|ASF1_CANGAASF1 Histone chaperone ASF1 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=ASF1 PE=3 SV=158.00 0.00

TRINITY_DN36533_c0_g2sp|Q60E60|NADK3_ORYSJOs05g0388400Putative NAD kinase 3 OS=Oryza sativa subsp. japonica GN=Os05g0388400 PE=3 SV=258.00 0.00



TRINITY_DN38351_c0_g5sp|Q32LL2|STML2_BOVINSTOML2 Stomatin-like protein 2, mitochondrial OS=Bos taurus GN=STOML2 PE=2 SV=158.00 0.00

TRINITY_DN41317_c0_g2sp|P45127|ETTA_HAEINettA Energy-dependent translational throttle protein EttA OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=ettA PE=1 SV=158.00 0.00

TRINITY_DN43727_c0_g8sp|Q9M9L0|APC11_ARATHAPC11 Anaphase-promoting complex subunit 11 OS=Arabidopsis thaliana GN=APC11 PE=1 SV=358.00 0.00

TRINITY_DN43850_c0_g4sp|Q148M7|TAF13_BOVINTAF13 Transcription initiation factor TFIID subunit 13 OS=Bos taurus GN=TAF13 PE=2 SV=158.00 0.00

TRINITY_DN44726_c0_g10sp|P50313|PGK_TETTHPGK Phosphoglycerate kinase OS=Tetrahymena thermophila GN=PGK PE=2 SV=158.00 0.00

TRINITY_DN45764_c0_g3sp|Q8IYD8|FANCM_HUMANFANCM Fanconi anemia group M protein OS=Homo sapiens GN=FANCM PE=1 SV=258.00 0.00

TRINITY_DN46041_c0_g3sp|Q9FXT6|PEX14_ARATHPEX14 Peroxisomal membrane protein PEX14 OS=Arabidopsis thaliana GN=PEX14 PE=1 SV=258.00 0.00

TRINITY_DN46367_c0_g3sp|Q54JH6|CMT1_DICDIdnmA DNA (cytosine-5)-methyltransferase OS=Dictyostelium discoideum GN=dnmA PE=1 SV=158.00 0.00

TRINITY_DN46695_c0_g4sp|Q54ML1|NADE_DICDInadsyn1 Glutamine-dependent NAD(+) synthetase OS=Dictyostelium discoideum GN=nadsyn1 PE=3 SV=158.00 0.00

TRINITY_DN46749_c1_g2sp|Q9SH30|HMA5_ARATHHMA5 Probable copper-transporting ATPase HMA5 OS=Arabidopsis thaliana GN=HMA5 PE=1 SV=258.00 0.00

TRINITY_DN47259_c0_g1sp|P42770|GSHRP_ARATHEMB2360 Glutathione reductase, chloroplastic OS=Arabidopsis thaliana GN=EMB2360 PE=2 SV=158.00 0.00

TRINITY_DN48002_c0_g2sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=158.00 0.00

TRINITY_DN48792_c1_g1sp|P38605|CAS1_ARATHCAS1 Cycloartenol synthase OS=Arabidopsis thaliana GN=CAS1 PE=1 SV=258.00 0.00

TRINITY_DN49647_c1_g10sp|Q9LPS9|PRNL1_ARATHAt1g50590Pirin-like protein At1g50590 OS=Arabidopsis thaliana GN=At1g50590 PE=2 SV=158.00 0.00

TRINITY_DN50303_c0_g1sp|Q6Z382|COPG2_ORYSJOs07g0201100Coatomer subunit gamma-2 OS=Oryza sativa subsp. japonica GN=Os07g0201100 PE=2 SV=158.00 0.00

TRINITY_DN51342_c0_g1sp|P53396|ACLY_HUMANACLY ATP-citrate synthase OS=Homo sapiens GN=ACLY PE=1 SV=358.00 0

TRINITY_DN51664_c1_g1sp|Q9NU22|MDN1_HUMANMDN1 Midasin OS=Homo sapiens GN=MDN1 PE=1 SV=258.00 0.00

TRINITY_DN51675_c1_g1sp|P58555|RCA_NOSS1rca Ribulose bisphosphate carboxylase/oxygenase activase OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=rca PE=3 SV=158.00 0.00

TRINITY_DN52421_c0_g1sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=258.00 0.00

TRINITY_DN54051_c0_g1sp|Q23TC8|RL21_TETTSRPL21 60S ribosomal protein L21 OS=Tetrahymena thermophila (strain SB210) GN=RPL21 PE=1 SV=358.00 0.00

TRINITY_DN7503_c0_g1sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=158.00 0.00

TRINITY_DN34204_c0_g1sp|Q54SE2|PRDXL_DICDIDDB_G0282517Peroxiredoxin-like protein DDB_G0282517, mitochondrial OS=Dictyostelium discoideum GN=DDB_G0282517 PE=3 SV=157.90 0.00

TRINITY_DN34889_c0_g1sp|Q9C9M7|CDKD2_ARATHCDKD-2 Cyclin-dependent kinase D-2 OS=Arabidopsis thaliana GN=CDKD-2 PE=1 SV=157.90 0.00

TRINITY_DN35456_c0_g1sp|O70524|ZN330_CRIGRZNF330 Zinc finger protein 330 OS=Cricetulus griseus GN=ZNF330 PE=2 SV=157.90 0.00

TRINITY_DN36355_c1_g11sp|Q2KJ81|AP1M1_BOVINAP1M1 AP-1 complex subunit mu-1 OS=Bos taurus GN=AP1M1 PE=1 SV=357.90 0.00

TRINITY_DN36510_c0_g4sp|Q2F637|1433Z_BOMMO14-3-3zeta14-3-3 protein zeta OS=Bombyx mori GN=14-3-3zeta PE=2 SV=257.90 0.00

TRINITY_DN37683_c1_g9sp|Q9JHR7|IDE_MOUSEIde Insulin-degrading enzyme OS=Mus musculus GN=Ide PE=1 SV=157.90 0.00

TRINITY_DN37964_c1_g1sp|Q54MQ7|DHYS_DICDIdhps Probable deoxyhypusine synthase OS=Dictyostelium discoideum GN=dhps PE=3 SV=157.90 0.00

TRINITY_DN39695_c0_g1sp|Q9FI61|UBC27_ARATHUBC27 Ubiquitin-conjugating enzyme E2 27 OS=Arabidopsis thaliana GN=UBC27 PE=2 SV=157.90 0.00

TRINITY_DN40690_c1_g3sp|Q9LT02|PDR2_ARATHPDR2 Probable manganese-transporting ATPase PDR2 OS=Arabidopsis thaliana GN=PDR2 PE=1 SV=157.90 0.00

TRINITY_DN41033_c1_g1sp|Q9C7F5|NTF2_ARATHNTF2 Nuclear transport factor 2 OS=Arabidopsis thaliana GN=NTF2 PE=1 SV=157.90 0.00

TRINITY_DN41211_c0_g1sp|O04073|CTPA_ACUOBctpA C-terminal processing peptidase, chloroplastic OS=Acutodesmus obliquus GN=ctpA PE=1 SV=157.90 0.00

TRINITY_DN41532_c2_g1sp|Q39030|KPK2_ARATHATPK2 Serine/threonine-protein kinase AtPK2/AtPK19 OS=Arabidopsis thaliana GN=ATPK2 PE=1 SV=257.90 0.00

TRINITY_DN41676_c0_g6sp|F4JY37|RUK_ARATHRUK Serine/threonine-protein kinase RUNKEL OS=Arabidopsis thaliana GN=RUK PE=1 SV=157.90 0.00

TRINITY_DN41891_c1_g7sp|Q55GS4|CDK10_DICDIcdk10 Probable cyclin-dependent kinase 10 OS=Dictyostelium discoideum GN=cdk10 PE=2 SV=157.90 0.00

TRINITY_DN42431_c1_g8sp|Q86I06|NEK3_DICDInek3 Probable serine/threonine-protein kinase nek3 OS=Dictyostelium discoideum GN=nek3 PE=3 SV=157.90 0.00

TRINITY_DN42601_c0_g5sp|O82422|SPY_HORVUSPY Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY OS=Hordeum vulgare GN=SPY PE=2 SV=157.90 0.00

TRINITY_DN45456_c0_g2sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=157.90 0.00

TRINITY_DN46519_c0_g1sp|Q6DDA4|SNR27_XENTRsnrnp27 U4/U6.U5 small nuclear ribonucleoprotein 27 kDa protein OS=Xenopus tropicalis GN=snrnp27 PE=2 SV=157.90 0.00

TRINITY_DN47418_c0_g3sp|Q5DU05|CE164_MOUSECep164 Centrosomal protein of 164 kDa OS=Mus musculus GN=Cep164 PE=1 SV=257.90 0.00

TRINITY_DN47504_c0_g1sp|P54214|SFAS_DUNBI- SF-assemblin OS=Dunaliella bioculata PE=1 SV=157.90 0.00

TRINITY_DN48537_c1_g1sp|Q0VC71|TTLL1_BOVINTTLL1 Probable tubulin polyglutamylase TTLL1 OS=Bos taurus GN=TTLL1 PE=2 SV=157.90 0.00

TRINITY_DN48982_c0_g1sp|Q9T0A0|LACS4_ARATHLACS4 Long chain acyl-CoA synthetase 4 OS=Arabidopsis thaliana GN=LACS4 PE=2 SV=157.90 0.00

TRINITY_DN49763_c0_g3sp|Q10251|IF2P_SCHPOSPAC56F8.03Eukaryotic translation initiation factor 5B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC56F8.03 PE=1 SV=157.90 0.00

TRINITY_DN50511_c0_g1sp|Q56W08|PLCD3_ARATHPLC3 Phosphoinositide phospholipase C 3 OS=Arabidopsis thaliana GN=PLC3 PE=2 SV=157.90 0.00

TRINITY_DN51359_c0_g2sp|Q8S8Y9|WNK2_ARATHWNK2 Serine/threonine-protein kinase WNK2 OS=Arabidopsis thaliana GN=WNK2 PE=1 SV=157.90 0.00

TRINITY_DN25972_c0_g1sp|Q28GR1|TMA7_XENTRtma7 Translation machinery-associated protein 7 OS=Xenopus tropicalis GN=tma7 PE=3 SV=157.80 0.00

TRINITY_DN26160_c0_g1sp|Q6ZQB6|VIP2_MOUSEPpip5k2 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2 OS=Mus musculus GN=Ppip5k2 PE=1 SV=357.80 0.00

TRINITY_DN28943_c0_g2sp|P49841|GSK3B_HUMANGSK3B Glycogen synthase kinase-3 beta OS=Homo sapiens GN=GSK3B PE=1 SV=257.80 0.00

TRINITY_DN29465_c0_g1sp|Q7KQM1|PRI1_PLAF7PF14_0366DNA primase small subunit OS=Plasmodium falciparum (isolate 3D7) GN=PF14_0366 PE=3 SV=157.80 0.00

TRINITY_DN31281_c0_g1sp|P97315|CSRP1_MOUSECsrp1 Cysteine and glycine-rich protein 1 OS=Mus musculus GN=Csrp1 PE=1 SV=357.80 0.00

TRINITY_DN32056_c0_g1sp|Q5ZK92|SPAST_CHICKSPAST Spastin OS=Gallus gallus GN=SPAST PE=2 SV=257.80 0.00

TRINITY_DN32660_c0_g1sp|Q3ZC66|CRIPT_BOVINCRIPT Cysteine-rich PDZ-binding protein OS=Bos taurus GN=CRIPT PE=1 SV=157.80 0.00

TRINITY_DN32844_c0_g1sp|O34962|MAO4_BACSUytsJ Probable NAD-dependent malic enzyme 4 OS=Bacillus subtilis (strain 168) GN=ytsJ PE=3 SV=157.80 0.00

TRINITY_DN33245_c0_g6sp|Q9D2H2|KAD7_MOUSEAk7 Adenylate kinase 7 OS=Mus musculus GN=Ak7 PE=1 SV=157.80 0.00

TRINITY_DN33425_c0_g2sp|Q8VXY7|ENT1_ARATHENT1 Equilibrative nucleotide transporter 1 OS=Arabidopsis thaliana GN=ENT1 PE=1 SV=157.80 0.00



TRINITY_DN36459_c0_g3sp|Q940P8|TCPB_ARATHCCT2 T-complex protein 1 subunit beta OS=Arabidopsis thaliana GN=CCT2 PE=1 SV=157.80 0.00

TRINITY_DN36754_c1_g3sp|P05205|HP1_DROMESu(var)205Heterochromatin protein 1 OS=Drosophila melanogaster GN=Su(var)205 PE=1 SV=257.80 0.00

TRINITY_DN37414_c0_g3sp|O34125|CLPP2_SYNE7clpP2 ATP-dependent Clp protease proteolytic subunit 2 OS=Synechococcus elongatus (strain PCC 7942) GN=clpP2 PE=3 SV=157.80 0.00

TRINITY_DN37906_c1_g2sp|O22683|CYNS_ARATHCYN Cyanate hydratase OS=Arabidopsis thaliana GN=CYN PE=2 SV=157.80 0.00

TRINITY_DN38704_c0_g5sp|Q54I10|MMSA_DICDImmsdh Probable methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial OS=Dictyostelium discoideum GN=mmsdh PE=3 SV=157.80 0.00

TRINITY_DN39728_c1_g3sp|P0DL09|DRC1_CHLREDRC1 Dynein regulatory complex protein 1 OS=Chlamydomonas reinhardtii GN=DRC1 PE=1 SV=157.80 0.00

TRINITY_DN40244_c0_g5sp|Q8TEA8|DTD1_HUMANDTD1 D-tyrosyl-tRNA(Tyr) deacylase 1 OS=Homo sapiens GN=DTD1 PE=1 SV=257.80 0.00

TRINITY_DN41590_c0_g6sp|Q474I9|PDXH_CUPPJpdxH Pyridoxine/pyridoxamine 5'-phosphate oxidase OS=Cupriavidus pinatubonensis (strain JMP 134 / LMG 1197) GN=pdxH PE=3 SV=157.80 0.00

TRINITY_DN44456_c0_g9sp|Q655R6|MOCOS_ORYSJMCSU3 Molybdenum cofactor sulfurase OS=Oryza sativa subsp. japonica GN=MCSU3 PE=2 SV=257.80 0.00

TRINITY_DN45468_c0_g2sp|Q851Q6|OBGC2_ORYSJOs03g0799700Probable GTP-binding protein OBGC2 OS=Oryza sativa subsp. japonica GN=Os03g0799700 PE=2 SV=157.80 0.00

TRINITY_DN46957_c0_g1sp|Q8H0U8|RH42_ARATHRH42 DEAD-box ATP-dependent RNA helicase 42 OS=Arabidopsis thaliana GN=RH42 PE=1 SV=257.80 0.00

TRINITY_DN47930_c0_g1sp|Q803I2|ERGI3_DANREergic3 Endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Danio rerio GN=ergic3 PE=2 SV=157.80 0.00

TRINITY_DN48769_c0_g1sp|Q8DGC4|GATB_THEEBgatB Aspartyl/glutamyl-tRNA(Asn/Gln) amidotransferase subunit B OS=Thermosynechococcus elongatus (strain BP-1) GN=gatB PE=3 SV=157.80 0.00

TRINITY_DN49777_c0_g3sp|O24163|PPOC_TOBACPPXI Protoporphyrinogen oxidase, chloroplastic OS=Nicotiana tabacum GN=PPXI PE=2 SV=157.80 0.00

TRINITY_DN51102_c1_g2sp|B3CLK2|RL20_WOLPPrplT 50S ribosomal protein L20 OS=Wolbachia pipientis subsp. Culex pipiens (strain wPip) GN=rplT PE=3 SV=157.80 0.00

TRINITY_DN51228_c1_g4sp|Q1LZH0|U1SBP_BOVINSNRNP35 U11/U12 small nuclear ribonucleoprotein 35 kDa protein OS=Bos taurus GN=SNRNP35 PE=2 SV=157.80 0.00

TRINITY_DN25692_c0_g1sp|Q72MG4|IPYR_LEPICppa Inorganic pyrophosphatase OS=Leptospira interrogans serogroup Icterohaemorrhagiae serovar copenhageni (strain Fiocruz L1-130) GN=ppa PE=3 SV=157.70 0.00

TRINITY_DN29622_c0_g1sp|Q0WNJ6|CLAH1_ARATHCHC1 Clathrin heavy chain 1 OS=Arabidopsis thaliana GN=CHC1 PE=1 SV=157.70 0.00

TRINITY_DN30427_c0_g1sp|Q9URX7|ANM1_SCHPOrmt1 Protein arginine N-methyltransferase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rmt1 PE=1 SV=257.70 0.00

TRINITY_DN31224_c0_g1sp|Q6P642|DNJB6_XENTRdnajb6 DnaJ homolog subfamily B member 6 OS=Xenopus tropicalis GN=dnajb6 PE=2 SV=157.70 0.00

TRINITY_DN33821_c0_g2sp|Q8LPN7|RNG1L_ARATHAt3g19950E3 ubiquitin-protein ligase RING1-like OS=Arabidopsis thaliana GN=At3g19950 PE=1 SV=157.70 0.00

TRINITY_DN35575_c0_g1sp|Q55BN8|NEK2_DICDInek2 Probable serine/threonine-protein kinase nek2 OS=Dictyostelium discoideum GN=nek2 PE=1 SV=157.70 0.00

TRINITY_DN35706_c0_g1sp|P08645|RAS3_DROMER Ras-like protein 3 OS=Drosophila melanogaster GN=R PE=2 SV=257.70 0.00

TRINITY_DN36205_c0_g1sp|Q9VTP4|R10AB_DROMERpL10Ab 60S ribosomal protein L10a-2 OS=Drosophila melanogaster GN=RpL10Ab PE=1 SV=257.70 0.00

TRINITY_DN36446_c1_g5sp|Q15286|RAB35_HUMANRAB35 Ras-related protein Rab-35 OS=Homo sapiens GN=RAB35 PE=1 SV=157.70 0.00

TRINITY_DN37257_c0_g3sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=157.70 0.00

TRINITY_DN37477_c0_g5sp|Q2W1A2|RL33_MAGSArpmG 50S ribosomal protein L33 OS=Magnetospirillum magneticum (strain AMB-1 / ATCC 700264) GN=rpmG PE=3 SV=157.70 0.00

TRINITY_DN38523_c1_g3sp|Q7U0N5|GLPX_MYCBOglpX Fructose-1,6-bisphosphatase class 2 OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=glpX PE=3 SV=257.70 0.00

TRINITY_DN38802_c0_g3sp|Q54IV3|DDX42_DICDIddx42 Probable ATP-dependent RNA helicase ddx42 OS=Dictyostelium discoideum GN=ddx42 PE=3 SV=157.70 0.00

TRINITY_DN39188_c1_g2sp|Q6S004|KIF6_DICDIkif6 Kinesin-related protein 6 OS=Dictyostelium discoideum GN=kif6 PE=2 SV=157.70 0.00

TRINITY_DN39276_c0_g2sp|Q54GW3|CC124_DICDIDDB_G0289893Coiled-coil domain-containing protein 124 homolog OS=Dictyostelium discoideum GN=DDB_G0289893 PE=3 SV=157.70 0.00

TRINITY_DN42453_c0_g4sp|P55180|GALE_BACSUgalE UDP-glucose 4-epimerase OS=Bacillus subtilis (strain 168) GN=galE PE=3 SV=157.70 0.00

TRINITY_DN42719_c0_g8sp|Q9W799|CPSF2_XENLAcpsf2 Cleavage and polyadenylation specificity factor subunit 2 OS=Xenopus laevis GN=cpsf2 PE=1 SV=157.70 0.00

TRINITY_DN43573_c0_g1sp|Q96255|SERB1_ARATHPSAT1 Phosphoserine aminotransferase 1, chloroplastic OS=Arabidopsis thaliana GN=PSAT1 PE=1 SV=157.70 0.00

TRINITY_DN45012_c0_g4sp|Q8L719|THO4B_ARATHALY2 THO complex subunit 4B OS=Arabidopsis thaliana GN=ALY2 PE=1 SV=157.70 0.00

TRINITY_DN45014_c1_g4sp|Q54JD9|SCOT_DICDIoxct1 Probable succinyl-CoA:3-ketoacid coenzyme A transferase, mitochondrial OS=Dictyostelium discoideum GN=oxct1 PE=3 SV=157.70 0.00

TRINITY_DN46668_c0_g1sp|Q5NVA2|TRXR1_PONABTXNRD1 Thioredoxin reductase 1, cytoplasmic OS=Pongo abelii GN=TXNRD1 PE=2 SV=357.70 0.00

TRINITY_DN46797_c0_g1sp|Q42908|PMGI_MESCRPGM1 2,3-bisphosphoglycerate-independent phosphoglycerate mutase OS=Mesembryanthemum crystallinum GN=PGM1 PE=2 SV=157.70 0.00

TRINITY_DN47193_c0_g6sp|F4IAG2|SSY3_ARATHSS3 Starch synthase 3, chloroplastic/amyloplastic OS=Arabidopsis thaliana GN=SS3 PE=1 SV=157.70 0.00

TRINITY_DN47572_c1_g9sp|O42917|ESO1_SCHPOeso1 N-acetyltransferase eso1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=eso1 PE=1 SV=157.70 0.00

TRINITY_DN48108_c0_g1sp|P93422|SYHC_ORYSJOs05g0150900Histidine--tRNA ligase, cytoplasmic OS=Oryza sativa subsp. japonica GN=Os05g0150900 PE=2 SV=257.70 0.00

TRINITY_DN48451_c1_g1sp|Q6K5F8|CDKG1_ORYSJCDKG-1 Cyclin-dependent kinase G-1 OS=Oryza sativa subsp. japonica GN=CDKG-1 PE=2 SV=157.70 0.00

TRINITY_DN48658_c1_g5sp|Q55BZ4|PCY2_DICDIpctA Ethanolamine-phosphate cytidylyltransferase OS=Dictyostelium discoideum GN=pctA PE=1 SV=157.70 0.00

TRINITY_DN48692_c1_g1sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=157.70 0.00

TRINITY_DN50381_c0_g1sp|A8I9E8|CFA45_CHLRECFAP45 Cilia- and flagella-associated protein 45 OS=Chlamydomonas reinhardtii GN=CFAP45 PE=1 SV=157.70 0.00

TRINITY_DN52364_c1_g1sp|Q54P23|SDF2_DICDIDDB_G0284847Stromal cell-derived factor 2-like protein OS=Dictyostelium discoideum GN=DDB_G0284847 PE=3 SV=157.70 0.00

TRINITY_DN25599_c0_g1sp|Q54NC1|NCB5R_DICDIcyb5r1 NADH-cytochrome b5 reductase 1 OS=Dictyostelium discoideum GN=cyb5r1 PE=3 SV=157.60 0.00

TRINITY_DN29950_c0_g1sp|A6TUB2|MNMA_ALKMQmnmA tRNA-specific 2-thiouridylase MnmA OS=Alkaliphilus metalliredigens (strain QYMF) GN=mnmA PE=3 SV=157.60 0.00

TRINITY_DN30675_c0_g2sp|Q9VLV5|RUXE_DROMESmE Probable small nuclear ribonucleoprotein E OS=Drosophila melanogaster GN=SmE PE=1 SV=157.60 0.00

TRINITY_DN35247_c0_g1sp|Q9DG68|RLA0_RANSYRPLP0 60S acidic ribosomal protein P0 OS=Rana sylvatica GN=RPLP0 PE=2 SV=157.60 0.00

TRINITY_DN36001_c1_g2sp|Q9NU22|MDN1_HUMANMDN1 Midasin OS=Homo sapiens GN=MDN1 PE=1 SV=257.60 0.00

TRINITY_DN36038_c0_g6sp|P46467|VPS4B_MOUSEVps4b Vacuolar protein sorting-associated protein 4B OS=Mus musculus GN=Vps4b PE=1 SV=257.60 0.00

TRINITY_DN36509_c1_g2sp|P31843|RRPO_OENBE- RNA-directed DNA polymerase homolog OS=Oenothera berteroana PE=4 SV=157.60 0.00

TRINITY_DN36565_c0_g2sp|Q54WG0|DENR_DICDIdenr Density-regulated protein homolog OS=Dictyostelium discoideum GN=denr PE=3 SV=157.60 0.00

TRINITY_DN36956_c1_g12sp|Q12675|ATC4_YEASTDNF2 Phospholipid-transporting ATPase DNF2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DNF2 PE=1 SV=157.60 0.00

TRINITY_DN37459_c0_g2sp|Q54FB7|XDH_DICDIxdh Xanthine dehydrogenase OS=Dictyostelium discoideum GN=xdh PE=3 SV=157.60 0.00



TRINITY_DN38882_c0_g8sp|Q5ZJP7|KCTD7_CHICKKCTD7 BTB/POZ domain-containing protein KCTD7 OS=Gallus gallus GN=KCTD7 PE=2 SV=157.60 0.00

TRINITY_DN43401_c1_g4sp|Q8S1Y9|CML1_ORYSJCML1 Calmodulin-like protein 1 OS=Oryza sativa subsp. japonica GN=CML1 PE=2 SV=157.60 0.00

TRINITY_DN44297_c1_g4sp|P29763|RLA1_CHLRE- 60S acidic ribosomal protein P1 OS=Chlamydomonas reinhardtii PE=3 SV=157.60 0.00

TRINITY_DN47522_c0_g2sp|O65581|ALFC5_ARATHFBA5 Fructose-bisphosphate aldolase 5, cytosolic OS=Arabidopsis thaliana GN=FBA5 PE=1 SV=157.60 0.00

TRINITY_DN47616_c0_g4sp|O42626|NRC2_NEUCRnrc-2 Serine/threonine-protein kinase nrc-2 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=nrc-2 PE=3 SV=157.60 0.00

TRINITY_DN48090_c0_g4sp|B3DXL0|AROC_METI4aroC Chorismate synthase OS=Methylacidiphilum infernorum (isolate V4) GN=aroC PE=3 SV=157.60 0.00

TRINITY_DN48411_c0_g2sp|Q9C658|DCP5_ARATHDCP5 Protein decapping 5 OS=Arabidopsis thaliana GN=DCP5 PE=1 SV=157.60 0.00

TRINITY_DN48570_c0_g2sp|Q94BX4|PIGA_ARATHPIGA Phosphatidylinositol N-acetylglucosaminyltransferase subunit A OS=Arabidopsis thaliana GN=PIGA PE=2 SV=157.60 0.00

TRINITY_DN49210_c2_g10sp|Q56ZN6|AVP2_ARATHAVPL1 Pyrophosphate-energized membrane proton pump 2 OS=Arabidopsis thaliana GN=AVPL1 PE=1 SV=257.60 0.00

TRINITY_DN17467_c0_g1sp|Q8DI43|EFG_THEEBfusA Elongation factor G OS=Thermosynechococcus elongatus (strain BP-1) GN=fusA PE=3 SV=157.50 0.00

TRINITY_DN23355_c0_g1sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=257.50 0.00

TRINITY_DN32933_c0_g1sp|Q9VKV8|CFA20_DROMEBug22 Cilia- and flagella-associated protein 20 OS=Drosophila melanogaster GN=Bug22 PE=2 SV=157.50 0.00

TRINITY_DN33864_c0_g1sp|P10993|ACT2_TETPY- Actin, cytoplasmic OS=Tetrahymena pyriformis PE=3 SV=257.50 0.00

TRINITY_DN34555_c0_g1sp|Q1ZXF1|ECHM_DICDIechs1 Probable enoyl-CoA hydratase, mitochondrial OS=Dictyostelium discoideum GN=echs1 PE=3 SV=157.50 0.00

TRINITY_DN35434_c0_g1sp|Q99JT9|MTND_MOUSEAdi1 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase OS=Mus musculus GN=Adi1 PE=1 SV=157.50 0.00

TRINITY_DN35638_c0_g2sp|Q91X78|ERLN1_MOUSEErlin1 Erlin-1 OS=Mus musculus GN=Erlin1 PE=1 SV=157.50 0.00

TRINITY_DN36430_c0_g1sp|P16894|GPA1_DICDIgpaA Guanine nucleotide-binding protein alpha-1 subunit OS=Dictyostelium discoideum GN=gpaA PE=2 SV=157.50 0.00

TRINITY_DN36501_c0_g1sp|Q54QG9|UBA3_DICDIuba3 NEDD8-activating enzyme E1 catalytic subunit OS=Dictyostelium discoideum GN=uba3 PE=1 SV=157.50 0.00

TRINITY_DN38140_c0_g1sp|O94642|TAD2_SCHPOtad2 tRNA-specific adenosine deaminase subunit tad2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tad2 PE=3 SV=257.50 0.00

TRINITY_DN38801_c0_g2sp|Q8N1V2|CFA52_HUMANCFAP52 Cilia- and flagella-associated protein 52 OS=Homo sapiens GN=CFAP52 PE=1 SV=357.50 0.00

TRINITY_DN40084_c0_g1sp|P0DJ55|RL4_TETTSRPL4 60S ribosomal protein L4 OS=Tetrahymena thermophila (strain SB210) GN=RPL4 PE=1 SV=157.50 0.00

TRINITY_DN40114_c0_g7sp|Q5XF89|AT133_MOUSEAtp13a3 Probable cation-transporting ATPase 13A3 OS=Mus musculus GN=Atp13a3 PE=1 SV=157.50 0.00

TRINITY_DN40139_c0_g4sp|Q1LY77|SE1BA_DANREsetd1ba Histone-lysine N-methyltransferase SETD1B-A OS=Danio rerio GN=setd1ba PE=1 SV=257.50 0.00

TRINITY_DN4159_c0_g1sp|Q84ND9|POLIB_ARATHPOLIB DNA polymerase I B, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=POLIB PE=2 SV=157.50 0.00

TRINITY_DN42730_c0_g4sp|Q337B8|ETFQO_ORYSJOs10g0516300Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Oryza sativa subsp. japonica GN=Os10g0516300 PE=3 SV=157.50 0.00

TRINITY_DN42952_c0_g10sp|F5A894|DAAF3_CHLREDAB1 Dynein assembly factor 3, axonemal homolog OS=Chlamydomonas reinhardtii GN=DAB1 PE=3 SV=157.50 0.00

TRINITY_DN43971_c0_g11sp|Q8LPK2|AB2B_ARATHABCB2 ABC transporter B family member 2 OS=Arabidopsis thaliana GN=ABCB2 PE=1 SV=357.50 0.00

TRINITY_DN45029_c1_g5sp|A4R0R0|MSH3_MAGO7MSH3 DNA mismatch repair protein MSH3 OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=MSH3 PE=3 SV=157.50 0.00

TRINITY_DN45080_c0_g2sp|Q9Y4I1|MYO5A_HUMANMYO5A Unconventional myosin-Va OS=Homo sapiens GN=MYO5A PE=1 SV=257.50 0.00

TRINITY_DN45905_c0_g1sp|Q93VK5|LUT5_ARATHCYP97A3 Protein LUTEIN DEFICIENT 5, chloroplastic OS=Arabidopsis thaliana GN=CYP97A3 PE=1 SV=157.50 0.00

TRINITY_DN46495_c0_g8sp|O81098|RPB5A_ARATHNRPB5A DNA-directed RNA polymerases II and IV subunit 5A OS=Arabidopsis thaliana GN=NRPB5A PE=1 SV=157.50 0.00

TRINITY_DN47751_c0_g6sp|Q9ASS6|PNSL5_ARATHPNSL5 Photosynthetic NDH subunit of lumenal location 5, chloroplastic OS=Arabidopsis thaliana GN=PNSL5 PE=1 SV=157.50 0.00

TRINITY_DN48478_c1_g1sp|Q9SZ53|P2C60_ARATHAt4g31860Probable protein phosphatase 2C 60 OS=Arabidopsis thaliana GN=At4g31860 PE=2 SV=157.50 0.00

TRINITY_DN48605_c0_g1sp|Q55G81|ERCC2_DICDIrepD TFIIH basal transcription factor complex helicase repD subunit OS=Dictyostelium discoideum GN=repD PE=2 SV=157.50 0.00

TRINITY_DN15296_c0_g1sp|Q54N97|DPOD1_DICDIpold1 DNA polymerase delta catalytic subunit OS=Dictyostelium discoideum GN=pold1 PE=3 SV=157.40 0.00

TRINITY_DN26865_c0_g1sp|Q32PD0|FCF1_BOVINFCF1 rRNA-processing protein FCF1 homolog OS=Bos taurus GN=FCF1 PE=2 SV=157.40 0.00

TRINITY_DN30887_c0_g1sp|A6WV21|PHS_OCHA4Oant_0094Putative pterin-4-alpha-carbinolamine dehydratase OS=Ochrobactrum anthropi (strain ATCC 49188 / DSM 6882 / JCM 21032 / NBRC 15819 / NCTC 12168) GN=Oant_0094 PE=3 SV=157.40 0.00

TRINITY_DN32545_c0_g1sp|Q9FKT8|COX15_ARATHCOX15 Cytochrome c oxidase assembly protein COX15 OS=Arabidopsis thaliana GN=COX15 PE=2 SV=157.40 0.00

TRINITY_DN33461_c0_g1sp|Q9LRE6|DPOD1_ORYSJPOLD1 DNA polymerase delta catalytic subunit OS=Oryza sativa subsp. japonica GN=POLD1 PE=2 SV=157.40 0.00

TRINITY_DN35648_c1_g9sp|Q6GQT0|CC14A_MOUSECdc14a Dual specificity protein phosphatase CDC14A OS=Mus musculus GN=Cdc14a PE=2 SV=257.40 0.00

TRINITY_DN35893_c0_g3sp|A2Y5T7|SNAT1_ORYSISNAT1 Serotonin N-acetyltransferase 1, chloroplastic OS=Oryza sativa subsp. indica GN=SNAT1 PE=3 SV=357.40 0.00

TRINITY_DN36039_c0_g2sp|Q54XS1|PH4H_DICDIpah Phenylalanine-4-hydroxylase OS=Dictyostelium discoideum GN=pah PE=1 SV=157.40 0.00

TRINITY_DN36930_c0_g2sp|D2K6F1|SLT2_CHLRESLT2 Sodium/sulfate cotransporter 2 OS=Chlamydomonas reinhardtii GN=SLT2 PE=2 SV=157.40 0.00

TRINITY_DN39293_c0_g2sp|Q54Y03|KAD6_DICDIDDB_G0278493Adenylate kinase isoenzyme 6 homolog OS=Dictyostelium discoideum GN=DDB_G0278493 PE=3 SV=157.40 0.00

TRINITY_DN39331_c0_g4sp|Q9FQ11|SPP1_MAIZESPP1 Sucrose-phosphatase 1 OS=Zea mays GN=SPP1 PE=1 SV=157.40 0.00

TRINITY_DN39530_c0_g1sp|O81304|PAP11_ARATHPAP11 Probable plastid-lipid-associated protein 11 OS=Arabidopsis thaliana GN=PAP11 PE=2 SV=157.40 0.00

TRINITY_DN39613_c0_g2sp|Q9C944|H2AV3_ARATHAt1g52740Probable histone H2A variant 3 OS=Arabidopsis thaliana GN=At1g52740 PE=1 SV=157.40 0.00

TRINITY_DN39689_c0_g6sp|P15112|EF2_DICDIefbA Elongation factor 2 OS=Dictyostelium discoideum GN=efbA PE=1 SV=257.40 0.00



TRINITY_DN40803_c1_g1sp|Q500W7|PIGM_ARATHPIGM GPI mannosyltransferase 1 OS=Arabidopsis thaliana GN=PIGM PE=2 SV=157.40 0.00

TRINITY_DN40976_c0_g3sp|P0DJ14|RL7A_TETTHRPL7A 60S ribosomal protein L7a OS=Tetrahymena thermophila GN=RPL7A PE=1 SV=157.40 0.00

TRINITY_DN41033_c1_g2sp|Q8CXD3|DNAJ_OCEIHdnaJ Chaperone protein DnaJ OS=Oceanobacillus iheyensis (strain DSM 14371 / CIP 107618 / JCM 11309 / KCTC 3954 / HTE831) GN=dnaJ PE=3 SV=157.40 0.00

TRINITY_DN41074_c0_g3sp|Q9Y0T3|CTXB_POLPActxB Cortexillin-2 OS=Polysphondylium pallidum GN=ctxB PE=3 SV=157.40 0.00

TRINITY_DN41238_c0_g2sp|Q6P8Y1|CAPSL_MOUSECapsl Calcyphosin-like protein OS=Mus musculus GN=Capsl PE=2 SV=457.40 0.00

TRINITY_DN41280_c1_g5sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=257.40 0.00

TRINITY_DN41906_c0_g2sp|Q9SRW7|APK3_ARATHAPK3 Adenylyl-sulfate kinase 3 OS=Arabidopsis thaliana GN=APK3 PE=1 SV=157.40 0.00

TRINITY_DN42102_c1_g5sp|P93596|CP51_WHEATCYP51 Obtusifoliol 14-alpha demethylase (Fragment) OS=Triticum aestivum GN=CYP51 PE=2 SV=157.40 0.00

TRINITY_DN42513_c0_g1sp|P97608|OPLA_RATOplah 5-oxoprolinase OS=Rattus norvegicus GN=Oplah PE=1 SV=257.40 0.00

TRINITY_DN43810_c0_g2sp|Q9R0J8|LGMN_RATLgmn Legumain OS=Rattus norvegicus GN=Lgmn PE=1 SV=157.40 0.00

TRINITY_DN44179_c0_g1sp|P14576|SRP54_MOUSESrp54 Signal recognition particle 54 kDa protein OS=Mus musculus GN=Srp54 PE=1 SV=257.40 0.00

TRINITY_DN44331_c0_g15sp|O76039|CDKL5_HUMANCDKL5 Cyclin-dependent kinase-like 5 OS=Homo sapiens GN=CDKL5 PE=1 SV=157.40 0.00

TRINITY_DN44434_c0_g1sp|P73789|PPI2_SYNY3slr1251 Peptidyl-prolyl cis-trans isomerase slr1251 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr1251 PE=3 SV=157.40 0.00

TRINITY_DN44483_c0_g1sp|Q5ZJF6|DDX10_CHICKDDX10 Probable ATP-dependent RNA helicase DDX10 OS=Gallus gallus GN=DDX10 PE=2 SV=157.40 0.00

TRINITY_DN44738_c1_g3sp|Q6AZD4|IMP2L_DANREimmp2l Mitochondrial inner membrane protease subunit 2 OS=Danio rerio GN=immp2l PE=2 SV=157.40 0.00

TRINITY_DN46155_c1_g9sp|Q54ML1|NADE_DICDInadsyn1 Glutamine-dependent NAD(+) synthetase OS=Dictyostelium discoideum GN=nadsyn1 PE=3 SV=157.40 0.00

TRINITY_DN47066_c0_g3sp|Q55F21|AATM_DICDIaatA Aspartate aminotransferase, mitochondrial OS=Dictyostelium discoideum GN=aatA PE=3 SV=157.40 0.00

TRINITY_DN47478_c0_g1sp|P55217|CGS1_ARATHCGS1 Cystathionine gamma-synthase 1, chloroplastic OS=Arabidopsis thaliana GN=CGS1 PE=1 SV=357.40 0.00

TRINITY_DN47716_c0_g1sp|Q84K47|AB2A_ARATHABCA2 ABC transporter A family member 2 OS=Arabidopsis thaliana GN=ABCA2 PE=2 SV=157.40 0.00

TRINITY_DN49224_c0_g1sp|A1A4J6|ATP9B_BOVINATP9B Probable phospholipid-transporting ATPase IIB OS=Bos taurus GN=ATP9B PE=2 SV=157.40 0

TRINITY_DN49260_c0_g1sp|Q8TF62|AT8B4_HUMANATP8B4 Probable phospholipid-transporting ATPase IM OS=Homo sapiens GN=ATP8B4 PE=1 SV=357.40 0.00

TRINITY_DN50774_c1_g1sp|O80832|YU87_ARATHAt2g45870UPF0187 protein At2g45870, chloroplastic OS=Arabidopsis thaliana GN=At2g45870 PE=2 SV=157.40 0.00

TRINITY_DN51853_c0_g1sp|O44006|KPYK_EIMTEPYK Pyruvate kinase OS=Eimeria tenella GN=PYK PE=2 SV=157.40 0.00

TRINITY_DN52491_c2_g3sp|P27522|CB13_SOLLCCAB8 Chlorophyll a-b binding protein 8, chloroplastic OS=Solanum lycopersicum GN=CAB8 PE=3 SV=157.40 0.00

TRINITY_DN23022_c0_g3sp|Q5UQ88|UBC3_MIMIVMIMI_R521Probable ubiquitin-conjugating enzyme E2 R521 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R521 PE=3 SV=157.30 0.00

TRINITY_DN28326_c0_g2sp|P41555|ACEA_YARLIICL1 Isocitrate lyase OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=ICL1 PE=3 SV=357.30 0.00

TRINITY_DN35920_c0_g2sp|Q23924|COPB_DICDIcopb Coatomer subunit beta OS=Dictyostelium discoideum GN=copb PE=2 SV=257.30 0.00

TRINITY_DN36131_c0_g2sp|Q9Y385|UB2J1_HUMANUBE2J1 Ubiquitin-conjugating enzyme E2 J1 OS=Homo sapiens GN=UBE2J1 PE=1 SV=257.30 0.00

TRINITY_DN36737_c0_g1sp|Q54S38|RCL1_DICDIrcl1 Probable RNA 3'-terminal phosphate cyclase-like protein OS=Dictyostelium discoideum GN=rcl1 PE=1 SV=257.30 0.00

TRINITY_DN36845_c1_g1sp|Q66GN9|CLPX3_ARATHCLPX3 CLP protease regulatory subunit CLPX3, mitochondrial OS=Arabidopsis thaliana GN=CLPX3 PE=2 SV=157.30 0.00

TRINITY_DN36872_c0_g2sp|Q4R5Y2|NADE_MACFANADSYN1 Glutamine-dependent NAD(+) synthetase OS=Macaca fascicularis GN=NADSYN1 PE=2 SV=157.30 0.00

TRINITY_DN3707_c0_g1sp|Q9FML2|HDA6_ARATHHDA6 Histone deacetylase 6 OS=Arabidopsis thaliana GN=HDA6 PE=1 SV=157.30 0.00

TRINITY_DN38084_c1_g5sp|Q9SQI8|ODP24_ARATHLTA2 Dihydrolipoyllysine-residue acetyltransferase component 4 of pyruvate dehydrogenase complex, chloroplastic OS=Arabidopsis thaliana GN=LTA2 PE=2 SV=157.30 0.00

TRINITY_DN38209_c0_g3sp|Q9M5K3|DLDH1_ARATHLPD1 Dihydrolipoyl dehydrogenase 1, mitochondrial OS=Arabidopsis thaliana GN=LPD1 PE=1 SV=257.30 0.00

TRINITY_DN39083_c0_g1sp|P12955|PEPD_HUMANPEPD Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=357.30 0.00

TRINITY_DN39445_c1_g4sp|Q8T664|ABCH2_DICDIabcH2 ABC transporter H family member 2 OS=Dictyostelium discoideum GN=abcH2 PE=3 SV=157.30 0.00

TRINITY_DN41170_c0_g2sp|Q9LEM8|NAC2_CHLRENAC2 PsbD mRNA maturation factor Nac2, chloroplastic OS=Chlamydomonas reinhardtii GN=NAC2 PE=1 SV=157.30 0.00

TRINITY_DN42670_c0_g2sp|Q9FEC1|OHP2_ARATHOHP2 Light-harvesting complex-like protein OHP2, chloroplastic OS=Arabidopsis thaliana GN=OHP2 PE=2 SV=157.30 0.00

TRINITY_DN43168_c0_g1sp|O65896|CDA1_ARATHCDA1 Cytidine deaminase 1 OS=Arabidopsis thaliana GN=CDA1 PE=1 SV=157.30 0.00

TRINITY_DN44490_c0_g4sp|Q96M98|PACRG_HUMANPACRG Parkin coregulated gene protein OS=Homo sapiens GN=PACRG PE=1 SV=257.30 0.00

TRINITY_DN45107_c0_g4sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=157.30 0.00

TRINITY_DN45176_c0_g2sp|Q9LMR3|TYRA2_ARATHTYRAAT2 Arogenate dehydrogenase 2, chloroplastic OS=Arabidopsis thaliana GN=TYRAAT2 PE=1 SV=157.30 0.00

TRINITY_DN45739_c0_g1sp|P58100|COAE_CAUCRcoaE Dephospho-CoA kinase OS=Caulobacter crescentus (strain ATCC 19089 / CB15) GN=coaE PE=3 SV=157.30 0.00

TRINITY_DN46081_c0_g3sp|Q940G0|TMN1_ARATHTMN1 Transmembrane 9 superfamily member 1 OS=Arabidopsis thaliana GN=TMN1 PE=1 SV=157.30 0.00

TRINITY_DN46234_c0_g1sp|B1HMV7|RS13_LYSSCrpsM 30S ribosomal protein S13 OS=Lysinibacillus sphaericus (strain C3-41) GN=rpsM PE=3 SV=157.30 0.00

TRINITY_DN46293_c0_g1sp|Q42855|DCUP_HORVUDCUP Uroporphyrinogen decarboxylase (Fragment) OS=Hordeum vulgare GN=DCUP PE=2 SV=157.30 0.00

TRINITY_DN46543_c0_g4sp|Q54RD6|PP2AB_DICDIDDB_G0283187Probable serine/threonine-protein phosphatase 2A catalytic subunit B OS=Dictyostelium discoideum GN=DDB_G0283187 PE=3 SV=157.30 0.00

TRINITY_DN46551_c0_g8sp|O22145|OSGP2_ARATHGCP1 Probable tRNA N6-adenosine threonylcarbamoyltransferase, mitochondrial OS=Arabidopsis thaliana GN=GCP1 PE=2 SV=257.30 0.00

TRINITY_DN46667_c0_g4sp|P54672|AP2M_DICDIapm2 AP-2 complex subunit mu OS=Dictyostelium discoideum GN=apm2 PE=2 SV=257.30 0.00

TRINITY_DN46878_c1_g2sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=157.30 0.00

TRINITY_DN47503_c0_g8sp|Q55ED4|NKAP_DICDIDDB_G0269284NKAP family protein OS=Dictyostelium discoideum GN=DDB_G0269284 PE=3 SV=157.30 0.00

TRINITY_DN49151_c0_g1sp|Q8RVB2|SPY_SOLLCSPY Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY OS=Solanum lycopersicum GN=SPY PE=2 SV=157.30 0.00

TRINITY_DN49221_c0_g3sp|A8IQE0|CCD39_CHLRECCDC39 Coiled-coil domain-containing protein 39 OS=Chlamydomonas reinhardtii GN=CCDC39 PE=1 SV=157.30 0.00

TRINITY_DN49838_c0_g1sp|Q42770|STAD_GOSHI- Stearoyl-[acyl-carrier-protein] 9-desaturase, chloroplastic OS=Gossypium hirsutum PE=2 SV=157.30 0.00

TRINITY_DN51226_c1_g1sp|Q9M9Y8|CRTSO_ARATHCRTISO Prolycopene isomerase, chloroplastic OS=Arabidopsis thaliana GN=CRTISO PE=1 SV=257.30 0.00

TRINITY_DN52418_c1_g3sp|O65315|ACT_COLSC- Actin OS=Coleochaete scutata PE=2 SV=157.30 0.00



TRINITY_DN23531_c0_g1sp|Q9LH76|RHM3_ARATHRHM3 Trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase RHM3 OS=Arabidopsis thaliana GN=RHM3 PE=2 SV=157.20 0.00

TRINITY_DN34121_c0_g1sp|Q9FY65|RS153_ARATHRPS15C 40S ribosomal protein S15-3 OS=Arabidopsis thaliana GN=RPS15C PE=2 SV=157.20 0.00

TRINITY_DN37232_c0_g8sp|Q8LDP4|CP19D_ARATHCYP19-4 Peptidyl-prolyl cis-trans isomerase CYP19-4 OS=Arabidopsis thaliana GN=CYP19-4 PE=1 SV=257.20 0.00

TRINITY_DN37447_c0_g1sp|Q55GV3|PAKC_DICDIpakC Serine/threonine-protein kinase pakC OS=Dictyostelium discoideum GN=pakC PE=1 SV=257.20 0.00

TRINITY_DN38354_c0_g4sp|O59858|GPX1_SCHPOgpx1 Glutathione peroxidase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gpx1 PE=2 SV=157.20 0.00

TRINITY_DN38635_c0_g2sp|Q9SLN5|MAP1A_ARATHMAP1A Methionine aminopeptidase 1A OS=Arabidopsis thaliana GN=MAP1A PE=1 SV=157.20 0.00

TRINITY_DN40715_c0_g6sp|Q9P2D1|CHD7_HUMANCHD7 Chromodomain-helicase-DNA-binding protein 7 OS=Homo sapiens GN=CHD7 PE=1 SV=357.20 0.00

TRINITY_DN44935_c0_g1sp|Q23862|RACE_DICDIracE Rho-related protein racE OS=Dictyostelium discoideum GN=racE PE=1 SV=157.20 0.00

TRINITY_DN45104_c0_g1sp|P37518|YCHF_BACSUychF Ribosome-binding ATPase YchF OS=Bacillus subtilis (strain 168) GN=ychF PE=2 SV=157.20 0.00

TRINITY_DN46694_c0_g2sp|Q8BGF3|WDR92_MOUSEWdr92 WD repeat-containing protein 92 OS=Mus musculus GN=Wdr92 PE=1 SV=157.20 0.00

TRINITY_DN46878_c1_g3sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=157.20 0.00

TRINITY_DN50260_c0_g1sp|F4I6M1|POLIA_ARATHPOLIA DNA polymerase I A, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=POLIA PE=2 SV=157.20 0.00

TRINITY_DN52418_c0_g1sp|O65315|ACT_COLSC- Actin OS=Coleochaete scutata PE=2 SV=157.20 0.00

TRINITY_DN52450_c0_g2sp|Q8LKI3|ALB32_CHLREALB3.2 Inner membrane ALBINO3-like protein 2, chloroplastic OS=Chlamydomonas reinhardtii GN=ALB3.2 PE=2 SV=157.20 0.00

TRINITY_DN23574_c0_g1sp|Q9LZP9|CP122_ARATHCP12-2 Calvin cycle protein CP12-2, chloroplastic OS=Arabidopsis thaliana GN=CP12-2 PE=1 SV=157.10 0.00

TRINITY_DN30544_c0_g1sp|P42856|ZB14_MAIZEZBP14 14 kDa zinc-binding protein OS=Zea mays GN=ZBP14 PE=1 SV=157.10 0.00

TRINITY_DN30921_c0_g1sp|Q633L3|COAE_BACCZcoaE Dephospho-CoA kinase OS=Bacillus cereus (strain ZK / E33L) GN=coaE PE=3 SV=157.10 0.00

TRINITY_DN31606_c0_g1sp|B1AR13|CISD3_MOUSECisd3 CDGSH iron-sulfur domain-containing protein 3, mitochondrial OS=Mus musculus GN=Cisd3 PE=1 SV=157.10 0.00

TRINITY_DN32503_c0_g1sp|O22704|CYP5F_ARATHCB5LP Cytochrome B5-like protein OS=Arabidopsis thaliana GN=CB5LP PE=2 SV=157.10 0.00

TRINITY_DN34454_c0_g1sp|O65271|FOLD4_ARATHFOLD4 Bifunctional protein FolD 4, chloroplastic OS=Arabidopsis thaliana GN=FOLD4 PE=1 SV=157.10 0.00

TRINITY_DN35410_c0_g4sp|P42345|MTOR_HUMANMTOR Serine/threonine-protein kinase mTOR OS=Homo sapiens GN=MTOR PE=1 SV=157.10 0.00

TRINITY_DN35944_c0_g2sp|P0CR53|SLU7_CRYNBSLU7 Pre-mRNA-splicing factor SLU7 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=SLU7 PE=3 SV=157.10 0.00

TRINITY_DN35992_c0_g5sp|Q8BRK9|MA2A2_MOUSEMan2a2 Alpha-mannosidase 2x OS=Mus musculus GN=Man2a2 PE=1 SV=257.10 0.00

TRINITY_DN36914_c0_g6sp|Q96RY7|IF140_HUMANIFT140 Intraflagellar transport protein 140 homolog OS=Homo sapiens GN=IFT140 PE=1 SV=157.10 0.00

TRINITY_DN37213_c0_g7sp|P11873|HMGC_TETTH- High mobility group protein C OS=Tetrahymena thermophila PE=1 SV=157.10 0.00

TRINITY_DN38634_c1_g3sp|Q94AU2|SEC22_ARATHSEC22 25.3 kDa vesicle transport protein OS=Arabidopsis thaliana GN=SEC22 PE=2 SV=157.10 0.00

TRINITY_DN39136_c0_g5sp|Q553P6|SERP_DICDIserp Probable stress-associated endoplasmic reticulum protein OS=Dictyostelium discoideum GN=serp PE=2 SV=157.10 0.00

TRINITY_DN41417_c1_g3sp|Q3MHN0|PSB6_BOVINPSMB6 Proteasome subunit beta type-6 OS=Bos taurus GN=PSMB6 PE=1 SV=157.10 0.00

TRINITY_DN41417_c1_g9sp|Q3MHN0|PSB6_BOVINPSMB6 Proteasome subunit beta type-6 OS=Bos taurus GN=PSMB6 PE=1 SV=157.10 0.00

TRINITY_DN41491_c1_g4sp|Q9WU79|PROD_MOUSEProdh Proline dehydrogenase 1, mitochondrial OS=Mus musculus GN=Prodh PE=1 SV=257.10 0.00

TRINITY_DN41547_c1_g6sp|O64818|Y2309_ARATHAt2g23090Uncharacterized protein At2g23090 OS=Arabidopsis thaliana GN=At2g23090 PE=1 SV=157.10 0.00

TRINITY_DN41671_c0_g2sp|Q09691|RF1M_SCHPOSPAC2F7.17Putative peptide chain release factor 1, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC2F7.17 PE=3 SV=157.10 0.00

TRINITY_DN42043_c0_g7sp|P29763|RLA1_CHLRE- 60S acidic ribosomal protein P1 OS=Chlamydomonas reinhardtii PE=3 SV=157.10 0.00

TRINITY_DN42895_c0_g1sp|O82574|RL21_CYAPARPL21 60S ribosomal protein L21 OS=Cyanophora paradoxa GN=RPL21 PE=2 SV=157.10 0.00

TRINITY_DN43312_c0_g4sp|Q42290|MPPB_ARATHAt3g02090Probable mitochondrial-processing peptidase subunit beta, mitochondrial OS=Arabidopsis thaliana GN=At3g02090 PE=1 SV=257.10 0.00

TRINITY_DN44155_c1_g4sp|Q10717|CYSP2_MAIZECCP2 Cysteine proteinase 2 OS=Zea mays GN=CCP2 PE=2 SV=157.10 0.00

TRINITY_DN44174_c0_g4sp|Q1JQA3|AP3S2_BOVINAP3S2 AP-3 complex subunit sigma-2 OS=Bos taurus GN=AP3S2 PE=2 SV=157.10 0.00

TRINITY_DN44847_c0_g1sp|P30176|RIBX_ECOLIybiA N-glycosidase YbiA OS=Escherichia coli (strain K12) GN=ybiA PE=1 SV=157.10 0.00

TRINITY_DN45816_c0_g4sp|Q9WYX8|Y508_THEMATM_0508 Uncharacterized protein TM_0508 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0508 PE=3 SV=157.10 0.00

TRINITY_DN45887_c0_g1sp|Q9CZU3|SK2L2_MOUSESkiv2l2 Superkiller viralicidic activity 2-like 2 OS=Mus musculus GN=Skiv2l2 PE=1 SV=157.10 0

TRINITY_DN46603_c0_g1sp|Q9XF57|PEX7_ARATHPEX7 Peroxisome biogenesis protein 7 OS=Arabidopsis thaliana GN=PEX7 PE=1 SV=257.10 0.00

TRINITY_DN46753_c1_g2sp|O04147|CPD_ARATHAt4g18930Cyclic phosphodiesterase OS=Arabidopsis thaliana GN=At4g18930 PE=1 SV=157.10 0.00

TRINITY_DN47429_c0_g9sp|O67161|G3P_AQUAEgap Glyceraldehyde-3-phosphate dehydrogenase OS=Aquifex aeolicus (strain VF5) GN=gap PE=1 SV=157.10 0.00

TRINITY_DN48810_c2_g1sp|Q9M084|SYDC2_ARATHIBI1 Aspartate--tRNA ligase 2, cytoplasmic OS=Arabidopsis thaliana GN=IBI1 PE=1 SV=157.10 0.00

TRINITY_DN48870_c0_g4sp|Q1I5T6|UNG_PSEE4ung Uracil-DNA glycosylase OS=Pseudomonas entomophila (strain L48) GN=ung PE=3 SV=157.10 0.00

TRINITY_DN49802_c2_g2sp|O24133|CHLD_TOBACCHLD Magnesium-chelatase subunit ChlD, chloroplastic OS=Nicotiana tabacum GN=CHLD PE=2 SV=157.10 0.00

TRINITY_DN50739_c0_g3sp|P18616|NRPB1_ARATHNRPB1 DNA-directed RNA polymerase II subunit 1 OS=Arabidopsis thaliana GN=NRPB1 PE=1 SV=357.10 0

TRINITY_DN51024_c1_g3sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=257.10 0.00

TRINITY_DN51693_c2_g4sp|Q08080|HSP7S_SPIOLCHSP70 Stromal 70 kDa heat shock-related protein, chloroplastic (Fragment) OS=Spinacia oleracea GN=CHSP70 PE=2 SV=157.10 0.00

TRINITY_DN53301_c0_g1sp|Q8T135|KIF5_DICDIkif5 Kinesin-related protein 5 OS=Dictyostelium discoideum GN=kif5 PE=1 SV=157.10 0.00

TRINITY_DN25988_c0_g1sp|P80146|SEPR_THESR- Extracellular serine proteinase OS=Thermus sp. (strain Rt41A) PE=1 SV=357.00 0.00

TRINITY_DN29771_c0_g2sp|Q9M2V6|AB17G_ARATHABCG17 ABC transporter G family member 17 OS=Arabidopsis thaliana GN=ABCG17 PE=2 SV=157.00 0.00

TRINITY_DN32515_c0_g1sp|Q54GE6|MDHA_DICDImdhA Probable malate dehydrogenase 1 OS=Dictyostelium discoideum GN=mdhA PE=1 SV=157.00 0.00

TRINITY_DN33481_c0_g1sp|Q9D114|MESH1_MOUSEHddc3 Guanosine-3',5'-bis(diphosphate) 3'-pyrophosphohydrolase MESH1 OS=Mus musculus GN=Hddc3 PE=1 SV=157.00 0.00

TRINITY_DN33754_c1_g4sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=157.00 0.00

TRINITY_DN34726_c0_g1sp|Q9BW91|NUDT9_HUMANNUDT9 ADP-ribose pyrophosphatase, mitochondrial OS=Homo sapiens GN=NUDT9 PE=1 SV=157.00 0.00



TRINITY_DN35203_c1_g2sp|Q9D0F6|RFC5_MOUSERfc5 Replication factor C subunit 5 OS=Mus musculus GN=Rfc5 PE=1 SV=157.00 0.00

TRINITY_DN35448_c0_g11sp|O24326|VPE2_PHAVU- Vacuolar-processing enzyme OS=Phaseolus vulgaris PE=2 SV=157.00 0.00

TRINITY_DN35651_c0_g1sp|Q6Z1J6|OLA1_ORYSJYchF1 Obg-like ATPase 1 OS=Oryza sativa subsp. japonica GN=YchF1 PE=1 SV=157.00 0.00

TRINITY_DN36801_c0_g3sp|Q54MZ3|CDC20_DICDIcdc20 Anaphase-promoting complex subunit cdc20 OS=Dictyostelium discoideum GN=cdc20 PE=1 SV=157.00 0.00

TRINITY_DN37033_c0_g1sp|Q8WUA2|PPIL4_HUMANPPIL4 Peptidyl-prolyl cis-trans isomerase-like 4 OS=Homo sapiens GN=PPIL4 PE=1 SV=157.00 0.00

TRINITY_DN37697_c0_g2sp|Q1KVU3|RK12_ACUOBrpl12 50S ribosomal protein L12, chloroplastic OS=Acutodesmus obliquus GN=rpl12 PE=3 SV=157.00 0.00

TRINITY_DN37908_c0_g1sp|O75600|KBL_HUMANGCAT 2-amino-3-ketobutyrate coenzyme A ligase, mitochondrial OS=Homo sapiens GN=GCAT PE=1 SV=157.00 0.00

TRINITY_DN38730_c0_g2sp|Q6NRJ7|MCS1B_XENLAmcts1-b Malignant T-cell-amplified sequence 1-B OS=Xenopus laevis GN=mcts1-b PE=2 SV=157.00 0.00

TRINITY_DN39052_c0_g2sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=157.00 0.00

TRINITY_DN39056_c0_g7sp|A7MB47|RCD1_BOVINRQCD1 Cell differentiation protein RCD1 homolog OS=Bos taurus GN=RQCD1 PE=2 SV=157.00 0.00

TRINITY_DN40368_c0_g5sp|Q9FK29|UBC33_ARATHUBC33 Probable ubiquitin-conjugating enzyme E2 33 OS=Arabidopsis thaliana GN=UBC33 PE=2 SV=157.00 0.00

TRINITY_DN43723_c0_g5sp|Q32L78|TPC6B_BOVINTRAPPC6BTrafficking protein particle complex subunit 6B OS=Bos taurus GN=TRAPPC6B PE=2 SV=157.00 0.00

TRINITY_DN44344_c0_g4sp|P52550|MYBA_CHICKMYBL1 Myb-related protein A OS=Gallus gallus GN=MYBL1 PE=2 SV=157.00 0.00

TRINITY_DN45076_c0_g3sp|P74523|Y1419_SYNY3slr1419 Uncharacterized SufE-like protein slr1419 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr1419 PE=3 SV=157.00 0.00

TRINITY_DN45106_c1_g5sp|O02414|DYL1_HELCR- Dynein light chain LC6, flagellar outer arm OS=Heliocidaris crassispina PE=3 SV=157.00 0.00

TRINITY_DN47187_c0_g7sp|Q8LSN3|FYPP_PEAFYPP Phytochrome-associated serine/threonine-protein phosphatase OS=Pisum sativum GN=FYPP PE=1 SV=157.00 0.00

TRINITY_DN47284_c1_g1sp|O15381|NVL_HUMANNVL Nuclear valosin-containing protein-like OS=Homo sapiens GN=NVL PE=1 SV=157.00 0.00

TRINITY_DN47300_c0_g3sp|Q66JA9|U19BA_XENLAunc119b-aProtein unc-119 homolog B-A OS=Xenopus laevis GN=unc119b-a PE=2 SV=157.00 0.00

TRINITY_DN50675_c0_g3sp|Q54QJ9|KAD2_DICDIadkA Adenylate kinase OS=Dictyostelium discoideum GN=adkA PE=3 SV=157.00 0.00

TRINITY_DN51581_c0_g1sp|Q9SZ54|GPX7_ARATHGPX7 Putative glutathione peroxidase 7, chloroplastic OS=Arabidopsis thaliana GN=GPX7 PE=3 SV=257.00 0.00

TRINITY_DN9697_c0_g2sp|Q8T135|KIF5_DICDIkif5 Kinesin-related protein 5 OS=Dictyostelium discoideum GN=kif5 PE=1 SV=157.00 0.00

TRINITY_DN11665_c0_g1sp|Q21568|NH2L1_CAEELM28.5 NHP2-like protein 1 homolog OS=Caenorhabditis elegans GN=M28.5 PE=3 SV=156.90 0.00

TRINITY_DN1273_c0_g2sp|Q29458|LIPG_BOVINLIPF Gastric triacylglycerol lipase OS=Bos taurus GN=LIPF PE=1 SV=156.90 0.00

TRINITY_DN12879_c0_g1sp|P00079|CYC_TETPY- Cytochrome c OS=Tetrahymena pyriformis PE=1 SV=156.90 0.00

TRINITY_DN13203_c0_g1sp|P9WQ20|TREY_MYCTOtreY Putative maltooligosyl trehalose synthase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=treY PE=3 SV=156.90 0.00

TRINITY_DN13438_c0_g2sp|O59924|SODC_CANAXSOD1 Superoxide dismutase [Cu-Zn] OS=Candida albicans GN=SOD1 PE=3 SV=356.90 0.00

TRINITY_DN17942_c0_g1sp|Q1DRC2|MZT1_COCIMCIMG_07141Mitotic-spindle organizing protein 1 OS=Coccidioides immitis (strain RS) GN=CIMG_07141 PE=3 SV=156.90 0.00

TRINITY_DN31904_c0_g1sp|O44006|KPYK_EIMTEPYK Pyruvate kinase OS=Eimeria tenella GN=PYK PE=2 SV=156.90 0.00

TRINITY_DN32297_c0_g2sp|Q54Y72|GACA_DICDIgacA Rho GTPase-activating protein gacA OS=Dictyostelium discoideum GN=gacA PE=3 SV=156.90 0.00

TRINITY_DN36500_c0_g5sp|Q86JP3|RAB5A_DICDIrab5A Ras-related protein Rab-5A OS=Dictyostelium discoideum GN=rab5A PE=3 SV=156.90 0.00

TRINITY_DN37193_c0_g1sp|Q01971|RAB2A_RABITRAB2A Ras-related protein Rab-2A OS=Oryctolagus cuniculus GN=RAB2A PE=2 SV=156.90 0.00

TRINITY_DN37207_c0_g1sp|Q8L7U5|BSL1_ARATHBSL1 Serine/threonine-protein phosphatase BSL1 OS=Arabidopsis thaliana GN=BSL1 PE=1 SV=256.90 0.00

TRINITY_DN37359_c0_g1sp|P42754|MTDH_PETCRELI3 Mannitol dehydrogenase (Fragment) OS=Petroselinum crispum GN=ELI3 PE=2 SV=156.90 0.00

TRINITY_DN37509_c0_g1sp|A5DJJ2|H2A2_PICGUHTA2 Histone H2A.2 OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=HTA2 PE=3 SV=156.90 0.00

TRINITY_DN38186_c0_g7sp|Q10134|FEP1_SCHPOfep1 Iron-sensing transcription factor 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fep1 PE=1 SV=156.90 0.00

TRINITY_DN38318_c0_g2sp|Q9ZR40|U2A2B_NICPLU2AF65B Splicing factor U2af large subunit B OS=Nicotiana plumbaginifolia GN=U2AF65B PE=2 SV=156.90 0.00

TRINITY_DN38661_c0_g4sp|P31851|TABA_PSEAJtabA Protein TabA OS=Pseudomonas amygdali pv. tabaci GN=tabA PE=3 SV=156.90 0.00

TRINITY_DN39527_c0_g13sp|B9G2A8|BIG_ORYSJOs09g0247700Auxin transport protein BIG OS=Oryza sativa subsp. japonica GN=Os09g0247700 PE=2 SV=156.90 0.00

TRINITY_DN41214_c1_g5sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=256.90 0.00

TRINITY_DN41593_c1_g2sp|Q9SN28|ATL7_ARATHATL7 RING-H2 finger protein ATL7 OS=Arabidopsis thaliana GN=ATL7 PE=2 SV=156.90 0.00

TRINITY_DN42256_c0_g1sp|A8HYP5|IFT43_CHLREIFT43 Intraflagellar transport protein 43 OS=Chlamydomonas reinhardtii GN=IFT43 PE=2 SV=156.90 0.00

TRINITY_DN44195_c0_g1sp|Q8G2B1|PUR2_BRUSUpurD Phosphoribosylamine--glycine ligase OS=Brucella suis biovar 1 (strain 1330) GN=purD PE=3 SV=156.90 0.00

TRINITY_DN44789_c0_g1sp|Q22000|PDE4_CAEELpde-4 Probable 3',5'-cyclic phosphodiesterase pde-4 OS=Caenorhabditis elegans GN=pde-4 PE=3 SV=256.90 0.00

TRINITY_DN45399_c0_g4sp|Q9MAB3|NOP5B_ARATHNOP5-2 Probable nucleolar protein 5-2 OS=Arabidopsis thaliana GN=NOP5-2 PE=1 SV=156.90 0.00

TRINITY_DN46920_c0_g4sp|Q39255|SKP1A_ARATHSKP1A SKP1-like protein 1A OS=Arabidopsis thaliana GN=SKP1A PE=1 SV=156.90 0.00

TRINITY_DN47059_c0_g2sp|P42804|HEM11_ARATHHEMA1 Glutamyl-tRNA reductase 1, chloroplastic OS=Arabidopsis thaliana GN=HEMA1 PE=1 SV=256.90 0.00

TRINITY_DN48863_c0_g1sp|Q8L7Z9|DIT2_SPIOLDIT2 Dicarboxylate transporter 2, chloroplastic OS=Spinacia oleracea GN=DIT2 PE=1 SV=156.90 0.00

TRINITY_DN49318_c0_g4sp|A5VJE8|DNAJ_LACRDdnaJ Chaperone protein DnaJ OS=Lactobacillus reuteri (strain DSM 20016) GN=dnaJ PE=3 SV=156.90 0.00

TRINITY_DN51125_c0_g1sp|Q9CAR7|HIR2_ARATHHIR2 Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana GN=HIR2 PE=1 SV=156.90 0.00

TRINITY_DN51899_c0_g2sp|Q6H6R9|FTSH7_ORYSJFTSH7 ATP-dependent zinc metalloprotease FTSH 7, chloroplastic OS=Oryza sativa subsp. japonica GN=FTSH7 PE=3 SV=156.90 0.00

TRINITY_DN13538_c0_g1sp|Q9FJX0|PPIL2_ARATHCYP65 Peptidyl-prolyl cis-trans isomerase CYP65 OS=Arabidopsis thaliana GN=CYP65 PE=2 SV=156.80 0.00

TRINITY_DN29365_c0_g2sp|O00625|PIR_HUMANPIR Pirin OS=Homo sapiens GN=PIR PE=1 SV=156.80 0.00

TRINITY_DN30713_c0_g1sp|Q93WF6|SAG21_ARATHSAG21 Protein SENESCENCE-ASSOCIATED GENE 21, mitochondrial OS=Arabidopsis thaliana GN=SAG21 PE=2 SV=156.80 0.00

TRINITY_DN31554_c0_g1sp|Q9SZE1|3HID1_ARATHAt4g29120Probable 3-hydroxyisobutyrate dehydrogenase-like 1, mitochondrial OS=Arabidopsis thaliana GN=At4g29120 PE=1 SV=156.80 0.00

TRINITY_DN33205_c0_g1sp|P61865|RL12_CAEBRrpl-12 60S ribosomal protein L12 OS=Caenorhabditis briggsae GN=rpl-12 PE=3 SV=156.80 0.00

TRINITY_DN35787_c0_g2sp|Q2KJI7|AFG32_BOVINAFG3L2 AFG3-like protein 2 OS=Bos taurus GN=AFG3L2 PE=2 SV=156.80 0.00



TRINITY_DN36460_c1_g8sp|P34109|MYOD_DICDImyoD Myosin ID heavy chain OS=Dictyostelium discoideum GN=myoD PE=1 SV=256.80 0.00

TRINITY_DN37249_c0_g1sp|Q86AD9|THIL1_DICDIDDB_G0271544Probable acetyl-CoA acetyltransferase OS=Dictyostelium discoideum GN=DDB_G0271544 PE=2 SV=156.80 0.00

TRINITY_DN37900_c0_g1sp|Q58DK5|HEM2_BOVINALAD Delta-aminolevulinic acid dehydratase OS=Bos taurus GN=ALAD PE=2 SV=156.80 0.00

TRINITY_DN37948_c0_g2sp|P53704|GFA1_CANALGFA1 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GFA1 PE=1 SV=256.80 0.00

TRINITY_DN37992_c0_g13sp|Q10G81|MSI1_ORYSJMSI1 Histone-binding protein MSI1 homolog OS=Oryza sativa subsp. japonica GN=MSI1 PE=2 SV=156.80 0.00

TRINITY_DN38007_c0_g6sp|P25865|UBC1_ARATHUBC1 Ubiquitin-conjugating enzyme E2 1 OS=Arabidopsis thaliana GN=UBC1 PE=1 SV=156.80 0.00

TRINITY_DN38237_c0_g1sp|Q94497|SELD_DICDIselD Selenide, water dikinase OS=Dictyostelium discoideum GN=selD PE=2 SV=356.80 0.00

TRINITY_DN39668_c0_g6sp|Q8W585|FTSH8_ARATHFTSH8 ATP-dependent zinc metalloprotease FTSH 8, chloroplastic OS=Arabidopsis thaliana GN=FTSH8 PE=1 SV=156.80 0.00

TRINITY_DN39903_c1_g6sp|Q551B5|MIO_DICDIDDB_G0276673WD repeat-containing protein mio OS=Dictyostelium discoideum GN=DDB_G0276673 PE=3 SV=156.80 0.00

TRINITY_DN42810_c0_g2sp|B0TGY6|SECA_HELMIsecA Protein translocase subunit SecA OS=Heliobacterium modesticaldum (strain ATCC 51547 / Ice1) GN=secA PE=3 SV=156.80 0.00

TRINITY_DN42839_c0_g3sp|Q7XKD0|TRXX_ORYSJTRX-X Thioredoxin X, chloroplastic OS=Oryza sativa subsp. japonica GN=TRX-X PE=2 SV=156.80 0.00

TRINITY_DN44982_c0_g1sp|Q58DD9|GPN2_PIGGPN2 GPN-loop GTPase 2 OS=Sus scrofa GN=GPN2 PE=2 SV=156.80 0.00

TRINITY_DN46889_c0_g5sp|Q9FMA3|PEX5_ARATHPEX5 Peroxisome biogenesis protein 5 OS=Arabidopsis thaliana GN=PEX5 PE=1 SV=156.80 0.00

TRINITY_DN47204_c1_g5sp|P23968|VATO_YEASTVMA16 V-type proton ATPase subunit c'' OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VMA16 PE=1 SV=156.80 0.00

TRINITY_DN48210_c0_g5sp|Q9FQ03|XRN3_ARATHXRN3 5'-3' exoribonuclease 3 OS=Arabidopsis thaliana GN=XRN3 PE=1 SV=156.80 0.00

TRINITY_DN50041_c0_g2sp|D0NVH9|PURA_PHYITPITG_16736Adenylosuccinate synthetase OS=Phytophthora infestans (strain T30-4) GN=PITG_16736 PE=3 SV=156.80 0.00

TRINITY_DN52510_c1_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=156.80 0.00

TRINITY_DN8141_c0_g1sp|P77526|YFCG_ECOLIyfcG Disulfide-bond oxidoreductase YfcG OS=Escherichia coli (strain K12) GN=yfcG PE=1 SV=156.80 0.00

TRINITY_DN31048_c1_g1sp|Q6PFY9|CC14B_MOUSECdc14b Dual specificity protein phosphatase CDC14B OS=Mus musculus GN=Cdc14b PE=2 SV=156.70 0.00

TRINITY_DN31646_c0_g3sp|Q498E7|SMAL1_XENLAsmarcal1SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 OS=Xenopus laevis GN=smarcal1 PE=2 SV=156.70 0.00

TRINITY_DN32600_c0_g2sp|O09173|HGD_MOUSEHgd Homogentisate 1,2-dioxygenase OS=Mus musculus GN=Hgd PE=1 SV=256.70 0.00

TRINITY_DN32692_c0_g1sp|A0LYZ0|RL20_GRAFKrplT 50S ribosomal protein L20 OS=Gramella forsetii (strain KT0803) GN=rplT PE=3 SV=156.70 0.00

TRINITY_DN33811_c0_g1sp|Q54TC5|MAFL2_DICDIDDB_G0281937Maf-like protein DDB_G0281937 OS=Dictyostelium discoideum GN=DDB_G0281937 PE=3 SV=156.70 0.00

TRINITY_DN33878_c0_g1sp|Q551M3|TRMB_DICDImettl1 tRNA (guanine-N(7)-)-methyltransferase OS=Dictyostelium discoideum GN=mettl1 PE=3 SV=156.70 0.00

TRINITY_DN34465_c0_g1sp|Q54RV6|TPPC2_DICDItrappc2 Trafficking protein particle complex subunit 2 OS=Dictyostelium discoideum GN=trappc2 PE=3 SV=156.70 0.00

TRINITY_DN34850_c0_g13sp|Q5F364|MRP1_CHICKABCC1 Multidrug resistance-associated protein 1 OS=Gallus gallus GN=ABCC1 PE=2 SV=156.70 0.00

TRINITY_DN36174_c0_g1sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=156.70 0.00

TRINITY_DN36353_c0_g6sp|Q8ST87|ABCCA_DICDIabcC10 ABC transporter C family member 10 OS=Dictyostelium discoideum GN=abcC10 PE=3 SV=156.70 0.00

TRINITY_DN37216_c0_g2sp|Q55GE2|ODC_DICDImcfT Probable mitochondrial 2-oxodicarboxylate carrier OS=Dictyostelium discoideum GN=mcfT PE=3 SV=156.70 0.00

TRINITY_DN37601_c0_g8sp|P27133|COROA_DICDIcorA Coronin-A OS=Dictyostelium discoideum GN=corA PE=1 SV=256.70 0.00

TRINITY_DN38368_c0_g4sp|O48782|HMOX1_ARATHHO1 Heme oxygenase 1, chloroplastic OS=Arabidopsis thaliana GN=HO1 PE=1 SV=256.70 0.00

TRINITY_DN38680_c0_g3sp|E9Q9D5|RBL2A_MOUSERabl2 Rab-like protein 2A OS=Mus musculus GN=Rabl2 PE=1 SV=156.70 0.00

TRINITY_DN39625_c0_g1sp|O57478|HEMH_XENLAfech Ferrochelatase, mitochondrial OS=Xenopus laevis GN=fech PE=1 SV=156.70 0.00

TRINITY_DN41442_c0_g1sp|Q9C509|SGPL_ARATHDPL1 Sphingosine-1-phosphate lyase OS=Arabidopsis thaliana GN=DPL1 PE=1 SV=156.70 0.00

TRINITY_DN42125_c0_g5sp|O81098|RPB5A_ARATHNRPB5A DNA-directed RNA polymerases II and IV subunit 5A OS=Arabidopsis thaliana GN=NRPB5A PE=1 SV=156.70 0.00

TRINITY_DN42575_c0_g3sp|Q869N2|PAKB_DICDIpakB Serine/threonine-protein kinase pakB OS=Dictyostelium discoideum GN=pakB PE=1 SV=156.70 0.00

TRINITY_DN42875_c1_g3sp|Q9FG93|MNS4_ARATHMNS4 Alpha-mannosidase I MNS4 OS=Arabidopsis thaliana GN=MNS4 PE=1 SV=156.70 0.00

TRINITY_DN44176_c0_g5sp|Q9LV03|GLUT1_ARATHGLT1 Glutamate synthase 1 [NADH], chloroplastic OS=Arabidopsis thaliana GN=GLT1 PE=1 SV=256.70 0.00

TRINITY_DN46236_c0_g1sp|Q3SZF8|SMD2_BOVINSNRPD2 Small nuclear ribonucleoprotein Sm D2 OS=Bos taurus GN=SNRPD2 PE=3 SV=156.70 0.00

TRINITY_DN47624_c2_g1sp|P30405|PPIF_HUMANPPIF Peptidyl-prolyl cis-trans isomerase F, mitochondrial OS=Homo sapiens GN=PPIF PE=1 SV=156.70 0.00

TRINITY_DN47916_c0_g3sp|Q9ZW33|TIM10_ARATHTIM10 Mitochondrial import inner membrane translocase subunit TIM10 OS=Arabidopsis thaliana GN=TIM10 PE=1 SV=156.70 0.00

TRINITY_DN48106_c0_g6sp|A1CKN5|GET3_ASPCLget3 ATPase get3 OS=Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1) GN=get3 PE=3 SV=156.70 0.00

TRINITY_DN50679_c0_g3sp|Q109R6|CUTA1_ORYSJCUTA1 Protein CutA 1, chloroplastic OS=Oryza sativa subsp. japonica GN=CUTA1 PE=1 SV=156.70 0.00

TRINITY_DN51408_c0_g4sp|Q54NJ8|HPRT_DICDIhprT Hypoxanthine-guanine phosphoribosyltransferase OS=Dictyostelium discoideum GN=hprT PE=1 SV=156.70 0.00

TRINITY_DN51804_c0_g2sp|O04931|AGLU_BETVU- Alpha-glucosidase OS=Beta vulgaris PE=1 SV=156.70 0.00

TRINITY_DN51956_c1_g2sp|P12330|CB21_ORYSJCAB1R Chlorophyll a-b binding protein 1, chloroplastic OS=Oryza sativa subsp. japonica GN=CAB1R PE=2 SV=256.70 0.00

TRINITY_DN2770_c0_g1sp|Q80VP5|CL065_MOUSE- Probable peptide chain release factor C12orf65 homolog, mitochondrial OS=Mus musculus PE=1 SV=156.60 0.00

TRINITY_DN29358_c0_g1sp|P46967|DAD1_XENLAdad1 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit dad1 OS=Xenopus laevis GN=dad1 PE=3 SV=156.60 0.00

TRINITY_DN29602_c0_g1sp|Q54CW7|RTPR_DICDIrtpR Probable adenosylcobalamin-dependent ribonucleoside-triphosphate reductase OS=Dictyostelium discoideum GN=rtpR PE=3 SV=156.60 0.00

TRINITY_DN30234_c0_g1sp|Q54L48|APC11_DICDIanapc11 Anaphase-promoting complex subunit 11 OS=Dictyostelium discoideum GN=anapc11 PE=3 SV=156.60 0.00

TRINITY_DN35900_c2_g4sp|Q2KJI7|AFG32_BOVINAFG3L2 AFG3-like protein 2 OS=Bos taurus GN=AFG3L2 PE=2 SV=156.60 0.00

TRINITY_DN36800_c0_g3sp|Q6CQE5|TAR1_KLULATAR1-A Protein TAR1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=TAR1-A PE=4 SV=256.60 0.00

TRINITY_DN36987_c0_g8sp|Q554S6|ACT17_DICDIact17 Actin-17 OS=Dictyostelium discoideum GN=act17 PE=3 SV=156.60 0.00

TRINITY_DN39291_c0_g1sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=256.60 0.00

TRINITY_DN39674_c0_g4sp|Q0D5B9|SAP16_ORYSJSAP16 Zinc finger AN1 and C2H2 domain-containing stress-associated protein 16 OS=Oryza sativa subsp. japonica GN=SAP16 PE=2 SV=256.60 0.00

TRINITY_DN40056_c0_g8sp|P39120|CISY2_BACSUcitZ Citrate synthase 2 OS=Bacillus subtilis (strain 168) GN=citZ PE=1 SV=256.60 0.00



TRINITY_DN40395_c0_g2sp|Q9SGU9|MGL_ARATHMGL Methionine gamma-lyase OS=Arabidopsis thaliana GN=MGL PE=1 SV=156.60 0.00

TRINITY_DN42605_c0_g1sp|Q9SSE7|AROD2_ARATHADT2 Arogenate dehydratase/prephenate dehydratase 2, chloroplastic OS=Arabidopsis thaliana GN=ADT2 PE=1 SV=156.60 0.00

TRINITY_DN43083_c0_g5sp|Q3B8J8|SDHB_XENLAsdhb Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Xenopus laevis GN=sdhb PE=2 SV=156.60 0.00

TRINITY_DN43288_c0_g2sp|Q9FMP3|DPYS_ARATHPYD2 Dihydropyrimidinase OS=Arabidopsis thaliana GN=PYD2 PE=1 SV=156.60 0.00

TRINITY_DN43719_c1_g3sp|Q9SIP7|RS31_ARATHRPS3A 40S ribosomal protein S3-1 OS=Arabidopsis thaliana GN=RPS3A PE=1 SV=156.60 0.00

TRINITY_DN43732_c0_g9sp|P49689|RS30_ARATHRPS30A 40S ribosomal protein S30 OS=Arabidopsis thaliana GN=RPS30A PE=3 SV=356.60 0.00

TRINITY_DN47186_c1_g2sp|Q8T8P3|ABCD2_DICDIabcD2 ABC transporter D family member 2 OS=Dictyostelium discoideum GN=abcD2 PE=3 SV=156.60 0.00

TRINITY_DN47319_c0_g4sp|Q9QZM0|UBQL2_MOUSEUbqln2 Ubiquilin-2 OS=Mus musculus GN=Ubqln2 PE=1 SV=256.60 0.00

TRINITY_DN47574_c0_g5sp|Q9JMH6|TRXR1_MOUSETxnrd1 Thioredoxin reductase 1, cytoplasmic OS=Mus musculus GN=Txnrd1 PE=1 SV=356.60 0.00

TRINITY_DN49821_c0_g5sp|Q9SE42|RPE1_ORYSJOs09g0505700Ribulose-phosphate 3-epimerase, cytoplasmic isoform OS=Oryza sativa subsp. japonica GN=Os09g0505700 PE=1 SV=156.60 0.00

TRINITY_DN52339_c0_g3sp|Q7SDM8|THG1_NEUCRrgt-1 tRNA(His) guanylyltransferase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rgt-1 PE=3 SV=156.60 0.00

TRINITY_DN52491_c3_g1sp|P27522|CB13_SOLLCCAB8 Chlorophyll a-b binding protein 8, chloroplastic OS=Solanum lycopersicum GN=CAB8 PE=3 SV=156.60 0.00

TRINITY_DN15571_c0_g1sp|Q1KVV2|PSBK_ACUOBpsbK Photosystem II reaction center protein K OS=Acutodesmus obliquus GN=psbK PE=3 SV=156.50 0.00

TRINITY_DN25743_c0_g1sp|Q6GL41|MCM4_XENTRmcm4 DNA replication licensing factor mcm4 OS=Xenopus tropicalis GN=mcm4 PE=2 SV=156.50 0.00

TRINITY_DN30138_c0_g2sp|Q8T2K9|MASY_DICDImasA Malate synthase OS=Dictyostelium discoideum GN=masA PE=2 SV=256.50 0.00

TRINITY_DN30229_c0_g3sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=156.50 0.00

TRINITY_DN30399_c0_g1sp|Q54YF2|AMPKA_DICDIsnfA 5'-AMP-activated serine/threonine-protein kinase catalytic subunit alpha OS=Dictyostelium discoideum GN=snfA PE=2 SV=156.50 0.00

TRINITY_DN31082_c0_g4sp|Q54JC8|PUR4_DICDIpurL Phosphoribosylformylglycinamidine synthase OS=Dictyostelium discoideum GN=purL PE=1 SV=156.50 0.00

TRINITY_DN31880_c0_g1sp|Q9H0C2|ADT4_HUMANSLC25A31ADP/ATP translocase 4 OS=Homo sapiens GN=SLC25A31 PE=2 SV=156.50 0.00

TRINITY_DN32000_c0_g1sp|Q9C8M2|MSRB1_ARATHMSRB1 Peptide methionine sulfoxide reductase B1, chloroplastic OS=Arabidopsis thaliana GN=MSRB1 PE=1 SV=156.50 0.00

TRINITY_DN35130_c0_g1sp|Q7KQL3|ARF1_PLAF7ARF1 ADP-ribosylation factor 1 OS=Plasmodium falciparum (isolate 3D7) GN=ARF1 PE=1 SV=156.50 0.00

TRINITY_DN35913_c0_g1sp|O23970|GPX1_HELANGPXHA-1 Glutathione peroxidase 1 OS=Helianthus annuus GN=GPXHA-1 PE=2 SV=156.50 0.00

TRINITY_DN36126_c1_g1sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=156.50 0.00

TRINITY_DN39201_c0_g1sp|Q54QR3|RB32A_DICDIrab32A Ras-related protein Rab-32A OS=Dictyostelium discoideum GN=rab32A PE=1 SV=156.50 0.00

TRINITY_DN40237_c0_g1sp|Q9SGA6|RS191_ARATHRPS19A 40S ribosomal protein S19-1 OS=Arabidopsis thaliana GN=RPS19A PE=2 SV=156.50 0.00

TRINITY_DN41098_c0_g2sp|Q6MEC9|SYN_PARUWasnS Asparagine--tRNA ligase OS=Protochlamydia amoebophila (strain UWE25) GN=asnS PE=3 SV=156.50 0.00

TRINITY_DN43226_c0_g2sp|P22279|RAS2_MUCCLRAS2 Ras-like protein 2 OS=Mucor circinelloides f. lusitanicus GN=RAS2 PE=2 SV=256.50 0.00

TRINITY_DN45381_c1_g3sp|B8B9K6|R10A_ORYSIRPL10A 60S ribosomal protein L10a OS=Oryza sativa subsp. indica GN=RPL10A PE=3 SV=156.50 0.00

TRINITY_DN46445_c0_g3sp|O04630|SYTM1_ARATHTHRRS Threonine--tRNA ligase, mitochondrial 1 OS=Arabidopsis thaliana GN=THRRS PE=1 SV=356.50 0.00

TRINITY_DN47292_c0_g5sp|Q54TI6|UBC12_DICDIube2m NEDD8-conjugating enzyme Ubc12 OS=Dictyostelium discoideum GN=ube2m PE=3 SV=156.50 0.00

TRINITY_DN48497_c0_g4sp|O23653|AK2_ARATHAK2 Aspartokinase 2, chloroplastic OS=Arabidopsis thaliana GN=AK2 PE=1 SV=256.50 0.00

TRINITY_DN50275_c0_g3sp|P07259|PYR1_YEASTURA2 Protein URA2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=URA2 PE=1 SV=556.50 0.00

TRINITY_DN5088_c0_g2sp|Q76NM1|ERD2_PLAF7ERD2 ER lumen protein-retaining receptor OS=Plasmodium falciparum (isolate 3D7) GN=ERD2 PE=3 SV=156.50 0.00

TRINITY_DN51617_c0_g3sp|Q9C923|NUG2_ARATHNUG2 Nuclear/nucleolar GTPase 2 OS=Arabidopsis thaliana GN=NUG2 PE=1 SV=156.50 0.00

TRINITY_DN52288_c1_g1sp|P53704|GFA1_CANALGFA1 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GFA1 PE=1 SV=256.50 0.00

TRINITY_DN5790_c0_g1sp|Q4R632|CBPC2_MACFAAGBL2 Cytosolic carboxypeptidase 2 OS=Macaca fascicularis GN=AGBL2 PE=2 SV=156.50 0.00

TRINITY_DN30920_c0_g1sp|Q86K94|TPPC3_DICDItrappc3 Trafficking protein particle complex subunit 3 OS=Dictyostelium discoideum GN=trappc3 PE=3 SV=256.40 0.00

TRINITY_DN32947_c0_g1sp|Q91757|GSK3B_XENLAgsk3b Glycogen synthase kinase-3 beta OS=Xenopus laevis GN=gsk3b PE=1 SV=156.40 0.00

TRINITY_DN32955_c0_g1sp|O04630|SYTM1_ARATHTHRRS Threonine--tRNA ligase, mitochondrial 1 OS=Arabidopsis thaliana GN=THRRS PE=1 SV=356.40 0.00

TRINITY_DN33472_c0_g1sp|P42525|ERK1_DICDIerkA Extracellular signal-regulated kinase 1 OS=Dictyostelium discoideum GN=erkA PE=2 SV=256.40 0.00

TRINITY_DN34556_c0_g1sp|Q553V2|MCEE_DICDImcee Methylmalonyl-CoA epimerase, mitochondrial OS=Dictyostelium discoideum GN=mcee PE=3 SV=156.40 0.00

TRINITY_DN35040_c0_g9sp|Q6UX73|CP089_HUMANC16orf89UPF0764 protein C16orf89 OS=Homo sapiens GN=C16orf89 PE=1 SV=256.40 0.00

TRINITY_DN36510_c0_g5sp|P34730|BMH2_YEASTBMH2 Protein BMH2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BMH2 PE=1 SV=356.40 0.00

TRINITY_DN36820_c0_g7sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=156.40 0.00

TRINITY_DN37422_c0_g2sp|Q964D9|ACTC_PLATR- Actin, cytoplasmic OS=Planorbella trivolvis PE=3 SV=156.40 0.00

TRINITY_DN38901_c0_g3sp|Q236T0|RL32_TETTSRPL32 60S ribosomal protein L32 OS=Tetrahymena thermophila (strain SB210) GN=RPL32 PE=1 SV=156.40 0.00

TRINITY_DN40247_c0_g1sp|A9A5Y7|IMDH_NITMSguaB Inosine-5'-monophosphate dehydrogenase OS=Nitrosopumilus maritimus (strain SCM1) GN=guaB PE=3 SV=156.40 0.00

TRINITY_DN40523_c1_g1sp|Q8I5R7|SYP_PLAF7proRS Proline--tRNA ligase OS=Plasmodium falciparum (isolate 3D7) GN=proRS PE=1 SV=156.40 0.00

TRINITY_DN41031_c0_g4sp|P20794|MAK_HUMANMAK Serine/threonine-protein kinase MAK OS=Homo sapiens GN=MAK PE=1 SV=256.40 0.00

TRINITY_DN42378_c0_g2sp|P55735|SEC13_HUMANSEC13 Protein SEC13 homolog OS=Homo sapiens GN=SEC13 PE=1 SV=356.40 0.00

TRINITY_DN43009_c0_g5sp|F4JAA5|SKI2_ARATHSKI2 DExH-box ATP-dependent RNA helicase DExH11 OS=Arabidopsis thaliana GN=SKI2 PE=1 SV=156.40 0.00

TRINITY_DN45315_c1_g2sp|P31843|RRPO_OENBE- RNA-directed DNA polymerase homolog OS=Oenothera berteroana PE=4 SV=156.40 0.00

TRINITY_DN45413_c0_g4sp|O97508|THIO_HORSETXN Thioredoxin OS=Equus caballus GN=TXN PE=3 SV=356.40 0.00

TRINITY_DN45578_c1_g4sp|P55861|MCM2_XENLAmcm2 DNA replication licensing factor mcm2 OS=Xenopus laevis GN=mcm2 PE=1 SV=256.40 0.00

TRINITY_DN46046_c1_g3sp|Q6P5E4|UGGG1_MOUSEUggt1 UDP-glucose:glycoprotein glucosyltransferase 1 OS=Mus musculus GN=Uggt1 PE=1 SV=456.40 0.00

TRINITY_DN46802_c1_g2sp|B9MQX0|RL19_CALBDrplS 50S ribosomal protein L19 OS=Caldicellulosiruptor bescii (strain ATCC BAA-1888 / DSM 6725 / Z-1320) GN=rplS PE=3 SV=156.40 0.00



TRINITY_DN50719_c1_g1sp|Q9SKZ5|FBT1_ARATHAt2g32040Folate-biopterin transporter 1, chloroplastic OS=Arabidopsis thaliana GN=At2g32040 PE=1 SV=256.40 0.00

TRINITY_DN50984_c0_g3sp|Q9CWR2|SMYD3_MOUSESmyd3 Histone-lysine N-methyltransferase SMYD3 OS=Mus musculus GN=Smyd3 PE=2 SV=156.40 0.00

TRINITY_DN51152_c1_g7sp|Q9H8S9|MOB1A_HUMANMOB1A MOB kinase activator 1A OS=Homo sapiens GN=MOB1A PE=1 SV=456.40 0.00

TRINITY_DN51949_c0_g1sp|P29610|CY12_SOLTUCYCL Cytochrome c1-2, heme protein, mitochondrial (Fragment) OS=Solanum tuberosum GN=CYCL PE=1 SV=156.40 0.00

TRINITY_DN53180_c0_g1sp|Q7DLS1|PSB7B_ARATHPBB2 Proteasome subunit beta type-7-B OS=Arabidopsis thaliana GN=PBB2 PE=1 SV=256.40 0.00

TRINITY_DN30457_c0_g3sp|Q8N4J0|CARME_HUMANCARNMT1 Carnosine N-methyltransferase OS=Homo sapiens GN=CARNMT1 PE=1 SV=156.30 0.00

TRINITY_DN32337_c0_g4sp|Q7GB25|AB5C_ARATHABCC5 ABC transporter C family member 5 OS=Arabidopsis thaliana GN=ABCC5 PE=2 SV=256.30 0.00

TRINITY_DN34277_c0_g1sp|Q8T154|UCKB_DICDIudkB Uridine-cytidine kinase B OS=Dictyostelium discoideum GN=udkB PE=3 SV=256.30 0.00

TRINITY_DN34776_c0_g17sp|Q54X95|SYMC_DICDImetS Probable methionine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=metS PE=3 SV=156.30 0.00

TRINITY_DN35083_c0_g2sp|O14104|LYS12_SCHPOlys12 Homoisocitrate dehydrogenase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=lys12 PE=1 SV=156.30 0.00

TRINITY_DN36173_c0_g1sp|Q54IK1|RRAGA_DICDIragA Ras-related GTP-binding protein A OS=Dictyostelium discoideum GN=ragA PE=2 SV=156.30 0.00

TRINITY_DN38455_c0_g9sp|Q0JM17|RH56_ORYSJAIP1 DEAD-box ATP-dependent RNA helicase 56 OS=Oryza sativa subsp. japonica GN=AIP1 PE=1 SV=256.30 0.00

TRINITY_DN40785_c0_g1sp|P19824|KPPR_CHLREPRKA Phosphoribulokinase, chloroplastic OS=Chlamydomonas reinhardtii GN=PRKA PE=1 SV=156.30 0.00

TRINITY_DN40852_c1_g2sp|O35130|NEP1_MOUSEEmg1 Ribosomal RNA small subunit methyltransferase NEP1 OS=Mus musculus GN=Emg1 PE=1 SV=156.30 0.00

TRINITY_DN41199_c0_g2sp|B8B8I3|ALFL2_ORYSIOsI_25444PHD finger protein ALFIN-LIKE 2 OS=Oryza sativa subsp. indica GN=OsI_25444 PE=3 SV=156.30 0.00

TRINITY_DN41329_c0_g1sp|Q05144|RAC2_MOUSERac2 Ras-related C3 botulinum toxin substrate 2 OS=Mus musculus GN=Rac2 PE=1 SV=156.30 0.00

TRINITY_DN42551_c0_g8sp|P56331|IF1A_ONOVI- Eukaryotic translation initiation factor 1A OS=Onobrychis viciifolia PE=2 SV=256.30 0.00

TRINITY_DN42746_c1_g2sp|Q93ZG9|FKB53_ARATHFKBP53 Peptidyl-prolyl cis-trans isomerase FKBP53 OS=Arabidopsis thaliana GN=FKBP53 PE=1 SV=156.30 0.00

TRINITY_DN45338_c0_g3sp|Q54J73|PAP_DICDIpapA Poly(A) polymerase OS=Dictyostelium discoideum GN=papA PE=3 SV=156.30 0.00

TRINITY_DN47581_c0_g2sp|O59713|DPH1_SCHPOdph1 Diphthamide biosynthesis protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dph1 PE=3 SV=156.30 0.00

TRINITY_DN48075_c0_g2sp|Q6YZ54|RFC3_ORYSJRFC3 Replication factor C subunit 3 OS=Oryza sativa subsp. japonica GN=RFC3 PE=2 SV=156.30 0.00

TRINITY_DN50156_c0_g1sp|Q91ZW3|SMCA5_MOUSESmarca5 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5 OS=Mus musculus GN=Smarca5 PE=1 SV=156.30 0.00

TRINITY_DN50405_c0_g2sp|Q6R3M4|POLI_MOUSEPoli DNA polymerase iota OS=Mus musculus GN=Poli PE=1 SV=156.30 0.00

TRINITY_DN50568_c1_g2sp|Q08759|MYB_XENLAmyb Transcriptional activator Myb OS=Xenopus laevis GN=myb PE=2 SV=156.30 0.00

TRINITY_DN50782_c0_g1sp|O94530|SUA5_SCHPOsua5 Threonylcarbamoyl-AMP synthase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sua5 PE=3 SV=156.30 0.00

TRINITY_DN51222_c0_g1sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=256.30 0.00

TRINITY_DN51612_c0_g2sp|Q00766|PHS1_DICDIglpV Glycogen phosphorylase 1 OS=Dictyostelium discoideum GN=glpV PE=1 SV=356.30 0.00

TRINITY_DN11289_c0_g1sp|P02691|MYP2_RABITPMP2 Myelin P2 protein OS=Oryctolagus cuniculus GN=PMP2 PE=1 SV=356.20 0.00

TRINITY_DN15296_c0_g2sp|P46588|DPOD_CANAXPOL3 DNA polymerase delta catalytic subunit OS=Candida albicans GN=POL3 PE=3 SV=256.20 0.00

TRINITY_DN18505_c0_g2sp|O75643|U520_HUMANSNRNP200U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=256.20 0.00

TRINITY_DN23188_c0_g1sp|Q9P4C8|SAR1_KOMPGSAR1 Small COPII coat GTPase SAR1 OS=Komagataella phaffii (strain GS115 / ATCC 20864) GN=SAR1 PE=3 SV=156.20 0.00

TRINITY_DN23218_c0_g2sp|Q96PY6|NEK1_HUMANNEK1 Serine/threonine-protein kinase Nek1 OS=Homo sapiens GN=NEK1 PE=1 SV=256.20 0.00

TRINITY_DN23882_c0_g3sp|Q54EW8|DLDH_DICDIlpd Dihydrolipoyl dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=lpd PE=3 SV=156.20 0.00

TRINITY_DN30307_c0_g1sp|Q00477|RL44P_CANMAL41P1A 60S ribosomal protein L44 P OS=Candida maltosa GN=L41P1A PE=3 SV=356.20 0.00

TRINITY_DN30675_c0_g1sp|Q9VLV5|RUXE_DROMESmE Probable small nuclear ribonucleoprotein E OS=Drosophila melanogaster GN=SmE PE=1 SV=156.20 0.00

TRINITY_DN30860_c0_g1sp|Q9FJN9|PABN2_ARATHPABN2 Polyadenylate-binding protein 2 OS=Arabidopsis thaliana GN=PABN2 PE=1 SV=156.20 0.00

TRINITY_DN32014_c0_g2sp|Q54UC9|KIF3_DICDIkif3 Kinesin-related protein 3 OS=Dictyostelium discoideum GN=kif3 PE=1 SV=156.20 0.00

TRINITY_DN32670_c0_g2sp|A8EZE6|SYH_RICCKhisS Histidine--tRNA ligase OS=Rickettsia canadensis (strain McKiel) GN=hisS PE=3 SV=156.20 0.00

TRINITY_DN33694_c0_g2sp|Q0IMG5|MT4A_ORYSJMT4A Metallothionein-like protein 4A OS=Oryza sativa subsp. japonica GN=MT4A PE=2 SV=156.20 0.00

TRINITY_DN36061_c0_g3sp|P54675|PI3K3_DICDIpikC Phosphatidylinositol 3-kinase 3 OS=Dictyostelium discoideum GN=pikC PE=2 SV=256.20 0.00

TRINITY_DN36878_c0_g2sp|Q55DV9|CGL_DICDIcysA Cystathionine gamma-lyase OS=Dictyostelium discoideum GN=cysA PE=1 SV=156.20 0.00

TRINITY_DN37069_c0_g1sp|Q8W117|SMU1_ARATHSMU1 Suppressor of mec-8 and unc-52 protein homolog 1 OS=Arabidopsis thaliana GN=SMU1 PE=1 SV=156.20 0.00

TRINITY_DN37252_c1_g5sp|A2X2K3|2ABB_ORYSIOsI_006296Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform OS=Oryza sativa subsp. indica GN=OsI_006296 PE=2 SV=256.20 0.00

TRINITY_DN37523_c0_g5sp|Q3ZCF5|OAT_BOVINOAT Ornithine aminotransferase, mitochondrial OS=Bos taurus GN=OAT PE=2 SV=156.20 0.00

TRINITY_DN37542_c1_g4sp|P73555|Y875_SYNY3sll0875 Uncharacterized membrane protein sll0875 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0875 PE=3 SV=156.20 0.00

TRINITY_DN37671_c1_g6sp|Q01IJ3|SUV3L_ORYSIH0219H12.4ATP-dependent RNA helicase SUV3L, mitochondrial OS=Oryza sativa subsp. indica GN=H0219H12.4 PE=3 SV=156.20 0.00

TRINITY_DN38663_c0_g8sp|Q99758|ABCA3_HUMANABCA3 ATP-binding cassette sub-family A member 3 OS=Homo sapiens GN=ABCA3 PE=1 SV=256.20 0.00

TRINITY_DN39871_c0_g10sp|Q66I21|AL8A1_DANREaldh8a1 Aldehyde dehydrogenase family 8 member A1 OS=Danio rerio GN=aldh8a1 PE=2 SV=156.20 0.00

TRINITY_DN40662_c0_g5sp|Q54SA7|SF3B3_DICDIsf3b3 Probable splicing factor 3B subunit 3 OS=Dictyostelium discoideum GN=sf3b3 PE=3 SV=156.20 0.00

TRINITY_DN42301_c1_g11sp|Q9SMP0|NFYC1_ARATHNFYC1 Nuclear transcription factor Y subunit C-1 OS=Arabidopsis thaliana GN=NFYC1 PE=1 SV=156.20 0.00

TRINITY_DN42574_c0_g1sp|Q9T034|SYFA_ARATHAt4g39280Phenylalanine--tRNA ligase alpha subunit, cytoplasmic OS=Arabidopsis thaliana GN=At4g39280 PE=2 SV=356.20 0.00

TRINITY_DN43133_c0_g4sp|Q231U7|RL5_TETTSRPL5 60S ribosomal protein L5 OS=Tetrahymena thermophila (strain SB210) GN=RPL5 PE=1 SV=256.20 0.00

TRINITY_DN43149_c0_g1sp|Q9CWS4|INT11_MOUSECpsf3l Integrator complex subunit 11 OS=Mus musculus GN=Cpsf3l PE=1 SV=156.20 0.00

TRINITY_DN43237_c0_g1sp|A8NEP3|TRP_COPC7TRP-1 Tryptophan synthase OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=TRP-1 PE=3 SV=256.20 0.00

TRINITY_DN43479_c0_g2sp|B2IZP5|SYI_NOSP7ileS Isoleucine--tRNA ligase OS=Nostoc punctiforme (strain ATCC 29133 / PCC 73102) GN=ileS PE=3 SV=156.20 0.00

TRINITY_DN43625_c0_g1sp|Q4WKB2|PPME1_ASPFUppe1 Protein phosphatase methylesterase 1 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=ppe1 PE=3 SV=156.20 0.00



TRINITY_DN44388_c0_g2sp|Q84QU8|PPT2_ORYSJPPT2 Phosphoenolpyruvate/phosphate translocator 2, chloroplastic OS=Oryza sativa subsp. japonica GN=PPT2 PE=2 SV=156.20 0.00

TRINITY_DN44920_c0_g6sp|Q14147|DHX34_HUMANDHX34 Probable ATP-dependent RNA helicase DHX34 OS=Homo sapiens GN=DHX34 PE=1 SV=256.20 0.00

TRINITY_DN45141_c1_g2sp|Q5PQ44|CD022_XENLA- Uncharacterized protein C4orf22 homolog OS=Xenopus laevis PE=2 SV=156.20 0.00

TRINITY_DN45573_c1_g2sp|Q56YN8|SMC3_ARATHSMC3 Structural maintenance of chromosomes protein 3 OS=Arabidopsis thaliana GN=SMC3 PE=2 SV=156.20 0.00

TRINITY_DN47265_c0_g3sp|Q54F10|NDUV2_DICDIndufv2 NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Dictyostelium discoideum GN=ndufv2 PE=3 SV=156.20 0.00

TRINITY_DN49409_c0_g1sp|Q54P92|METH_DICDImtr Methionine synthase OS=Dictyostelium discoideum GN=mtr PE=3 SV=156.20 0.00

TRINITY_DN50596_c0_g1sp|Q704E8|ABCB7_RATAbcb7 ATP-binding cassette sub-family B member 7, mitochondrial OS=Rattus norvegicus GN=Abcb7 PE=1 SV=156.20 0.00

TRINITY_DN51636_c0_g1sp|Q8DJ40|CLPB1_THEEBclpB1 Chaperone protein ClpB 1 OS=Thermosynechococcus elongatus (strain BP-1) GN=clpB1 PE=3 SV=156.20 0.00

TRINITY_DN51644_c0_g4sp|Q5F364|MRP1_CHICKABCC1 Multidrug resistance-associated protein 1 OS=Gallus gallus GN=ABCC1 PE=2 SV=156.20 0.00

TRINITY_DN16853_c0_g1sp|O75792|RNH2A_HUMANRNASEH2ARibonuclease H2 subunit A OS=Homo sapiens GN=RNASEH2A PE=1 SV=256.10 0.00

TRINITY_DN19695_c0_g2sp|Q93VB2|AT18A_ARATHATG18A Autophagy-related protein 18a OS=Arabidopsis thaliana GN=ATG18A PE=1 SV=156.10 0.00

TRINITY_DN20384_c0_g2sp|Q74ZC0|YSH1_ASHGOYSH1 Endoribonuclease YSH1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=YSH1 PE=3 SV=256.10 0.00

TRINITY_DN32583_c0_g1sp|Q96BM9|ARL8A_HUMANARL8A ADP-ribosylation factor-like protein 8A OS=Homo sapiens GN=ARL8A PE=1 SV=156.10 0.00

TRINITY_DN32586_c0_g1sp|A2ZBW5|VATL_ORYSIVATP-P1 V-type proton ATPase 16 kDa proteolipid subunit OS=Oryza sativa subsp. indica GN=VATP-P1 PE=2 SV=156.10 0.00

TRINITY_DN33509_c0_g1sp|A5PKH3|FAAA_BOVINFAH Fumarylacetoacetase OS=Bos taurus GN=FAH PE=2 SV=156.10 0.00

TRINITY_DN33865_c0_g2sp|P54680|FIMB_DICDIfimA Fimbrin OS=Dictyostelium discoideum GN=fimA PE=2 SV=256.10 0.00

TRINITY_DN33945_c0_g1sp|Q9NX74|DUS2L_HUMANDUS2 tRNA-dihydrouridine(20) synthase [NAD(P)+]-like OS=Homo sapiens GN=DUS2 PE=1 SV=156.10 0.00

TRINITY_DN34410_c0_g3sp|Q6INU8|TT30A_XENLAttc30a Tetratricopeptide repeat protein 30A OS=Xenopus laevis GN=ttc30a PE=2 SV=156.10 0.00

TRINITY_DN34571_c0_g2sp|Q8VZS9|FZR1_ARATHFZR1 Protein FIZZY-RELATED 1 OS=Arabidopsis thaliana GN=FZR1 PE=1 SV=156.10 0.00

TRINITY_DN35815_c1_g7sp|Q4WI01|RS21_ASPFUrps21 40S ribosomal protein S21 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=rps21 PE=3 SV=156.10 0.00

TRINITY_DN35909_c1_g3sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=256.10 0.00

TRINITY_DN36441_c0_g3sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=156.10 0.00

TRINITY_DN36857_c0_g9sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=156.10 0.00

TRINITY_DN39071_c1_g2sp|P42620|YQJG_ECOLIyqjG Glutathionyl-hydroquinone reductase YqjG OS=Escherichia coli (strain K12) GN=yqjG PE=1 SV=156.10 0.00

TRINITY_DN40060_c1_g3sp|Q182E7|DNAJ_PEPD6dnaJ Chaperone protein DnaJ OS=Peptoclostridium difficile (strain 630) GN=dnaJ PE=3 SV=156.10 0.00

TRINITY_DN40203_c0_g2sp|Q9BLG4|AMT1_DICDIamtA Ammonium transporter 1 OS=Dictyostelium discoideum GN=amtA PE=1 SV=156.10 0.00

TRINITY_DN40765_c0_g5sp|P34136|HMDH2_DICDIhmgB 3-hydroxy-3-methylglutaryl-coenzyme A reductase 2 OS=Dictyostelium discoideum GN=hmgB PE=2 SV=256.10 0.00

TRINITY_DN44747_c0_g1sp|Q9SS17|RS241_ARATHRPS24A 40S ribosomal protein S24-1 OS=Arabidopsis thaliana GN=RPS24A PE=2 SV=156.10 0.00

TRINITY_DN45042_c0_g2sp|Q5A432|GAT1_CANALGAT1 Transcriptional regulatory protein GAT1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GAT1 PE=2 SV=156.10 0.00

TRINITY_DN45937_c2_g3sp|Q0WRJ7|FK202_ARATHFKBP20-2Peptidyl-prolyl cis-trans isomerase FKBP20-2, chloroplastic OS=Arabidopsis thaliana GN=FKBP20-2 PE=1 SV=156.10 0.00

TRINITY_DN47222_c0_g1sp|Q9S762|HIS1A_ARATHHISN1A ATP phosphoribosyltransferase 1, chloroplastic OS=Arabidopsis thaliana GN=HISN1A PE=1 SV=156.10 0.00

TRINITY_DN47396_c0_g2sp|P46875|KN14N_ARATHKIN14N Kinesin-like protein KIN-14N OS=Arabidopsis thaliana GN=KIN14N PE=1 SV=156.10 0.00

TRINITY_DN47602_c0_g1sp|P10480|GCAT_AERHY- Phosphatidylcholine-sterol acyltransferase OS=Aeromonas hydrophila PE=1 SV=356.10 0.00

TRINITY_DN4780_c0_g1sp|Q9SJ44|UEV1C_ARATHUEV1C Ubiquitin-conjugating enzyme E2 variant 1C OS=Arabidopsis thaliana GN=UEV1C PE=1 SV=156.10 0.00

TRINITY_DN48238_c0_g1sp|P79101|CPSF3_BOVINCPSF3 Cleavage and polyadenylation specificity factor subunit 3 OS=Bos taurus GN=CPSF3 PE=1 SV=156.10 0.00

TRINITY_DN51178_c0_g4sp|P11418|SODC_PRIGLsod1 Superoxide dismutase [Cu-Zn] OS=Prionace glauca GN=sod1 PE=1 SV=156.10 0.00

TRINITY_DN51268_c1_g3sp|Q9LZD4|RAE1D_ARATHRABE1D Ras-related protein RABE1d OS=Arabidopsis thaliana GN=RABE1D PE=1 SV=156.10 0.00

TRINITY_DN18505_c0_g4sp|O75643|U520_HUMANSNRNP200U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=256.00 0.00

TRINITY_DN23073_c0_g2sp|Q93WF6|SAG21_ARATHSAG21 Protein SENESCENCE-ASSOCIATED GENE 21, mitochondrial OS=Arabidopsis thaliana GN=SAG21 PE=2 SV=156.00 0.00

TRINITY_DN25575_c0_g1sp|P56571|ES1_RAT- ES1 protein homolog, mitochondrial OS=Rattus norvegicus PE=1 SV=256.00 0.00

TRINITY_DN28694_c0_g1sp|Q6C4D4|DBP2_YARLIDBP2 ATP-dependent RNA helicase DBP2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=DBP2 PE=3 SV=156.00 0.00

TRINITY_DN28988_c0_g3sp|Q38709|THI4_ALNGLTHI1 Thiamine thiazole synthase, chloroplastic OS=Alnus glutinosa GN=THI1 PE=2 SV=156.00 0.00

TRINITY_DN31299_c0_g2sp|Q3MIT2|PUS10_HUMANPUS10 Putative tRNA pseudouridine synthase Pus10 OS=Homo sapiens GN=PUS10 PE=1 SV=156.00 0.00

TRINITY_DN31551_c0_g1sp|B7T1V0|FTSH_VAULIftsH ATP-dependent zinc metalloprotease FtsH OS=Vaucheria litorea GN=ftsH PE=3 SV=156.00 0.00

TRINITY_DN34918_c0_g8sp|Q12675|ATC4_YEASTDNF2 Phospholipid-transporting ATPase DNF2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DNF2 PE=1 SV=156.00 0.00

TRINITY_DN35063_c0_g2sp|O94383|SMC1_SCHPOpsm1 Structural maintenance of chromosomes protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=psm1 PE=1 SV=256.00 0.00

TRINITY_DN35180_c0_g2sp|Q9DAK2|PACRG_MOUSEPacrg Parkin coregulated gene protein homolog OS=Mus musculus GN=Pacrg PE=1 SV=156.00 0.00

TRINITY_DN36163_c0_g11sp|Q39571|YPTC1_CHLREYPTC1 GTP-binding protein YPTC1 OS=Chlamydomonas reinhardtii GN=YPTC1 PE=3 SV=156.00 0.00

TRINITY_DN37628_c0_g1sp|Q75M35|OML3_ORYSJML3 Protein MEI2-like 3 OS=Oryza sativa subsp. japonica GN=ML3 PE=2 SV=256.00 0.00

TRINITY_DN37671_c1_g8sp|Q39586|METE_CHLRE- 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase OS=Chlamydomonas reinhardtii PE=2 SV=156.00 0.00

TRINITY_DN38111_c2_g4sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=156.00 0.00

TRINITY_DN38126_c1_g5sp|Q6BVN0|PMP3_DEBHAPMP3 Plasma membrane proteolipid 3 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=PMP3 PE=3 SV=156.00 0.00

TRINITY_DN38754_c1_g4sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=356.00 0.00

TRINITY_DN40384_c0_g2sp|Q54M22|ODBA_DICDIbkdA 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial OS=Dictyostelium discoideum GN=bkdA PE=3 SV=156.00 0.00

TRINITY_DN40582_c1_g4sp|Q8LH03|DDRGK_ORYSJOs07g0103200DDRGK domain-containing protein 1 OS=Oryza sativa subsp. japonica GN=Os07g0103200 PE=2 SV=156.00 0.00

TRINITY_DN41872_c0_g5sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=356.00 0.00



TRINITY_DN42281_c2_g5sp|P52903|ODPA_SOLTU- Pyruvate dehydrogenase E1 component subunit alpha, mitochondrial OS=Solanum tuberosum PE=1 SV=156.00 0.00

TRINITY_DN42507_c0_g1sp|F4IYM4|DEX1_ARATHDEX1 Protein DEFECTIVE IN EXINE FORMATION 1 OS=Arabidopsis thaliana GN=DEX1 PE=2 SV=156.00 0.00

TRINITY_DN43598_c0_g1sp|Q0PGJ6|AKRC9_ARATHAKR4C9 Aldo-keto reductase family 4 member C9 OS=Arabidopsis thaliana GN=AKR4C9 PE=1 SV=156.00 0.00

TRINITY_DN45146_c0_g5sp|O48901|DPOD1_SOYBNPOLD1 DNA polymerase delta catalytic subunit OS=Glycine max GN=POLD1 PE=2 SV=156.00 0.00

TRINITY_DN45333_c0_g2sp|Q8RWM2|NPRT1_ARATHNAPRT1 Nicotinate phosphoribosyltransferase 1 OS=Arabidopsis thaliana GN=NAPRT1 PE=2 SV=156.00 0.00

TRINITY_DN45856_c0_g1sp|Q05646|DNAJ_ERYRHdnaJ Chaperone protein DnaJ OS=Erysipelothrix rhusiopathiae GN=dnaJ PE=2 SV=156.00 0.00

TRINITY_DN46551_c0_g7sp|O22145|OSGP2_ARATHGCP1 Probable tRNA N6-adenosine threonylcarbamoyltransferase, mitochondrial OS=Arabidopsis thaliana GN=GCP1 PE=2 SV=256.00 0.00

TRINITY_DN47135_c0_g6sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=256.00 0.00

TRINITY_DN48611_c0_g3sp|Q9SW96|SYNC1_ARATHSYNC1 Asparagine--tRNA ligase, cytoplasmic 1 OS=Arabidopsis thaliana GN=SYNC1 PE=1 SV=156.00 0.00

TRINITY_DN48821_c0_g1sp|Q8W4D0|CPY71_ARATHCYP71 Peptidyl-prolyl cis-trans isomerase CYP71 OS=Arabidopsis thaliana GN=CYP71 PE=1 SV=156.00 0.00

TRINITY_DN49416_c0_g4sp|A4QVP2|IF4A_MAGO7TIF1 ATP-dependent RNA helicase eIF4A OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=TIF1 PE=3 SV=156.00 0.00

TRINITY_DN50090_c0_g1sp|F4K5X6|RVE2_ARATHRVE2 Protein REVEILLE 2 OS=Arabidopsis thaliana GN=RVE2 PE=2 SV=156.00 0.00

TRINITY_DN50402_c0_g8sp|Q5W915|USP_PEAUSP UDP-sugar pyrophospharylase OS=Pisum sativum GN=USP PE=1 SV=156.00 0.00

TRINITY_DN15927_c0_g1sp|P16296|FA9_RATF9 Coagulation factor IX OS=Rattus norvegicus GN=F9 PE=2 SV=255.90 0.00

TRINITY_DN16665_c0_g1sp|Q6ZWY6|U2D2B_MOUSEUbe2d2b Ubiquitin-conjugating enzyme E2 D2B OS=Mus musculus GN=Ube2d2b PE=1 SV=155.90 0.00

TRINITY_DN23972_c0_g1sp|Q94636|DPOLA_STENO- DNA polymerase alpha catalytic subunit OS=Sterkiella nova PE=3 SV=155.90 0.00

TRINITY_DN25283_c0_g1sp|Q54U87|DHKA_DICDIdhkA Hybrid signal transduction histidine kinase A OS=Dictyostelium discoideum GN=dhkA PE=1 SV=155.90 0.00

TRINITY_DN30131_c0_g2sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=155.90 0.00

TRINITY_DN31339_c0_g2sp|Q54RA4|Y3291_DICDIDDB_G0283291Probable iron/ascorbate oxidoreductase DDB_G0283291 OS=Dictyostelium discoideum GN=DDB_G0283291 PE=3 SV=155.90 0.00

TRINITY_DN31423_c0_g3sp|P54675|PI3K3_DICDIpikC Phosphatidylinositol 3-kinase 3 OS=Dictyostelium discoideum GN=pikC PE=2 SV=255.90 0.00

TRINITY_DN32381_c0_g1sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=255.90 0.00

TRINITY_DN33199_c0_g1sp|P25207|NFYB_CHICKNFYB Nuclear transcription factor Y subunit beta OS=Gallus gallus GN=NFYB PE=2 SV=255.90 0.00

TRINITY_DN33927_c0_g1sp|O66536|YHIT_AQUAEaq_141 Uncharacterized HIT-like protein aq_141 OS=Aquifex aeolicus (strain VF5) GN=aq_141 PE=3 SV=155.90 0.00

TRINITY_DN35180_c1_g9sp|Q9DAK2|PACRG_MOUSEPacrg Parkin coregulated gene protein homolog OS=Mus musculus GN=Pacrg PE=1 SV=155.90 0.00

TRINITY_DN36065_c0_g1sp|P48465|ACT_CRYNHCNAG_00483Actin OS=Cryptococcus neoformans var. grubii serotype A (strain H99 / ATCC 208821 / CBS 10515 / FGSC 9487) GN=CNAG_00483 PE=3 SV=255.90 0.00

TRINITY_DN36100_c0_g1sp|P41234|ABCA2_MOUSEAbca2 ATP-binding cassette sub-family A member 2 OS=Mus musculus GN=Abca2 PE=1 SV=455.90 0.00

TRINITY_DN36163_c0_g2sp|Q86KI1|AP2A2_DICDIap2a1-1 AP-2 complex subunit alpha-2 OS=Dictyostelium discoideum GN=ap2a1-1 PE=3 SV=155.90 0.00

TRINITY_DN36278_c2_g9sp|Q0P5L0|RBM42_BOVINRBM42 RNA-binding protein 42 OS=Bos taurus GN=RBM42 PE=2 SV=155.90 0.00

TRINITY_DN36568_c0_g6sp|Q45223|HBD_BRADUhbdA 3-hydroxybutyryl-CoA dehydrogenase OS=Bradyrhizobium diazoefficiens (strain JCM 10833 / IAM 13628 / NBRC 14792 / USDA 110) GN=hbdA PE=3 SV=155.90 0.00

TRINITY_DN37053_c1_g1sp|Q653T6|SPS1_ORYSJSPS1 Solanesyl-diphosphate synthase 1, mitochondrial OS=Oryza sativa subsp. japonica GN=SPS1 PE=1 SV=155.90 0.00

TRINITY_DN38012_c2_g6sp|Q55720|YC49L_SYNY3sll0608 Ycf49-like protein OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0608 PE=3 SV=155.90 0.00

TRINITY_DN38929_c2_g1sp|Q54VD8|RIO1_DICDIrio1 Serine/threonine-protein kinase rio1 OS=Dictyostelium discoideum GN=rio1 PE=3 SV=155.90 0.00

TRINITY_DN38946_c0_g1sp|Q94ID7|GGPPS_HEVBRGGPS Geranylgeranyl pyrophosphate synthase, chloroplastic OS=Hevea brasiliensis GN=GGPS PE=1 SV=155.90 0.00

TRINITY_DN39452_c0_g1sp|Q2QPW1|GMK1_ORYSJGK1 Guanylate kinase 1 OS=Oryza sativa subsp. japonica GN=GK1 PE=2 SV=255.90 0.00

TRINITY_DN41126_c1_g2sp|Q40578|AOX2_TOBACAOX2 Ubiquinol oxidase 2, mitochondrial OS=Nicotiana tabacum GN=AOX2 PE=1 SV=255.90 0.00

TRINITY_DN42186_c1_g5sp|P32899|IMP3_YEASTIMP3 U3 small nucleolar ribonucleoprotein protein IMP3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=IMP3 PE=1 SV=155.90 0.00

TRINITY_DN42563_c1_g1sp|P93236|ABA2_SOLLC- Zeaxanthin epoxidase, chloroplastic OS=Solanum lycopersicum PE=2 SV=155.90 0.00

TRINITY_DN42686_c0_g2sp|Q5R4L5|XRN2_PONABXRN2 5'-3' exoribonuclease 2 OS=Pongo abelii GN=XRN2 PE=2 SV=155.90 0.00

TRINITY_DN42902_c1_g3sp|Q8PFF8|DUSA_XANACdusA tRNA-dihydrouridine(20/20a) synthase OS=Xanthomonas axonopodis pv. citri (strain 306) GN=dusA PE=3 SV=155.90 0.00

TRINITY_DN44783_c0_g1sp|Q9FMU6|MPCP3_ARATHMPT3 Mitochondrial phosphate carrier protein 3, mitochondrial OS=Arabidopsis thaliana GN=MPT3 PE=1 SV=155.90 0.00

TRINITY_DN45005_c0_g5sp|O18158|OGT1_CAEELogt-1 UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase OS=Caenorhabditis elegans GN=ogt-1 PE=1 SV=255.90 0.00

TRINITY_DN45607_c0_g3sp|P40228|CSK2B_ARATHCKB1 Casein kinase II subunit beta-1 OS=Arabidopsis thaliana GN=CKB1 PE=1 SV=155.90 0.00

TRINITY_DN45612_c0_g2sp|Q93VC7|RPS1_ARATHRPS1 30S ribosomal protein S1, chloroplastic OS=Arabidopsis thaliana GN=RPS1 PE=1 SV=155.90 0.00

TRINITY_DN45670_c0_g3sp|Q54X82|AP1B_DICDIap1b1 AP-1 complex subunit beta OS=Dictyostelium discoideum GN=ap1b1 PE=3 SV=155.90 0.00

TRINITY_DN45684_c0_g4sp|Q8DIE4|HEM3_THEEBhemC Porphobilinogen deaminase OS=Thermosynechococcus elongatus (strain BP-1) GN=hemC PE=3 SV=155.90 0.00

TRINITY_DN46889_c0_g11sp|Q6P8Y1|CAPSL_MOUSECapsl Calcyphosin-like protein OS=Mus musculus GN=Capsl PE=2 SV=455.90 0.00

TRINITY_DN47235_c0_g3sp|Q9FR37|AMI1_ARATHAMI1 Amidase 1 OS=Arabidopsis thaliana GN=AMI1 PE=1 SV=155.90 0.00

TRINITY_DN47420_c0_g1sp|Q550Q4|RHEB_DICDIrheb GTP-binding protein Rheb homolog OS=Dictyostelium discoideum GN=rheb PE=3 SV=155.90 0.00

TRINITY_DN47645_c0_g5sp|Q5R631|RPF1_PONABRPF1 Ribosome production factor 1 OS=Pongo abelii GN=RPF1 PE=2 SV=155.90 0.00

TRINITY_DN49540_c0_g1sp|Q8H183|BUP1_ARATHPYD3 Beta-ureidopropionase OS=Arabidopsis thaliana GN=PYD3 PE=1 SV=155.90 0.00

TRINITY_DN49862_c0_g2sp|G0S8G9|IF2P_CHATDCTHT_0029840Eukaryotic translation initiation factor 5B OS=Chaetomium thermophilum (strain DSM 1495 / CBS 144.50 / IMI 039719) GN=CTHT_0029840 PE=1 SV=255.90 0.00

TRINITY_DN50369_c0_g1sp|O04539|SNL4_ARATHSNL4 Paired amphipathic helix protein Sin3-like 4 OS=Arabidopsis thaliana GN=SNL4 PE=3 SV=355.90 0.00

TRINITY_DN50526_c0_g1sp|Q336M2|CDKE1_ORYSJCDKE-1 Cyclin-dependent kinase E-1 OS=Oryza sativa subsp. japonica GN=CDKE-1 PE=2 SV=255.90 0.00

TRINITY_DN52073_c2_g2sp|Q2QM47|BSL2_ORYSJBSL2 Serine/threonine-protein phosphatase BSL2 homolog OS=Oryza sativa subsp. japonica GN=BSL2 PE=2 SV=255.90 0.00

TRINITY_DN53225_c0_g1sp|P28188|RAD2A_ARATHRABD2A Ras-related protein RABD2a OS=Arabidopsis thaliana GN=RABD2A PE=1 SV=355.90 0.00

TRINITY_DN11033_c0_g1sp|Q9SHE8|PSAF_ARATHPSAF Photosystem I reaction center subunit III, chloroplastic OS=Arabidopsis thaliana GN=PSAF PE=1 SV=155.80 0.00



TRINITY_DN21504_c0_g2sp|P40945|ARF2_DROMEArf102F ADP-ribosylation factor 2 OS=Drosophila melanogaster GN=Arf102F PE=2 SV=255.80 0.00

TRINITY_DN23774_c0_g1sp|Q55GV3|PAKC_DICDIpakC Serine/threonine-protein kinase pakC OS=Dictyostelium discoideum GN=pakC PE=1 SV=255.80 0.00

TRINITY_DN28677_c0_g1sp|O74196|UBC1_COLGLUBC1 Ubiquitin-conjugating enzyme E2-16 kDa OS=Colletotrichum gloeosporioides GN=UBC1 PE=2 SV=155.80 0.00

TRINITY_DN3340_c0_g1sp|Q6NPT7|HRD1B_ARATHHRD1B ERAD-associated E3 ubiquitin-protein ligase HRD1B OS=Arabidopsis thaliana GN=HRD1B PE=2 SV=155.80 0.00

TRINITY_DN35955_c0_g6sp|Q5TAQ9|DCAF8_HUMANDCAF8 DDB1- and CUL4-associated factor 8 OS=Homo sapiens GN=DCAF8 PE=1 SV=155.80 0.00

TRINITY_DN36829_c0_g5sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=255.80 0.00

TRINITY_DN37656_c0_g4sp|O74407|SYDC_SCHPOdps1 Aspartate--tRNA ligase, cytoplasmic OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dps1 PE=1 SV=155.80 0.00

TRINITY_DN38136_c1_g6sp|Q23H79|CF206_TETTSCFAP206 Cilia- and flagella-associated protein 206 OS=Tetrahymena thermophila (strain SB210) GN=CFAP206 PE=3 SV=155.80 0.00

TRINITY_DN38190_c0_g2sp|O61122|SVKA_DICDIsvkA Serine/threonine-protein kinase svkA OS=Dictyostelium discoideum GN=svkA PE=1 SV=155.80 0.00

TRINITY_DN38209_c0_g2sp|Q9SYP1|DEXHC_ARATHBRR2A DExH-box ATP-dependent RNA helicase DExH12 OS=Arabidopsis thaliana GN=BRR2A PE=1 SV=155.80 0.00

TRINITY_DN38875_c1_g1sp|Q54KE6|MCCA_DICDImccA Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Dictyostelium discoideum GN=mccA PE=3 SV=155.80 0.00

TRINITY_DN39385_c0_g1sp|P42525|ERK1_DICDIerkA Extracellular signal-regulated kinase 1 OS=Dictyostelium discoideum GN=erkA PE=2 SV=255.80 0.00

TRINITY_DN40410_c0_g1sp|Q8DJ40|CLPB1_THEEBclpB1 Chaperone protein ClpB 1 OS=Thermosynechococcus elongatus (strain BP-1) GN=clpB1 PE=3 SV=155.80 0.00

TRINITY_DN40981_c2_g3sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=155.80 0.00

TRINITY_DN42207_c0_g2sp|B0TEH1|EFP_HELMIefp Elongation factor P OS=Heliobacterium modesticaldum (strain ATCC 51547 / Ice1) GN=efp PE=3 SV=155.80 0.00

TRINITY_DN42914_c0_g6sp|P54872|HMCSA_DICDIhgsA Hydroxymethylglutaryl-CoA synthase A OS=Dictyostelium discoideum GN=hgsA PE=1 SV=255.80 0.00

TRINITY_DN45589_c0_g4sp|Q54J34|PUR8_DICDIpurB Adenylosuccinate lyase OS=Dictyostelium discoideum GN=purB PE=3 SV=155.80 0.00

TRINITY_DN45597_c0_g4sp|Q8UVY2|BRX1_XENLAbrix1 Ribosome biogenesis protein BRX1 homolog OS=Xenopus laevis GN=brix1 PE=2 SV=155.80 0.00

TRINITY_DN46123_c0_g2sp|A4S6Y4|LONM_OSTLUOSTLU_41620Lon protease homolog, mitochondrial OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_41620 PE=3 SV=155.80 0.00

TRINITY_DN46551_c0_g6sp|O22145|OSGP2_ARATHGCP1 Probable tRNA N6-adenosine threonylcarbamoyltransferase, mitochondrial OS=Arabidopsis thaliana GN=GCP1 PE=2 SV=255.80 0.00

TRINITY_DN48484_c1_g2sp|Q8VZF3|CGEP_ARATHGEP Probable glutamyl endopeptidase, chloroplastic OS=Arabidopsis thaliana GN=GEP PE=2 SV=255.80 0.00

TRINITY_DN48982_c0_g3sp|Q9C7W4|LACS3_ARATHLACS3 Long chain acyl-CoA synthetase 3 OS=Arabidopsis thaliana GN=LACS3 PE=2 SV=155.80 0.00

TRINITY_DN50463_c1_g1sp|Q9URV1|PLG7_SCHPOplg7 Putative phospholipase A2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=plg7 PE=3 SV=155.80 0.00

TRINITY_DN50472_c1_g1sp|O76039|CDKL5_HUMANCDKL5 Cyclin-dependent kinase-like 5 OS=Homo sapiens GN=CDKL5 PE=1 SV=155.80 0.00

TRINITY_DN51710_c0_g1sp|O23087|ECA2_ARATHECA2 Calcium-transporting ATPase 2, endoplasmic reticulum-type OS=Arabidopsis thaliana GN=ECA2 PE=1 SV=155.80 0.00

TRINITY_DN51717_c0_g1sp|P52780|SYQ_LUPLU- Glutamine--tRNA ligase OS=Lupinus luteus PE=2 SV=255.80 0.00

TRINITY_DN52046_c1_g3sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=255.80 0.00

TRINITY_DN52239_c0_g1sp|Q3E9C0|CDPKY_ARATHCPK34 Calcium-dependent protein kinase 34 OS=Arabidopsis thaliana GN=CPK34 PE=2 SV=155.80 0.00

TRINITY_DN52440_c0_g5sp|Q557H1|DPP3_DICDIdpp3-1 Dipeptidyl peptidase 3 OS=Dictyostelium discoideum GN=dpp3-1 PE=3 SV=155.80 0.00

TRINITY_DN17338_c0_g1sp|P42648|14331_ENTHI- 14-3-3 protein 1 OS=Entamoeba histolytica PE=3 SV=155.70 0.00

TRINITY_DN30131_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=155.70 0.00

TRINITY_DN32630_c0_g1sp|Q9VYF8|COQ5_DROMECoq5 2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial OS=Drosophila melanogaster GN=Coq5 PE=2 SV=155.70 0.00

TRINITY_DN32817_c0_g3sp|Q6PBC1|RL35_XENTRrpl35 60S ribosomal protein L35 OS=Xenopus tropicalis GN=rpl35 PE=2 SV=355.70 0.00

TRINITY_DN34410_c0_g4sp|Q95327|MANBA_CAPHIMANBA Beta-mannosidase OS=Capra hircus GN=MANBA PE=2 SV=155.70 0.00

TRINITY_DN34606_c0_g2sp|Q54N40|PEX12_DICDIpex12 Putative peroxisome assembly protein 12 OS=Dictyostelium discoideum GN=pex12 PE=3 SV=155.70 0.00

TRINITY_DN36084_c0_g1sp|Q54IR8|STRUM_DICDIDDB_G0288569WASH complex subunit strumpellin homolog OS=Dictyostelium discoideum GN=DDB_G0288569 PE=1 SV=155.70 0.00

TRINITY_DN36510_c0_g7sp|O49998|1433F_TOBAC- 14-3-3-like protein F OS=Nicotiana tabacum PE=2 SV=155.70 0.00

TRINITY_DN37016_c0_g8sp|Q8LGU1|AB8C_ARATHABCC8 ABC transporter C family member 8 OS=Arabidopsis thaliana GN=ABCC8 PE=2 SV=355.70 0.00

TRINITY_DN37186_c3_g3sp|Q9ZET8|OGT_MYCPAogt Methylated-DNA--protein-cysteine methyltransferase OS=Mycobacterium paratuberculosis (strain ATCC BAA-968 / K-10) GN=ogt PE=3 SV=155.70 0.00

TRINITY_DN37546_c0_g2sp|B0TC86|RL17_HELMIrplQ 50S ribosomal protein L17 OS=Heliobacterium modesticaldum (strain ATCC 51547 / Ice1) GN=rplQ PE=3 SV=155.70 0.00

TRINITY_DN39670_c0_g1sp|Q56Y42|PLR1_ARATHPLR1 Pyridoxal reductase, chloroplastic OS=Arabidopsis thaliana GN=PLR1 PE=1 SV=155.70 0.00

TRINITY_DN39723_c0_g2sp|Q9FXM3|RFC2_ORYSJRFC2 Replication factor C subunit 2 OS=Oryza sativa subsp. japonica GN=RFC2 PE=2 SV=155.70 0.00

TRINITY_DN39819_c0_g1sp|Q3UMC0|SPAT5_MOUSESpata5 Spermatogenesis-associated protein 5 OS=Mus musculus GN=Spata5 PE=1 SV=255.70 0.00

TRINITY_DN40420_c0_g1sp|Q54EX5|SPTC2_DICDIsptB Serine palmitoyltransferase 2 OS=Dictyostelium discoideum GN=sptB PE=1 SV=155.70 0.00

TRINITY_DN40985_c1_g6sp|Q6P8H8|ALG8_MOUSEAlg8 Probable dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase OS=Mus musculus GN=Alg8 PE=2 SV=255.70 0.00

TRINITY_DN41509_c0_g1sp|O94268|NOP2_SCHPOnop2 25S rRNA (cytosine-C(5))-methyltransferase nop2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nop2 PE=1 SV=155.70 0.00

TRINITY_DN41772_c0_g11sp|Q8RCT3|PSUG_CALS4psuG Pseudouridine-5'-phosphate glycosidase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=psuG PE=3 SV=155.70 0.00

TRINITY_DN42807_c0_g1sp|Q9NW08|RPC2_HUMANPOLR3B DNA-directed RNA polymerase III subunit RPC2 OS=Homo sapiens GN=POLR3B PE=1 SV=255.70 0.00

TRINITY_DN43159_c0_g6sp|O15442|MPPD1_HUMANMPPED1 Metallophosphoesterase domain-containing protein 1 OS=Homo sapiens GN=MPPED1 PE=2 SV=355.70 0.00

TRINITY_DN44834_c0_g4sp|Q02166|TRPD_ARATHPAT1 Anthranilate phosphoribosyltransferase, chloroplastic OS=Arabidopsis thaliana GN=PAT1 PE=2 SV=155.70 0.00

TRINITY_DN45600_c0_g1sp|Q94B35|ISPH_ARATHISPH 4-hydroxy-3-methylbut-2-enyl diphosphate reductase, chloroplastic OS=Arabidopsis thaliana GN=ISPH PE=2 SV=155.70 0.00

TRINITY_DN45600_c0_g6sp|A0AVT1|UBA6_HUMANUBA6 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=155.70 0.00

TRINITY_DN46552_c0_g5sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=155.70 0.00

TRINITY_DN47645_c0_g4sp|Q8H0T9|KTNB1_ARATHAt5g23430Katanin p80 WD40 repeat-containing subunit B1 homolog OS=Arabidopsis thaliana GN=At5g23430 PE=2 SV=355.70 0.00

TRINITY_DN48481_c1_g4sp|Q6NVV7|CDPF1_HUMANCDPF1 Cysteine-rich DPF motif domain-containing protein 1 OS=Homo sapiens GN=CDPF1 PE=1 SV=155.70 0.00

TRINITY_DN48675_c0_g3sp|Q5XIG6|GALK2_RATGalk2 N-acetylgalactosamine kinase OS=Rattus norvegicus GN=Galk2 PE=2 SV=155.70 0.00



TRINITY_DN48884_c0_g1sp|Q9FJ79|TOP1B_ARATHTOP1B DNA topoisomerase 1 beta OS=Arabidopsis thaliana GN=TOP1B PE=1 SV=155.70 0.00

TRINITY_DN49870_c0_g2sp|Q86ZC1|KINH_BOTFUklp1 Kinesin heavy chain OS=Botryotinia fuckeliana GN=klp1 PE=3 SV=155.70 0.00

TRINITY_DN51370_c0_g8sp|O86034|BDHA_RHIMEbdhA D-beta-hydroxybutyrate dehydrogenase OS=Rhizobium meliloti (strain 1021) GN=bdhA PE=1 SV=155.70 0.00

TRINITY_DN51640_c1_g6sp|Q96301|SPY_ARATHSPY Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY OS=Arabidopsis thaliana GN=SPY PE=1 SV=155.70 0.00

TRINITY_DN2377_c0_g1sp|Q26695|TDX_TRYBR- Thioredoxin peroxidase OS=Trypanosoma brucei rhodesiense PE=2 SV=155.60 0.00

TRINITY_DN24535_c0_g3sp|A5D7C1|DDX52_BOVINDDX52 Probable ATP-dependent RNA helicase DDX52 OS=Bos taurus GN=DDX52 PE=2 SV=155.60 0.00

TRINITY_DN25974_c0_g1sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=355.60 0.00

TRINITY_DN29872_c1_g1sp|Q9ZQF9|MBR1_ARATHMBR1 E3 ubiquitin-protein ligase MBR1 OS=Arabidopsis thaliana GN=MBR1 PE=1 SV=155.60 0.00

TRINITY_DN31573_c0_g1sp|Q9LDU6|ST7R_ARATHDWF5 7-dehydrocholesterol reductase OS=Arabidopsis thaliana GN=DWF5 PE=1 SV=155.60 0.00

TRINITY_DN31937_c0_g2sp|Q54XA2|Y9099_DICDIDDB_G0279099DEP domain-containing protein DDB_G0279099 OS=Dictyostelium discoideum GN=DDB_G0279099 PE=3 SV=155.60 0.00

TRINITY_DN32522_c0_g3sp|A8EXC3|MNMG_RICCKmnmG tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG OS=Rickettsia canadensis (strain McKiel) GN=mnmG PE=3 SV=155.60 0.00

TRINITY_DN33082_c0_g1sp|Q94K73|SYFM_ARATHAt3g58140Phenylalanine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At3g58140 PE=1 SV=155.60 0.00

TRINITY_DN33224_c0_g1sp|Q9FF66|UBC22_ARATHUBC22 Ubiquitin-conjugating enzyme E2 22 OS=Arabidopsis thaliana GN=UBC22 PE=1 SV=155.60 0.00

TRINITY_DN33353_c0_g2sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=155.60 0.00

TRINITY_DN34099_c0_g6sp|Q54DD3|GCST_DICDIgcvT Aminomethyltransferase, mitochondrial OS=Dictyostelium discoideum GN=gcvT PE=3 SV=155.60 0.00

TRINITY_DN34278_c0_g1sp|Q94490|UBCB_DICDIubcB Ubiquitin conjugating enzyme E2 B OS=Dictyostelium discoideum GN=ubcB PE=1 SV=155.60 0.00

TRINITY_DN34580_c0_g1sp|Q9NPD8|UBE2T_HUMANUBE2T Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens GN=UBE2T PE=1 SV=155.60 0.00

TRINITY_DN34713_c0_g4sp|Q9WVS4|MOK_MOUSEMok MAPK/MAK/MRK overlapping kinase OS=Mus musculus GN=Mok PE=1 SV=155.60 0.00

TRINITY_DN35083_c0_g3sp|O14104|LYS12_SCHPOlys12 Homoisocitrate dehydrogenase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=lys12 PE=1 SV=155.60 0.00

TRINITY_DN35134_c0_g1sp|Q5Z8T3|MIOX_ORYSJOs06g0561000Probable inositol oxygenase OS=Oryza sativa subsp. japonica GN=Os06g0561000 PE=2 SV=155.60 0.00

TRINITY_DN35339_c0_g6sp|P53472|ACTA_STRPUCYIA Actin, cytoskeletal 1A OS=Strongylocentrotus purpuratus GN=CYIA PE=3 SV=155.60 0.00

TRINITY_DN35576_c0_g4sp|Q54ES6|RPC19_DICDIrpc19 DNA-directed RNA polymerases I and III subunit rpc19 OS=Dictyostelium discoideum GN=rpc19 PE=3 SV=155.60 0.00

TRINITY_DN35900_c2_g8sp|Q0VD48|VPS4B_BOVINVPS4B Vacuolar protein sorting-associated protein 4B OS=Bos taurus GN=VPS4B PE=2 SV=155.60 0.00

TRINITY_DN36038_c0_g7sp|O75351|VPS4B_HUMANVPS4B Vacuolar protein sorting-associated protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=255.60 0.00

TRINITY_DN36151_c1_g1sp|Q9UQ07|MOK_HUMANMOK MAPK/MAK/MRK overlapping kinase OS=Homo sapiens GN=MOK PE=2 SV=155.60 0.00

TRINITY_DN36403_c1_g13sp|Q92616|GCN1_HUMANGCN1 eIF-2-alpha kinase activator GCN1 OS=Homo sapiens GN=GCN1 PE=1 SV=655.60 0.00

TRINITY_DN36457_c0_g4sp|P13952|CCNB_SPISO- G2/mitotic-specific cyclin-B OS=Spisula solidissima PE=2 SV=155.60 0.00

TRINITY_DN36510_c0_g1sp|P52908|1433_CHLRE- 14-3-3-like protein OS=Chlamydomonas reinhardtii PE=2 SV=155.60 0.00

TRINITY_DN36538_c2_g8sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=255.60 0.00

TRINITY_DN36665_c0_g1sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=155.60 0.00

TRINITY_DN37597_c1_g3sp|Q75M35|OML3_ORYSJML3 Protein MEI2-like 3 OS=Oryza sativa subsp. japonica GN=ML3 PE=2 SV=255.60 0.00

TRINITY_DN39073_c0_g1sp|P14198|AAC4_DICDIAAC4 AAC-rich mRNA clone AAC4 protein OS=Dictyostelium discoideum GN=AAC4 PE=2 SV=355.60 0.00

TRINITY_DN39879_c0_g1sp|Q10M74|GMK2_ORYSJV2 Guanylate kinase 2, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica GN=V2 PE=1 SV=155.60 0.00

TRINITY_DN40583_c0_g2sp|Q54GN8|NSA2_DICDInsa2 Ribosome biogenesis protein NSA2 homolog OS=Dictyostelium discoideum GN=nsa2 PE=3 SV=155.60 0.00

TRINITY_DN40662_c0_g3sp|Q54SA7|SF3B3_DICDIsf3b3 Probable splicing factor 3B subunit 3 OS=Dictyostelium discoideum GN=sf3b3 PE=3 SV=155.60 0.00

TRINITY_DN40787_c0_g1sp|Q9SBB2|ABC1_ARATHABC1 Protein ABC transporter 1, mitochondrial OS=Arabidopsis thaliana GN=ABC1 PE=2 SV=155.60 0.00

TRINITY_DN4144_c0_g2sp|Q27564|KITH_DICDIthyB Thymidine kinase 1 OS=Dictyostelium discoideum GN=thyB PE=1 SV=155.60 0.00

TRINITY_DN43744_c0_g1sp|Q9SYM5|RHM1_ARATHRHM1 Trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase RHM1 OS=Arabidopsis thaliana GN=RHM1 PE=1 SV=155.60 0.00

TRINITY_DN43923_c0_g4sp|Q9FLM8|NRPBC_ARATHNRPB12 DNA-directed RNA polymerases II, IV and V subunit 12 OS=Arabidopsis thaliana GN=NRPB12 PE=1 SV=155.60 0.00

TRINITY_DN44700_c0_g3sp|Q9P7X8|RPA2_SCHPOrpa2 Probable DNA-directed RNA polymerase I subunit RPA2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa2 PE=3 SV=255.60 0.00

TRINITY_DN45370_c0_g1sp|Q9FSF0|MDH_TOBACMD1 Malate dehydrogenase OS=Nicotiana tabacum GN=MD1 PE=1 SV=155.60 0.00

TRINITY_DN45849_c0_g1sp|Q5VQ69|GUF1_ORYSJOs06g0144800Translation factor GUF1 homolog, mitochondrial OS=Oryza sativa subsp. japonica GN=Os06g0144800 PE=3 SV=155.60 0.00

TRINITY_DN48138_c0_g1sp|P54888|P5CS2_ARATHP5CSB Delta-1-pyrroline-5-carboxylate synthase B OS=Arabidopsis thaliana GN=P5CSB PE=2 SV=155.60 0.00

TRINITY_DN48413_c1_g4sp|Q3V0Q1|DYH12_MOUSEDnah12 Dynein heavy chain 12, axonemal OS=Mus musculus GN=Dnah12 PE=1 SV=255.60 0.00

TRINITY_DN48740_c0_g8sp|Q9ZQF9|MBR1_ARATHMBR1 E3 ubiquitin-protein ligase MBR1 OS=Arabidopsis thaliana GN=MBR1 PE=1 SV=155.60 0.00

TRINITY_DN49614_c0_g1sp|Q9D7B6|ACAD8_MOUSEAcad8 Isobutyryl-CoA dehydrogenase, mitochondrial OS=Mus musculus GN=Acad8 PE=1 SV=255.60 0.00

TRINITY_DN50195_c2_g2sp|Q7X8Z8|GATA_ORYSJGATA Glutamyl-tRNA(Gln) amidotransferase subunit A, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica GN=GATA PE=3 SV=355.60 0.00

TRINITY_DN50417_c0_g1sp|Q54T05|RIO2_DICDIrio2 Serine/threonine-protein kinase rio2 OS=Dictyostelium discoideum GN=rio2 PE=3 SV=155.60 0.00

TRINITY_DN51357_c1_g2sp|O59858|GPX1_SCHPOgpx1 Glutathione peroxidase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gpx1 PE=2 SV=155.60 0.00

TRINITY_DN51917_c1_g1sp|Q9C6W5|AB14G_ARATHABCG14 ABC transporter G family member 14 OS=Arabidopsis thaliana GN=ABCG14 PE=2 SV=155.60 0.00

TRINITY_DN52329_c1_g2sp|P42730|CLPB1_ARATHCLPB1 Chaperone protein ClpB1 OS=Arabidopsis thaliana GN=CLPB1 PE=1 SV=255.60 0.00

TRINITY_DN16869_c0_g2sp|Q8NBN7|RDH13_HUMANRDH13 Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=1 SV=255.50 0.00

TRINITY_DN35383_c0_g5sp|D4B0V1|E13B_ARTBCARB_02077Probable glucan endo-1,3-beta-glucosidase ARB_02077 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_02077 PE=1 SV=155.50 0.00

TRINITY_DN35518_c0_g1sp|P03967|RASD_DICDIrasD Ras-like protein rasD OS=Dictyostelium discoideum GN=rasD PE=2 SV=255.50 0.00

TRINITY_DN37042_c2_g3sp|Q63120|MRP2_RATAbcc2 Canalicular multispecific organic anion transporter 1 OS=Rattus norvegicus GN=Abcc2 PE=1 SV=155.50 0.00

TRINITY_DN37330_c0_g3sp|P37202|DIS3_SCHPOdis3 Exosome complex exonuclease dis3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dis3 PE=1 SV=155.50 0.00



TRINITY_DN38428_c0_g1sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=255.50 0.00

TRINITY_DN38454_c0_g3sp|P49935|CATH_MOUSECtsh Pro-cathepsin H OS=Mus musculus GN=Ctsh PE=1 SV=255.50 0.00

TRINITY_DN39055_c0_g4sp|Q8BW72|KDM4A_MOUSEKdm4a Lysine-specific demethylase 4A OS=Mus musculus GN=Kdm4a PE=1 SV=355.50 0.00

TRINITY_DN39109_c0_g9sp|Q8BUH1|TXN4B_MOUSETxnl4b Thioredoxin-like protein 4B OS=Mus musculus GN=Txnl4b PE=2 SV=255.50 0.00

TRINITY_DN41963_c0_g3sp|Q6ZHE5|DCYD1_ORYSJOs02g0773300Putative D-cysteine desulfhydrase 1, mitochondrial OS=Oryza sativa subsp. japonica GN=Os02g0773300 PE=2 SV=255.50 0.00

TRINITY_DN43400_c0_g1sp|P91924|ARF_DUGJA- ADP-ribosylation factor OS=Dugesia japonica PE=2 SV=355.50 0.00

TRINITY_DN47107_c0_g3sp|P32899|IMP3_YEASTIMP3 U3 small nucleolar ribonucleoprotein protein IMP3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=IMP3 PE=1 SV=155.50 0.00

TRINITY_DN48797_c0_g1sp|Q43621|GSHRC_PEA- Glutathione reductase, cytosolic OS=Pisum sativum PE=2 SV=155.50 0.00

TRINITY_DN49030_c0_g4sp|Q00766|PHS1_DICDIglpV Glycogen phosphorylase 1 OS=Dictyostelium discoideum GN=glpV PE=1 SV=355.50 0.00

TRINITY_DN49156_c1_g2sp|Q7SYK1|TGT_DANREqtrt1 Queuine tRNA-ribosyltransferase catalytic subunit 1 OS=Danio rerio GN=qtrt1 PE=2 SV=155.50 0.00

TRINITY_DN50142_c0_g9sp|P24797|AT1A2_CHICKATP1A2 Sodium/potassium-transporting ATPase subunit alpha-2 OS=Gallus gallus GN=ATP1A2 PE=2 SV=155.50 0.00

TRINITY_DN50162_c1_g7sp|A8IEF3|ANM1_CHLREPRMT1 Protein arginine N-methyltransferase 1 OS=Chlamydomonas reinhardtii GN=PRMT1 PE=1 SV=155.50 0.00

TRINITY_DN52263_c2_g1sp|P31251|UBE12_WHEATUBA2 Ubiquitin-activating enzyme E1 2 OS=Triticum aestivum GN=UBA2 PE=2 SV=155.50 0

TRINITY_DN9400_c0_g1sp|O65084|PSB3_PICMAPBC1 Proteasome subunit beta type-3 OS=Picea mariana GN=PBC1 PE=2 SV=155.50 0.00

TRINITY_DN15072_c0_g1sp|Q96I23|PREY_HUMANPYURF Protein preY, mitochondrial OS=Homo sapiens GN=PYURF PE=1 SV=155.40 0.00

TRINITY_DN17090_c0_g1sp|P40392|RIC1_ORYSJRIC1 Ras-related protein RIC1 OS=Oryza sativa subsp. japonica GN=RIC1 PE=2 SV=255.40 0.00

TRINITY_DN23502_c0_g2sp|P40614|MPCP_CAEELF01G4.6 Phosphate carrier protein, mitochondrial OS=Caenorhabditis elegans GN=F01G4.6 PE=2 SV=155.40 0.00

TRINITY_DN29907_c0_g1sp|P36595|RPAB2_SCHPOrpb6 DNA-directed RNA polymerases I, II, and III subunit RPABC2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpb6 PE=1 SV=155.40 0.00

TRINITY_DN30524_c0_g1sp|Q91757|GSK3B_XENLAgsk3b Glycogen synthase kinase-3 beta OS=Xenopus laevis GN=gsk3b PE=1 SV=155.40 0.00

TRINITY_DN32263_c0_g1sp|P13259|PCY1_YEASTPCT1 Choline-phosphate cytidylyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PCT1 PE=1 SV=255.40 0.00

TRINITY_DN32850_c0_g1sp|Q54X65|BRK1_DICDIbrk1 Protein BRICK1 OS=Dictyostelium discoideum GN=brk1 PE=1 SV=155.40 0.00

TRINITY_DN34349_c0_g1sp|Q552W5|CCHL_DICDIcchl Probable cytochrome c-type heme lyase OS=Dictyostelium discoideum GN=cchl PE=3 SV=155.40 0.00

TRINITY_DN34931_c0_g2sp|P55143|GLRX_RICCO- Glutaredoxin OS=Ricinus communis PE=3 SV=155.40 0.00

TRINITY_DN36661_c0_g1sp|P17634|FIBG_XENLAfgg Fibrinogen gamma chain OS=Xenopus laevis GN=fgg PE=2 SV=155.40 0.00

TRINITY_DN37229_c0_g2sp|Q7T312|CCD25_DANREccdc25 Coiled-coil domain-containing protein 25 OS=Danio rerio GN=ccdc25 PE=1 SV=155.40 0.00

TRINITY_DN37291_c0_g2sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=155.40 0.00

TRINITY_DN37467_c2_g1sp|Q05966|GRP10_BRANAGRP10 Glycine-rich RNA-binding protein 10 OS=Brassica napus GN=GRP10 PE=2 SV=155.40 0.00

TRINITY_DN37985_c0_g1sp|Q5RGJ8|GNPTA_DANREgnptab N-acetylglucosamine-1-phosphotransferase subunits alpha/beta OS=Danio rerio GN=gnptab PE=1 SV=155.40 0.00

TRINITY_DN38060_c0_g3sp|P12863|TPIS_MAIZE- Triosephosphate isomerase, cytosolic OS=Zea mays PE=3 SV=355.40 0.00

TRINITY_DN38460_c0_g4sp|Q8LPL5|FZR3_ARATHFZR3 Protein FIZZY-RELATED 3 OS=Arabidopsis thaliana GN=FZR3 PE=1 SV=155.40 0.00

TRINITY_DN38935_c0_g5sp|P11471|PSBP_CHLREPSBP Oxygen-evolving enhancer protein 2, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBP PE=2 SV=155.40 0.00

TRINITY_DN40721_c0_g8sp|B6JKX8|ACSA_HELP2acsA Acetyl-coenzyme A synthetase OS=Helicobacter pylori (strain P12) GN=acsA PE=3 SV=155.40 0.00

TRINITY_DN41063_c2_g2sp|A4III8|IFT56_XENTRttc26 Intraflagellar transport protein 56 OS=Xenopus tropicalis GN=ttc26 PE=2 SV=155.40 0.00

TRINITY_DN42229_c0_g2sp|A2XYY8|ANM61_ORYSIPRMT6.1 Probable protein arginine N-methyltransferase 6.1 OS=Oryza sativa subsp. indica GN=PRMT6.1 PE=3 SV=155.40 0.00

TRINITY_DN42772_c0_g1sp|Q54RA2|AL4A1_DICDIDDB_G0283293Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=DDB_G0283293 PE=3 SV=155.40 0.00

TRINITY_DN42797_c0_g2sp|B9RAJ0|DNPEP_RICCORCOM_1506700Probable aspartyl aminopeptidase OS=Ricinus communis GN=RCOM_1506700 PE=2 SV=255.40 0.00

TRINITY_DN43316_c0_g4sp|Q1JPX3|SYFA_DANREfarsa Phenylalanine--tRNA ligase alpha subunit OS=Danio rerio GN=farsa PE=2 SV=255.40 0.00

TRINITY_DN43799_c1_g2sp|P0AF04|MOG_ECO57mog Molybdopterin adenylyltransferase OS=Escherichia coli O157:H7 GN=mog PE=3 SV=155.40 0.00

TRINITY_DN44404_c0_g2sp|Q9LYR5|FKB19_ARATHFKBP19 Peptidyl-prolyl cis-trans isomerase FKBP19, chloroplastic OS=Arabidopsis thaliana GN=FKBP19 PE=1 SV=155.40 0.00

TRINITY_DN45088_c0_g1sp|O67716|DHAS_AQUAEasd Aspartate-semialdehyde dehydrogenase OS=Aquifex aeolicus (strain VF5) GN=asd PE=3 SV=155.40 0.00

TRINITY_DN45512_c0_g2sp|O00835|ERCC3_DICDIrepB TFIIH basal transcription factor complex helicase repB subunit OS=Dictyostelium discoideum GN=repB PE=2 SV=155.40 0.00

TRINITY_DN46857_c0_g1sp|Q13435|SF3B2_HUMANSF3B2 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=255.40 0.00

TRINITY_DN47027_c0_g3sp|Q5RF00|ALDH2_PONABALDH2 Aldehyde dehydrogenase, mitochondrial OS=Pongo abelii GN=ALDH2 PE=2 SV=155.40 0.00

TRINITY_DN47095_c1_g2sp|Q2QMG2|MCCA_ORYSJMCCA Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Oryza sativa subsp. japonica GN=MCCA PE=2 SV=255.40 0.00

TRINITY_DN47640_c0_g11sp|P33431|SODC_CAVPOSOD1 Superoxide dismutase [Cu-Zn] OS=Cavia porcellus GN=SOD1 PE=1 SV=355.40 0.00

TRINITY_DN48925_c0_g1sp|O04482|UCH2_ARATHUCH2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Arabidopsis thaliana GN=UCH2 PE=1 SV=155.40 0.00

TRINITY_DN49370_c0_g2sp|Q9ZRZ8|RH28_ARATHRH28 DEAD-box ATP-dependent RNA helicase 28 OS=Arabidopsis thaliana GN=RH28 PE=2 SV=155.40 0.00

TRINITY_DN51979_c0_g1sp|P45951|ARP_ARATHARP DNA-(apurinic or apyrimidinic site) lyase, chloroplastic OS=Arabidopsis thaliana GN=ARP PE=1 SV=255.40 0.00

TRINITY_DN1759_c0_g1sp|P0DJ18|RL18A_TETTHRPL18A 60S ribosomal protein L18a OS=Tetrahymena thermophila GN=RPL18A PE=1 SV=155.30 0.00

TRINITY_DN29287_c0_g1sp|Q02099|RAD3_SCHPOrad3 Protein kinase rad3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rad3 PE=1 SV=255.30 0.00

TRINITY_DN30805_c0_g1sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=255.30 0.00

TRINITY_DN30997_c0_g2sp|Q9LZD4|RAE1D_ARATHRABE1D Ras-related protein RABE1d OS=Arabidopsis thaliana GN=RABE1D PE=1 SV=155.30 0.00

TRINITY_DN31311_c0_g1sp|Q21944|GLPK_CAEELR11F4.1 Probable glycerol kinase OS=Caenorhabditis elegans GN=R11F4.1 PE=3 SV=155.30 0.00

TRINITY_DN32014_c0_g3sp|Q9US60|KLP3_SCHPOklp3 Kinesin-like protein 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=klp3 PE=2 SV=155.30 0.00

TRINITY_DN36659_c0_g1sp|Q9SZE1|3HID1_ARATHAt4g29120Probable 3-hydroxyisobutyrate dehydrogenase-like 1, mitochondrial OS=Arabidopsis thaliana GN=At4g29120 PE=1 SV=155.30 0.00

TRINITY_DN38770_c2_g4sp|Q86A79|CPSF3_DICDIcpsf3 Cleavage and polyadenylation specificity factor subunit 3 OS=Dictyostelium discoideum GN=cpsf3 PE=3 SV=155.30 0.00



TRINITY_DN39610_c1_g7sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=155.30 0.00

TRINITY_DN40281_c1_g3sp|Q940H6|SRK2E_ARATHSRK2E Serine/threonine-protein kinase SRK2E OS=Arabidopsis thaliana GN=SRK2E PE=1 SV=155.30 0.00

TRINITY_DN41290_c1_g7sp|Q55480|YZ37_SYNY3slr0537 Uncharacterized sugar kinase slr0537 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0537 PE=3 SV=155.30 0.00

TRINITY_DN41333_c0_g3sp|Q54DG1|ALDH3_DICDIcomG Aldehyde dehydrogenase family 3 comG OS=Dictyostelium discoideum GN=comG PE=3 SV=155.30 0.00

TRINITY_DN41545_c0_g10sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=255.30 0.00

TRINITY_DN42468_c0_g5sp|A5N6M3|DNAJ_CLOK5dnaJ Chaperone protein DnaJ OS=Clostridium kluyveri (strain ATCC 8527 / DSM 555 / NCIMB 10680) GN=dnaJ PE=3 SV=155.30 0.00

TRINITY_DN42472_c1_g1sp|Q6S004|KIF6_DICDIkif6 Kinesin-related protein 6 OS=Dictyostelium discoideum GN=kif6 PE=2 SV=155.30 0.00

TRINITY_DN42799_c1_g4sp|Q9LJD8|M3KE1_ARATHM3KE1 MAP3K epsilon protein kinase 1 OS=Arabidopsis thaliana GN=M3KE1 PE=1 SV=155.30 0.00

TRINITY_DN45177_c0_g1sp|O23627|SYGM1_ARATHAt1g29880Glycine--tRNA ligase, mitochondrial 1 OS=Arabidopsis thaliana GN=At1g29880 PE=1 SV=155.30 0.00

TRINITY_DN49149_c0_g1sp|Q9FX21|STT3B_ARATHSTT3B Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3B OS=Arabidopsis thaliana GN=STT3B PE=2 SV=155.30 0.00

TRINITY_DN50819_c0_g2sp|P05689|CATZ_BOVINCTSZ Cathepsin Z OS=Bos taurus GN=CTSZ PE=2 SV=255.30 0.00

TRINITY_DN51615_c0_g4sp|Q55BJ9|SODM_DICDIsod2 Superoxide dismutase [Mn], mitochondrial OS=Dictyostelium discoideum GN=sod2 PE=3 SV=155.30 0.00

TRINITY_DN51852_c0_g12sp|O35379|MRP1_MOUSEAbcc1 Multidrug resistance-associated protein 1 OS=Mus musculus GN=Abcc1 PE=1 SV=155.30 0.00

TRINITY_DN51920_c0_g3sp|Q39VR6|MUTS_GEOMGmutS DNA mismatch repair protein MutS OS=Geobacter metallireducens (strain GS-15 / ATCC 53774 / DSM 7210) GN=mutS PE=3 SV=155.30 0.00

TRINITY_DN52376_c0_g3sp|Q91757|GSK3B_XENLAgsk3b Glycogen synthase kinase-3 beta OS=Xenopus laevis GN=gsk3b PE=1 SV=155.30 0.00

TRINITY_DN32385_c0_g1sp|A2E3C6|ALG5D_TRIVAALG5D Dolichyl-phosphate beta-glucosyltransferase ALG5D OS=Trichomonas vaginalis GN=ALG5D PE=1 SV=155.20 0.00

TRINITY_DN32634_c0_g1sp|Q9VD92|ARCH_DROMECG6353 Protein archease-like OS=Drosophila melanogaster GN=CG6353 PE=2 SV=155.20 0.00

TRINITY_DN34150_c0_g1sp|Q54NN1|DERL2_DICDIderl2 Probable derlin-2 homolog OS=Dictyostelium discoideum GN=derl2 PE=3 SV=155.20 0.00

TRINITY_DN34228_c0_g3sp|Q55GV9|LIMCH_DICDIChLim Calponin homology and LIM domain-containing protein OS=Dictyostelium discoideum GN=ChLim PE=1 SV=155.20 0.00

TRINITY_DN35979_c1_g1sp|Q9SZ30|HIS4_ARATHHISN4 Imidazole glycerol phosphate synthase hisHF, chloroplastic OS=Arabidopsis thaliana GN=HISN4 PE=2 SV=155.20 0.00

TRINITY_DN36162_c0_g1sp|Q91VD9|NDUS1_MOUSENdufs1 NADH-ubiquinone oxidoreductase 75 kDa subunit, mitochondrial OS=Mus musculus GN=Ndufs1 PE=1 SV=255.20 0.00

TRINITY_DN36890_c0_g1sp|Q3MFB2|RS17_ANAVTrpsQ 30S ribosomal protein S17 OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=rpsQ PE=3 SV=155.20 0.00

TRINITY_DN36956_c1_g9sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=255.20 0.00

TRINITY_DN39307_c0_g6sp|P26569|H12_ARATHAt2g30620Histone H1.2 OS=Arabidopsis thaliana GN=At2g30620 PE=1 SV=155.20 0.00

TRINITY_DN39521_c0_g3sp|Q9FGD7|PUB50_ARATHPUB50 Putative U-box domain-containing protein 50 OS=Arabidopsis thaliana GN=PUB50 PE=3 SV=155.20 0.00

TRINITY_DN39596_c0_g9sp|Q11207|PARP2_ARATHPARP2 Poly [ADP-ribose] polymerase 2 OS=Arabidopsis thaliana GN=PARP2 PE=2 SV=155.20 0.00

TRINITY_DN40482_c0_g4sp|Q54IH8|NDRB_DICDIndrB Probable serine/threonine-protein kinase ndrB OS=Dictyostelium discoideum GN=ndrB PE=3 SV=155.20 0.00

TRINITY_DN41412_c0_g2sp|F4IHS2|SYD_ARATHSYD Chromatin structure-remodeling complex protein SYD OS=Arabidopsis thaliana GN=SYD PE=1 SV=155.20 0.00

TRINITY_DN41639_c0_g1sp|Q09798|PAN2_SCHPOpan2 PAB-dependent poly(A)-specific ribonuclease subunit PAN2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pan2 PE=3 SV=255.20 0.00

TRINITY_DN42156_c0_g3sp|Q9Y818|UBC15_SCHPOubc15 Ubiquitin-conjugating enzyme E2 15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubc15 PE=3 SV=155.20 0.00

TRINITY_DN42303_c0_g3sp|P26640|SYVC_HUMANVARS Valine--tRNA ligase OS=Homo sapiens GN=VARS PE=1 SV=455.20 0.00

TRINITY_DN43609_c0_g3sp|Q8W4D0|CPY71_ARATHCYP71 Peptidyl-prolyl cis-trans isomerase CYP71 OS=Arabidopsis thaliana GN=CYP71 PE=1 SV=155.20 0.00

TRINITY_DN448_c0_g1sp|Q27IK6|KN12D_ARATHKIN12D Kinesin-like protein KIN-12D OS=Arabidopsis thaliana GN=KIN12D PE=2 SV=155.20 0.00

TRINITY_DN45447_c0_g2sp|P28344|MASY_EMENIacuE Malate synthase, glyoxysomal OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=acuE PE=3 SV=355.20 0.00

TRINITY_DN46389_c1_g1sp|Q54NK8|GPN3_DICDIgpn3 GPN-loop GTPase 3 OS=Dictyostelium discoideum GN=gpn3 PE=3 SV=155.20 0.00

TRINITY_DN47278_c0_g4sp|Q84WV0|GLYC7_ARATHSHM7 Serine hydroxymethyltransferase 7 OS=Arabidopsis thaliana GN=SHM7 PE=2 SV=155.20 0.00

TRINITY_DN47750_c0_g3sp|Q52QU2|AIL6_ARATHAIL6 AP2-like ethylene-responsive transcription factor AIL6 OS=Arabidopsis thaliana GN=AIL6 PE=2 SV=155.20 0.00

TRINITY_DN4826_c0_g1sp|Q6PBY1|RS3A_DANRErps3a 40S ribosomal protein S3a OS=Danio rerio GN=rps3a PE=2 SV=355.20 0.00

TRINITY_DN48497_c0_g1sp|Q9LYU8|AK1_ARATHAK1 Aspartokinase 1, chloroplastic OS=Arabidopsis thaliana GN=AK1 PE=1 SV=155.20 0.00

TRINITY_DN48520_c1_g2sp|P24322|GGPPS_NEUCRal-3 Geranylgeranyl pyrophosphate synthase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=al-3 PE=2 SV=255.20 0.00

TRINITY_DN48596_c0_g4sp|Q9SZR9|AB9G_ARATHABCG9 ABC transporter G family member 9 OS=Arabidopsis thaliana GN=ABCG9 PE=3 SV=255.20 0.00

TRINITY_DN48880_c0_g1sp|Q10251|IF2P_SCHPOSPAC56F8.03Eukaryotic translation initiation factor 5B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC56F8.03 PE=1 SV=155.20 0.00

TRINITY_DN49123_c0_g1sp|A2Y9M4|SSY1_ORYSIOsI_021017Soluble starch synthase 1, chloroplastic/amyloplastic OS=Oryza sativa subsp. indica GN=OsI_021017 PE=2 SV=155.20 0.00

TRINITY_DN50398_c1_g1sp|Q0VD01|IMP4_BOVINIMP4 U3 small nucleolar ribonucleoprotein protein IMP4 OS=Bos taurus GN=IMP4 PE=2 SV=155.20 0.00

TRINITY_DN50792_c0_g3sp|P56659|KNOX1_MAIZEKNOX1 Homeobox protein knotted-1-like 1 (Fragment) OS=Zea mays GN=KNOX1 PE=2 SV=155.20 0.00

TRINITY_DN51634_c1_g4sp|Q8VCW8|ACSF2_MOUSEAcsf2 Acyl-CoA synthetase family member 2, mitochondrial OS=Mus musculus GN=Acsf2 PE=1 SV=155.20 0.00

TRINITY_DN51997_c1_g2sp|F4HYJ7|DEXH3_ARATHAt1g48650DExH-box ATP-dependent RNA helicase DExH3 OS=Arabidopsis thaliana GN=At1g48650 PE=2 SV=155.20 0.00

TRINITY_DN52547_c1_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=255.20 0.00

TRINITY_DN53224_c0_g1sp|P87262|RL34A_YEASTRPL34A 60S ribosomal protein L34-A OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RPL34A PE=1 SV=155.20 0.00

TRINITY_DN5527_c0_g1sp|O94738|ALG2_RHIPUALG2 Alpha-1,3/1,6-mannosyltransferase ALG2 OS=Rhizomucor pusillus GN=ALG2 PE=1 SV=155.20 0.00

TRINITY_DN12937_c0_g1sp|Q9Y8G8|TOP2_PENCHTOP2 DNA topoisomerase 2 OS=Penicillium chrysogenum GN=TOP2 PE=3 SV=155.10 0.00

TRINITY_DN12999_c0_g1sp|A6Q486|DNAJ_NITSBdnaJ Chaperone protein DnaJ OS=Nitratiruptor sp. (strain SB155-2) GN=dnaJ PE=3 SV=155.10 0.00

TRINITY_DN14077_c0_g1sp|F4IG73|BCHC2_ARATHBCHC2 BEACH domain-containing protein C2 OS=Arabidopsis thaliana GN=BCHC2 PE=1 SV=155.10 0.00

TRINITY_DN21836_c0_g1sp|F4ISQ7|TOP3B_ARATHAt2g32000DNA topoisomerase 3-beta OS=Arabidopsis thaliana GN=At2g32000 PE=2 SV=155.10 0.00

TRINITY_DN25315_c0_g3sp|Q920F5|DCMC_RATMlycd Malonyl-CoA decarboxylase, mitochondrial OS=Rattus norvegicus GN=Mlycd PE=1 SV=155.10 0.00

TRINITY_DN28939_c0_g1sp|Q10166|YAUB_SCHPOSPAC26A3.11Hydrolase C26A3.11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC26A3.11 PE=3 SV=155.10 0.00



TRINITY_DN32010_c0_g1sp|Q86WA9|S2611_HUMANSLC26A11Sodium-independent sulfate anion transporter OS=Homo sapiens GN=SLC26A11 PE=2 SV=255.10 0.00

TRINITY_DN32245_c0_g1sp|Q92SK7|UBIE_RHIMEubiE Ubiquinone/menaquinone biosynthesis C-methyltransferase UbiE OS=Rhizobium meliloti (strain 1021) GN=ubiE PE=3 SV=255.10 0.00

TRINITY_DN33928_c0_g1sp|Q54WR8|GNA1_DICDIgna1 Glucosamine 6-phosphate N-acetyltransferase 1 OS=Dictyostelium discoideum GN=gna1 PE=3 SV=155.10 0.00

TRINITY_DN34962_c0_g2sp|Q550K8|Y7071_DICDIDDB_G0277071Probable serine/threonine-protein kinase DDB_G0277071 OS=Dictyostelium discoideum GN=DDB_G0277071 PE=3 SV=155.10 0.00

TRINITY_DN3514_c0_g1sp|P42525|ERK1_DICDIerkA Extracellular signal-regulated kinase 1 OS=Dictyostelium discoideum GN=erkA PE=2 SV=255.10 0.00

TRINITY_DN35777_c0_g1sp|Q54WU3|MAP11_DICDImetap1 Methionine aminopeptidase 1 OS=Dictyostelium discoideum GN=metap1 PE=3 SV=155.10 0.00

TRINITY_DN37198_c0_g4sp|Q55E94|EFGM_DICDIgfm1 Elongation factor G, mitochondrial OS=Dictyostelium discoideum GN=gfm1 PE=3 SV=155.10 0.00

TRINITY_DN37550_c0_g3sp|Q9XIK3|ISCAP_ARATHISCA Iron-sulfur assembly protein IscA, chloroplastic OS=Arabidopsis thaliana GN=ISCA PE=2 SV=255.10 0.00

TRINITY_DN38092_c0_g3sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=155.10 0.00

TRINITY_DN38094_c0_g1sp|Q9FIQ0|AGD9_ARATHAGD9 Probable ADP-ribosylation factor GTPase-activating protein AGD9 OS=Arabidopsis thaliana GN=AGD9 PE=1 SV=155.10 0.00

TRINITY_DN38775_c0_g1sp|Q54NK8|GPN3_DICDIgpn3 GPN-loop GTPase 3 OS=Dictyostelium discoideum GN=gpn3 PE=3 SV=155.10 0.00

TRINITY_DN39256_c0_g4sp|Q54TR4|CC130_DICDIDDB_G0281599Coiled-coil domain-containing protein 130 homolog OS=Dictyostelium discoideum GN=DDB_G0281599 PE=3 SV=155.10 0.00

TRINITY_DN39662_c0_g3sp|Q10323|IMT3_SCHPOSPAC17G8.11cInositol phosphoceramide mannosyltransferase 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC17G8.11c PE=1 SV=155.10 0.00

TRINITY_DN40220_c1_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=255.10 0.00

TRINITY_DN40594_c1_g1sp|Q54U44|ABCCC_DICDIabcC12 ABC transporter C family member 12 OS=Dictyostelium discoideum GN=abcC12 PE=3 SV=155.10 0.00

TRINITY_DN41049_c0_g2sp|Q1ECX4|TLK2_DANREtlk2 Serine/threonine-protein kinase tousled-like 2 OS=Danio rerio GN=tlk2 PE=2 SV=255.10 0.00

TRINITY_DN42095_c0_g1sp|Q6TU48|MAOX_DICDImalA NADP-dependent malic enzyme OS=Dictyostelium discoideum GN=malA PE=2 SV=155.10 0.00

TRINITY_DN42921_c0_g4sp|Q56YN3|NADK1_ARATHNADK1 NAD(H) kinase 1 OS=Arabidopsis thaliana GN=NADK1 PE=1 SV=255.10 0.00

TRINITY_DN43140_c0_g6sp|Q9C5J7|PFKA7_ARATHPFK7 ATP-dependent 6-phosphofructokinase 7 OS=Arabidopsis thaliana GN=PFK7 PE=1 SV=155.10 0.00

TRINITY_DN43221_c0_g4sp|Q5PNU3|AMSH3_ARATHAMSH3 AMSH-like ubiquitin thioesterase 3 OS=Arabidopsis thaliana GN=AMSH3 PE=1 SV=255.10 0.00

TRINITY_DN44835_c1_g4sp|A8IR43|WDR12_CHLRECHLREDRAFT_128420Ribosome biogenesis protein WDR12 homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_128420 PE=3 SV=255.10 0.00

TRINITY_DN45894_c0_g4sp|Q44507|NIFS1_ANAVTnifS1 Cysteine desulfurase 1 OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=nifS1 PE=3 SV=255.10 0.00

TRINITY_DN46131_c0_g3sp|Q55790|Y074_SYNY3slr0074 UPF0051 protein slr0074 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0074 PE=3 SV=155.10 0.00

TRINITY_DN46364_c0_g8sp|Q9M0M2|AB9B_ARATHABCB9 ABC transporter B family member 9 OS=Arabidopsis thaliana GN=ABCB9 PE=3 SV=255.10 0.00

TRINITY_DN46941_c1_g8sp|Q9SGE9|SYFB_ARATHAt1g72550Phenylalanine--tRNA ligase beta subunit, cytoplasmic OS=Arabidopsis thaliana GN=At1g72550 PE=2 SV=155.10 0.00

TRINITY_DN47799_c1_g2sp|Q8C5N3|CWC22_MOUSECwc22 Pre-mRNA-splicing factor CWC22 homolog OS=Mus musculus GN=Cwc22 PE=1 SV=155.10 0.00

TRINITY_DN47806_c1_g2sp|P93008|RH21_ARATHRH21 DEAD-box ATP-dependent RNA helicase 21 OS=Arabidopsis thaliana GN=RH21 PE=2 SV=155.10 0.00

TRINITY_DN48288_c0_g3sp|Q2QPW1|GMK1_ORYSJGK1 Guanylate kinase 1 OS=Oryza sativa subsp. japonica GN=GK1 PE=2 SV=255.10 0.00

TRINITY_DN48289_c0_g1sp|Q8RWM7|CCB3_ARATHCCB3 Protein COFACTOR ASSEMBLY OF COMPLEX C SUBUNIT B CCB3, chloroplastic OS=Arabidopsis thaliana GN=CCB3 PE=1 SV=155.10 0.00

TRINITY_DN48313_c2_g1sp|Q8BI55|DYRK4_MOUSEDyrk4 Dual specificity tyrosine-phosphorylation-regulated kinase 4 OS=Mus musculus GN=Dyrk4 PE=2 SV=155.10 0.00

TRINITY_DN48720_c0_g9sp|P53492|ACT7_ARATHACT7 Actin-7 OS=Arabidopsis thaliana GN=ACT7 PE=1 SV=155.10 0.00

TRINITY_DN49521_c0_g4sp|Q9DB27|MCTS1_MOUSEMcts1 Malignant T-cell-amplified sequence 1 OS=Mus musculus GN=Mcts1 PE=1 SV=155.10 0.00

TRINITY_DN50777_c0_g1sp|Q07116|SUOX_RATSuox Sulfite oxidase, mitochondrial OS=Rattus norvegicus GN=Suox PE=1 SV=255.10 0.00

TRINITY_DN51205_c0_g1sp|Q94LW3|KNOS3_ORYSJHOS66 Homeobox protein knotted-1-like 3 OS=Oryza sativa subsp. japonica GN=HOS66 PE=2 SV=155.10 0.00

TRINITY_DN52105_c1_g3sp|Q9VHS7|COQ2_DROMECoq2 4-hydroxybenzoate polyprenyltransferase, mitochondrial OS=Drosophila melanogaster GN=Coq2 PE=2 SV=155.10 0.00

TRINITY_DN24449_c0_g1sp|Q55F75|Y9878_DICDIDDB_G0268226Uncharacterized protein DDB_G0268226 OS=Dictyostelium discoideum GN=DDB_G0268226 PE=4 SV=155.00 0.00

TRINITY_DN32930_c0_g3sp|Q54R82|MKKA_DICDImkkA Mitogen-activated protein kinase kinase kinase A OS=Dictyostelium discoideum GN=mkkA PE=1 SV=255.00 0.00

TRINITY_DN33070_c0_g1sp|Q55BR9|DDX49_DICDIddx49 Probable ATP-dependent RNA helicase ddx49 OS=Dictyostelium discoideum GN=ddx49 PE=3 SV=155.00 0.00

TRINITY_DN33619_c0_g2sp|Q8L3Z8|FZR2_ARATHFZR2 Protein FIZZY-RELATED 2 OS=Arabidopsis thaliana GN=FZR2 PE=1 SV=155.00 0.00

TRINITY_DN34180_c0_g1sp|Q54QY3|YIPF5_DICDIyipf5 Protein YIPF5 homolog OS=Dictyostelium discoideum GN=yipf5 PE=3 SV=155.00 0.00

TRINITY_DN37049_c0_g1sp|Q52JK6|VIP2_NICBEVIP2 Probable NOT transcription complex subunit VIP2 (Fragment) OS=Nicotiana benthamiana GN=VIP2 PE=1 SV=155.00 0.00

TRINITY_DN37193_c0_g9sp|Q55FK2|RAB6_DICDIrab6 Ras-related protein Rab-6 OS=Dictyostelium discoideum GN=rab6 PE=3 SV=155.00 0.00

TRINITY_DN37335_c0_g1sp|Q9Y2X8|UB2D4_HUMANUBE2D4 Ubiquitin-conjugating enzyme E2 D4 OS=Homo sapiens GN=UBE2D4 PE=1 SV=155.00 0.00

TRINITY_DN37451_c0_g11sp|O42175|APOA1_SPAAUapoa1 Apolipoprotein A-I OS=Sparus aurata GN=apoa1 PE=2 SV=155.00 0.00

TRINITY_DN37997_c1_g13sp|P02751|FINC_HUMANFN1 Fibronectin OS=Homo sapiens GN=FN1 PE=1 SV=455.00 0.00

TRINITY_DN38225_c0_g6sp|P34109|MYOD_DICDImyoD Myosin ID heavy chain OS=Dictyostelium discoideum GN=myoD PE=1 SV=255.00 0.00

TRINITY_DN39532_c0_g1sp|Q93W77|NIFU1_ARATHNIFU1 NifU-like protein 1, chloroplastic OS=Arabidopsis thaliana GN=NIFU1 PE=1 SV=155.00 0.00

TRINITY_DN40003_c0_g2sp|Q54PE0|PWP2_DICDIpwp2 Periodic tryptophan protein 2 homolog OS=Dictyostelium discoideum GN=pwp2 PE=3 SV=155.00 0.00

TRINITY_DN42055_c0_g1sp|P20054|PYR1_DICDIpyr1-3 Protein PYR1-3 OS=Dictyostelium discoideum GN=pyr1-3 PE=1 SV=355.00 0.00

TRINITY_DN42419_c0_g2sp|Q6NLC1|AB2D_ARATHABCC2 ABC transporter D family member 2, chloroplastic OS=Arabidopsis thaliana GN=ABCC2 PE=1 SV=155.00 0.00

TRINITY_DN42929_c0_g1sp|Q54I57|MYCBP_DICDImycbp C-Myc-binding protein homolog OS=Dictyostelium discoideum GN=mycbp PE=3 SV=155.00 0.00

TRINITY_DN43648_c0_g2sp|Q2RAV0|CDPKP_ORYSJCPK25 Calcium-dependent protein kinase 25 OS=Oryza sativa subsp. japonica GN=CPK25 PE=2 SV=155.00 0.00

TRINITY_DN44500_c0_g7sp|Q554Z5|ACSB_DICDIaslB Acyl-CoA synthetase short-chain family member B, mitochondrial OS=Dictyostelium discoideum GN=aslB PE=3 SV=155.00 0.00

TRINITY_DN44924_c1_g11sp|O13923|CORO_SCHPOcrn1 Coronin-like protein crn1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=crn1 PE=1 SV=155.00 0.00

TRINITY_DN45566_c0_g1sp|Q0DHL4|FTSH8_ORYSJFTSH8 ATP-dependent zinc metalloprotease FTSH 8, mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH8 PE=3 SV=155.00 0.00

TRINITY_DN45607_c0_g2sp|Q6STH5|HF101_ARATHHCF101 Fe-S cluster assembly factor HCF101, chloroplastic OS=Arabidopsis thaliana GN=HCF101 PE=1 SV=155.00 0.00



TRINITY_DN45687_c2_g1sp|Q8L7R2|KHSE_ARATHHSK Homoserine kinase OS=Arabidopsis thaliana GN=HSK PE=1 SV=155.00 0.00

TRINITY_DN46096_c0_g2sp|Q1LZ95|IDI1_BOVINIDI1 Isopentenyl-diphosphate Delta-isomerase 1 OS=Bos taurus GN=IDI1 PE=2 SV=255.00 0.00

TRINITY_DN46548_c0_g1sp|F4KIA8|RRC1L_ARATHAt5g10800Protein RRC1-like OS=Arabidopsis thaliana GN=At5g10800 PE=2 SV=155.00 0.00

TRINITY_DN46825_c0_g4sp|Q42919|G6PD_MEDSA- Glucose-6-phosphate 1-dehydrogenase, cytoplasmic isoform OS=Medicago sativa PE=2 SV=155.00 0.00

TRINITY_DN46921_c1_g3sp|A5D8M6|SBDS_XENLAsbds Ribosome maturation protein SBDS OS=Xenopus laevis GN=sbds PE=2 SV=155.00 0.00

TRINITY_DN47098_c0_g2sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=255.00 0.00

TRINITY_DN47989_c0_g1sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=155.00 0.00

TRINITY_DN48720_c0_g4sp|P02578|ACT1_ACACA- Actin-1 OS=Acanthamoeba castellanii PE=1 SV=155.00 0.00

TRINITY_DN48881_c0_g1sp|F4IUX6|RENT2_ARATHUPF2 Regulator of nonsense transcripts UPF2 OS=Arabidopsis thaliana GN=UPF2 PE=2 SV=155.00 0.00

TRINITY_DN49376_c1_g4sp|B0S6U7|ERAL1_DANREeral1 GTPase Era, mitochondrial OS=Danio rerio GN=eral1 PE=2 SV=155.00 0.00

TRINITY_DN49729_c0_g2sp|Q42396|CDPKC_ARATHCPK12 Calcium-dependent protein kinase 12 OS=Arabidopsis thaliana GN=CPK12 PE=1 SV=155.00 0.00

TRINITY_DN51006_c1_g4sp|A8J6J0|SULT2_CHLRESULTR2 Proton/sulfate cotransporter 2 OS=Chlamydomonas reinhardtii GN=SULTR2 PE=2 SV=155.00 0.00

TRINITY_DN51302_c0_g1sp|A5H0J2|DUR1_LACKLDUR1,2 Urea amidolyase OS=Lachancea kluyveri GN=DUR1,2 PE=3 SV=155.00 0.00

TRINITY_DN51379_c0_g1sp|P36428|SYA_ARATHALATS Alanine--tRNA ligase OS=Arabidopsis thaliana GN=ALATS PE=1 SV=355.00 0.00

TRINITY_DN51957_c0_g1sp|Q9SGU9|MGL_ARATHMGL Methionine gamma-lyase OS=Arabidopsis thaliana GN=MGL PE=1 SV=155.00 0.00

TRINITY_DN52273_c1_g5sp|Q9STT2|VPS29_ARATHVPS29 Vacuolar protein sorting-associated protein 29 OS=Arabidopsis thaliana GN=VPS29 PE=2 SV=155.00 0.00

TRINITY_DN52287_c2_g1sp|A4FV72|PPIE_BOVINPPIE Peptidyl-prolyl cis-trans isomerase E OS=Bos taurus GN=PPIE PE=2 SV=155.00 0.00

TRINITY_DN24958_c0_g1sp|O04905|KCY3_ARATHUMK3 UMP-CMP kinase 3 OS=Arabidopsis thaliana GN=UMK3 PE=1 SV=154.90 0.00

TRINITY_DN31460_c0_g1sp|Q86JJ0|TRM61_DICDItrmt61a tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit trmt61a OS=Dictyostelium discoideum GN=trmt61a PE=1 SV=154.90 0.00

TRINITY_DN33434_c0_g1sp|Q8JI37|AFP4_PAROL- Type-4 ice-structuring protein OS=Paralichthys olivaceus PE=3 SV=154.90 0.00

TRINITY_DN33527_c0_g1sp|Q9KVL7|DCDA_VIBCHlysA Diaminopimelate decarboxylase OS=Vibrio cholerae serotype O1 (strain ATCC 39315 / El Tor Inaba N16961) GN=lysA PE=1 SV=154.90 0.00

TRINITY_DN34085_c0_g1sp|Q66KY3|CUTA_XENLAcuta Protein CutA homolog OS=Xenopus laevis GN=cuta PE=2 SV=254.90 0.00

TRINITY_DN3413_c0_g1sp|Q13395|TARB1_HUMANTARBP1 Probable methyltransferase TARBP1 OS=Homo sapiens GN=TARBP1 PE=1 SV=154.90 0.00

TRINITY_DN36598_c0_g1sp|Q9FIV6|DGP10_ARATHDEGP10 Protease Do-like 10, mitochondrial OS=Arabidopsis thaliana GN=DEGP10 PE=2 SV=154.90 0.00

TRINITY_DN36812_c0_g1sp|Q9C5Z2|EIF3H_ARATHTIF3H1 Eukaryotic translation initiation factor 3 subunit H OS=Arabidopsis thaliana GN=TIF3H1 PE=1 SV=254.90 0.00

TRINITY_DN37682_c3_g8sp|O22145|OSGP2_ARATHGCP1 Probable tRNA N6-adenosine threonylcarbamoyltransferase, mitochondrial OS=Arabidopsis thaliana GN=GCP1 PE=2 SV=254.90 0.00

TRINITY_DN37898_c0_g5sp|B0R0T1|VWA8_DANREsi:dkey-18l1.1von Willebrand factor A domain-containing protein 8 OS=Danio rerio GN=si:dkey-18l1.1 PE=3 SV=154.90 0.00

TRINITY_DN40782_c1_g2sp|Q9TVL3|CDK9_CAEELcdk-9 Probable cyclin-dependent kinase 9 OS=Caenorhabditis elegans GN=cdk-9 PE=3 SV=254.90 0.00

TRINITY_DN41047_c0_g4sp|Q7KWM9|IUNH_DICDIiunH Inosine-uridine-preferring nucleoside hydrolase homolog OS=Dictyostelium discoideum GN=iunH PE=3 SV=154.90 0.00

TRINITY_DN41122_c0_g1sp|Q7YZN9|ERF3_DICDIerf3 Eukaryotic peptide chain release factor GTP-binding subunit OS=Dictyostelium discoideum GN=erf3 PE=2 SV=154.90 0.00

TRINITY_DN41729_c1_g5sp|Q96NC0|ZMAT2_HUMANZMAT2 Zinc finger matrin-type protein 2 OS=Homo sapiens GN=ZMAT2 PE=1 SV=154.90 0.00

TRINITY_DN42563_c2_g2sp|Q0JCU7|ZEP_ORYSJZEP Zeaxanthin epoxidase, chloroplastic OS=Oryza sativa subsp. japonica GN=ZEP PE=2 SV=154.90 0.00

TRINITY_DN43077_c1_g4sp|Q94BU1|Y1181_ARATHAt1g71810Uncharacterized aarF domain-containing protein kinase At1g71810, chloroplastic OS=Arabidopsis thaliana GN=At1g71810 PE=2 SV=154.90 0.00

TRINITY_DN44271_c0_g1sp|P19706|MYSB_ACACAMIB Myosin heavy chain IB OS=Acanthamoeba castellanii GN=MIB PE=1 SV=254.90 0.00

TRINITY_DN44690_c0_g5sp|Q2KJC1|CDC5L_BOVINCDC5L Cell division cycle 5-like protein OS=Bos taurus GN=CDC5L PE=2 SV=154.90 0.00

TRINITY_DN44898_c0_g4sp|Q9ZSS6|THD1_ARATHOMR1 Threonine dehydratase biosynthetic, chloroplastic OS=Arabidopsis thaliana GN=OMR1 PE=1 SV=154.90 0.00

TRINITY_DN45268_c1_g7sp|Q32L92|CNN3_BOVINCNN3 Calponin-3 OS=Bos taurus GN=CNN3 PE=2 SV=154.90 0.00

TRINITY_DN45669_c0_g2sp|P0C032|RUB3_ORYSJRUB3 Ubiquitin-like protein-NEDD8-like protein RUB3 OS=Oryza sativa subsp. japonica GN=RUB3 PE=3 SV=254.90 0.00

TRINITY_DN45969_c0_g3sp|Q9AT35|RL23A_DAUCARPL23A 60S ribosomal protein L23a OS=Daucus carota GN=RPL23A PE=2 SV=154.90 0.00

TRINITY_DN46512_c1_g1sp|Q8RCT3|PSUG_CALS4psuG Pseudouridine-5'-phosphate glycosidase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=psuG PE=3 SV=154.90 0.00

TRINITY_DN47814_c0_g1sp|Q7DMA9|PAS1_ARATHPAS1 Peptidyl-prolyl cis-trans isomerase PASTICCINO1 OS=Arabidopsis thaliana GN=PAS1 PE=1 SV=254.90 0.00

TRINITY_DN48074_c3_g2sp|M1CZC0|EBP1_SOLTUEBP1 ERBB-3 BINDING PROTEIN 1 OS=Solanum tuberosum GN=EBP1 PE=2 SV=154.90 0.00

TRINITY_DN48251_c0_g1sp|Q8W5R5|KN7D_ARATHKIN7D Kinesin-like protein KIN-7D, mitochondrial OS=Arabidopsis thaliana GN=KIN7D PE=2 SV=154.90 0.00

TRINITY_DN48951_c0_g1sp|O80925|AGD7_ARATHAGD7 ADP-ribosylation factor GTPase-activating protein AGD7 OS=Arabidopsis thaliana GN=AGD7 PE=1 SV=154.90 0.00

TRINITY_DN49608_c0_g2sp|Q0VFV7|KCTD7_DANREkctd7 BTB/POZ domain-containing protein KCTD7 OS=Danio rerio GN=kctd7 PE=2 SV=254.90 0.00

TRINITY_DN51075_c0_g1sp|Q91V24|ABCA7_MOUSEAbca7 ATP-binding cassette sub-family A member 7 OS=Mus musculus GN=Abca7 PE=1 SV=154.90 0.00

TRINITY_DN51852_c0_g8sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=154.90 0.00

TRINITY_DN1065_c0_g1sp|P42281|ACBP_DROMEDbi Acyl-CoA-binding protein homolog OS=Drosophila melanogaster GN=Dbi PE=2 SV=154.80 0.00

TRINITY_DN11002_c0_g1sp|Q95RC0|NAA30_DROMECG11412 N-alpha-acetyltransferase 30 OS=Drosophila melanogaster GN=CG11412 PE=2 SV=154.80 0.00

TRINITY_DN20575_c0_g2sp|O81845|PUMP1_ARATHPUMP1 Mitochondrial uncoupling protein 1 OS=Arabidopsis thaliana GN=PUMP1 PE=1 SV=154.80 0.00

TRINITY_DN23293_c0_g1sp|P30182|TOP2_ARATHTOP2 DNA topoisomerase 2 OS=Arabidopsis thaliana GN=TOP2 PE=2 SV=254.80 0.00

TRINITY_DN23464_c0_g1sp|Q86B11|CDC23_DICDIanapc8 Anaphase-promoting complex subunit 8 OS=Dictyostelium discoideum GN=anapc8 PE=3 SV=154.80 0.00

TRINITY_DN24211_c0_g1sp|Q09769|LONM_SCHPOpim1 Lon protease homolog, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pim1 PE=3 SV=154.80 0.00

TRINITY_DN26384_c0_g1sp|Q2R2B4|RFC1_ORYSJRFC1 Replication factor C subunit 1 OS=Oryza sativa subsp. japonica GN=RFC1 PE=2 SV=254.80 0.00

TRINITY_DN34197_c1_g7sp|P52709|SYTC_CAEELtrs-1 Threonine--tRNA ligase, cytoplasmic OS=Caenorhabditis elegans GN=trs-1 PE=3 SV=154.80 0.00

TRINITY_DN34471_c0_g2sp|Q2PQH8|GDE_CANLFAGL Glycogen debranching enzyme OS=Canis lupus familiaris GN=AGL PE=2 SV=154.80 0.00



TRINITY_DN35985_c1_g2sp|Q9ZQW8|U2AFA_ORYSJU2AF35A Splicing factor U2af small subunit A OS=Oryza sativa subsp. japonica GN=U2AF35A PE=2 SV=154.80 0.00

TRINITY_DN37655_c1_g3sp|Q54TE7|GPN2_DICDIgpn2 GPN-loop GTPase 2 homolog OS=Dictyostelium discoideum GN=gpn2 PE=2 SV=154.80 0.00

TRINITY_DN38829_c0_g4sp|Q9SIZ8|RKP_ARATHRKP E3 ubiquitin-protein ligase RKP OS=Arabidopsis thaliana GN=RKP PE=2 SV=254.80 0.00

TRINITY_DN39018_c0_g7sp|P15246|PIMT_BOVINPCMT1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Bos taurus GN=PCMT1 PE=1 SV=254.80 0.00

TRINITY_DN41955_c0_g5sp|Q9FMF7|DIT21_ARATHDIT2-1 Dicarboxylate transporter 2.1, chloroplastic OS=Arabidopsis thaliana GN=DIT2-1 PE=1 SV=154.80 0.00

TRINITY_DN42582_c1_g6sp|Q6Q477|AT2B4_MOUSEAtp2b4 Plasma membrane calcium-transporting ATPase 4 OS=Mus musculus GN=Atp2b4 PE=1 SV=154.80 0.00

TRINITY_DN42995_c1_g8sp|Q05B18|SHQ1_XENTRshq1 Protein SHQ1 homolog OS=Xenopus tropicalis GN=shq1 PE=2 SV=154.80 0.00

TRINITY_DN43483_c0_g1sp|Q6WWW4|UPL3_ARATHUPL3 E3 ubiquitin-protein ligase UPL3 OS=Arabidopsis thaliana GN=UPL3 PE=1 SV=154.80 0.00

TRINITY_DN43946_c0_g2sp|F4IV99|CHR5_ARATHCHR5 Protein CHROMATIN REMODELING 5 OS=Arabidopsis thaliana GN=CHR5 PE=3 SV=154.80 0.00

TRINITY_DN45111_c0_g5sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=254.80 0.00

TRINITY_DN45725_c0_g2sp|Q03684|BIP4_TOBACBIP4 Luminal-binding protein 4 OS=Nicotiana tabacum GN=BIP4 PE=2 SV=154.80 0.00

TRINITY_DN45827_c0_g5sp|Q6NYZ6|SCM2A_DANREslc25a25aCalcium-binding mitochondrial carrier protein SCaMC-2-A OS=Danio rerio GN=slc25a25a PE=2 SV=154.80 0.00

TRINITY_DN46189_c0_g1sp|B3PDM9|TAL_CELJUtal Transaldolase OS=Cellvibrio japonicus (strain Ueda107) GN=tal PE=3 SV=154.80 0.00

TRINITY_DN46878_c1_g7sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=154.80 0.00

TRINITY_DN47173_c1_g4sp|Q80U96|XPO1_RATXpo1 Exportin-1 OS=Rattus norvegicus GN=Xpo1 PE=1 SV=154.80 0

TRINITY_DN47579_c0_g9sp|P28370|SMCA1_HUMANSMARCA1 Probable global transcription activator SNF2L1 OS=Homo sapiens GN=SMARCA1 PE=1 SV=254.80 0.00

TRINITY_DN50368_c0_g2sp|Q5DM57|IF172_CHLREIFT172 Intraflagellar transport protein 172 OS=Chlamydomonas reinhardtii GN=IFT172 PE=1 SV=154.80 0.00

TRINITY_DN50521_c0_g1sp|Q56X52|AOX4_ARATHAOX4 Ubiquinol oxidase 4, chloroplastic/chromoplastic OS=Arabidopsis thaliana GN=AOX4 PE=1 SV=254.80 0.00

TRINITY_DN51394_c0_g1sp|Q40863|EMB8_PICGLEMB8 Embryogenesis-associated protein EMB8 OS=Picea glauca GN=EMB8 PE=2 SV=154.80 0.00

TRINITY_DN51443_c0_g1sp|Q84ST4|NOL_ORYSJNOL Chlorophyll(ide) b reductase NOL, chloroplastic OS=Oryza sativa subsp. japonica GN=NOL PE=1 SV=154.80 0.00

TRINITY_DN51624_c0_g1sp|Q7F2E4|CSB_ORYSJCSB DNA excision repair protein CSB OS=Oryza sativa subsp. japonica GN=CSB PE=2 SV=154.80 0.00

TRINITY_DN51700_c1_g8sp|Q9BX10|GTPB2_HUMANGTPBP2 GTP-binding protein 2 OS=Homo sapiens GN=GTPBP2 PE=1 SV=154.80 0.00

TRINITY_DN51861_c0_g7sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=354.80 0.00

TRINITY_DN1371_c0_g1sp|Q28GR1|TMA7_XENTRtma7 Translation machinery-associated protein 7 OS=Xenopus tropicalis GN=tma7 PE=3 SV=154.70 0.00

TRINITY_DN2324_c0_g1sp|Q9M571|PEAMT_SPIOLPEAMT Phosphoethanolamine N-methyltransferase OS=Spinacia oleracea GN=PEAMT PE=1 SV=154.70 0.00

TRINITY_DN30570_c0_g2sp|Q9UPV0|CE164_HUMANCEP164 Centrosomal protein of 164 kDa OS=Homo sapiens GN=CEP164 PE=1 SV=354.70 0.00

TRINITY_DN30757_c0_g1sp|Q5SI16|ATL_THET8TTHA1564DNA base-flipping protein OS=Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579) GN=TTHA1564 PE=1 SV=154.70 0.00

TRINITY_DN32681_c0_g1sp|Q54I57|MYCBP_DICDImycbp C-Myc-binding protein homolog OS=Dictyostelium discoideum GN=mycbp PE=3 SV=154.70 0.00

TRINITY_DN34148_c0_g1sp|Q01576|ACSA_PHYB8facA Acetyl-coenzyme A synthetase OS=Phycomyces blakesleeanus (strain ATCC 8743b / DSM 1359 / FGSC 10004 / NBRC 33097 / NRRL 1555) GN=facA PE=2 SV=154.70 0.00

TRINITY_DN35049_c0_g1sp|Q54DI8|DSCR3_DICDIDDB_G0292212Down syndrome critical region protein 3 homolog OS=Dictyostelium discoideum GN=DDB_G0292212 PE=3 SV=154.70 0.00

TRINITY_DN35851_c0_g1sp|Q86AQ7|VAM7B_DICDIvamp7B Vesicle-associated membrane protein 7B OS=Dictyostelium discoideum GN=vamp7B PE=3 SV=154.70 0.00

TRINITY_DN36442_c0_g1sp|O81983|SYS_HELAN- Serine--tRNA ligase OS=Helianthus annuus PE=2 SV=154.70 0.00

TRINITY_DN38558_c0_g1sp|Q6K1C4|CAX3_ORYSJCAX3 Vacuolar cation/proton exchanger 3 OS=Oryza sativa subsp. japonica GN=CAX3 PE=2 SV=254.70 0.00

TRINITY_DN39009_c0_g2sp|P32119|PRDX2_HUMANPRDX2 Peroxiredoxin-2 OS=Homo sapiens GN=PRDX2 PE=1 SV=554.70 0.00

TRINITY_DN40412_c2_g5sp|Q8H1Q2|NBP35_ARATHNBP35 Cytosolic Fe-S cluster assembly factor NBP35 OS=Arabidopsis thaliana GN=NBP35 PE=1 SV=154.70 0.00

TRINITY_DN40621_c1_g3sp|P31209|PABP_SCHPOpab1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pab1 PE=1 SV=254.70 0.00

TRINITY_DN40940_c0_g8sp|Q9P7V8|MPCP_SCHPOSPBC1703.13cProbable mitochondrial phosphate carrier protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC1703.13c PE=3 SV=154.70 0.00

TRINITY_DN41099_c0_g2sp|Q9UVN9|MRE11_COPC7MRE11 Double-strand break repair protein MRE11 OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=MRE11 PE=3 SV=154.70 0.00

TRINITY_DN42391_c0_g9sp|P17059|CRTD_RHOCBcrtD Hydroxyneurosporene desaturase OS=Rhodobacter capsulatus (strain ATCC BAA-309 / NBRC 16581 / SB1003) GN=crtD PE=3 SV=254.70 0.00

TRINITY_DN42903_c0_g1sp|Q940P8|TCPB_ARATHCCT2 T-complex protein 1 subunit beta OS=Arabidopsis thaliana GN=CCT2 PE=1 SV=154.70 0.00

TRINITY_DN45306_c0_g1sp|Q9C813|DEAHD_ARATHFAS4 ATP-dependent RNA helicase DEAH13 OS=Arabidopsis thaliana GN=FAS4 PE=2 SV=154.70 0.00

TRINITY_DN46310_c0_g2sp|P07871|THIKB_RATAcaa1b 3-ketoacyl-CoA thiolase B, peroxisomal OS=Rattus norvegicus GN=Acaa1b PE=1 SV=254.70 0.00

TRINITY_DN47714_c0_g3sp|O35142|COPB2_RATCopb2 Coatomer subunit beta' OS=Rattus norvegicus GN=Copb2 PE=1 SV=354.70 0.00

TRINITY_DN49101_c0_g3sp|Q9SYM4|TPS1_ARATHTPS1 Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 1 OS=Arabidopsis thaliana GN=TPS1 PE=1 SV=154.70 0.00

TRINITY_DN49488_c0_g2sp|Q54YD4|SYIC_DICDIileS Probable isoleucine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=ileS PE=3 SV=154.70 0

TRINITY_DN51206_c1_g4sp|P34358|CED7_CAEELced-7 ABC transporter ced-7 OS=Caenorhabditis elegans GN=ced-7 PE=1 SV=654.70 0.00

TRINITY_DN51562_c0_g1sp|P15064|RASG_DICDIrasG Ras-like protein rasG OS=Dictyostelium discoideum GN=rasG PE=1 SV=154.70 0.00

TRINITY_DN51604_c0_g1sp|Q67XQ0|Y4424_ARATHCBSDUF1 DUF21 domain-containing protein At4g14240 OS=Arabidopsis thaliana GN=CBSDUF1 PE=1 SV=154.70 0.00

TRINITY_DN51852_c0_g9sp|P40236|HHP2_SCHPOhhp2 Casein kinase I homolog hhp2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hhp2 PE=2 SV=254.70 0.00

TRINITY_DN52265_c0_g1sp|O75643|U520_HUMANSNRNP200U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=254.70 0

TRINITY_DN29000_c0_g1sp|P48980|BGAL_SOLLC- Beta-galactosidase OS=Solanum lycopersicum PE=1 SV=154.60 0.00

TRINITY_DN30657_c0_g2sp|Q14149|MORC3_HUMANMORC3 MORC family CW-type zinc finger protein 3 OS=Homo sapiens GN=MORC3 PE=1 SV=354.60 0.00

TRINITY_DN37756_c2_g6sp|O80952|PGPS1_ARATHPGPS1 CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase 1, chloroplastic OS=Arabidopsis thaliana GN=PGPS1 PE=1 SV=154.60 0.00

TRINITY_DN39057_c0_g2sp|Q92994|TF3B_HUMANBRF1 Transcription factor IIIB 90 kDa subunit OS=Homo sapiens GN=BRF1 PE=1 SV=154.60 0.00

TRINITY_DN39188_c0_g1sp|Q93Y01|UBP9_ARATHUBP9 Ubiquitin carboxyl-terminal hydrolase 9 OS=Arabidopsis thaliana GN=UBP9 PE=2 SV=154.60 0.00

TRINITY_DN42326_c0_g6sp|Q552J0|TCPQ_DICDIcct8 T-complex protein 1 subunit theta OS=Dictyostelium discoideum GN=cct8 PE=3 SV=154.60 0.00



TRINITY_DN43272_c0_g1sp|Q4P5U4|DBP4_USTMADBP4 ATP-dependent RNA helicase DBP4 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=DBP4 PE=3 SV=254.60 0.00

TRINITY_DN43330_c0_g8sp|Q9D3U0|PUS10_MOUSEPus10 Putative tRNA pseudouridine synthase Pus10 OS=Mus musculus GN=Pus10 PE=1 SV=154.60 0.00

TRINITY_DN43628_c2_g3sp|Q8H136|RH14_ARATHRH14 DEAD-box ATP-dependent RNA helicase 14 OS=Arabidopsis thaliana GN=RH14 PE=1 SV=254.60 0.00

TRINITY_DN45013_c1_g1sp|Q9LVP1|TOP3A_ARATHTOP3A DNA topoisomerase 3-alpha OS=Arabidopsis thaliana GN=TOP3A PE=1 SV=154.60 0.00

TRINITY_DN45183_c0_g1sp|Q9CY21|WBS22_MOUSEWbscr22 Probable 18S rRNA (guanine-N(7))-methyltransferase OS=Mus musculus GN=Wbscr22 PE=1 SV=154.60 0.00

TRINITY_DN47164_c0_g1sp|P51351|RRP3_PORPUycf65 Probable 30S ribosomal protein 3, chloroplastic OS=Porphyra purpurea GN=ycf65 PE=3 SV=154.60 0.00

TRINITY_DN47649_c0_g2sp|Q2VYI5|HSLV_MAGSAhslV ATP-dependent protease subunit HslV OS=Magnetospirillum magneticum (strain AMB-1 / ATCC 700264) GN=hslV PE=3 SV=154.60 0.00

TRINITY_DN48468_c0_g2sp|O60121|YH77_SCHPOSPBC16G5.07cUncharacterized protein C16G5.07c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC16G5.07c PE=3 SV=154.60 0.00

TRINITY_DN48699_c0_g3sp|B4M375|NFU1_DROVIGJ19011 NFU1 iron-sulfur cluster scaffold homolog, mitochondrial OS=Drosophila virilis GN=GJ19011 PE=3 SV=154.60 0.00

TRINITY_DN48782_c0_g1sp|Q949Y5|EGY1_ARATHEGY1 Probable zinc metalloprotease EGY1, chloroplastic OS=Arabidopsis thaliana GN=EGY1 PE=2 SV=154.60 0.00

TRINITY_DN50474_c0_g4sp|Q55EL3|UCKA_DICDIudkA Uridine-cytidine kinase A OS=Dictyostelium discoideum GN=udkA PE=3 SV=154.60 0.00

TRINITY_DN51099_c0_g1sp|Q9LUW6|RH9_ARATHRH9 DEAD-box ATP-dependent RNA helicase 9 OS=Arabidopsis thaliana GN=RH9 PE=1 SV=154.60 0.00

TRINITY_DN51716_c0_g2sp|Q8W1Y3|KN14F_ARATHKIN14F Kinesin-like protein KIN-14F OS=Arabidopsis thaliana GN=KIN14F PE=1 SV=254.60 0.00

TRINITY_DN51765_c1_g1sp|Q9LDV4|ALAT2_ARATHALAAT2 Alanine aminotransferase 2, mitochondrial OS=Arabidopsis thaliana GN=ALAAT2 PE=2 SV=154.60 0.00

TRINITY_DN1634_c0_g1sp|P20020|AT2B1_HUMANATP2B1 Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=354.50 0.00

TRINITY_DN18490_c0_g1sp|Q9EQF5|DPYS_MOUSEDpys Dihydropyrimidinase OS=Mus musculus GN=Dpys PE=1 SV=254.50 0.00

TRINITY_DN25982_c0_g1sp|Q8L607|SIN2_ARATHSIN2 Short integuments 2, mitochondrial OS=Arabidopsis thaliana GN=SIN2 PE=1 SV=154.50 0.00

TRINITY_DN29920_c0_g1sp|P53115|INO80_YEASTINO80 Putative DNA helicase INO80 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=INO80 PE=1 SV=154.50 0.00

TRINITY_DN32014_c0_g1sp|A0JN40|KIF3C_BOVINKIF3C Kinesin-like protein KIF3C OS=Bos taurus GN=KIF3C PE=2 SV=154.50 0.00

TRINITY_DN32542_c0_g3sp|P16378|GNAO_DROMEGalphao G protein alpha o subunit OS=Drosophila melanogaster GN=Galphao PE=1 SV=154.50 0.00

TRINITY_DN34053_c0_g1sp|P13022|CAPZA_DICDIacpB F-actin-capping protein subunit alpha OS=Dictyostelium discoideum GN=acpB PE=1 SV=154.50 0.00

TRINITY_DN34438_c0_g2sp|P43332|SNRPA_DROMEsnf U1 small nuclear ribonucleoprotein A OS=Drosophila melanogaster GN=snf PE=1 SV=154.50 0.00

TRINITY_DN35445_c0_g3sp|P60763|RAC3_HUMANRAC3 Ras-related C3 botulinum toxin substrate 3 OS=Homo sapiens GN=RAC3 PE=1 SV=154.50 0.00

TRINITY_DN35570_c0_g1sp|P02675|FIBB_HUMANFGB Fibrinogen beta chain OS=Homo sapiens GN=FGB PE=1 SV=254.50 0.00

TRINITY_DN36456_c0_g2sp|P42824|DNJH2_ALLPOLDJ2 DnaJ protein homolog 2 OS=Allium porrum GN=LDJ2 PE=2 SV=154.50 0.00

TRINITY_DN37728_c0_g3sp|Q7ZVK3|SIR2_DANREsirt2 NAD-dependent protein deacetylase sirtuin-2 OS=Danio rerio GN=sirt2 PE=2 SV=154.50 0.00

TRINITY_DN38045_c1_g1sp|B1Y827|NUOA_LEPCPnuoA NADH-quinone oxidoreductase subunit A OS=Leptothrix cholodnii (strain ATCC 51168 / LMG 8142 / SP-6) GN=nuoA PE=3 SV=154.50 0.00

TRINITY_DN38080_c0_g2sp|P0AFU8|RISA_ECOLIribC Riboflavin synthase OS=Escherichia coli (strain K12) GN=ribC PE=1 SV=154.50 0.00

TRINITY_DN38198_c1_g5sp|Q54B68|IDHB_DICDIidhB Isocitrate dehydrogenase [NAD] regulatory subunit B, mitochondrial OS=Dictyostelium discoideum GN=idhB PE=3 SV=154.50 0.00

TRINITY_DN38741_c1_g1sp|Q9W6H5|UBC9A_DANREube2ia SUMO-conjugating enzyme UBC9-A OS=Danio rerio GN=ube2ia PE=1 SV=154.50 0.00

TRINITY_DN38899_c0_g4sp|Q9C8H1|AB11C_ARATHABCC11 ABC transporter C family member 11 OS=Arabidopsis thaliana GN=ABCC11 PE=2 SV=254.50 0.00

TRINITY_DN39336_c0_g1sp|Q84VT2|FAD12_PUNGRFAD12 Delta(12)-acyl-lipid-desaturase OS=Punica granatum GN=FAD12 PE=2 SV=254.50 0.00

TRINITY_DN39339_c1_g2sp|Q9WVJ3|CBPQ_MOUSECpq Carboxypeptidase Q OS=Mus musculus GN=Cpq PE=1 SV=154.50 0.00

TRINITY_DN40152_c0_g2sp|Q8L3X9|KASM_ARATHKAS 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial OS=Arabidopsis thaliana GN=KAS PE=1 SV=154.50 0.00

TRINITY_DN40419_c0_g2sp|Q8YNF9|GCSP_NOSS1gcvP Glycine dehydrogenase (decarboxylating) OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=gcvP PE=3 SV=154.50 0.00

TRINITY_DN41359_c1_g1sp|O80360|RK3_TOBACRPL3 50S ribosomal protein L3, chloroplastic (Fragment) OS=Nicotiana tabacum GN=RPL3 PE=2 SV=154.50 0.00

TRINITY_DN41727_c1_g2sp|P37841|UCRI_SOLTUFES1 Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Solanum tuberosum GN=FES1 PE=1 SV=154.50 0.00

TRINITY_DN42169_c0_g2sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=154.50 0.00

TRINITY_DN42624_c0_g2sp|Q9XZD5|CATA_TOXGO- Peroxisomal catalase OS=Toxoplasma gondii PE=2 SV=154.50 0.00

TRINITY_DN42660_c0_g8sp|Q6RF66|RS21_PECGUrps-21 40S ribosomal protein S21 OS=Pectinaria gouldii GN=rps-21 PE=3 SV=154.50 0.00

TRINITY_DN43072_c0_g1sp|Q24368|ISWI_DROMEIswi Chromatin-remodeling complex ATPase chain Iswi OS=Drosophila melanogaster GN=Iswi PE=1 SV=154.50 0.00

TRINITY_DN43321_c0_g2sp|B0U6Z5|RS9_XYLFMrpsI 30S ribosomal protein S9 OS=Xylella fastidiosa (strain M12) GN=rpsI PE=3 SV=154.50 0.00

TRINITY_DN43480_c0_g2sp|Q3KQF0|NUP1A_XENLAnubp1-A Cytosolic Fe-S cluster assembly factor nubp1-A OS=Xenopus laevis GN=nubp1-A PE=2 SV=154.50 0.00

TRINITY_DN43783_c0_g8sp|P53994|RAB2A_MOUSERab2a Ras-related protein Rab-2A OS=Mus musculus GN=Rab2a PE=1 SV=154.50 0.00

TRINITY_DN44638_c0_g5sp|A7YWP4|HUTH_BOVINHAL Histidine ammonia-lyase OS=Bos taurus GN=HAL PE=2 SV=154.50 0.00

TRINITY_DN45271_c0_g4sp|Q86AW9|GUAD_DICDIguaD Guanine deaminase OS=Dictyostelium discoideum GN=guaD PE=1 SV=154.50 0.00

TRINITY_DN47522_c0_g5sp|Q9CAD5|YODA_ARATHYDA Mitogen-activated protein kinase kinase kinase YODA OS=Arabidopsis thaliana GN=YDA PE=1 SV=154.50 0.00

TRINITY_DN47851_c1_g1sp|O74828|ESF1_SCHPOesf1 Pre-rRNA-processing protein esf1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=esf1 PE=1 SV=154.50 0.00

TRINITY_DN48334_c1_g9sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=254.50 0.00

TRINITY_DN48700_c2_g1sp|Q8RWF4|NIPA8_ARATHAt3g26670Probable magnesium transporter NIPA8 OS=Arabidopsis thaliana GN=At3g26670 PE=2 SV=154.50 0.00

TRINITY_DN49707_c1_g1sp|Q40784|AAPC_CENCI- Putative glucose-6-phosphate 1-epimerase OS=Cenchrus ciliaris PE=2 SV=154.50 0.00

TRINITY_DN50669_c0_g1sp|P34099|KAPC_DICDIpkaC cAMP-dependent protein kinase catalytic subunit OS=Dictyostelium discoideum GN=pkaC PE=1 SV=254.50 0.00

TRINITY_DN51315_c0_g4sp|Q9SQH9|AMT13_ARATHAMT1-3 Ammonium transporter 1 member 3 OS=Arabidopsis thaliana GN=AMT1-3 PE=2 SV=254.50 0.00

TRINITY_DN52046_c1_g2sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=254.50 0.00

TRINITY_DN52311_c0_g1sp|A2YQU8|SLU7_ORYSIOsI_27673Pre-mRNA-splicing factor SLU7 OS=Oryza sativa subsp. indica GN=OsI_27673 PE=3 SV=254.50 0.00

TRINITY_DN52346_c2_g3sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=154.50 0.00



TRINITY_DN6325_c0_g1sp|A6GYX5|DAPF_FLAPJdapF Diaminopimelate epimerase OS=Flavobacterium psychrophilum (strain JIP02/86 / ATCC 49511) GN=dapF PE=1 SV=154.50 0.00

TRINITY_DN16288_c0_g1sp|P0DJ19|RL27_TETTHRPL27 60S ribosomal protein L27 OS=Tetrahymena thermophila GN=RPL27 PE=1 SV=154.40 0.00

TRINITY_DN22830_c0_g1sp|Q63120|MRP2_RATAbcc2 Canalicular multispecific organic anion transporter 1 OS=Rattus norvegicus GN=Abcc2 PE=1 SV=154.40 0.00

TRINITY_DN27846_c0_g1sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=154.40 0.00

TRINITY_DN32068_c0_g3sp|O76324|DCO_DROMEdco Discs overgrown protein kinase OS=Drosophila melanogaster GN=dco PE=1 SV=254.40 0.00

TRINITY_DN32102_c0_g1sp|Q6DJ95|SYCM_XENTRcars2 Probable cysteine--tRNA ligase, mitochondrial OS=Xenopus tropicalis GN=cars2 PE=2 SV=154.40 0.00

TRINITY_DN33810_c0_g3sp|Q18246|RAP1_CAEELrap-1 Ras-related protein Rap-1 OS=Caenorhabditis elegans GN=rap-1 PE=3 SV=154.40 0.00

TRINITY_DN35187_c1_g1sp|Q86KC1|LYSG2_DICDIDDB_G0274181Probable GH family 25 lysozyme 2 OS=Dictyostelium discoideum GN=DDB_G0274181 PE=3 SV=154.40 0.00

TRINITY_DN36216_c0_g3sp|Q39050|CKL11_ARATHCKL11 Casein kinase 1-like protein 11 OS=Arabidopsis thaliana GN=CKL11 PE=1 SV=154.40 0.00

TRINITY_DN36509_c1_g9sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=354.40 0.00

TRINITY_DN36669_c0_g1sp|O07592|YHDW_BACSUyhdW Putative glycerophosphoryl diester phosphodiesterase YhdW OS=Bacillus subtilis (strain 168) GN=yhdW PE=3 SV=154.40 0.00

TRINITY_DN37222_c0_g2sp|P36183|ENPL_HORVU- Endoplasmin homolog OS=Hordeum vulgare PE=2 SV=154.40 0.00

TRINITY_DN37230_c1_g6sp|Q99J39|DCMC_MOUSEMlycd Malonyl-CoA decarboxylase, mitochondrial OS=Mus musculus GN=Mlycd PE=1 SV=154.40 0.00

TRINITY_DN37407_c0_g1sp|B2GUY0|MA1B1_RATMan1b1 Endoplasmic reticulum mannosyl-oligosaccharide 1,2-alpha-mannosidase OS=Rattus norvegicus GN=Man1b1 PE=2 SV=254.40 0.00

TRINITY_DN38863_c1_g3sp|P10329|NU6M_CHLREND6 NADH-ubiquinone oxidoreductase chain 6 OS=Chlamydomonas reinhardtii GN=ND6 PE=3 SV=254.40 0.00

TRINITY_DN39366_c0_g1sp|P07259|PYR1_YEASTURA2 Protein URA2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=URA2 PE=1 SV=554.40 0.00

TRINITY_DN39469_c0_g5sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=254.40 0.00

TRINITY_DN40475_c0_g7sp|P06876|MYB_MOUSEMyb Transcriptional activator Myb OS=Mus musculus GN=Myb PE=1 SV=254.40 0.00

TRINITY_DN40951_c1_g11sp|P0DOV9|SLAD_PSEPUPpSQ1_003953-sulfolactaldehyde dehydrogenase OS=Pseudomonas putida GN=PpSQ1_00395 PE=1 SV=154.40 0.00

TRINITY_DN40967_c3_g4sp|Q6FCU0|ADE_ACIADACIAD1245Adenine deaminase OS=Acinetobacter baylyi (strain ATCC 33305 / BD413 / ADP1) GN=ACIAD1245 PE=3 SV=154.40 0.00

TRINITY_DN41005_c0_g5sp|O75001|MCM7_SCHPOmcm7 DNA replication licensing factor mcm7 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mcm7 PE=1 SV=154.40 0.00

TRINITY_DN41301_c0_g4sp|Q55GG1|CPND_DICDIcpnD Copine-D OS=Dictyostelium discoideum GN=cpnD PE=2 SV=154.40 0.00

TRINITY_DN41552_c0_g5sp|O50017|PARP2_MAIZEPARP2 Poly [ADP-ribose] polymerase 2 OS=Zea mays GN=PARP2 PE=2 SV=154.40 0.00

TRINITY_DN42649_c1_g3sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=254.40 0.00

TRINITY_DN43786_c0_g1sp|Q6CQE5|TAR1_KLULATAR1-A Protein TAR1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=TAR1-A PE=4 SV=254.40 0.00

TRINITY_DN44083_c0_g4sp|P55819|SGAA_METEAsgaA Serine--glyoxylate aminotransferase OS=Methylobacterium extorquens (strain ATCC 14718 / DSM 1338 / JCM 2805 / NCIMB 9133 / AM1) GN=sgaA PE=3 SV=254.40 0.00

TRINITY_DN44844_c1_g3sp|P11873|HMGC_TETTH- High mobility group protein C OS=Tetrahymena thermophila PE=1 SV=154.40 0.00

TRINITY_DN46288_c0_g1sp|Q9HCS7|SYF1_HUMANXAB2 Pre-mRNA-splicing factor SYF1 OS=Homo sapiens GN=XAB2 PE=1 SV=254.40 0.00

TRINITY_DN46724_c0_g4sp|Q9UET6|TRM7_HUMANFTSJ1 Putative tRNA (cytidine(32)/guanosine(34)-2'-O)-methyltransferase OS=Homo sapiens GN=FTSJ1 PE=1 SV=254.40 0.00

TRINITY_DN46867_c0_g8sp|P04829|ACT3_BOMMO- Actin, cytoplasmic A3 OS=Bombyx mori PE=3 SV=354.40 0.00

TRINITY_DN47181_c0_g10sp|Q7NHT3|MNME_GLOVImnmE tRNA modification GTPase MnmE OS=Gloeobacter violaceus (strain PCC 7421) GN=mnmE PE=3 SV=154.40 0.00

TRINITY_DN47856_c0_g4sp|Q55F68|CYAD_DICDIacrA Adenylate cyclase, terminal-differentiation specific OS=Dictyostelium discoideum GN=acrA PE=1 SV=154.40 0.00

TRINITY_DN48195_c0_g8sp|Q5FWI3|TMEM2_MOUSETmem2 Transmembrane protein 2 OS=Mus musculus GN=Tmem2 PE=1 SV=154.40 0.00

TRINITY_DN48365_c1_g3sp|A8JFU2|CFA65_CHLRECFAP65 Cilia- and flagella-associated protein 65 (Fragment) OS=Chlamydomonas reinhardtii GN=CFAP65 PE=1 SV=154.40 0.00

TRINITY_DN48964_c0_g2sp|Q7SDV9|CCPR_NEUCRccp-1 Cytochrome c peroxidase, mitochondrial OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=ccp-1 PE=3 SV=154.40 0.00

TRINITY_DN49178_c0_g3sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=254.40 0.00

TRINITY_DN50395_c0_g3sp|O48950|TATB_MAIZETATB Sec-independent protein translocase protein TATB, chloroplastic OS=Zea mays GN=TATB PE=1 SV=154.40 0.00

TRINITY_DN51652_c1_g1sp|P78594|FCA1_CANAXFCA1 Cytosine deaminase OS=Candida albicans GN=FCA1 PE=3 SV=154.40 0.00

TRINITY_DN53138_c0_g1sp|Q5X3M8|DNAJ_LEGPAdnaJ Chaperone protein DnaJ OS=Legionella pneumophila (strain Paris) GN=dnaJ PE=3 SV=154.40 0.00

TRINITY_DN11873_c0_g2sp|Q9VWH4|IDH3A_DROMEl(1)G0156Probable isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial OS=Drosophila melanogaster GN=l(1)G0156 PE=2 SV=154.30 0.00

TRINITY_DN19793_c0_g1sp|P46969|RPE_YEASTRPE1 Ribulose-phosphate 3-epimerase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RPE1 PE=1 SV=154.30 0.00

TRINITY_DN32131_c0_g2sp|Q13131|AAPK1_HUMANPRKAA1 5'-AMP-activated protein kinase catalytic subunit alpha-1 OS=Homo sapiens GN=PRKAA1 PE=1 SV=454.30 0.00

TRINITY_DN32752_c0_g1sp|Q54I79|ACTY_DICDIarpA Centractin OS=Dictyostelium discoideum GN=arpA PE=1 SV=154.30 0.00

TRINITY_DN3443_c0_g1sp|Q32P85|DLRB2_BOVINDYNLRB2 Dynein light chain roadblock-type 2 OS=Bos taurus GN=DYNLRB2 PE=3 SV=154.30 0.00

TRINITY_DN34533_c0_g5sp|P61962|DCAF7_HUMANDCAF7 DDB1- and CUL4-associated factor 7 OS=Homo sapiens GN=DCAF7 PE=1 SV=154.30 0.00

TRINITY_DN37335_c0_g5sp|Q00766|PHS1_DICDIglpV Glycogen phosphorylase 1 OS=Dictyostelium discoideum GN=glpV PE=1 SV=354.30 0.00

TRINITY_DN37787_c0_g1sp|O30825|Y322_HAEDUHD_0322 RutC family protein HD_0322 OS=Haemophilus ducreyi (strain 35000HP / ATCC 700724) GN=HD_0322 PE=3 SV=154.30 0.00

TRINITY_DN38163_c0_g1sp|O95243|MBD4_HUMANMBD4 Methyl-CpG-binding domain protein 4 OS=Homo sapiens GN=MBD4 PE=1 SV=154.30 0.00

TRINITY_DN38663_c0_g3sp|Q99758|ABCA3_HUMANABCA3 ATP-binding cassette sub-family A member 3 OS=Homo sapiens GN=ABCA3 PE=1 SV=254.30 0.00

TRINITY_DN38768_c0_g1sp|Q9FMH8|RD21B_ARATHRD21B Probable cysteine protease RD21B OS=Arabidopsis thaliana GN=RD21B PE=1 SV=154.30 0.00

TRINITY_DN39400_c1_g4sp|Q6C5G3|ERT11_YARLIERT1-1 Transcription activator of gluconeogenesis ERT1-1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=ERT1-1 PE=3 SV=154.30 0.00

TRINITY_DN39918_c0_g1sp|P34727|ARF_AJECAARF ADP-ribosylation factor OS=Ajellomyces capsulatus GN=ARF PE=1 SV=354.30 0.00

TRINITY_DN41390_c2_g8sp|P29619|CDKA2_ORYSJCDKA-2 Cyclin-dependent kinase A-2 OS=Oryza sativa subsp. japonica GN=CDKA-2 PE=2 SV=154.30 0.00

TRINITY_DN41964_c1_g7sp|Q1ZXQ1|FAAA_DICDIfah Fumarylacetoacetase OS=Dictyostelium discoideum GN=fah PE=3 SV=154.30 0.00

TRINITY_DN42013_c0_g1sp|O62742|NLTP_RABITSCP2 Non-specific lipid-transfer protein OS=Oryctolagus cuniculus GN=SCP2 PE=1 SV=154.30 0.00

TRINITY_DN42468_c0_g1sp|Q5ZK35|MET14_CHICKMETTL14 N6-adenosine-methyltransferase subunit METTL14 OS=Gallus gallus GN=METTL14 PE=2 SV=154.30 0.00



TRINITY_DN44694_c0_g7sp|D2GXM8|CBPC5_AILMEAGBL5 Cytosolic carboxypeptidase-like protein 5 OS=Ailuropoda melanoleuca GN=AGBL5 PE=3 SV=154.30 0.00

TRINITY_DN47137_c0_g2sp|Q8YPW9|SYK_NOSS1lysS Lysine--tRNA ligase OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=lysS PE=3 SV=154.30 0.00

TRINITY_DN49591_c0_g2sp|P34099|KAPC_DICDIpkaC cAMP-dependent protein kinase catalytic subunit OS=Dictyostelium discoideum GN=pkaC PE=1 SV=254.30 0.00

TRINITY_DN51009_c1_g4sp|Q338B9|GCN5_ORYSJGCN5 Histone acetyltransferase GCN5 OS=Oryza sativa subsp. japonica GN=GCN5 PE=2 SV=154.30 0.00

TRINITY_DN51871_c0_g1sp|O23240|D2HDH_ARATHD2HGDH D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Arabidopsis thaliana GN=D2HGDH PE=1 SV=354.30 0.00

TRINITY_DN51942_c2_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=254.30 0.00

TRINITY_DN10915_c0_g1sp|Q55480|YZ37_SYNY3slr0537 Uncharacterized sugar kinase slr0537 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0537 PE=3 SV=154.20 0.00

TRINITY_DN27110_c0_g1sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=254.20 0.00

TRINITY_DN31471_c0_g2sp|P01104|MYB_AVIMBV-MYB Transforming protein Myb OS=Avian myeloblastosis virus GN=V-MYB PE=1 SV=254.20 0.00

TRINITY_DN32445_c0_g2sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=154.20 0.00

TRINITY_DN33584_c0_g6sp|Q8BVG4|DPP9_MOUSEDpp9 Dipeptidyl peptidase 9 OS=Mus musculus GN=Dpp9 PE=1 SV=254.20 0.00

TRINITY_DN34364_c0_g2sp|Q7ZVZ6|PREP_DANREpitrm1 Presequence protease, mitochondrial OS=Danio rerio GN=pitrm1 PE=2 SV=154.20 0.00

TRINITY_DN34401_c0_g3sp|Q9LIS2|RBG4_ARATHRBG4 Glycine-rich RNA-binding protein 4, mitochondrial OS=Arabidopsis thaliana GN=RBG4 PE=2 SV=154.20 0.00

TRINITY_DN34776_c0_g19sp|Q68J42|LIPS_PIGLIPE Hormone-sensitive lipase OS=Sus scrofa GN=LIPE PE=2 SV=154.20 0.00

TRINITY_DN35228_c0_g3sp|Q9UT28|NNT1_SCHPOnnt1 Protein N-methyltransferase nnt1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nnt1 PE=3 SV=154.20 0.00

TRINITY_DN35822_c0_g10sp|Q54UC9|KIF3_DICDIkif3 Kinesin-related protein 3 OS=Dictyostelium discoideum GN=kif3 PE=1 SV=154.20 0.00

TRINITY_DN36001_c2_g3sp|O04173|TAF10_ARATHTAF10 Transcription initiation factor TFIID subunit 10 OS=Arabidopsis thaliana GN=TAF10 PE=1 SV=154.20 0.00

TRINITY_DN36582_c0_g8sp|P54904|P5CR1_ARATHPROC1 Pyrroline-5-carboxylate reductase OS=Arabidopsis thaliana GN=PROC1 PE=2 SV=154.20 0.00

TRINITY_DN36870_c1_g2sp|A0BQL0|PP2C3_PARTEGSPATT00031056001Probable protein phosphatase 2C 3 OS=Paramecium tetraurelia GN=GSPATT00031056001 PE=3 SV=154.20 0.00

TRINITY_DN36921_c0_g5sp|O04658|NOP5A_ARATHNOP5-1 Probable nucleolar protein 5-1 OS=Arabidopsis thaliana GN=NOP5-1 PE=1 SV=254.20 0.00

TRINITY_DN37360_c0_g1sp|Q9XY92|SPEE_DICDIspsA Spermidine synthase OS=Dictyostelium discoideum GN=spsA PE=3 SV=254.20 0.00

TRINITY_DN37554_c0_g5sp|P42818|KPK1_ARATHATPK1 Serine/threonine-protein kinase AtPK1/AtPK6 OS=Arabidopsis thaliana GN=ATPK1 PE=1 SV=154.20 0.00

TRINITY_DN37806_c0_g6sp|A8XJW8|CST1_CAEBRcst-1 Serine/threonine-protein kinase cst-1 OS=Caenorhabditis briggsae GN=cst-1 PE=3 SV=254.20 0.00

TRINITY_DN37890_c0_g2sp|Q9LTR9|NMT1_ARATHNMT1 Glycylpeptide N-tetradecanoyltransferase 1 OS=Arabidopsis thaliana GN=NMT1 PE=1 SV=254.20 0.00

TRINITY_DN38132_c0_g2sp|P9WQ18|TRES_MYCTOtreS Trehalose synthase/amylase TreS OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=treS PE=3 SV=154.20 0.00

TRINITY_DN38833_c0_g4sp|Q54PW5|DPH1_DICDIdph1 Diphthamide biosynthesis protein 1 OS=Dictyostelium discoideum GN=dph1 PE=3 SV=154.20 0.00

TRINITY_DN40142_c0_g6sp|Q54MJ7|ALAM_DICDIgpt Probable alanine aminotransferase, mitochondrial OS=Dictyostelium discoideum GN=gpt PE=3 SV=154.20 0.00

TRINITY_DN41370_c0_g2sp|Q9NKW1|MFEA_DICDImfeA Peroxisomal multifunctional enzyme A OS=Dictyostelium discoideum GN=mfeA PE=2 SV=154.20 0.00

TRINITY_DN41956_c0_g8sp|Q9XF89|CB5_ARATHLHCB5 Chlorophyll a-b binding protein CP26, chloroplastic OS=Arabidopsis thaliana GN=LHCB5 PE=1 SV=154.20 0.00

TRINITY_DN42492_c0_g2sp|Q556Y1|RS30_DICDIrps30-1 40S ribosomal protein S30 OS=Dictyostelium discoideum GN=rps30-1 PE=3 SV=154.20 0.00

TRINITY_DN42764_c0_g4sp|Q86JD4|SEC11_DICDIsec11 Signal peptidase complex catalytic subunit sec11 OS=Dictyostelium discoideum GN=sec11 PE=3 SV=154.20 0.00

TRINITY_DN43002_c0_g2sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=154.20 0.00

TRINITY_DN44721_c2_g2sp|Q5VQQ5|CDPK2_ORYSJCPK2 Calcium-dependent protein kinase 2 OS=Oryza sativa subsp. japonica GN=CPK2 PE=2 SV=154.20 0.00

TRINITY_DN44842_c0_g2sp|Q56JY1|RL35A_BOVINRPL35A 60S ribosomal protein L35a OS=Bos taurus GN=RPL35A PE=3 SV=154.20 0.00

TRINITY_DN45986_c0_g1sp|P40792|RAC1_DROMERac1 Ras-related protein Rac1 OS=Drosophila melanogaster GN=Rac1 PE=1 SV=254.20 0.00

TRINITY_DN46887_c0_g1sp|Q67XG0|GLB3_ARATHGLB3 Two-on-two hemoglobin-3 OS=Arabidopsis thaliana GN=GLB3 PE=1 SV=154.20 0.00

TRINITY_DN46954_c0_g9sp|Q43011|ASNS2_ORYSJOs06g0265000Asparagine synthetase [glutamine-hydrolyzing] 2 OS=Oryza sativa subsp. japonica GN=Os06g0265000 PE=2 SV=354.20 0.00

TRINITY_DN47550_c0_g1sp|Q9M2T9|SYMM_ARATHOVA1 Methionine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OVA1 PE=2 SV=154.20 0.00

TRINITY_DN48361_c0_g1sp|Q8VYN6|PFKA5_ARATHPFK5 ATP-dependent 6-phosphofructokinase 5, chloroplastic OS=Arabidopsis thaliana GN=PFK5 PE=1 SV=154.20 0.00

TRINITY_DN49231_c1_g3sp|Q68RJ5|IFT81_CHLREIFT81 Intraflagellar transport protein 81 OS=Chlamydomonas reinhardtii GN=IFT81 PE=1 SV=154.20 0.00

TRINITY_DN49672_c0_g4sp|Q8TA86|RP9_HUMANRP9 Retinitis pigmentosa 9 protein OS=Homo sapiens GN=RP9 PE=1 SV=254.20 0.00

TRINITY_DN49675_c1_g2sp|Q9S7P5|SPL12_ARATHSPL12 Squamosa promoter-binding-like protein 12 OS=Arabidopsis thaliana GN=SPL12 PE=1 SV=154.20 0.00

TRINITY_DN49824_c1_g2sp|O49809|MFPA_BRANA- Glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a OS=Brassica napus PE=2 SV=254.20 0.00

TRINITY_DN49969_c0_g1sp|Q8L3Z8|FZR2_ARATHFZR2 Protein FIZZY-RELATED 2 OS=Arabidopsis thaliana GN=FZR2 PE=1 SV=154.20 0.00

TRINITY_DN50086_c0_g2sp|P72749|TYPA_SYNY3typA GTP-binding protein TypA/BipA homolog OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=typA PE=3 SV=154.20 0.00

TRINITY_DN50413_c0_g3sp|Q9LJL3|PREP1_ARATHPREP1 Presequence protease 1, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=PREP1 PE=1 SV=254.20 0.00

TRINITY_DN51745_c1_g5sp|W4VSJ0|ACES_TRILK- Acetylcholinesterase-1 OS=Trittame loki PE=1 SV=154.20 0.00

TRINITY_DN52418_c1_g1sp|P10981|ACT5_DROMEAct87E Actin-87E OS=Drosophila melanogaster GN=Act87E PE=1 SV=154.20 0.00



TRINITY_DN52531_c0_g3sp|Q6I576|SPL9_ORYSJSPL9 Squamosa promoter-binding-like protein 9 OS=Oryza sativa subsp. japonica GN=SPL9 PE=2 SV=154.20 0.00

TRINITY_DN6750_c0_g1sp|Q9I4E3|DDAH_PSEAEPA1195 N(G),N(G)-dimethylarginine dimethylaminohydrolase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA1195 PE=1 SV=154.20 0.00

TRINITY_DN19725_c0_g1sp|Q5ZJ24|FOPNL_CHICKFOPNL LisH domain-containing protein FOPNL OS=Gallus gallus GN=FOPNL PE=2 SV=154.10 0.00

TRINITY_DN24215_c0_g1sp|Q54IZ9|RPC2_DICDIpolr3b DNA-directed RNA polymerase III subunit rpc2 OS=Dictyostelium discoideum GN=polr3b PE=3 SV=154.10 0.00

TRINITY_DN27476_c0_g1sp|A7HC64|MUTS_ANADFmutS DNA mismatch repair protein MutS OS=Anaeromyxobacter sp. (strain Fw109-5) GN=mutS PE=3 SV=154.10 0.00

TRINITY_DN33801_c0_g1sp|Q8L3Z8|FZR2_ARATHFZR2 Protein FIZZY-RELATED 2 OS=Arabidopsis thaliana GN=FZR2 PE=1 SV=154.10 0.00

TRINITY_DN34339_c0_g1sp|Q9UDY4|DNJB4_HUMANDNAJB4 DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=154.10 0.00

TRINITY_DN35159_c0_g3sp|F4HW04|DPOE1_ARATHPOL2A DNA polymerase epsilon catalytic subunit A OS=Arabidopsis thaliana GN=POL2A PE=1 SV=154.10 0.00

TRINITY_DN35291_c0_g8sp|P72872|DUSAL_SYNY3dus2 tRNA-dihydrouridine(20/20a) synthase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=dus2 PE=3 SV=154.10 0.00

TRINITY_DN36807_c1_g4sp|P91917|OLA1_CAEELola-1 Obg-like ATPase 1 OS=Caenorhabditis elegans GN=ola-1 PE=3 SV=154.10 0.00

TRINITY_DN37111_c0_g1sp|Q84JF7|KAD6C_ARATHAt2g39270Probable adenylate kinase 6, chloroplastic OS=Arabidopsis thaliana GN=At2g39270 PE=2 SV=154.10 0.00

TRINITY_DN37788_c1_g5sp|Q8TD26|CHD6_HUMANCHD6 Chromodomain-helicase-DNA-binding protein 6 OS=Homo sapiens GN=CHD6 PE=1 SV=454.10 0.00

TRINITY_DN38108_c0_g3sp|O60841|IF2P_HUMANEIF5B Eukaryotic translation initiation factor 5B OS=Homo sapiens GN=EIF5B PE=1 SV=454.10 0.00

TRINITY_DN38412_c0_g2sp|Q8W4D8|DDL_ARATHDDL FHA domain-containing protein DDL OS=Arabidopsis thaliana GN=DDL PE=1 SV=154.10 0.00

TRINITY_DN39194_c0_g3sp|P00252|FER1_DESMC- Ferredoxin-1 OS=Desmonostoc muscorum PE=1 SV=254.10 0.00

TRINITY_DN41857_c0_g2sp|Q8CIE6|COPA_MOUSECopa Coatomer subunit alpha OS=Mus musculus GN=Copa PE=1 SV=254.10 0.00

TRINITY_DN42980_c0_g2sp|Q949U2|PHL6_ARATHPHL6 Myb family transcription factor PHL6 OS=Arabidopsis thaliana GN=PHL6 PE=2 SV=154.10 0.00

TRINITY_DN44549_c0_g2sp|P23687|PPCE_PIGPREP Prolyl endopeptidase OS=Sus scrofa GN=PREP PE=1 SV=154.10 0.00

TRINITY_DN44877_c0_g3sp|Q1JPX3|SYFA_DANREfarsa Phenylalanine--tRNA ligase alpha subunit OS=Danio rerio GN=farsa PE=2 SV=254.10 0.00

TRINITY_DN44893_c0_g7sp|Q9LN27|TI171_ARATHTIM17-1 Mitochondrial import inner membrane translocase subunit TIM17-1 OS=Arabidopsis thaliana GN=TIM17-1 PE=2 SV=154.10 0.00

TRINITY_DN45014_c1_g2sp|Q54JD9|SCOT_DICDIoxct1 Probable succinyl-CoA:3-ketoacid coenzyme A transferase, mitochondrial OS=Dictyostelium discoideum GN=oxct1 PE=3 SV=154.10 0.00

TRINITY_DN45194_c1_g8sp|P28643|FABG_CUPLACLKR27 3-oxoacyl-[acyl-carrier-protein] reductase, chloroplastic OS=Cuphea lanceolata GN=CLKR27 PE=2 SV=154.10 0.00

TRINITY_DN45672_c1_g2sp|Q10RI7|RH38_ORYSJOs03g0158200DEAD-box ATP-dependent RNA helicase 38 OS=Oryza sativa subsp. japonica GN=Os03g0158200 PE=3 SV=154.10 0.00

TRINITY_DN46393_c0_g4sp|B3Q1Q5|THIM_RHIE6thiM Hydroxyethylthiazole kinase OS=Rhizobium etli (strain CIAT 652) GN=thiM PE=3 SV=154.10 0.00

TRINITY_DN46676_c0_g3sp|Q0J035|PANK2_ORYSJOs09g0533100Pantothenate kinase 2 OS=Oryza sativa subsp. japonica GN=Os09g0533100 PE=2 SV=254.10 0.00

TRINITY_DN46726_c2_g3sp|O60573|IF4E2_HUMANEIF4E2 Eukaryotic translation initiation factor 4E type 2 OS=Homo sapiens GN=EIF4E2 PE=1 SV=154.10 0.00

TRINITY_DN46781_c0_g2sp|Q54KM9|RB11B_DICDIrab11B Ras-related protein Rab-11B OS=Dictyostelium discoideum GN=rab11B PE=2 SV=154.10 0.00

TRINITY_DN46867_c0_g1sp|Q964E3|ACTC_BIOAL- Actin, cytoplasmic OS=Biomphalaria alexandrina PE=3 SV=154.10 0.00

TRINITY_DN46878_c1_g6sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=154.10 0.00

TRINITY_DN48480_c0_g7sp|Q5XGZ2|UP44B_XENLAusp44-b Ubiquitin carboxyl-terminal hydrolase 44-B OS=Xenopus laevis GN=usp44-b PE=2 SV=154.10 0.00

TRINITY_DN49075_c0_g4sp|Q05762|DRTS1_ARATHTHY-1 Bifunctional dihydrofolate reductase-thymidylate synthase 1 OS=Arabidopsis thaliana GN=THY-1 PE=1 SV=254.10 0.00

TRINITY_DN49940_c0_g2sp|B6SFA4|MAA3_ARATHMAA3 Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana GN=MAA3 PE=2 SV=154.10 0.00

TRINITY_DN51832_c0_g6sp|Q9ZR07|FRDA_ARATHFH Frataxin, mitochondrial OS=Arabidopsis thaliana GN=FH PE=1 SV=254.10 0.00

TRINITY_DN52315_c0_g1sp|Q680K2|GPPL1_ARATHAt4g39970Haloacid dehalogenase-like hydrolase domain-containing protein At4g39970 OS=Arabidopsis thaliana GN=At4g39970 PE=2 SV=154.10 0.00

TRINITY_DN18133_c0_g1sp|Q9XIA9|LACS2_ARATHLACS2 Long chain acyl-CoA synthetase 2 OS=Arabidopsis thaliana GN=LACS2 PE=2 SV=154.00 0.00

TRINITY_DN22773_c0_g1sp|O94972|TRI37_HUMANTRIM37 E3 ubiquitin-protein ligase TRIM37 OS=Homo sapiens GN=TRIM37 PE=1 SV=254.00 0.00

TRINITY_DN26988_c0_g1sp|P30309|MPI1B_XENLAcdc25-1-bM-phase inducer phosphatase 1-B OS=Xenopus laevis GN=cdc25-1-b PE=2 SV=154.00 0.00

TRINITY_DN29772_c0_g2sp|Q8WUA2|PPIL4_HUMANPPIL4 Peptidyl-prolyl cis-trans isomerase-like 4 OS=Homo sapiens GN=PPIL4 PE=1 SV=154.00 0.00

TRINITY_DN30380_c1_g1sp|Q9H0H0|INT2_HUMANINTS2 Integrator complex subunit 2 OS=Homo sapiens GN=INTS2 PE=1 SV=254.00 0.00

TRINITY_DN31439_c0_g2sp|Q9VF81|TMTC4_DROMECG5038 Transmembrane and TPR repeat-containing protein CG5038 OS=Drosophila melanogaster GN=CG5038 PE=2 SV=154.00 0.00

TRINITY_DN32420_c0_g1sp|B3RML8|CISD2_TRIADTRIADDRAFT_21706CDGSH iron-sulfur domain-containing protein 2 homolog OS=Trichoplax adhaerens GN=TRIADDRAFT_21706 PE=3 SV=154.00 0.00

TRINITY_DN34877_c0_g1sp|P55844|RL14_PEA- Probable 60S ribosomal protein L14 OS=Pisum sativum PE=2 SV=154.00 0.00

TRINITY_DN35302_c0_g1sp|F4JY84|TCX7_ARATHTCX7 Protein tesmin/TSO1-like CXC 7 OS=Arabidopsis thaliana GN=TCX7 PE=1 SV=154.00 0.00

TRINITY_DN35996_c0_g3sp|Q803A7|SPCS_DANREsepsecs O-phosphoseryl-tRNA(Sec) selenium transferase OS=Danio rerio GN=sepsecs PE=2 SV=154.00 0.00

TRINITY_DN36207_c0_g1sp|Q6MD31|TGT_PARUWtgt Queuine tRNA-ribosyltransferase OS=Protochlamydia amoebophila (strain UWE25) GN=tgt PE=3 SV=154.00 0.00

TRINITY_DN37332_c0_g9sp|Q45FA5|SRPK_PHYPO- Serine/threonine-protein kinase SRPK OS=Physarum polycephalum PE=1 SV=154.00 0.00

TRINITY_DN37780_c0_g4sp|O77229|CATA_DICDIcatA Catalase-A OS=Dictyostelium discoideum GN=catA PE=2 SV=254.00 0.00

TRINITY_DN38527_c0_g3sp|Q9FMJ0|P4KB1_ARATHPI4KB1 Phosphatidylinositol 4-kinase beta 1 OS=Arabidopsis thaliana GN=PI4KB1 PE=1 SV=154.00 0.00

TRINITY_DN38714_c0_g3sp|P16081|NIA1_ORYSJNIA1 Nitrate reductase [NADH] 1 OS=Oryza sativa subsp. japonica GN=NIA1 PE=2 SV=354.00 0.00

TRINITY_DN38832_c2_g4sp|Q9W2X7|YPL1_DROMECG15309 Protein yippee-like CG15309 OS=Drosophila melanogaster GN=CG15309 PE=3 SV=154.00 0.00

TRINITY_DN39307_c0_g1sp|Q08864|H11_VOLCAH1-I Histone H1-I OS=Volvox carteri GN=H1-I PE=2 SV=354.00 0.00

TRINITY_DN40387_c0_g8sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=154.00 0.00

TRINITY_DN40425_c0_g4sp|Q552E9|PKGA_DICDIpkgA Probable serine/threonine-protein kinase pkgA OS=Dictyostelium discoideum GN=pkgA PE=3 SV=154.00 0.00

TRINITY_DN40558_c0_g2sp|P54679|PMA1_DICDIpatB Probable plasma membrane ATPase OS=Dictyostelium discoideum GN=patB PE=2 SV=254.00 0.00

TRINITY_DN41382_c0_g1sp|Q08623|HDHD1_HUMANPUDP Pseudouridine-5'-phosphatase OS=Homo sapiens GN=PUDP PE=1 SV=354.00 0.00

TRINITY_DN42006_c0_g2sp|F1NTD6|ASCC3_CHICKascc3 Activating signal cointegrator 1 complex subunit 3 OS=Gallus gallus GN=ascc3 PE=3 SV=254.00 0.00



TRINITY_DN42326_c0_g2sp|P46226|TPIS_SECCE- Triosephosphate isomerase, cytosolic OS=Secale cereale PE=2 SV=354.00 0.00

TRINITY_DN42875_c1_g2sp|Q92611|EDEM1_HUMANEDEM1 ER degradation-enhancing alpha-mannosidase-like protein 1 OS=Homo sapiens GN=EDEM1 PE=1 SV=154.00 0.00

TRINITY_DN43124_c0_g4sp|Q04451|SYG_BOMMO- Glycine--tRNA ligase OS=Bombyx mori PE=1 SV=254.00 0.00

TRINITY_DN43198_c0_g1sp|Q5KY48|Y2103_GEOKAGK2103 UPF0317 protein GK2103 OS=Geobacillus kaustophilus (strain HTA426) GN=GK2103 PE=3 SV=154.00 0.00

TRINITY_DN43337_c0_g1sp|P80576|AROF_NEUCRaro-8 Phospho-2-dehydro-3-deoxyheptonate aldolase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=aro-8 PE=1 SV=254.00 0.00

TRINITY_DN44010_c0_g1sp|Q9C4M5|GYAR_THELNgyaR Glyoxylate reductase OS=Thermococcus litoralis (strain ATCC 51850 / DSM 5473 / JCM 8560 / NS-C) GN=gyaR PE=1 SV=154.00 0.00

TRINITY_DN45948_c1_g5sp|Q14692|BMS1_HUMANBMS1 Ribosome biogenesis protein BMS1 homolog OS=Homo sapiens GN=BMS1 PE=1 SV=154.00 0.00

TRINITY_DN46148_c0_g2sp|P28606|Y1628_SYNP2SYNPCC7002_A1628Uncharacterized protein SYNPCC7002_A1628 OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=SYNPCC7002_A1628 PE=3 SV=254.00 0.00

TRINITY_DN46718_c2_g1sp|P93647|LONP2_MAIZELON1 Lon protease homolog 2, peroxisomal OS=Zea mays GN=LON1 PE=2 SV=154.00 0.00

TRINITY_DN46920_c0_g2sp|P82231|RRFC_SPIOLRRF Ribosome-recycling factor, chloroplastic OS=Spinacia oleracea GN=RRF PE=1 SV=154.00 0.00

TRINITY_DN48360_c0_g2sp|Q9LFS8|SMC5_ARATHSMC5 Structural maintenance of chromosomes protein 5 OS=Arabidopsis thaliana GN=SMC5 PE=2 SV=154.00 0.00

TRINITY_DN49225_c0_g1sp|Q6RCE1|IFT74_CHLREIFT74 Intraflagellar transport protein 74 OS=Chlamydomonas reinhardtii GN=IFT74 PE=1 SV=154.00 0.00

TRINITY_DN50393_c0_g1sp|Q9BVG8|KIFC3_HUMANKIFC3 Kinesin-like protein KIFC3 OS=Homo sapiens GN=KIFC3 PE=1 SV=454.00 0.00

TRINITY_DN50895_c0_g3sp|Q0WUG6|SBT61_ARATHSBT6.1 Subtilisin-like protease SBT6.1 OS=Arabidopsis thaliana GN=SBT6.1 PE=1 SV=154.00 0.00

TRINITY_DN51595_c1_g1sp|Q2HJF5|DPH6_BOVINDPH6 Diphthine--ammonia ligase OS=Bos taurus GN=DPH6 PE=2 SV=154.00 0.00

TRINITY_DN51878_c1_g5sp|P27521|CA4_ARATHLHCA4 Chlorophyll a-b binding protein 4, chloroplastic OS=Arabidopsis thaliana GN=LHCA4 PE=1 SV=154.00 0.00

TRINITY_DN53036_c0_g1sp|P0DJ21|RL29_TETTHRPL29 60S ribosomal protein L29 OS=Tetrahymena thermophila GN=RPL29 PE=1 SV=154.00 0.00

TRINITY_DN14869_c0_g1sp|O70127|ABCBB_RATAbcb11 Bile salt export pump OS=Rattus norvegicus GN=Abcb11 PE=1 SV=153.90 0.00

TRINITY_DN2082_c0_g1sp|P20791|RAB8B_DICDIrab8B Ras-related protein Rab-8B OS=Dictyostelium discoideum GN=rab8B PE=2 SV=153.90 0.00

TRINITY_DN21716_c0_g1sp|P19593|RDPO_ACUOB- Probable reverse transcriptase OS=Acutodesmus obliquus PE=3 SV=153.90 0.00

TRINITY_DN2641_c0_g1sp|O81845|PUMP1_ARATHPUMP1 Mitochondrial uncoupling protein 1 OS=Arabidopsis thaliana GN=PUMP1 PE=1 SV=153.90 0.00

TRINITY_DN33820_c0_g2sp|Q9D845|TEX9_MOUSETex9 Testis-expressed sequence 9 protein OS=Mus musculus GN=Tex9 PE=2 SV=153.90 0.00

TRINITY_DN34884_c0_g1sp|Q96G21|IMP4_HUMANIMP4 U3 small nucleolar ribonucleoprotein protein IMP4 OS=Homo sapiens GN=IMP4 PE=1 SV=153.90 0.00

TRINITY_DN35209_c0_g2sp|P21576|VPS1_YEASTVPS1 Vacuolar protein sorting-associated protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS1 PE=1 SV=253.90 0.00

TRINITY_DN38974_c0_g7sp|Q8VDB2|ALG12_MOUSEAlg12 Dol-P-Man:Man(7)GlcNAc(2)-PP-Dol alpha-1,6-mannosyltransferase OS=Mus musculus GN=Alg12 PE=2 SV=253.90 0.00

TRINITY_DN38985_c0_g1sp|P47791|GSHR_MOUSEGsr Glutathione reductase, mitochondrial OS=Mus musculus GN=Gsr PE=1 SV=353.90 0.00

TRINITY_DN39373_c0_g5sp|Q54C70|ODPA_DICDIpdhA Pyruvate dehydrogenase E1 component subunit alpha, mitochondrial OS=Dictyostelium discoideum GN=pdhA PE=1 SV=153.90 0.00

TRINITY_DN40017_c1_g9sp|Q40541|NPK1_TOBACNPK1 Mitogen-activated protein kinase kinase kinase NPK1 OS=Nicotiana tabacum GN=NPK1 PE=1 SV=153.90 0.00

TRINITY_DN40506_c0_g4sp|Q3T0G5|PROSC_BOVINPROSC Proline synthase co-transcribed bacterial homolog protein OS=Bos taurus GN=PROSC PE=2 SV=153.90 0.00

TRINITY_DN41069_c0_g2sp|Q5E9D0|IF2B_BOVINEIF2S2 Eukaryotic translation initiation factor 2 subunit 2 OS=Bos taurus GN=EIF2S2 PE=2 SV=153.90 0.00

TRINITY_DN41540_c1_g3sp|O24412|PSD7A_ARATHRPN8A 26S proteasome non-ATPase regulatory subunit 7 homolog A OS=Arabidopsis thaliana GN=RPN8A PE=1 SV=153.90 0.00

TRINITY_DN43156_c0_g2sp|O61122|SVKA_DICDIsvkA Serine/threonine-protein kinase svkA OS=Dictyostelium discoideum GN=svkA PE=1 SV=153.90 0.00

TRINITY_DN44077_c0_g2sp|P50395|GDIB_HUMANGDI2 Rab GDP dissociation inhibitor beta OS=Homo sapiens GN=GDI2 PE=1 SV=253.90 0.00

TRINITY_DN45200_c1_g6sp|Q9C813|DEAHD_ARATHFAS4 ATP-dependent RNA helicase DEAH13 OS=Arabidopsis thaliana GN=FAS4 PE=2 SV=153.90 0.00

TRINITY_DN45871_c0_g1sp|Q42533|BCCP1_ARATHBCCP1 Biotin carboxyl carrier protein of acetyl-CoA carboxylase 1, chloroplastic OS=Arabidopsis thaliana GN=BCCP1 PE=1 SV=253.90 0.00

TRINITY_DN46491_c0_g4sp|Q93Y16|DEAH4_ARATHAt1g27900Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH4 OS=Arabidopsis thaliana GN=At1g27900 PE=1 SV=153.90 0.00

TRINITY_DN46633_c0_g1sp|Q61285|ABCD2_MOUSEAbcd2 ATP-binding cassette sub-family D member 2 OS=Mus musculus GN=Abcd2 PE=1 SV=153.90 0.00

TRINITY_DN46650_c0_g4sp|Q74H58|DNAJ_GEOSLdnaJ Chaperone protein DnaJ OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=dnaJ PE=3 SV=153.90 0.00

TRINITY_DN46726_c1_g1sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=153.90 0.00

TRINITY_DN46731_c1_g2sp|Q55DJ5|NC2B_DICDIdr1 Protein Dr1 homolog OS=Dictyostelium discoideum GN=dr1 PE=3 SV=153.90 0.00

TRINITY_DN46763_c0_g2sp|Q2PGG3|SRR_ARATHSR Serine racemase OS=Arabidopsis thaliana GN=SR PE=1 SV=153.90 0.00

TRINITY_DN47417_c0_g2sp|Q9ZU32|NADC_ARATHQPT Nicotinate-nucleotide pyrophosphorylase [carboxylating], chloroplastic OS=Arabidopsis thaliana GN=QPT PE=2 SV=253.90 0.00

TRINITY_DN47738_c0_g2sp|Q9M8Y0|SEC_ARATHSEC Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SEC OS=Arabidopsis thaliana GN=SEC PE=2 SV=153.90 0.00

TRINITY_DN51794_c1_g2sp|P71353|Y568_HAEINHI_0568 Uncharacterized protein HI_0568 OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=HI_0568 PE=3 SV=153.90 0.00

TRINITY_DN12212_c0_g1sp|P17612|KAPCA_HUMANPRKACA cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens GN=PRKACA PE=1 SV=253.80 0.00

TRINITY_DN18086_c0_g2sp|P12432|ACT1_TRYBB- Actin A OS=Trypanosoma brucei brucei PE=3 SV=153.80 0.00

TRINITY_DN23525_c0_g1sp|Q5PQ44|CD022_XENLA- Uncharacterized protein C4orf22 homolog OS=Xenopus laevis PE=2 SV=153.80 0.00

TRINITY_DN28031_c0_g1sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=353.80 0.00

TRINITY_DN32600_c0_g4sp|P54674|PI3K2_DICDIpikB Phosphatidylinositol 3-kinase 2 OS=Dictyostelium discoideum GN=pikB PE=2 SV=253.80 0.00

TRINITY_DN36461_c1_g6sp|P51956|NEK3_HUMANNEK3 Serine/threonine-protein kinase Nek3 OS=Homo sapiens GN=NEK3 PE=1 SV=253.80 0.00

TRINITY_DN37031_c0_g1sp|Q0WQF7|ODP21_ARATHLTA3 Dihydrolipoyllysine-residue acetyltransferase component 1 of pyruvate dehydrogenase complex, mitochondrial OS=Arabidopsis thaliana GN=LTA3 PE=1 SV=253.80 0.00

TRINITY_DN37311_c0_g1sp|Q3J5S2|RL3_RHOS4rplC 50S ribosomal protein L3 OS=Rhodobacter sphaeroides (strain ATCC 17023 / 2.4.1 / NCIB 8253 / DSM 158) GN=rplC PE=3 SV=153.80 0.00

TRINITY_DN37320_c0_g2sp|F4JAA5|SKI2_ARATHSKI2 DExH-box ATP-dependent RNA helicase DExH11 OS=Arabidopsis thaliana GN=SKI2 PE=1 SV=153.80 0.00

TRINITY_DN37688_c0_g2sp|Q8R753|KPRS_CALS4prs Ribose-phosphate pyrophosphokinase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=prs PE=3 SV=153.80 0.00

TRINITY_DN37765_c0_g1sp|Q9FHF1|AB7B_ARATHABCB7 ABC transporter B family member 7 OS=Arabidopsis thaliana GN=ABCB7 PE=3 SV=153.80 0.00

TRINITY_DN38406_c0_g15sp|Q9P2E2|KIF17_HUMANKIF17 Kinesin-like protein KIF17 OS=Homo sapiens GN=KIF17 PE=2 SV=353.80 0.00



TRINITY_DN38796_c1_g3sp|Q10PI5|ADPO3_ORYSJADIPOR3 Heptahelical transmembrane protein ADIPOR3 OS=Oryza sativa subsp. japonica GN=ADIPOR3 PE=2 SV=153.80 0.00

TRINITY_DN39036_c1_g8sp|Q9M895|FTSI3_ARATHFTSHI3 Probable inactive ATP-dependent zinc metalloprotease FTSHI 3, chloroplastic OS=Arabidopsis thaliana GN=FTSHI3 PE=1 SV=153.80 0.00

TRINITY_DN39516_c1_g7sp|Q2QPW1|GMK1_ORYSJGK1 Guanylate kinase 1 OS=Oryza sativa subsp. japonica GN=GK1 PE=2 SV=253.80 0.00

TRINITY_DN39615_c1_g3sp|Q3SZD4|WDR18_BOVINWDR18 WD repeat-containing protein 18 OS=Bos taurus GN=WDR18 PE=2 SV=153.80 0.00

TRINITY_DN40238_c2_g7sp|Q6FR65|GSP1_CANGAGSP1 GTP-binding nuclear protein GSP1/Ran OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=GSP1 PE=3 SV=153.80 0.00

TRINITY_DN40512_c0_g3sp|O74741|DIOXL_SCHPOSPBC1709.16c4,5-DOPA dioxygenase extradiol-like protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC1709.16c PE=3 SV=253.80 0.00

TRINITY_DN40525_c0_g2sp|P13277|CYSP1_HOMAMLCP1 Digestive cysteine proteinase 1 OS=Homarus americanus GN=LCP1 PE=1 SV=253.80 0.00

TRINITY_DN41097_c0_g5sp|Q54EH1|EPN_DICDIepnA Epsin OS=Dictyostelium discoideum GN=epnA PE=3 SV=153.80 0.00

TRINITY_DN41415_c0_g1sp|P93740|NUD23_ARATHNUDT23 Nudix hydrolase 23, chloroplastic OS=Arabidopsis thaliana GN=NUDT23 PE=1 SV=253.80 0.00

TRINITY_DN41890_c2_g1sp|P54811|TERA1_CAEELcdc-48.1Transitional endoplasmic reticulum ATPase homolog 1 OS=Caenorhabditis elegans GN=cdc-48.1 PE=1 SV=153.80 0.00

TRINITY_DN42599_c0_g5sp|Q42093|AB2C_ARATHABCC2 ABC transporter C family member 2 OS=Arabidopsis thaliana GN=ABCC2 PE=1 SV=253.80 0.00

TRINITY_DN42674_c0_g9sp|O48520|DPOD2_ARATHPOLD2 DNA polymerase delta small subunit OS=Arabidopsis thaliana GN=POLD2 PE=2 SV=253.80 0.00

TRINITY_DN42801_c0_g2sp|Q6ZR08|DYH12_HUMANDNAH12 Dynein heavy chain 12, axonemal OS=Homo sapiens GN=DNAH12 PE=2 SV=253.80 0.00

TRINITY_DN42891_c1_g1sp|Q2TE74|PCS2_LOTJAPCS2 Glutathione gamma-glutamylcysteinyltransferase 2 OS=Lotus japonicus GN=PCS2 PE=2 SV=253.80 0.00

TRINITY_DN42914_c0_g8sp|A2RV01|DPH6_DANREdph6 Diphthine--ammonia ligase OS=Danio rerio GN=dph6 PE=2 SV=153.80 0.00

TRINITY_DN43345_c0_g12sp|Q54WU3|MAP11_DICDImetap1 Methionine aminopeptidase 1 OS=Dictyostelium discoideum GN=metap1 PE=3 SV=153.80 0.00

TRINITY_DN43620_c0_g1sp|Q8VY00|ESP3_ARATHESP3 Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH1 OS=Arabidopsis thaliana GN=ESP3 PE=1 SV=153.80 0.00

TRINITY_DN44086_c0_g1sp|Q1PDV2|SRC28_ARATHSCL28 Serine/arginine-rich SC35-like splicing factor SCL28 OS=Arabidopsis thaliana GN=SCL28 PE=1 SV=153.80 0.00

TRINITY_DN44884_c0_g1sp|Q7XT07|DUS3L_ORYSJOs04g0117600tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like OS=Oryza sativa subsp. japonica GN=Os04g0117600 PE=2 SV=253.80 0.00

TRINITY_DN46156_c0_g1sp|Q55EJ3|NAT10_DICDInat10 RNA cytidine acetyltransferase OS=Dictyostelium discoideum GN=nat10 PE=3 SV=153.80 0.00

TRINITY_DN46181_c2_g9sp|Q5F3X4|U5S1_CHICKEFTUD2 116 kDa U5 small nuclear ribonucleoprotein component OS=Gallus gallus GN=EFTUD2 PE=2 SV=153.80 0.00

TRINITY_DN46778_c0_g1sp|A8HME3|IFT22_CHLREFAP9 Intraflagellar transport protein 22 OS=Chlamydomonas reinhardtii GN=FAP9 PE=1 SV=153.80 0.00

TRINITY_DN48486_c0_g2sp|P56701|PSMD2_BOVINPSMD2 26S proteasome non-ATPase regulatory subunit 2 OS=Bos taurus GN=PSMD2 PE=1 SV=253.80 0.00

TRINITY_DN48838_c1_g3sp|Q8NK13|SKP1_NEUCRscon-3 E3 ubiquitin ligase complex SCF subunit scon-3 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=scon-3 PE=1 SV=153.80 0.00

TRINITY_DN49825_c0_g2sp|Q7TMW6|NARFL_MOUSENarfl Cytosolic Fe-S cluster assembly factor NARFL OS=Mus musculus GN=Narfl PE=1 SV=253.80 0.00

TRINITY_DN52368_c1_g2sp|Q2RBN7|CLH1_ORYSJOs11g0104900Clathrin heavy chain 1 OS=Oryza sativa subsp. japonica GN=Os11g0104900 PE=3 SV=153.80 0.00

TRINITY_DN19788_c0_g1sp|A2XUW1|CDKG2_ORYSICDKG-2 Cyclin-dependent kinase G-2 OS=Oryza sativa subsp. indica GN=CDKG-2 PE=3 SV=153.70 0.00

TRINITY_DN22776_c0_g1sp|Q9SF33|TI142_ARATHTIM14-2 Mitochondrial import inner membrane translocase subunit TIM14-2 OS=Arabidopsis thaliana GN=TIM14-2 PE=3 SV=153.70 0.00

TRINITY_DN24541_c0_g1sp|Q02481|Y3691_SHEFNSfri_3691Uncharacterized protein Sfri_3691 OS=Shewanella frigidimarina (strain NCIMB 400) GN=Sfri_3691 PE=4 SV=253.70 0.00

TRINITY_DN25575_c0_g3sp|P0ABU5|ELBB_ECOLIelbB Glyoxalase ElbB OS=Escherichia coli (strain K12) GN=elbB PE=1 SV=153.70 0.00

TRINITY_DN25775_c0_g1sp|Q9FKB0|LSM5_ARATHLSM5 Sm-like protein LSM5 OS=Arabidopsis thaliana GN=LSM5 PE=1 SV=153.70 0.00

TRINITY_DN26027_c0_g1sp|P09203|TBB1_CHICK- Tubulin beta-1 chain OS=Gallus gallus PE=2 SV=153.70 0.00

TRINITY_DN31861_c0_g1sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=353.70 0.00

TRINITY_DN36569_c0_g1sp|P32254|RASS_DICDIrasS Ras-like protein rasS OS=Dictyostelium discoideum GN=rasS PE=2 SV=153.70 0.00

TRINITY_DN36919_c1_g5sp|O80800|ACPM2_ARATHMTACP2 Acyl carrier protein 2, mitochondrial OS=Arabidopsis thaliana GN=MTACP2 PE=1 SV=153.70 0.00

TRINITY_DN37539_c0_g7sp|Q2RK09|RSGA_MOOTArsgA Putative ribosome biogenesis GTPase RsgA OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=rsgA PE=3 SV=153.70 0.00

TRINITY_DN37920_c0_g5sp|Q6T393|SPT20_RATSpata20 Spermatogenesis-associated protein 20 OS=Rattus norvegicus GN=Spata20 PE=1 SV=153.70 0.00

TRINITY_DN37977_c1_g1sp|Q9H4A3|WNK1_HUMANWNK1 Serine/threonine-protein kinase WNK1 OS=Homo sapiens GN=WNK1 PE=1 SV=253.70 0.00

TRINITY_DN38111_c0_g1sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=153.70 0.00

TRINITY_DN38296_c0_g5sp|Q64J17|PIMT2_ARATHPIMT2 Protein-L-isoaspartate O-methyltransferase 2 OS=Arabidopsis thaliana GN=PIMT2 PE=1 SV=153.70 0.00

TRINITY_DN38904_c0_g2sp|Q8HXX1|MUTA_MACFAMUT Methylmalonyl-CoA mutase, mitochondrial OS=Macaca fascicularis GN=MUT PE=2 SV=153.70 0.00

TRINITY_DN38909_c0_g5sp|Q47944|SDH_GLUOY- L-sorbose 1-dehydrogenase OS=Gluconobacter oxydans PE=3 SV=153.70 0.00

TRINITY_DN39597_c0_g2sp|Q9C5Z3|EIF3E_ARATHTIF3E1 Eukaryotic translation initiation factor 3 subunit E OS=Arabidopsis thaliana GN=TIF3E1 PE=1 SV=153.70 0.00

TRINITY_DN40056_c0_g10sp|Q8EJW2|PRPC_SHEONprpC 2-methylcitrate synthase OS=Shewanella oneidensis (strain MR-1) GN=prpC PE=3 SV=153.70 0.00

TRINITY_DN41266_c0_g1sp|P35685|RL7A1_ORYSJRPL7A-1 60S ribosomal protein L7a-1 OS=Oryza sativa subsp. japonica GN=RPL7A-1 PE=2 SV=153.70 0.00

TRINITY_DN42186_c1_g10sp|Q9HCH3|CPNE5_HUMANCPNE5 Copine-5 OS=Homo sapiens GN=CPNE5 PE=1 SV=253.70 0.00

TRINITY_DN42569_c0_g4sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=153.70 0.00

TRINITY_DN43541_c1_g1sp|Q39584|DYL3_CHLRE- Dynein 18 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=153.70 0.00

TRINITY_DN43855_c0_g1sp|Q9Y689|ARL5A_HUMANARL5A ADP-ribosylation factor-like protein 5A OS=Homo sapiens GN=ARL5A PE=1 SV=153.70 0.00

TRINITY_DN44252_c0_g1sp|Q5N8G1|ISPD_ORYSJISPD 2-C-methyl-D-erythritol 4-phosphate cytidylyltransferase, chloroplastic OS=Oryza sativa subsp. japonica GN=ISPD PE=2 SV=153.70 0.00

TRINITY_DN44336_c0_g2sp|D3ZA12|CHD6_RATChd6 Chromodomain-helicase-DNA-binding protein 6 OS=Rattus norvegicus GN=Chd6 PE=1 SV=253.70 0.00

TRINITY_DN44399_c0_g4sp|Q8S2G0|ISPE_ORYSJISPE 4-diphosphocytidyl-2-C-methyl-D-erythritol kinase, chloroplastic OS=Oryza sativa subsp. japonica GN=ISPE PE=2 SV=153.70 0.00

TRINITY_DN44705_c0_g2sp|B8NYD8|BXLB_ASPFNbxlB Probable exo-1,4-beta-xylosidase bxlB OS=Aspergillus flavus (strain ATCC 200026 / FGSC A1120 / NRRL 3357 / JCM 12722 / SRRC 167) GN=bxlB PE=3 SV=153.70 0.00

TRINITY_DN44795_c0_g4sp|P08739|NU5M_CHLREND5 NADH-ubiquinone oxidoreductase chain 5 OS=Chlamydomonas reinhardtii GN=ND5 PE=3 SV=253.70 0.00

TRINITY_DN44995_c0_g5sp|Q86IX1|DST1_DICDIdst1 Serine/threonine-protein kinase dst1 OS=Dictyostelium discoideum GN=dst1 PE=3 SV=153.70 0.00

TRINITY_DN47215_c0_g1sp|Q15029|U5S1_HUMANEFTUD2 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens GN=EFTUD2 PE=1 SV=153.70 0.00



TRINITY_DN48730_c0_g3sp|P52425|GPDA_CUPLAGPDH Glycerol-3-phosphate dehydrogenase [NAD(+)] OS=Cuphea lanceolata GN=GPDH PE=2 SV=153.70 0.00

TRINITY_DN48940_c0_g1sp|Q55393|DFA1_SYNY3dfa1 Diflavin flavoprotein A 1 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=dfa1 PE=1 SV=153.70 0.00

TRINITY_DN49581_c1_g1sp|A2XVF7|RH13_ORYSIOsI_016050DEAD-box ATP-dependent RNA helicase 13 OS=Oryza sativa subsp. indica GN=OsI_016050 PE=3 SV=253.70 0.00

TRINITY_DN51026_c0_g3sp|C0SUT9|JMJ16_ARATHJMJ16 Putative lysine-specific demethylase JMJ16 OS=Arabidopsis thaliana GN=JMJ16 PE=2 SV=153.70 0.00

TRINITY_DN52690_c0_g1sp|P87168|RNZ2_SCHPOtrz2 Ribonuclease Z 2, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trz2 PE=3 SV=153.70 0.00

TRINITY_DN31915_c0_g2sp|Q94AM1|OOPDA_ARATHOOP Organellar oligopeptidase A, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OOP PE=1 SV=153.60 0.00

TRINITY_DN35242_c0_g1sp|Q6Q152|CPY57_ARATHCYP57 Peptidyl-prolyl cis-trans isomerase CYP57 OS=Arabidopsis thaliana GN=CYP57 PE=1 SV=153.60 0.00

TRINITY_DN36287_c0_g1sp|Q99KY4|GAK_MOUSEGak Cyclin-G-associated kinase OS=Mus musculus GN=Gak PE=1 SV=253.60 0.00

TRINITY_DN36509_c1_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=353.60 0.00

TRINITY_DN36688_c1_g4sp|Q6DGQ0|SPT4H_DANREsupt4h1 Transcription elongation factor SPT4 OS=Danio rerio GN=supt4h1 PE=3 SV=153.60 0.00

TRINITY_DN36774_c0_g6sp|Q9H5Z1|DHX35_HUMANDHX35 Probable ATP-dependent RNA helicase DHX35 OS=Homo sapiens GN=DHX35 PE=1 SV=253.60 0.00

TRINITY_DN36905_c2_g2sp|A7IPQ1|RL15_XANP2rplO 50S ribosomal protein L15 OS=Xanthobacter autotrophicus (strain ATCC BAA-1158 / Py2) GN=rplO PE=3 SV=153.60 0.00

TRINITY_DN37193_c0_g8sp|O18334|RAB6_DROMERab6 Ras-related protein Rab6 OS=Drosophila melanogaster GN=Rab6 PE=1 SV=153.60 0.00

TRINITY_DN37297_c0_g1sp|Q03206|RAC1_CAEELced-10 Ras-related protein ced-10 OS=Caenorhabditis elegans GN=ced-10 PE=1 SV=253.60 0.00

TRINITY_DN37425_c1_g4sp|O04905|KCY3_ARATHUMK3 UMP-CMP kinase 3 OS=Arabidopsis thaliana GN=UMK3 PE=1 SV=153.60 0.00

TRINITY_DN37820_c1_g9sp|Q9I8D1|MYO6_CHICKMYO6 Unconventional myosin-VI OS=Gallus gallus GN=MYO6 PE=1 SV=153.60 0.00

TRINITY_DN37946_c0_g1sp|Q84K11|PPP5_SOLLCPP5 Serine/threonine-protein phosphatase 5 OS=Solanum lycopersicum GN=PP5 PE=1 SV=153.60 0.00

TRINITY_DN38350_c0_g5sp|Q91XV4|DCXR_MESAUDCXR L-xylulose reductase OS=Mesocricetus auratus GN=DCXR PE=1 SV=153.60 0.00

TRINITY_DN39903_c1_g1sp|Q9ZVF6|PAHX_ARATHPAHX Phytanoyl-CoA dioxygenase OS=Arabidopsis thaliana GN=PAHX PE=2 SV=253.60 0.00

TRINITY_DN40137_c0_g1sp|P74250|GPX1_SYNY3gpx1 Hydroperoxy fatty acid reductase gpx1 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=gpx1 PE=1 SV=153.60 0.00

TRINITY_DN40760_c0_g2sp|Q6I5Y0|CDKC1_ORYSJCDKC-1 Cyclin-dependent kinase C-1 OS=Oryza sativa subsp. japonica GN=CDKC-1 PE=2 SV=153.60 0.00

TRINITY_DN40795_c0_g7sp|Q7VGY9|RLMN_HELHPrlmN Dual-specificity RNA methyltransferase RlmN OS=Helicobacter hepaticus (strain ATCC 51449 / 3B1) GN=rlmN PE=3 SV=153.60 0.00

TRINITY_DN41368_c0_g1sp|P60039|RL73_ARATHRPL7C 60S ribosomal protein L7-3 OS=Arabidopsis thaliana GN=RPL7C PE=2 SV=153.60 0.00

TRINITY_DN41936_c0_g1sp|O14114|YEJJ_SCHPOSPAC31G5.19Uncharacterized AAA domain-containing protein C31G5.19 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC31G5.19 PE=3 SV=153.60 0.00

TRINITY_DN42214_c0_g2sp|Q9LZJ5|AB14C_ARATHABCC14 ABC transporter C family member 14 OS=Arabidopsis thaliana GN=ABCC14 PE=1 SV=153.60 0.00

TRINITY_DN42941_c0_g1sp|Q54Q40|D1039_DICDIDG1039 Probable ubiquitin thioesterase DG1039 OS=Dictyostelium discoideum GN=DG1039 PE=3 SV=153.60 0.00

TRINITY_DN43098_c0_g1sp|Q9SJU9|GC1_ARATHGC1 Epimerase family protein SDR39U1 homolog, chloroplastic OS=Arabidopsis thaliana GN=GC1 PE=2 SV=253.60 0.00

TRINITY_DN44166_c0_g1sp|Q9M8L4|GLPK_ARATHGLPK Glycerol kinase OS=Arabidopsis thaliana GN=GLPK PE=1 SV=153.60 0.00

TRINITY_DN44201_c0_g1sp|Q9M2F9|RH52_ARATHRH52 DEAD-box ATP-dependent RNA helicase 52 OS=Arabidopsis thaliana GN=RH52 PE=1 SV=153.60 0.00

TRINITY_DN44259_c0_g2sp|Q9SCY2|FKB13_ARATHFKBP13 Peptidyl-prolyl cis-trans isomerase FKBP13, chloroplastic OS=Arabidopsis thaliana GN=FKBP13 PE=1 SV=253.60 0.00

TRINITY_DN44659_c0_g3sp|Q9CAP4|ERF13_ARATHERF013 Ethylene-responsive transcription factor ERF013 OS=Arabidopsis thaliana GN=ERF013 PE=2 SV=153.60 0.00

TRINITY_DN45137_c0_g2sp|Q6V5K9|ZN474_MOUSEZnf474 Zinc finger protein 474 OS=Mus musculus GN=Znf474 PE=2 SV=253.60 0.00

TRINITY_DN46181_c2_g7sp|Q5F3X4|U5S1_CHICKEFTUD2 116 kDa U5 small nuclear ribonucleoprotein component OS=Gallus gallus GN=EFTUD2 PE=2 SV=153.60 0.00

TRINITY_DN46213_c1_g3sp|Q6FPK7|ACEA_CANGAICL1 Isocitrate lyase OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=ICL1 PE=3 SV=253.60 0.00

TRINITY_DN46558_c0_g2sp|P28365|RPA2_EUPOCRPA2 DNA-directed RNA polymerase I subunit RPA2 OS=Euplotes octocarinatus GN=RPA2 PE=3 SV=253.60 0

TRINITY_DN47225_c0_g1sp|Q9FPT1|UBP12_ARATHUBP12 Ubiquitin carboxyl-terminal hydrolase 12 OS=Arabidopsis thaliana GN=UBP12 PE=2 SV=253.60 0.00

TRINITY_DN47318_c0_g3sp|Q8W4S4|VHAA3_ARATHVHA-a3 V-type proton ATPase subunit a3 OS=Arabidopsis thaliana GN=VHA-a3 PE=1 SV=153.60 0.00

TRINITY_DN48276_c0_g9sp|Q0WVF5|MCM4_ARATHMCM4 DNA replication licensing factor MCM4 OS=Arabidopsis thaliana GN=MCM4 PE=1 SV=153.60 0.00

TRINITY_DN48701_c0_g3sp|C6E5I4|RNH2_GEOSMrnhB Ribonuclease HII OS=Geobacter sp. (strain M21) GN=rnhB PE=3 SV=153.60 0.00

TRINITY_DN50024_c0_g3sp|Q5VQL1|RH14_ORYSJOs01g0172200DEAD-box ATP-dependent RNA helicase 14 OS=Oryza sativa subsp. japonica GN=Os01g0172200 PE=2 SV=153.60 0.00

TRINITY_DN50717_c0_g7sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=253.60 0.00

TRINITY_DN52161_c0_g1sp|A8JGF7|LIAS_CHLRELIP1 Lipoyl synthase, mitochondrial OS=Chlamydomonas reinhardtii GN=LIP1 PE=3 SV=153.60 0.00

TRINITY_DN52223_c0_g1sp|Q851Y7|GRXS7_ORYSJGRXS7 Monothiol glutaredoxin-S7, chloroplastic OS=Oryza sativa subsp. japonica GN=GRXS7 PE=2 SV=153.60 0.00

TRINITY_DN52421_c1_g3sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=453.60 0.00

TRINITY_DN25165_c0_g1sp|Q9ZVJ2|AMERL_ARATHAt2g38710Uncharacterized protein At2g38710 OS=Arabidopsis thaliana GN=At2g38710 PE=2 SV=153.50 0.00

TRINITY_DN33328_c0_g1sp|Q8BP78|F10C1_MOUSEFra10ac1Protein FRA10AC1 homolog OS=Mus musculus GN=Fra10ac1 PE=1 SV=353.50 0.00

TRINITY_DN3343_c0_g1sp|Q6CU99|SMP3_KLULASMP3 GPI mannosyltransferase 4 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=SMP3 PE=3 SV=253.50 0.00

TRINITY_DN34832_c0_g1sp|Q9LP45|PSD11_ARATHRPN6 26S proteasome non-ATPase regulatory subunit 11 homolog OS=Arabidopsis thaliana GN=RPN6 PE=1 SV=153.50 0.00

TRINITY_DN35319_c0_g1sp|Q9UBB5|MBD2_HUMANMBD2 Methyl-CpG-binding domain protein 2 OS=Homo sapiens GN=MBD2 PE=1 SV=153.50 0.00

TRINITY_DN35569_c0_g3sp|B0T6E1|MNMG_CAUSKmnmG tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG OS=Caulobacter sp. (strain K31) GN=mnmG PE=3 SV=153.50 0.00

TRINITY_DN36850_c0_g7sp|Q1PFH8|CDPKJ_ARATHCPK19 Calcium-dependent protein kinase 19 OS=Arabidopsis thaliana GN=CPK19 PE=2 SV=153.50 0.00

TRINITY_DN36963_c1_g3sp|Q68EI3|CBPC5_DANREagbl5 Cytosolic carboxypeptidase-like protein 5 OS=Danio rerio GN=agbl5 PE=2 SV=153.50 0.00

TRINITY_DN37045_c1_g3sp|P05131|KAPCB_BOVINPRKACB cAMP-dependent protein kinase catalytic subunit beta OS=Bos taurus GN=PRKACB PE=1 SV=253.50 0.00

TRINITY_DN37232_c0_g6sp|Q92370|TRPG_SCHPOtrp1 Multifunctional tryptophan biosynthesis protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trp1 PE=2 SV=253.50 0.00

TRINITY_DN37287_c1_g1sp|B8ARK7|SIR1_ORYSISRT1 NAD-dependent protein deacetylase SRT1 OS=Oryza sativa subsp. indica GN=SRT1 PE=2 SV=153.50 0.00

TRINITY_DN38808_c0_g1sp|P40945|ARF2_DROMEArf102F ADP-ribosylation factor 2 OS=Drosophila melanogaster GN=Arf102F PE=2 SV=253.50 0.00



TRINITY_DN39121_c0_g4sp|Q0PIT9|NNRE_PIGNAXE NAD(P)H-hydrate epimerase OS=Sus scrofa GN=NAXE PE=2 SV=153.50 0.00

TRINITY_DN39815_c0_g1sp|P38942|CAT2_CLOK5cat2 4-hydroxybutyrate coenzyme A transferase OS=Clostridium kluyveri (strain ATCC 8527 / DSM 555 / NCIMB 10680) GN=cat2 PE=3 SV=353.50 0.00

TRINITY_DN40113_c0_g1sp|O83041|PIP_LEPBYpip Probable proline iminopeptidase OS=Leptolyngbya boryana GN=pip PE=3 SV=153.50 0.00

TRINITY_DN40558_c0_g3sp|P54679|PMA1_DICDIpatB Probable plasma membrane ATPase OS=Dictyostelium discoideum GN=patB PE=2 SV=253.50 0.00

TRINITY_DN41451_c0_g1sp|Q9SSN0|RHD31_ARATHAt1g72960Protein ROOT HAIR DEFECTIVE 3 homolog 1 OS=Arabidopsis thaliana GN=At1g72960 PE=2 SV=253.50 0.00

TRINITY_DN42033_c0_g1sp|Q80ZU0|ARL5A_MOUSEArl5a ADP-ribosylation factor-like protein 5A OS=Mus musculus GN=Arl5a PE=1 SV=153.50 0.00

TRINITY_DN42760_c0_g1sp|Q9SX28|GDT15_ARATHAt1g68650GDT1-like protein 5 OS=Arabidopsis thaliana GN=At1g68650 PE=1 SV=153.50 0.00

TRINITY_DN42832_c0_g5sp|P42525|ERK1_DICDIerkA Extracellular signal-regulated kinase 1 OS=Dictyostelium discoideum GN=erkA PE=2 SV=253.50 0.00

TRINITY_DN43445_c0_g6sp|Q59714|CATA_PSEPUkatA Catalase OS=Pseudomonas putida GN=katA PE=3 SV=153.50 0.00

TRINITY_DN44764_c0_g5sp|Q4UJ14|RU1C_THEANTA09515 U1 small nuclear ribonucleoprotein C OS=Theileria annulata GN=TA09515 PE=3 SV=153.50 0.00

TRINITY_DN45025_c0_g1sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=153.50 0.00

TRINITY_DN45089_c0_g1sp|P32835|GSP1_YEASTGSP1 GTP-binding nuclear protein GSP1/CNR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GSP1 PE=1 SV=153.50 0.00

TRINITY_DN46383_c0_g6sp|Q9SF47|PAH1_ARATHPAH1 Phosphatidate phosphatase PAH1 OS=Arabidopsis thaliana GN=PAH1 PE=1 SV=153.50 0.00

TRINITY_DN47268_c0_g1sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=153.50 0.00

TRINITY_DN48003_c0_g1sp|Q84V18|STT7_CHLRESTT7 Serine/threonine-protein kinase stt7, chloroplastic OS=Chlamydomonas reinhardtii GN=STT7 PE=2 SV=153.50 0.00

TRINITY_DN48515_c0_g1sp|Q16KI5|TULP1_AEDAEking-tubby1Protein king tubby 1 OS=Aedes aegypti GN=king-tubby1 PE=3 SV=253.50 0.00

TRINITY_DN49335_c1_g1sp|B1KU67|FABZ_CLOBMfabZ 3-hydroxyacyl-[acyl-carrier-protein] dehydratase FabZ OS=Clostridium botulinum (strain Loch Maree / Type A3) GN=fabZ PE=3 SV=153.50 0.00

TRINITY_DN49946_c0_g1sp|Q8BP78|F10C1_MOUSEFra10ac1Protein FRA10AC1 homolog OS=Mus musculus GN=Fra10ac1 PE=1 SV=353.50 0.00

TRINITY_DN50964_c0_g6sp|Q9SR71|TAF12_ARATHTAF12 Transcription initiation factor TFIID subunit 12 OS=Arabidopsis thaliana GN=TAF12 PE=1 SV=153.50 0.00

TRINITY_DN51217_c0_g5sp|Q39604|IDLC_CHLREIDA4 28 kDa inner dynein arm light chain, axonemal OS=Chlamydomonas reinhardtii GN=IDA4 PE=1 SV=153.50 0.00

TRINITY_DN6821_c0_g1sp|A9CRJ7|RAD25_ENTBHRAD25 Probable DNA repair helicase RAD25 homolog OS=Enterocytozoon bieneusi (strain H348) GN=RAD25 PE=3 SV=153.50 0.00

TRINITY_DN33392_c0_g1sp|Q55CA0|VPS26_DICDIvps26 Vacuolar protein sorting-associated protein 26 OS=Dictyostelium discoideum GN=vps26 PE=2 SV=153.40 0.00

TRINITY_DN34548_c2_g2sp|Q29RL0|TBC31_BOVINTBC1D31 TBC1 domain family member 31 OS=Bos taurus GN=TBC1D31 PE=2 SV=153.40 0.00

TRINITY_DN34553_c0_g2sp|Q9Y5K3|PCY1B_HUMANPCYT1B Choline-phosphate cytidylyltransferase B OS=Homo sapiens GN=PCYT1B PE=1 SV=153.40 0.00

TRINITY_DN36400_c1_g8sp|Q8GWR0|COX11_ARATHCOX11 Cytochrome c oxidase assembly protein COX11, mitochondrial OS=Arabidopsis thaliana GN=COX11 PE=2 SV=153.40 0.00

TRINITY_DN37023_c0_g3sp|Q9C5C4|ARGE_ARATHAt4g17830Acetylornithine deacetylase OS=Arabidopsis thaliana GN=At4g17830 PE=2 SV=153.40 0.00

TRINITY_DN38374_c0_g2sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=153.40 0.00

TRINITY_DN38800_c0_g3sp|O64806|ACA7_ARATHACA7 Putative calcium-transporting ATPase 7, plasma membrane-type OS=Arabidopsis thaliana GN=ACA7 PE=3 SV=253.40 0.00

TRINITY_DN38821_c0_g6sp|Q54S02|3HAO_DICDIhaao 3-hydroxyanthranilate 3,4-dioxygenase OS=Dictyostelium discoideum GN=haao PE=3 SV=153.40 0.00

TRINITY_DN39005_c0_g2sp|P49353|FPPS_MAIZEFPS Farnesyl pyrophosphate synthase OS=Zea mays GN=FPS PE=2 SV=153.40 0.00

TRINITY_DN39469_c0_g12sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=253.40 0.00

TRINITY_DN40969_c0_g3sp|Q3TIX9|SNUT2_MOUSEUsp39 U4/U6.U5 tri-snRNP-associated protein 2 OS=Mus musculus GN=Usp39 PE=1 SV=253.40 0.00

TRINITY_DN41316_c0_g2sp|P98093|CO3_ONCMYc3 Complement C3 (Fragment) OS=Oncorhynchus mykiss GN=c3 PE=1 SV=153.40 0.00

TRINITY_DN41815_c0_g5sp|P46645|AAT2_ARATHASP2 Aspartate aminotransferase, cytoplasmic isozyme 1 OS=Arabidopsis thaliana GN=ASP2 PE=1 SV=253.40 0.00

TRINITY_DN42169_c0_g3sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=153.40 0.00

TRINITY_DN42255_c0_g2sp|Q8W1Y0|SSC14_ARATHSYN4 Sister chromatid cohesion 1 protein 4 OS=Arabidopsis thaliana GN=SYN4 PE=2 SV=153.40 0.00

TRINITY_DN42505_c0_g2sp|Q7Z0T3|TEMPT_APLCA- Temptin OS=Aplysia californica PE=1 SV=153.40 0.00

TRINITY_DN43460_c0_g2sp|Q5SN53|MPK8_ORYSJMPK8 Mitogen-activated protein kinase 8 OS=Oryza sativa subsp. japonica GN=MPK8 PE=2 SV=253.40 0.00

TRINITY_DN43591_c1_g6sp|O63066|SECY_MAIZESECY Preprotein translocase subunit SECY, chloroplastic OS=Zea mays GN=SECY PE=2 SV=153.40 0.00

TRINITY_DN43798_c0_g1sp|Q27171|DYHC_PARTEDHC-8 Dynein heavy chain, cytoplasmic OS=Paramecium tetraurelia GN=DHC-8 PE=2 SV=153.40 0.00

TRINITY_DN44370_c0_g3sp|O96007|MOC2B_HUMANMOCS2 Molybdopterin synthase catalytic subunit OS=Homo sapiens GN=MOCS2 PE=1 SV=153.40 0.00

TRINITY_DN45174_c0_g1sp|Q69TH6|OPR3_ORYSJOPR3 Putative 12-oxophytodienoate reductase 3 OS=Oryza sativa subsp. japonica GN=OPR3 PE=3 SV=153.40 0.00

TRINITY_DN45359_c0_g1sp|Q40541|NPK1_TOBACNPK1 Mitogen-activated protein kinase kinase kinase NPK1 OS=Nicotiana tabacum GN=NPK1 PE=1 SV=153.40 0.00

TRINITY_DN46155_c1_g6sp|Q54I56|SMC6_DICDIsmc6 Structural maintenance of chromosomes protein 6 OS=Dictyostelium discoideum GN=smc6 PE=3 SV=153.40 0.00

TRINITY_DN49357_c0_g1sp|P05453|ERF3_YEASTSUP35 Eukaryotic peptide chain release factor GTP-binding subunit OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SUP35 PE=1 SV=153.40 0.00

TRINITY_DN49899_c0_g6sp|O23247|SYRM_ARATHEMB1027 Arginine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=EMB1027 PE=1 SV=153.40 0.00

TRINITY_DN50156_c0_g4sp|Q8K0L3|ACSM2_MOUSEAcsm2 Acyl-coenzyme A synthetase ACSM2, mitochondrial OS=Mus musculus GN=Acsm2 PE=1 SV=153.40 0.00

TRINITY_DN50495_c0_g1sp|Q2RAR6|CCDA1_ORYSJCCDA1 Cytochrome c-type biogenesis ccda-like chloroplastic protein 1 OS=Oryza sativa subsp. japonica GN=CCDA1 PE=2 SV=153.40 0.00

TRINITY_DN51983_c0_g6sp|P48962|ADT1_MOUSESlc25a4 ADP/ATP translocase 1 OS=Mus musculus GN=Slc25a4 PE=1 SV=453.40 0.00

TRINITY_DN52046_c0_g1sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=253.40 0.00

TRINITY_DN52386_c2_g1sp|Q0J035|PANK2_ORYSJOs09g0533100Pantothenate kinase 2 OS=Oryza sativa subsp. japonica GN=Os09g0533100 PE=2 SV=253.40 0.00

TRINITY_DN52552_c0_g2sp|Q9C6G0|DEXH4_ARATHAt1g58050DExH-box ATP-dependent RNA helicase DExH4, chloroplastic OS=Arabidopsis thaliana GN=At1g58050 PE=3 SV=153.40 0.00

TRINITY_DN25556_c0_g1sp|Q29RL2|CHRD1_BOVINCHORDC1 Cysteine and histidine-rich domain-containing protein 1 OS=Bos taurus GN=CHORDC1 PE=2 SV=153.30 0.00

TRINITY_DN28406_c0_g2sp|Q14562|DHX8_HUMANDHX8 ATP-dependent RNA helicase DHX8 OS=Homo sapiens GN=DHX8 PE=1 SV=153.30 0.00

TRINITY_DN30744_c0_g1sp|Q9SSV4|INO1_NICPAINPS1 Inositol-3-phosphate synthase OS=Nicotiana paniculata GN=INPS1 PE=2 SV=153.30 0.00

TRINITY_DN34416_c0_g1sp|Q3SYS4|DAAF1_BOVINDNAAF1 Dynein assembly factor 1, axonemal OS=Bos taurus GN=DNAAF1 PE=2 SV=253.30 0.00



TRINITY_DN3585_c0_g1sp|Q9LY56|YIPL4_ARATHAt3g55890Protein yippee-like At3g55890 OS=Arabidopsis thaliana GN=At3g55890 PE=2 SV=153.30 0.00

TRINITY_DN36287_c0_g2sp|Q54JL7|CNRN_DICDIcnrN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase cnrN OS=Dictyostelium discoideum GN=cnrN PE=1 SV=153.30 0.00

TRINITY_DN37456_c0_g1sp|A0A8M2|L14AA_XENLAlsm14a-aProtein LSM14 homolog A-A OS=Xenopus laevis GN=lsm14a-a PE=1 SV=153.30 0.00

TRINITY_DN37503_c0_g8sp|P07056|UCRI_NEUCRNCU06606Cytochrome b-c1 complex subunit Rieske, mitochondrial OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=NCU06606 PE=3 SV=153.30 0.00

TRINITY_DN37527_c0_g1sp|Q54KM6|KAT_DICDIccbl Kynurenine--oxoglutarate transaminase OS=Dictyostelium discoideum GN=ccbl PE=3 SV=153.30 0.00

TRINITY_DN37609_c0_g3sp|A2WNF5|GLU2B_ORYSIOsI_01383Glucosidase 2 subunit beta OS=Oryza sativa subsp. indica GN=OsI_01383 PE=3 SV=153.30 0.00

TRINITY_DN37660_c0_g4sp|Q54MI3|SUN2_DICDIsun2 SUN domain-containing protein 2 OS=Dictyostelium discoideum GN=sun2 PE=3 SV=153.30 0.00

TRINITY_DN37854_c0_g2sp|Q39572|YPTC6_CHLREYPTC6 Ras-related protein YPTC6 OS=Chlamydomonas reinhardtii GN=YPTC6 PE=3 SV=153.30 0.00

TRINITY_DN39790_c0_g1sp|P34101|FHKC_DICDIfhkC Probable serine/threonine-protein kinase fhkC OS=Dictyostelium discoideum GN=fhkC PE=3 SV=253.30 0.00

TRINITY_DN41458_c0_g4sp|P32020|NLTP_MOUSEScp2 Non-specific lipid-transfer protein OS=Mus musculus GN=Scp2 PE=1 SV=353.30 0.00

TRINITY_DN41502_c1_g8sp|Q32LL2|STML2_BOVINSTOML2 Stomatin-like protein 2, mitochondrial OS=Bos taurus GN=STOML2 PE=2 SV=153.30 0.00

TRINITY_DN41826_c1_g1sp|Q2RKZ8|OBG_MOOTAobg GTPase Obg OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=obg PE=3 SV=153.30 0.00

TRINITY_DN42397_c0_g2sp|Q8VY88|LTD_ARATHLTD Protein LHCP TRANSLOCATION DEFECT OS=Arabidopsis thaliana GN=LTD PE=1 SV=153.30 0.00

TRINITY_DN42782_c0_g1sp|Q9STY4|RIBRX_ARATHPYRR Riboflavin biosynthesis protein PYRR, chloroplastic OS=Arabidopsis thaliana GN=PYRR PE=1 SV=153.30 0.00

TRINITY_DN44078_c0_g2sp|P39153|SUA5_BACSUywlC Threonylcarbamoyl-AMP synthase OS=Bacillus subtilis (strain 168) GN=ywlC PE=1 SV=153.30 0.00

TRINITY_DN44712_c0_g1sp|Q612F5|PCCA_CAEBRpcca-1 Propionyl-CoA carboxylase alpha chain, mitochondrial OS=Caenorhabditis briggsae GN=pcca-1 PE=3 SV=153.30 0.00

TRINITY_DN45214_c0_g5sp|Q9P6L5|SLA2_SCHPOend4 Endocytosis protein end4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=end4 PE=1 SV=253.30 0.00

TRINITY_DN46250_c0_g3sp|P07839|FER_CHLREPETF Ferredoxin, chloroplastic OS=Chlamydomonas reinhardtii GN=PETF PE=1 SV=253.30 0.00

TRINITY_DN46771_c0_g3sp|Q75K28|NCSA_DICDIncsA Calcium-binding protein NCSA OS=Dictyostelium discoideum GN=ncsA PE=1 SV=253.30 0.00

TRINITY_DN46831_c1_g1sp|P37833|AATC_ORYSJOs01g0760600Aspartate aminotransferase, cytoplasmic OS=Oryza sativa subsp. japonica GN=Os01g0760600 PE=2 SV=153.30 0.00

TRINITY_DN47531_c2_g3sp|Q54RA2|AL4A1_DICDIDDB_G0283293Delta-1-pyrroline-5-carboxylate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=DDB_G0283293 PE=3 SV=153.30 0.00

TRINITY_DN47651_c1_g2sp|Q869N2|PAKB_DICDIpakB Serine/threonine-protein kinase pakB OS=Dictyostelium discoideum GN=pakB PE=1 SV=153.30 0.00

TRINITY_DN48377_c0_g1sp|Q9EQN5|SMBP2_RATIghmbp2 DNA-binding protein SMUBP-2 OS=Rattus norvegicus GN=Ighmbp2 PE=1 SV=153.30 0.00

TRINITY_DN48764_c1_g2sp|Q7KWQ2|SYSC_DICDIserS Serine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=serS PE=1 SV=153.30 0.00

TRINITY_DN49215_c0_g2sp|Q9LU46|RH35_ARATHRH35 DEAD-box ATP-dependent RNA helicase 35 OS=Arabidopsis thaliana GN=RH35 PE=2 SV=153.30 0.00

TRINITY_DN49293_c0_g4sp|Q9C774|PSD7B_ARATHRPN8B 26S proteasome non-ATPase regulatory subunit 7 homolog B OS=Arabidopsis thaliana GN=RPN8B PE=1 SV=153.30 0.00

TRINITY_DN49381_c2_g2sp|Q31LW9|SYL_SYNE7leuS Leucine--tRNA ligase OS=Synechococcus elongatus (strain PCC 7942) GN=leuS PE=3 SV=153.30 0.00

TRINITY_DN49798_c0_g2sp|Q9XFR5|SR30_ARATHSR30 Serine/arginine-rich splicing factor SR30 OS=Arabidopsis thaliana GN=SR30 PE=1 SV=153.30 0.00

TRINITY_DN50717_c0_g3sp|P42451|SUMT_SYNE7cobA Uroporphyrinogen-III C-methyltransferase OS=Synechococcus elongatus (strain PCC 7942) GN=cobA PE=3 SV=153.30 0.00

TRINITY_DN50736_c0_g1sp|Q9LY87|RGLG2_ARATHRGLG2 E3 ubiquitin-protein ligase RGLG2 OS=Arabidopsis thaliana GN=RGLG2 PE=1 SV=153.30 0.00

TRINITY_DN50747_c0_g3sp|Q32P44|EMAL3_HUMANEML3 Echinoderm microtubule-associated protein-like 3 OS=Homo sapiens GN=EML3 PE=1 SV=153.30 0.00

TRINITY_DN50867_c0_g1sp|Q6C3P1|ALG13_YARLIALG13 UDP-N-acetylglucosamine transferase subunit ALG13 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=ALG13 PE=3 SV=153.30 0.00

TRINITY_DN51733_c0_g1sp|Q6NZK8|PTPC1_MOUSEPtpdc1 Protein tyrosine phosphatase domain-containing protein 1 OS=Mus musculus GN=Ptpdc1 PE=1 SV=153.30 0.00

TRINITY_DN53165_c0_g1sp|Q2HJ98|FAHD1_BOVINFAHD1 Acylpyruvase FAHD1, mitochondrial OS=Bos taurus GN=FAHD1 PE=2 SV=153.30 0.00

TRINITY_DN8258_c0_g1sp|Q5VYK3|ECM29_HUMANECM29 Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=253.30 0.00

TRINITY_DN31115_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=153.20 0.00

TRINITY_DN31739_c0_g1sp|O81769|DPH5_ARATHAt4g31790Probable diphthine methyl ester synthase OS=Arabidopsis thaliana GN=At4g31790 PE=2 SV=153.20 0.00

TRINITY_DN32289_c0_g2sp|A4IIN5|TISD_XENTRzfp36l2 mRNA decay activator protein ZFP36L2 OS=Xenopus tropicalis GN=zfp36l2 PE=2 SV=253.20 0.00

TRINITY_DN34625_c0_g1sp|Q969Q5|RAB24_HUMANRAB24 Ras-related protein Rab-24 OS=Homo sapiens GN=RAB24 PE=1 SV=153.20 0.00

TRINITY_DN35830_c0_g10sp|Q41629|ADT1_WHEATANT-G1 ADP,ATP carrier protein 1, mitochondrial OS=Triticum aestivum GN=ANT-G1 PE=3 SV=153.20 0.00

TRINITY_DN36145_c1_g9sp|O22769|NDUV2_ARATHAt4g02580NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrial OS=Arabidopsis thaliana GN=At4g02580 PE=1 SV=353.20 0.00

TRINITY_DN36796_c1_g1sp|O15440|MRP5_HUMANABCC5 Multidrug resistance-associated protein 5 OS=Homo sapiens GN=ABCC5 PE=1 SV=253.20 0.00

TRINITY_DN3748_c0_g1sp|Q9Y7R4|SET1_SCHPOset1 Histone-lysine N-methyltransferase, H3 lysine-4 specific OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=set1 PE=1 SV=153.20 0.00

TRINITY_DN37942_c0_g1sp|P14646|PDE4B_RATPde4b cAMP-specific 3',5'-cyclic phosphodiesterase 4B OS=Rattus norvegicus GN=Pde4b PE=1 SV=453.20 0.00

TRINITY_DN38079_c0_g1sp|Q11EE0|RLMN_CHESBrlmN Dual-specificity RNA methyltransferase RlmN OS=Chelativorans sp. (strain BNC1) GN=rlmN PE=3 SV=153.20 0.00

TRINITY_DN38401_c0_g1sp|Q0AW31|PUR9_SYNWWpurH Bifunctional purine biosynthesis protein PurH OS=Syntrophomonas wolfei subsp. wolfei (strain DSM 2245B / Goettingen) GN=purH PE=3 SV=153.20 0.00

TRINITY_DN38618_c0_g3sp|Q54EY1|DTD_DICDIdtd D-tyrosyl-tRNA(Tyr) deacylase OS=Dictyostelium discoideum GN=dtd PE=3 SV=153.20 0.00

TRINITY_DN39170_c0_g2sp|Q9FIH8|SPP_ARATHSPP Stromal processing peptidase, chloroplastic OS=Arabidopsis thaliana GN=SPP PE=2 SV=153.20 0.00

TRINITY_DN39622_c0_g1sp|A2XUW1|CDKG2_ORYSICDKG-2 Cyclin-dependent kinase G-2 OS=Oryza sativa subsp. indica GN=CDKG-2 PE=3 SV=153.20 0.00

TRINITY_DN40392_c0_g5sp|Q0P5B9|ANR39_BOVINANKRD39 Ankyrin repeat domain-containing protein 39 OS=Bos taurus GN=ANKRD39 PE=2 SV=153.20 0.00

TRINITY_DN41805_c0_g1sp|Q5R8X4|UBA5_PONABUBA5 Ubiquitin-like modifier-activating enzyme 5 OS=Pongo abelii GN=UBA5 PE=2 SV=153.20 0.00

TRINITY_DN42088_c0_g2sp|Q31L42|PROB_SYNE7proB Glutamate 5-kinase OS=Synechococcus elongatus (strain PCC 7942) GN=proB PE=3 SV=153.20 0.00

TRINITY_DN42195_c0_g1sp|Q55FS2|STK4L_DICDIkrsB Serine/threonine-protein kinase 4 homolog B OS=Dictyostelium discoideum GN=krsB PE=3 SV=153.20 0.00

TRINITY_DN42234_c0_g4sp|Q8VYZ0|ORTH2_ARATHORTH2 E3 ubiquitin-protein ligase ORTHRUS 2 OS=Arabidopsis thaliana GN=ORTH2 PE=1 SV=153.20 0.00

TRINITY_DN42559_c0_g4sp|O04482|UCH2_ARATHUCH2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Arabidopsis thaliana GN=UCH2 PE=1 SV=153.20 0.00

TRINITY_DN43317_c0_g2sp|Q99JX1|TAF11_MOUSETaf11 Transcription initiation factor TFIID subunit 11 OS=Mus musculus GN=Taf11 PE=2 SV=153.20 0.00



TRINITY_DN45769_c0_g6sp|Q55AH5|VATF_DICDIvatF V-type proton ATPase subunit F OS=Dictyostelium discoideum GN=vatF PE=3 SV=153.20 0.00

TRINITY_DN45835_c0_g3sp|A4IFB4|KCTD7_BOVINKCTD7 BTB/POZ domain-containing protein KCTD7 OS=Bos taurus GN=KCTD7 PE=2 SV=153.20 0.00

TRINITY_DN46456_c0_g3sp|P31244|RAD16_YEASTRAD16 DNA repair protein RAD16 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RAD16 PE=1 SV=153.20 0.00

TRINITY_DN46571_c0_g1sp|Q50228|FMDA_METMEfmdA Formamidase OS=Methylophilus methylotrophus GN=fmdA PE=1 SV=153.20 0.00

TRINITY_DN47085_c0_g3sp|Q54KV4|CK5P1_DICDIcdk5rap1CDK5RAP1-like protein OS=Dictyostelium discoideum GN=cdk5rap1 PE=3 SV=153.20 0.00

TRINITY_DN47508_c0_g7sp|B3EM22|GATA_CHLPBgatA Glutamyl-tRNA(Gln) amidotransferase subunit A OS=Chlorobium phaeobacteroides (strain BS1) GN=gatA PE=3 SV=153.20 0.00

TRINITY_DN48011_c0_g5sp|D2XNQ9|FLOT2_MEDTRFLOT2 Flotillin-like protein 2 OS=Medicago truncatula GN=FLOT2 PE=2 SV=153.20 0.00

TRINITY_DN50003_c0_g1sp|Q7KRW8|PRP39_DROMECG1646 Pre-mRNA-processing factor 39 OS=Drosophila melanogaster GN=CG1646 PE=1 SV=153.20 0.00

TRINITY_DN50178_c0_g2sp|P50998|AMPD_SCHPOada1 AMP deaminase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ada1 PE=1 SV=353.20 0.00

TRINITY_DN52580_c1_g1sp|Q8GY89|SRX_ARATHSRX Sulfiredoxin, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=SRX PE=1 SV=153.20 0.00

TRINITY_DN54081_c0_g1sp|Q8YH20|NDVA_BRUMEndvA Beta-(1-->2)glucan export ATP-binding/permease protein NdvA OS=Brucella melitensis biotype 1 (strain 16M / ATCC 23456 / NCTC 10094) GN=ndvA PE=3 SV=153.20 0.00

TRINITY_DN25239_c0_g1sp|P49378|XYL1_KLULAXYL1 NAD(P)H-dependent D-xylose reductase OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=XYL1 PE=3 SV=153.10 0.00

TRINITY_DN31036_c0_g1sp|Q5XTY7|RL17_FELCARPL17 60S ribosomal protein L17 OS=Felis catus GN=RPL17 PE=2 SV=353.10 0.00

TRINITY_DN31330_c0_g2sp|P13663|DHAS_YEASTHOM2 Aspartate-semialdehyde dehydrogenase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HOM2 PE=1 SV=153.10 0.00

TRINITY_DN34436_c0_g1sp|Q94AX4|DLD_ARATHDLD D-lactate dehydrogenase [cytochrome], mitochondrial OS=Arabidopsis thaliana GN=DLD PE=1 SV=153.10 0.00

TRINITY_DN34736_c0_g3sp|Q54DA1|NC2A_DICDIdrap1 Dr1-associated corepressor homolog OS=Dictyostelium discoideum GN=drap1 PE=3 SV=153.10 0.00

TRINITY_DN35416_c0_g5sp|Q54F23|MROH1_DICDImroh1 Maestro heat-like repeat-containing protein family member 1 OS=Dictyostelium discoideum GN=mroh1 PE=4 SV=153.10 0.00

TRINITY_DN35463_c0_g1sp|Q8R753|KPRS_CALS4prs Ribose-phosphate pyrophosphokinase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=prs PE=3 SV=153.10 0.00

TRINITY_DN36177_c0_g3sp|Q9STT5|AB7A_ARATHABCA7 ABC transporter A family member 7 OS=Arabidopsis thaliana GN=ABCA7 PE=3 SV=253.10 0.00

TRINITY_DN37428_c0_g3sp|Q8LPK0|AB8A_ARATHABCA8 ABC transporter A family member 8 OS=Arabidopsis thaliana GN=ABCA8 PE=2 SV=353.10 0.00

TRINITY_DN38004_c1_g8sp|P49633|RL40_ACACA- Ubiquitin-60S ribosomal protein L40 OS=Acanthamoeba castellanii PE=2 SV=253.10 0.00

TRINITY_DN38602_c0_g2sp|P41216|ACSL1_MOUSEAcsl1 Long-chain-fatty-acid--CoA ligase 1 OS=Mus musculus GN=Acsl1 PE=1 SV=253.10 0.00

TRINITY_DN39584_c1_g4sp|Q72BE3|GLUQ_DESVHgluQ Glutamyl-Q tRNA(Asp) synthetase OS=Desulfovibrio vulgaris (strain Hildenborough / ATCC 29579 / DSM 644 / NCIMB 8303) GN=gluQ PE=3 SV=153.10 0.00

TRINITY_DN41494_c0_g8sp|P34213|RAB6A_CAEELrab-6.1 Ras-related protein Rab-6.1 OS=Caenorhabditis elegans GN=rab-6.1 PE=3 SV=153.10 0.00

TRINITY_DN41655_c0_g3sp|O49313|NDADB_ARATHAt2g33220NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 13-B OS=Arabidopsis thaliana GN=At2g33220 PE=2 SV=153.10 0.00

TRINITY_DN42824_c0_g4sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=253.10 0.00

TRINITY_DN43056_c1_g4sp|Q9C774|PSD7B_ARATHRPN8B 26S proteasome non-ATPase regulatory subunit 7 homolog B OS=Arabidopsis thaliana GN=RPN8B PE=1 SV=153.10 0.00

TRINITY_DN43078_c0_g5sp|P46272|TBP_ACEPE- TATA-box-binding protein OS=Acetabularia peniculus PE=2 SV=153.10 0.00

TRINITY_DN43971_c0_g8sp|Q9SGY1|AB10B_ARATHABCB10 ABC transporter B family member 10 OS=Arabidopsis thaliana GN=ABCB10 PE=1 SV=253.10 0.00

TRINITY_DN44713_c1_g3sp|Q6PIW4|FIGL1_HUMANFIGNL1 Fidgetin-like protein 1 OS=Homo sapiens GN=FIGNL1 PE=1 SV=253.10 0.00

TRINITY_DN44922_c0_g6sp|P0DJ54|RL24_TETTSRPL24 60S ribosomal protein L24 OS=Tetrahymena thermophila (strain SB210) GN=RPL24 PE=1 SV=153.10 0.00

TRINITY_DN45059_c0_g2sp|Q9FGP9|RER1_ARATHRER1 Protein RETICULATA-RELATED 1, chloroplastic OS=Arabidopsis thaliana GN=RER1 PE=1 SV=153.10 0.00

TRINITY_DN45986_c0_g3sp|Q8RWW1|TMN10_ARATHTMN10 Transmembrane 9 superfamily member 10 OS=Arabidopsis thaliana GN=TMN10 PE=2 SV=153.10 0.00

TRINITY_DN46528_c1_g2sp|Q5M729|ODP23_ARATHAt1g54220Dihydrolipoyllysine-residue acetyltransferase component 3 of pyruvate dehydrogenase complex, mitochondrial OS=Arabidopsis thaliana GN=At1g54220 PE=1 SV=153.10 0.00

TRINITY_DN46808_c0_g4sp|A3DJE3|PCKG_CLOTHpckG Phosphoenolpyruvate carboxykinase [GTP] OS=Clostridium thermocellum (strain ATCC 27405 / DSM 1237 / NBRC 103400 / NCIMB 10682 / NRRL B-4536 / VPI 7372) GN=pckG PE=3 SV=153.10 0.00

TRINITY_DN47246_c0_g1sp|Q4R649|BBS5_MACFABBS5 Bardet-Biedl syndrome 5 protein homolog OS=Macaca fascicularis GN=BBS5 PE=2 SV=253.10 0.00

TRINITY_DN48975_c0_g1sp|Q55AX0|DLPC_DICDIdlpC Dynamin-like protein C OS=Dictyostelium discoideum GN=dlpC PE=2 SV=253.10 0.00

TRINITY_DN50008_c0_g1sp|Q96329|ACOX4_ARATHACX4 Acyl-coenzyme A oxidase 4, peroxisomal OS=Arabidopsis thaliana GN=ACX4 PE=1 SV=153.10 0.00

TRINITY_DN50690_c0_g2sp|Q54YS0|Y8111_DICDIDDB_G0278111DNA-binding protein DDB_G0278111 OS=Dictyostelium discoideum GN=DDB_G0278111 PE=3 SV=253.10 0.00

TRINITY_DN50947_c1_g1sp|O80842|CFTSY_ARATHCPFTSY Cell division protein FtsY homolog, chloroplastic OS=Arabidopsis thaliana GN=CPFTSY PE=1 SV=253.10 0.00

TRINITY_DN51095_c0_g2sp|D7SFH9|LRL26_ARATHLRK10L-2.6Protein SUPPRESSOR OF NPR1-1 CONSTITUTIVE 4 OS=Arabidopsis thaliana GN=LRK10L-2.6 PE=1 SV=153.10 0.00

TRINITY_DN51636_c0_g6sp|Q7X2S8|CLPB_MEIRUclpB Chaperone protein ClpB OS=Meiothermus ruber GN=clpB PE=3 SV=153.10 0.00

TRINITY_DN51778_c1_g1sp|Q01401|GLGB_ORYSJSBE1 1,4-alpha-glucan-branching enzyme, chloroplastic/amyloplastic OS=Oryza sativa subsp. japonica GN=SBE1 PE=1 SV=253.10 0.00

TRINITY_DN7234_c0_g2sp|Q9SUI5|PSAK_ARATHPSAK Photosystem I reaction center subunit psaK, chloroplastic OS=Arabidopsis thaliana GN=PSAK PE=2 SV=253.10 0.00

TRINITY_DN19485_c0_g1sp|Q56Y11|DDPS2_ARATHAt5g58770Dehydrodolichyl diphosphate synthase 2 OS=Arabidopsis thaliana GN=At5g58770 PE=2 SV=253.00 0.00

TRINITY_DN21536_c0_g1sp|A8PTG4|DUS3_MALGODUS3 tRNA-dihydrouridine(47) synthase [NAD(P)(+)] OS=Malassezia globosa (strain ATCC MYA-4612 / CBS 7966) GN=DUS3 PE=3 SV=153.00 0.00

TRINITY_DN29637_c0_g1sp|Q1WCC0|CRIPT_ICTPUcript Cysteine-rich PDZ-binding protein OS=Ictalurus punctatus GN=cript PE=3 SV=153.00 0.00

TRINITY_DN33574_c0_g1sp|P45484|FTSZ2_RHIMEftsZ2 Cell division protein FtsZ 2 OS=Rhizobium meliloti (strain 1021) GN=ftsZ2 PE=3 SV=253.00 0.00

TRINITY_DN34830_c0_g2sp|A8K2U0|A2ML1_HUMANA2ML1 Alpha-2-macroglobulin-like protein 1 OS=Homo sapiens GN=A2ML1 PE=1 SV=353.00 0.00

TRINITY_DN35123_c0_g3sp|Q54IA0|COX19_DICDIcox19 Cytochrome c oxidase assembly protein COX19 OS=Dictyostelium discoideum GN=cox19 PE=3 SV=153.00 0.00

TRINITY_DN35757_c1_g4sp|Q6P963|GLO2_DANREhagh Hydroxyacylglutathione hydrolase, mitochondrial OS=Danio rerio GN=hagh PE=2 SV=253.00 0.00

TRINITY_DN37459_c0_g4sp|Q4WVH3|SPB1_ASPFUspb1 AdoMet-dependent rRNA methyltransferase spb1 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=spb1 PE=3 SV=153.00 0.00

TRINITY_DN39474_c0_g5sp|Q8BMF4|ODP2_MOUSEDlat Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Mus musculus GN=Dlat PE=1 SV=253.00 0.00

TRINITY_DN40058_c0_g8sp|Q9LZ57|RL363_ARATHRPL36C 60S ribosomal protein L36-3 OS=Arabidopsis thaliana GN=RPL36C PE=3 SV=153.00 0.00

TRINITY_DN41475_c0_g3sp|Q86IX1|DST1_DICDIdst1 Serine/threonine-protein kinase dst1 OS=Dictyostelium discoideum GN=dst1 PE=3 SV=153.00 0.00

TRINITY_DN42661_c0_g2sp|Q5ZIW1|PEO1_CHICKPEO1 Twinkle protein, mitochondrial OS=Gallus gallus GN=PEO1 PE=2 SV=153.00 0.00



TRINITY_DN42729_c0_g1sp|P52922|LKHA4_DICDIlkhA Leukotriene A-4 hydrolase homolog OS=Dictyostelium discoideum GN=lkhA PE=2 SV=253.00 0.00

TRINITY_DN44188_c0_g1sp|Q9C5R8|BAS1B_ARATHAt5g062902-Cys peroxiredoxin BAS1-like, chloroplastic OS=Arabidopsis thaliana GN=At5g06290 PE=2 SV=353.00 0.00

TRINITY_DN47060_c0_g1sp|Q94AC1|STR6_ARATHSTR6 Rhodanese-like domain-containing protein 6 OS=Arabidopsis thaliana GN=STR6 PE=2 SV=153.00 0.00

TRINITY_DN47060_c0_g2sp|Q9HGX4|H2A_AGABI- Histone H2A OS=Agaricus bisporus PE=2 SV=353.00 0.00

TRINITY_DN47198_c0_g1sp|A8J6X7|PCDP1_CHLRECFAP221 Cilia- and flagella-associated protein 221 homolog OS=Chlamydomonas reinhardtii GN=CFAP221 PE=1 SV=153.00 0.00

TRINITY_DN48328_c0_g2sp|Q54DE8|PSNB_DICDIpsenB Presenilin-B OS=Dictyostelium discoideum GN=psenB PE=3 SV=153.00 0.00

TRINITY_DN48815_c0_g2sp|P93107|PF20_CHLREPF20 Flagellar WD repeat-containing protein Pf20 OS=Chlamydomonas reinhardtii GN=PF20 PE=2 SV=153.00 0.00

TRINITY_DN49167_c1_g4sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=353.00 0.00

TRINITY_DN52215_c2_g1sp|A8J1V4|CFA44_CHLRECFAP44 Cilia- and flagella-associated protein 44 OS=Chlamydomonas reinhardtii GN=CFAP44 PE=1 SV=153.00 0

TRINITY_DN52590_c1_g4sp|Q10166|YAUB_SCHPOSPAC26A3.11Hydrolase C26A3.11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC26A3.11 PE=3 SV=153.00 0.00

TRINITY_DN53508_c0_g1sp|Q39604|IDLC_CHLREIDA4 28 kDa inner dynein arm light chain, axonemal OS=Chlamydomonas reinhardtii GN=IDA4 PE=1 SV=153.00 0.00

TRINITY_DN53518_c0_g1sp|P0AF49|YJBQ_ECO57yjbQ UPF0047 protein YjbQ OS=Escherichia coli O157:H7 GN=yjbQ PE=3 SV=153.00 0.00

TRINITY_DN12825_c0_g2sp|Q6NYL5|ALAT2_DANREgpt2l Alanine aminotransferase 2-like OS=Danio rerio GN=gpt2l PE=2 SV=252.90 0.00

TRINITY_DN13233_c0_g1sp|Q05974|RAB1A_LYMSTRAB1A Ras-related protein Rab-1A OS=Lymnaea stagnalis GN=RAB1A PE=2 SV=152.90 0.00

TRINITY_DN2266_c0_g1sp|Q9D187|MIP18_MOUSEFam96b Mitotic spindle-associated MMXD complex subunit MIP18 OS=Mus musculus GN=Fam96b PE=1 SV=152.90 0.00

TRINITY_DN27760_c0_g1sp|Q8NCM8|DYHC2_HUMANDYNC2H1 Cytoplasmic dynein 2 heavy chain 1 OS=Homo sapiens GN=DYNC2H1 PE=1 SV=452.90 0.00

TRINITY_DN30566_c0_g1sp|P49098|CYB5_TOBAC- Cytochrome b5 OS=Nicotiana tabacum PE=2 SV=152.90 0.00

TRINITY_DN30609_c0_g1sp|Q42891|LGUL_SOLLCGLX1 Lactoylglutathione lyase OS=Solanum lycopersicum GN=GLX1 PE=2 SV=152.90 0.00

TRINITY_DN34746_c1_g3sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=252.90 0.00

TRINITY_DN35644_c0_g1sp|Q9FFK8|NFXL2_ARATHNFXL2 NF-X1-type zinc finger protein NFXL2 OS=Arabidopsis thaliana GN=NFXL2 PE=1 SV=252.90 0.00

TRINITY_DN35957_c0_g3sp|Q6CDM0|KYNU_YARLIBNA5 Kynureninase OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=BNA5 PE=3 SV=152.90 0.00

TRINITY_DN36279_c0_g4sp|Q2KID4|DNAL1_BOVINDNAL1 Dynein light chain 1, axonemal OS=Bos taurus GN=DNAL1 PE=2 SV=152.90 0.00

TRINITY_DN36826_c1_g1sp|Q820S0|SERC_NITEUserC Phosphoserine aminotransferase OS=Nitrosomonas europaea (strain ATCC 19718 / CIP 103999 / KCTC 2705 / NBRC 14298) GN=serC PE=3 SV=152.90 0.00

TRINITY_DN36846_c0_g7sp|Q9CPU4|MGST3_MOUSEMgst3 Microsomal glutathione S-transferase 3 OS=Mus musculus GN=Mgst3 PE=1 SV=152.90 0.00

TRINITY_DN36974_c0_g1sp|B8G643|PANC_CHLADpanC Pantothenate synthetase OS=Chloroflexus aggregans (strain MD-66 / DSM 9485) GN=panC PE=3 SV=152.90 0.00

TRINITY_DN37166_c0_g3sp|Q86H36|RPA1_DICDIpolr1a DNA-directed RNA polymerase I subunit rpa1 OS=Dictyostelium discoideum GN=polr1a PE=3 SV=152.90 0.00

TRINITY_DN37394_c0_g8sp|Q6F9Y2|UNG_ACIADung Uracil-DNA glycosylase OS=Acinetobacter baylyi (strain ATCC 33305 / BD413 / ADP1) GN=ung PE=3 SV=152.90 0.00

TRINITY_DN37414_c0_g5sp|O94823|AT10B_HUMANATP10B Probable phospholipid-transporting ATPase VB OS=Homo sapiens GN=ATP10B PE=2 SV=252.90 0.00

TRINITY_DN37682_c3_g9sp|O22145|OSGP2_ARATHGCP1 Probable tRNA N6-adenosine threonylcarbamoyltransferase, mitochondrial OS=Arabidopsis thaliana GN=GCP1 PE=2 SV=252.90 0.00

TRINITY_DN37878_c0_g3sp|P73655|SYW_SYNY3trpS Tryptophan--tRNA ligase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=trpS PE=3 SV=252.90 0.00

TRINITY_DN38266_c0_g2sp|P43508|CPR4_CAEELcpr-4 Cathepsin B-like cysteine proteinase 4 OS=Caenorhabditis elegans GN=cpr-4 PE=2 SV=152.90 0.00

TRINITY_DN39026_c0_g2sp|Q1ED21|NR2CA_DANREnr2c2ap Nuclear receptor 2C2-associated protein OS=Danio rerio GN=nr2c2ap PE=2 SV=152.90 0.00

TRINITY_DN39246_c0_g1sp|Q05024|TRI1_YEASTTRI1 Protein TRI1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRI1 PE=1 SV=152.90 0.00

TRINITY_DN39782_c1_g7sp|A2YX04|SPL15_ORYSISPL15 Squamosa promoter-binding-like protein 15 OS=Oryza sativa subsp. indica GN=SPL15 PE=2 SV=152.90 0.00

TRINITY_DN39797_c0_g5sp|Q502I6|NB5R4_DANREcyb5r4 Cytochrome b5 reductase 4 OS=Danio rerio GN=cyb5r4 PE=2 SV=152.90 0.00

TRINITY_DN40242_c1_g3sp|C6DI71|TATD_PECCPtatD 3'-5' ssDNA/RNA exonuclease TatD OS=Pectobacterium carotovorum subsp. carotovorum (strain PC1) GN=tatD PE=3 SV=152.90 0.00

TRINITY_DN41028_c0_g1sp|F4HT41|SAMC2_ARATHSAMC2 Probable S-adenosylmethionine carrier 2, chloroplastic OS=Arabidopsis thaliana GN=SAMC2 PE=2 SV=152.90 0.00

TRINITY_DN41047_c0_g6sp|Q7KWM9|IUNH_DICDIiunH Inosine-uridine-preferring nucleoside hydrolase homolog OS=Dictyostelium discoideum GN=iunH PE=3 SV=152.90 0.00

TRINITY_DN41071_c1_g3sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=152.90 0.00

TRINITY_DN41206_c0_g4sp|Q6L4S0|DDB1_ORYSJDBB1 DNA damage-binding protein 1 OS=Oryza sativa subsp. japonica GN=DBB1 PE=1 SV=152.90 0.00

TRINITY_DN41684_c0_g5sp|P42749|UBC5_ARATHUBC5 Ubiquitin-conjugating enzyme E2 5 OS=Arabidopsis thaliana GN=UBC5 PE=2 SV=252.90 0.00

TRINITY_DN42472_c1_g4sp|Q940Y8|KN13B_ARATHKIN13B Kinesin-like protein KIN-13B OS=Arabidopsis thaliana GN=KIN13B PE=1 SV=152.90 0.00

TRINITY_DN42653_c0_g3sp|Q54QQ0|IMDH_DICDIimpdh Inosine-5'-monophosphate dehydrogenase OS=Dictyostelium discoideum GN=impdh PE=1 SV=152.90 0.00

TRINITY_DN43069_c0_g2sp|Q7G193|ALDO1_ARATHAAO1 Indole-3-acetaldehyde oxidase OS=Arabidopsis thaliana GN=AAO1 PE=1 SV=252.90 0.00

TRINITY_DN43949_c0_g1sp|B9MJU0|MUTS_CALBDmutS DNA mismatch repair protein MutS OS=Caldicellulosiruptor bescii (strain ATCC BAA-1888 / DSM 6725 / Z-1320) GN=mutS PE=3 SV=152.90 0.00

TRINITY_DN44031_c1_g1sp|Q9SAH0|MRS2A_ARATHMRS2-10 Magnesium transporter MRS2-10 OS=Arabidopsis thaliana GN=MRS2-10 PE=2 SV=152.90 0.00

TRINITY_DN44036_c0_g4sp|Q7DNA1|CHI2_ORYSJCht2 Chitinase 2 OS=Oryza sativa subsp. japonica GN=Cht2 PE=1 SV=152.90 0.00

TRINITY_DN44878_c1_g8sp|Q55CD9|NDH_DICDIDDB_G0270104Probable NADH dehydrogenase OS=Dictyostelium discoideum GN=DDB_G0270104 PE=3 SV=252.90 0.00

TRINITY_DN45065_c1_g2sp|Q27513|C13A4_CAEELcyp-13A4Putative cytochrome P450 CYP13A4 OS=Caenorhabditis elegans GN=cyp-13A4 PE=3 SV=152.90 0.00

TRINITY_DN45826_c1_g10sp|P61422|THIED_GEOSLthiDE Thiamine biosynthesis bifunctional protein ThiED OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=thiDE PE=3 SV=152.90 0.00

TRINITY_DN46303_c0_g3sp|Q54VJ0|ABCC2_DICDIabcC2 ABC transporter C family member 2 OS=Dictyostelium discoideum GN=abcC2 PE=3 SV=152.90 0.00

TRINITY_DN46791_c1_g2sp|A0Q1R3|DNAJ_CLONNdnaJ Chaperone protein DnaJ OS=Clostridium novyi (strain NT) GN=dnaJ PE=3 SV=152.90 0.00

TRINITY_DN46938_c1_g1sp|P93014|RR5_ARATHrps5 30S ribosomal protein S5, chloroplastic OS=Arabidopsis thaliana GN=rps5 PE=2 SV=152.90 0.00

TRINITY_DN47041_c0_g1sp|Q7SYC9|CTL2_DANREslc44a2 Choline transporter-like protein 2 OS=Danio rerio GN=slc44a2 PE=2 SV=152.90 0.00

TRINITY_DN49097_c0_g1sp|Q9SB00|PHR_ARATHPHR1 Deoxyribodipyrimidine photo-lyase OS=Arabidopsis thaliana GN=PHR1 PE=2 SV=152.90 0.00

TRINITY_DN49462_c1_g1sp|Q8L611|SC31B_ARATHSEC31B Protein transport protein SEC31 homolog B OS=Arabidopsis thaliana GN=SEC31B PE=1 SV=152.90 0.00



TRINITY_DN50047_c0_g2sp|Q54IK1|RRAGA_DICDIragA Ras-related GTP-binding protein A OS=Dictyostelium discoideum GN=ragA PE=2 SV=152.90 0.00

TRINITY_DN50130_c0_g3sp|Q9JJ59|ABCB9_MOUSEAbcb9 ATP-binding cassette sub-family B member 9 OS=Mus musculus GN=Abcb9 PE=2 SV=152.90 0.00

TRINITY_DN50951_c0_g8sp|Q13395|TARB1_HUMANTARBP1 Probable methyltransferase TARBP1 OS=Homo sapiens GN=TARBP1 PE=1 SV=152.90 0.00

TRINITY_DN51219_c0_g1sp|Q5SNN4|C3H40_ORYSJOs06g0170500Zinc finger CCCH domain-containing protein 40 OS=Oryza sativa subsp. japonica GN=Os06g0170500 PE=2 SV=152.90 0.00

TRINITY_DN53818_c0_g1sp|Q27562|PSA1_DICDIpsmA1 Proteasome subunit alpha type-1 OS=Dictyostelium discoideum GN=psmA1 PE=3 SV=152.90 0.00

TRINITY_DN6786_c0_g1sp|Q9Y394|DHRS7_HUMANDHRS7 Dehydrogenase/reductase SDR family member 7 OS=Homo sapiens GN=DHRS7 PE=1 SV=152.90 0.00

TRINITY_DN9418_c0_g1sp|Q43266|PCNA_MAIZEPCNA Proliferating cell nuclear antigen OS=Zea mays GN=PCNA PE=2 SV=152.90 0.00

TRINITY_DN12471_c1_g1sp|Q40541|NPK1_TOBACNPK1 Mitogen-activated protein kinase kinase kinase NPK1 OS=Nicotiana tabacum GN=NPK1 PE=1 SV=152.80 0.00

TRINITY_DN216_c0_g1sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=252.80 0.00

TRINITY_DN27582_c0_g1sp|P32455|GBP1_HUMANGBP1 Guanylate-binding protein 1 OS=Homo sapiens GN=GBP1 PE=1 SV=252.80 0.00

TRINITY_DN30229_c0_g1sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=152.80 0.00

TRINITY_DN32716_c0_g1sp|Q9NEW6|RSP3_CAEELrsp-3 Probable splicing factor, arginine/serine-rich 3 OS=Caenorhabditis elegans GN=rsp-3 PE=1 SV=252.80 0.00

TRINITY_DN34703_c0_g2sp|Q69K55|HAL3_ORYSJHAL3 Phosphopantothenoylcysteine decarboxylase OS=Oryza sativa subsp. japonica GN=HAL3 PE=1 SV=152.80 0.00

TRINITY_DN35164_c0_g1sp|Q17031|CDC42_ANOGACdc42 Cdc42 homolog OS=Anopheles gambiae GN=Cdc42 PE=2 SV=252.80 0.00

TRINITY_DN35439_c1_g5sp|Q9FKF2|AB11A_ARATHABCA11 ABC transporter A family member 11 OS=Arabidopsis thaliana GN=ABCA11 PE=3 SV=152.80 0.00

TRINITY_DN36165_c0_g4sp|Q9NR20|DYRK4_HUMANDYRK4 Dual specificity tyrosine-phosphorylation-regulated kinase 4 OS=Homo sapiens GN=DYRK4 PE=1 SV=252.80 0.00

TRINITY_DN37078_c0_g1sp|Q9SS90|RGLG1_ARATHRGLG1 E3 ubiquitin-protein ligase RGLG1 OS=Arabidopsis thaliana GN=RGLG1 PE=1 SV=152.80 0.00

TRINITY_DN37193_c0_g6sp|A6QR46|RAB6B_BOVINRAB6B Ras-related protein Rab-6B OS=Bos taurus GN=RAB6B PE=2 SV=152.80 0.00

TRINITY_DN37767_c0_g13sp|Q9C5J7|PFKA7_ARATHPFK7 ATP-dependent 6-phosphofructokinase 7 OS=Arabidopsis thaliana GN=PFK7 PE=1 SV=152.80 0.00

TRINITY_DN38768_c0_g8sp|Q9LT78|RD21C_ARATHRD21C Probable cysteine protease RD21C OS=Arabidopsis thaliana GN=RD21C PE=1 SV=152.80 0.00

TRINITY_DN39689_c0_g2sp|P15112|EF2_DICDIefbA Elongation factor 2 OS=Dictyostelium discoideum GN=efbA PE=1 SV=252.80 0.00

TRINITY_DN39717_c2_g2sp|Q0WW26|COPG_ARATHAt4g34450Coatomer subunit gamma OS=Arabidopsis thaliana GN=At4g34450 PE=1 SV=252.80 0.00

TRINITY_DN39990_c0_g7sp|Q08257|QOR_HUMANCRYZ Quinone oxidoreductase OS=Homo sapiens GN=CRYZ PE=1 SV=152.80 0.00

TRINITY_DN40544_c0_g1sp|Q7DLR9|PSB4_ARATHPBG1 Proteasome subunit beta type-4 OS=Arabidopsis thaliana GN=PBG1 PE=1 SV=252.80 0.00

TRINITY_DN41685_c0_g3sp|Q14147|DHX34_HUMANDHX34 Probable ATP-dependent RNA helicase DHX34 OS=Homo sapiens GN=DHX34 PE=1 SV=252.80 0.00

TRINITY_DN41877_c1_g4sp|P23612|SYWC_RABITWARS Tryptophan--tRNA ligase, cytoplasmic OS=Oryctolagus cuniculus GN=WARS PE=2 SV=352.80 0.00

TRINITY_DN42765_c0_g11sp|Q95UJ0|RAB7A_PAROTRab7a Ras-related protein Rab-7a OS=Paramecium octaurelia GN=Rab7a PE=1 SV=252.80 0.00

TRINITY_DN43317_c0_g1sp|B4FHU1|ZCIS_MAIZE- 15-cis-zeta-carotene isomerase, chloroplastic OS=Zea mays PE=1 SV=152.80 0.00

TRINITY_DN43338_c1_g4sp|G0SEV9|RLI1_CHATDRLI1 Translation initiation factor RLI1 OS=Chaetomium thermophilum (strain DSM 1495 / CBS 144.50 / IMI 039719) GN=RLI1 PE=3 SV=252.80 0.00

TRINITY_DN43644_c1_g3sp|Q8L3Z8|FZR2_ARATHFZR2 Protein FIZZY-RELATED 2 OS=Arabidopsis thaliana GN=FZR2 PE=1 SV=152.80 0.00

TRINITY_DN44630_c1_g1sp|Q8CFQ3|AQR_MOUSEAqr Intron-binding protein aquarius OS=Mus musculus GN=Aqr PE=1 SV=252.80 0.00

TRINITY_DN44920_c0_g1sp|F4IM84|DEXH5_ARATHAt2g01130DExH-box ATP-dependent RNA helicase DExH5, mitochondrial OS=Arabidopsis thaliana GN=At2g01130 PE=3 SV=152.80 0.00

TRINITY_DN45272_c0_g8sp|Q9ZTN2|ERD2_PETHYERD2 ER lumen protein-retaining receptor OS=Petunia hybrida GN=ERD2 PE=2 SV=152.80 0.00

TRINITY_DN46018_c1_g4sp|Q7T3A4|RAB13_DANRErab13 Ras-related protein Rab-13 OS=Danio rerio GN=rab13 PE=1 SV=152.80 0.00

TRINITY_DN46977_c0_g1sp|Q9SE94|MTHR1_MAIZE- Methylenetetrahydrofolate reductase 1 OS=Zea mays PE=2 SV=152.80 0.00

TRINITY_DN47019_c0_g3sp|Q54VS1|ISCA1_DICDIisca1 Iron-sulfur cluster assembly 1 homolog, mitochondrial OS=Dictyostelium discoideum GN=isca1 PE=3 SV=152.80 0.00

TRINITY_DN47034_c0_g1sp|O95405|ZFYV9_HUMANZFYVE9 Zinc finger FYVE domain-containing protein 9 OS=Homo sapiens GN=ZFYVE9 PE=1 SV=252.80 0.00

TRINITY_DN47290_c1_g1sp|Q1RJU4|IDH_RICBRicd Isocitrate dehydrogenase [NADP] OS=Rickettsia bellii (strain RML369-C) GN=icd PE=3 SV=152.80 0.00

TRINITY_DN47740_c0_g1sp|Q54SY2|NVL_DICDInvl Putative ribosome biogenesis ATPase nvl OS=Dictyostelium discoideum GN=nvl PE=3 SV=152.80 0.00

TRINITY_DN48189_c0_g1sp|Q9FMH8|RD21B_ARATHRD21B Probable cysteine protease RD21B OS=Arabidopsis thaliana GN=RD21B PE=1 SV=152.80 0.00

TRINITY_DN48298_c0_g1sp|Q9FYA6|BCAT5_ARATHBCAT5 Branched-chain-amino-acid aminotransferase 5, chloroplastic OS=Arabidopsis thaliana GN=BCAT5 PE=1 SV=152.80 0.00

TRINITY_DN48497_c0_g2sp|Q9LYU8|AK1_ARATHAK1 Aspartokinase 1, chloroplastic OS=Arabidopsis thaliana GN=AK1 PE=1 SV=152.80 0.00

TRINITY_DN48632_c0_g1sp|Q9WX37|RBPE_NOSS1rbpE Putative RNA-binding protein RbpE OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=rbpE PE=3 SV=352.80 0.00

TRINITY_DN49040_c0_g6sp|Q8H1Q1|TL203_ARATHTL20.3 Thylakoid lumenal protein TL20.3, chloroplastic OS=Arabidopsis thaliana GN=TL20.3 PE=1 SV=152.80 0.00

TRINITY_DN50256_c0_g4sp|P05659|MYSN_ACACA- Myosin-2 heavy chain, non muscle OS=Acanthamoeba castellanii PE=3 SV=152.80 0.00

TRINITY_DN50798_c0_g6sp|P53689|ACT_PHARH- Actin OS=Phaffia rhodozyma PE=3 SV=152.80 0.00

TRINITY_DN51245_c1_g1sp|A8MS68|PLPD1_ARATHLPD1 Dihydrolipoyl dehydrogenase 1, chloroplastic OS=Arabidopsis thaliana GN=LPD1 PE=2 SV=152.80 0.00

TRINITY_DN51509_c0_g4sp|Q9SF47|PAH1_ARATHPAH1 Phosphatidate phosphatase PAH1 OS=Arabidopsis thaliana GN=PAH1 PE=1 SV=152.80 0.00

TRINITY_DN51557_c0_g1sp|Q8W1X2|PDXK_ARATHPK Pyridoxal kinase OS=Arabidopsis thaliana GN=PK PE=1 SV=252.80 0.00

TRINITY_DN51754_c1_g1sp|Q9P225|DYH2_HUMANDNAH2 Dynein heavy chain 2, axonemal OS=Homo sapiens GN=DNAH2 PE=2 SV=352.80 0.00

TRINITY_DN51792_c0_g6sp|Q9FIK7|THIC2_ARATHAt5g47720Probable acetyl-CoA acetyltransferase, cytosolic 2 OS=Arabidopsis thaliana GN=At5g47720 PE=2 SV=152.80 0.00

TRINITY_DN52086_c1_g1sp|Q6AUV1|XDH_ORYSJXDH Xanthine dehydrogenase OS=Oryza sativa subsp. japonica GN=XDH PE=2 SV=152.80 0

TRINITY_DN14647_c0_g1sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=152.70 0.00

TRINITY_DN14939_c0_g1sp|P53370|NUDT6_HUMANNUDT6 Nucleoside diphosphate-linked moiety X motif 6 OS=Homo sapiens GN=NUDT6 PE=1 SV=252.70 0.00

TRINITY_DN16929_c0_g1sp|Q9SKX0|AB13C_ARATHABCC13 ABC transporter C family member 13 OS=Arabidopsis thaliana GN=ABCC13 PE=2 SV=352.70 0.00

TRINITY_DN22298_c0_g1sp|Q9ZRF1|MTDH_FRAANCAD Probable mannitol dehydrogenase OS=Fragaria ananassa GN=CAD PE=2 SV=152.70 0.00



TRINITY_DN2262_c0_g1sp|Q5U252|UBP47_XENLAusp47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Xenopus laevis GN=usp47 PE=2 SV=152.70 0.00

TRINITY_DN23886_c0_g1sp|Q9M8R4|DJ1D_ARATHDJ1D Protein DJ-1 homolog D OS=Arabidopsis thaliana GN=DJ1D PE=1 SV=152.70 0.00

TRINITY_DN25452_c0_g1sp|Q10Q47|CYT7_ORYSJOs03g0210100Putative cysteine proteinase inhibitor 7 OS=Oryza sativa subsp. japonica GN=Os03g0210100 PE=3 SV=152.70 0.00

TRINITY_DN30353_c0_g2sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=152.70 0.00

TRINITY_DN31279_c0_g1sp|Q86KK2|FHIT_DICDIfhit Bis(5'-adenosyl)-triphosphatase OS=Dictyostelium discoideum GN=fhit PE=3 SV=152.70 0.00

TRINITY_DN31791_c0_g2sp|Q0VFV7|KCTD7_DANREkctd7 BTB/POZ domain-containing protein KCTD7 OS=Danio rerio GN=kctd7 PE=2 SV=252.70 0.00

TRINITY_DN32011_c0_g1sp|Q9NR30|DDX21_HUMANDDX21 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=552.70 0.00

TRINITY_DN33227_c0_g1sp|Q9LV09|BOB1_ARATHBOB1 Protein BOBBER 1 OS=Arabidopsis thaliana GN=BOB1 PE=1 SV=152.70 0.00

TRINITY_DN33676_c0_g1sp|O60952|LIME_DICDIlimE LIM domain-containing protein E OS=Dictyostelium discoideum GN=limE PE=1 SV=152.70 0.00

TRINITY_DN34142_c0_g1sp|Q54YG5|TPPC5_DICDItrappc5 Trafficking protein particle complex subunit 5 OS=Dictyostelium discoideum GN=trappc5 PE=3 SV=152.70 0.00

TRINITY_DN35570_c0_g3sp|Q32PI9|MPZL1_BOVINMPZL1 Myelin protein zero-like protein 1 OS=Bos taurus GN=MPZL1 PE=2 SV=152.70 0.00

TRINITY_DN36100_c0_g5sp|O35600|ABCA4_MOUSEAbca4 Retinal-specific ATP-binding cassette transporter OS=Mus musculus GN=Abca4 PE=2 SV=152.70 0.00

TRINITY_DN36171_c0_g1sp|P09406|RU17_XENLAsnrnp70 U1 small nuclear ribonucleoprotein 70 kDa OS=Xenopus laevis GN=snrnp70 PE=2 SV=152.70 0.00

TRINITY_DN36436_c0_g4sp|P04770|GLNA1_PHAVU- Glutamine synthetase PR-1 OS=Phaseolus vulgaris PE=2 SV=152.70 0.00

TRINITY_DN37293_c0_g9sp|Q640V9|TATD1_XENLAtatdn1 Putative deoxyribonuclease TATDN1 OS=Xenopus laevis GN=tatdn1 PE=2 SV=152.70 0.00

TRINITY_DN37879_c0_g4sp|P79051|RHP16_SCHPOrhp16 ATP-dependent helicase rhp16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rhp16 PE=3 SV=252.70 0.00

TRINITY_DN39075_c0_g6sp|Q1DDU5|KYNU_MYXXDkynU Kynureninase OS=Myxococcus xanthus (strain DK 1622) GN=kynU PE=3 SV=152.70 0.00

TRINITY_DN39253_c0_g5sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=152.70 0.00

TRINITY_DN40196_c0_g3sp|Q3SZ71|MPPB_BOVINPMPCB Mitochondrial-processing peptidase subunit beta OS=Bos taurus GN=PMPCB PE=2 SV=152.70 0.00

TRINITY_DN40231_c1_g10sp|P40792|RAC1_DROMERac1 Ras-related protein Rac1 OS=Drosophila melanogaster GN=Rac1 PE=1 SV=252.70 0.00

TRINITY_DN41160_c0_g13sp|Q16566|KCC4_HUMANCAMK4 Calcium/calmodulin-dependent protein kinase type IV OS=Homo sapiens GN=CAMK4 PE=1 SV=152.70 0.00

TRINITY_DN41278_c0_g1sp|P29763|RLA1_CHLRE- 60S acidic ribosomal protein P1 OS=Chlamydomonas reinhardtii PE=3 SV=152.70 0.00

TRINITY_DN41442_c0_g4sp|Q52RG7|SGPL_ORYSJSPL Sphingosine-1-phosphate lyase OS=Oryza sativa subsp. japonica GN=SPL PE=2 SV=352.70 0.00

TRINITY_DN42735_c1_g6sp|Q9C587|RFC1_ARATHRFC1 Replication factor C subunit 1 OS=Arabidopsis thaliana GN=RFC1 PE=2 SV=152.70 0.00

TRINITY_DN43042_c0_g2sp|P11482|TBB1_VOLCATUBB1 Tubulin beta chain OS=Volvox carteri GN=TUBB1 PE=3 SV=152.70 0.00

TRINITY_DN44192_c0_g1sp|Q8GY97|CSTR2_ARATHAt2g43240CMP-sialic acid transporter 2 OS=Arabidopsis thaliana GN=At2g43240 PE=2 SV=152.70 0.00

TRINITY_DN44513_c0_g2sp|O81097|RPB8A_ARATHNRPB8A DNA-directed RNA polymerases II and V subunit 8A OS=Arabidopsis thaliana GN=NRPB8A PE=1 SV=152.70 0.00

TRINITY_DN45575_c1_g1sp|Q19076|PHO1_CAEELpho-1 Intestinal acid phosphatase OS=Caenorhabditis elegans GN=pho-1 PE=1 SV=152.70 0.00

TRINITY_DN46596_c0_g6sp|O95985|TOP3B_HUMANTOP3B DNA topoisomerase 3-beta-1 OS=Homo sapiens GN=TOP3B PE=1 SV=152.70 0.00

TRINITY_DN46884_c0_g3sp|Q9LUM4|RAP22_ARATHRAP2-2 Ethylene-responsive transcription factor RAP2-2 OS=Arabidopsis thaliana GN=RAP2-2 PE=1 SV=252.70 0.00

TRINITY_DN47350_c0_g2sp|Q9NWZ5|UCKL1_HUMANUCKL1 Uridine-cytidine kinase-like 1 OS=Homo sapiens GN=UCKL1 PE=1 SV=252.70 0.00

TRINITY_DN47893_c1_g7sp|P54352|EAS_DROMEeas Ethanolamine kinase OS=Drosophila melanogaster GN=eas PE=1 SV=252.70 0.00

TRINITY_DN48439_c1_g1sp|Q8VYP0|SCO11_ARATHHCC1 Protein SCO1 homolog 1, mitochondrial OS=Arabidopsis thaliana GN=HCC1 PE=2 SV=152.70 0.00

TRINITY_DN48905_c0_g3sp|O64530|STR1_ARATHSTR1 Thiosulfate/3-mercaptopyruvate sulfurtransferase 1, mitochondrial OS=Arabidopsis thaliana GN=STR1 PE=1 SV=152.70 0.00

TRINITY_DN49601_c0_g3sp|A7HT69|RL27_PARL1rpmA 50S ribosomal protein L27 OS=Parvibaculum lavamentivorans (strain DS-1 / DSM 13023 / NCIMB 13966) GN=rpmA PE=3 SV=152.70 0.00

TRINITY_DN51845_c1_g2sp|P96559|GTFB_AMYORgtfB Vancomycin aglycone glucosyltransferase OS=Amycolatopsis orientalis GN=gtfB PE=1 SV=152.70 0.00

TRINITY_DN52331_c1_g2sp|Q02764|RK24_TOBACRPL24 50S ribosomal protein L24, chloroplastic OS=Nicotiana tabacum GN=RPL24 PE=1 SV=152.70 0.00

TRINITY_DN53388_c0_g1sp|P0DJ56|RL6_TETTSRPL6 60S ribosomal protein L6 OS=Tetrahymena thermophila (strain SB210) GN=RPL6 PE=1 SV=152.70 0.00

TRINITY_DN19916_c0_g2sp|Q2HJ98|FAHD1_BOVINFAHD1 Acylpyruvase FAHD1, mitochondrial OS=Bos taurus GN=FAHD1 PE=2 SV=152.60 0.00

TRINITY_DN21736_c0_g2sp|O80513|CCU41_ARATHCYCU4-1 Cyclin-U4-1 OS=Arabidopsis thaliana GN=CYCU4-1 PE=1 SV=152.60 0.00

TRINITY_DN23085_c0_g1sp|Q9FV70|E2FC_ARATHE2FC Transcription factor E2FC OS=Arabidopsis thaliana GN=E2FC PE=1 SV=152.60 0.00

TRINITY_DN27411_c0_g1sp|Q6PHG2|HEMO_DANREhpx Hemopexin OS=Danio rerio GN=hpx PE=2 SV=252.60 0.00

TRINITY_DN27568_c0_g2sp|Q54RZ7|Y1199_DICDIDDB_G0282895Probable serine/threonine-protein kinase DDB_G0282895 OS=Dictyostelium discoideum GN=DDB_G0282895 PE=3 SV=152.60 0.00

TRINITY_DN28198_c0_g1sp|Q21017|KIN29_CAEELkin-29 Serine/threonine-protein kinase kin-29 OS=Caenorhabditis elegans GN=kin-29 PE=1 SV=252.60 0.00

TRINITY_DN29562_c0_g1sp|P51817|PRKX_HUMANPRKX cAMP-dependent protein kinase catalytic subunit PRKX OS=Homo sapiens GN=PRKX PE=1 SV=152.60 0.00

TRINITY_DN30908_c0_g1sp|Q86A92|ERH_DICDIerh Enhancer of rudimentary homolog OS=Dictyostelium discoideum GN=erh PE=3 SV=152.60 0.00

TRINITY_DN31375_c0_g2sp|Q9UFF9|CNOT8_HUMANCNOT8 CCR4-NOT transcription complex subunit 8 OS=Homo sapiens GN=CNOT8 PE=1 SV=152.60 0.00

TRINITY_DN32105_c0_g1sp|Q710A1|SPP24_SALSAspp2 Secreted phosphoprotein 24 OS=Salmo salar GN=spp2 PE=2 SV=152.60 0.00

TRINITY_DN34543_c0_g1sp|Q8RXA8|NDK4_SPIOLNDK4 Nucleoside diphosphate kinase 4, chloroplastic OS=Spinacia oleracea GN=NDK4 PE=1 SV=152.60 0.00

TRINITY_DN35448_c0_g6sp|Q5KWZ8|DNAJ_GEOKAdnaJ Chaperone protein DnaJ OS=Geobacillus kaustophilus (strain HTA426) GN=dnaJ PE=3 SV=152.60 0.00

TRINITY_DN35764_c1_g10sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=252.60 0.00

TRINITY_DN35909_c1_g1sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=252.60 0.00

TRINITY_DN36844_c0_g9sp|P38666|RL242_ARATHRPL24B 60S ribosomal protein L24-2 OS=Arabidopsis thaliana GN=RPL24B PE=1 SV=252.60 0.00

TRINITY_DN37122_c1_g5sp|Q86GF7|CRUST_PANBOCys Crustapain OS=Pandalus borealis GN=Cys PE=1 SV=152.60 0.00

TRINITY_DN37503_c0_g4sp|A9WS93|GLPK_RENSMglpK Glycerol kinase OS=Renibacterium salmoninarum (strain ATCC 33209 / DSM 20767 / JCM 11484 / NBRC 15589 / NCIMB 2235) GN=glpK PE=3 SV=152.60 0.00

TRINITY_DN38300_c0_g7sp|Q99J62|RFC4_MOUSERfc4 Replication factor C subunit 4 OS=Mus musculus GN=Rfc4 PE=1 SV=152.60 0.00



TRINITY_DN38464_c0_g2sp|Q54HH2|SRR_DICDIsrr Probable serine racemase OS=Dictyostelium discoideum GN=srr PE=3 SV=152.60 0.00

TRINITY_DN38644_c0_g4sp|Q86IV4|Y4775_DICDIDDB_G0274775PH domain-containing protein DDB_G0274775 OS=Dictyostelium discoideum GN=DDB_G0274775 PE=3 SV=152.60 0.00

TRINITY_DN39235_c0_g4sp|Q9R1S0|B9D1_MOUSEB9d1 B9 domain-containing protein 1 OS=Mus musculus GN=B9d1 PE=1 SV=152.60 0.00

TRINITY_DN39244_c0_g4sp|Q54FD7|ETFA_DICDIetfa Electron transfer flavoprotein subunit alpha, mitochondrial OS=Dictyostelium discoideum GN=etfa PE=3 SV=152.60 0.00

TRINITY_DN39485_c0_g4sp|P47075|VTC4_YEASTVTC4 Vacuolar transporter chaperone 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VTC4 PE=1 SV=252.60 0.00

TRINITY_DN39505_c0_g3sp|Q54E41|HAOX_DICDIhaox Hydroxyacid oxidase OS=Dictyostelium discoideum GN=haox PE=3 SV=152.60 0.00

TRINITY_DN39580_c0_g8sp|Q6F3A6|CDPKA_ORYSJCPK10 Calcium-dependent protein kinase 10 OS=Oryza sativa subsp. japonica GN=CPK10 PE=2 SV=152.60 0.00

TRINITY_DN39582_c0_g8sp|Q6EE31|TCPQ_CHICKCCT8 T-complex protein 1 subunit theta OS=Gallus gallus GN=CCT8 PE=1 SV=352.60 0.00

TRINITY_DN41180_c0_g2sp|O23310|NFYB3_ARATHNFYB3 Nuclear transcription factor Y subunit B-3 OS=Arabidopsis thaliana GN=NFYB3 PE=2 SV=152.60 0.00

TRINITY_DN41232_c1_g1sp|Q869T7|PAKF_DICDIpakF Serine/threonine-protein kinase pakF OS=Dictyostelium discoideum GN=pakF PE=3 SV=152.60 0.00

TRINITY_DN41565_c0_g2sp|Q9C6W5|AB14G_ARATHABCG14 ABC transporter G family member 14 OS=Arabidopsis thaliana GN=ABCG14 PE=2 SV=152.60 0.00

TRINITY_DN41801_c0_g3sp|Q6EVK6|BRM_ARATHBRM ATP-dependent helicase BRM OS=Arabidopsis thaliana GN=BRM PE=1 SV=152.60 0.00

TRINITY_DN41911_c0_g3sp|A2C4C2|RNZ_PROM1rnz Ribonuclease Z OS=Prochlorococcus marinus (strain NATL1A) GN=rnz PE=3 SV=152.60 0.00

TRINITY_DN43283_c1_g1sp|Q5KQN0|CAX2_ORYSJCAX2 Vacuolar cation/proton exchanger 2 OS=Oryza sativa subsp. japonica GN=CAX2 PE=2 SV=252.60 0.00

TRINITY_DN43998_c0_g2sp|P18241|TBB1_BRUPA- Tubulin beta-1 chain OS=Brugia pahangi PE=3 SV=152.60 0.00

TRINITY_DN44491_c0_g1sp|H3JU05|SRGT1_CHLRESGT1 Peptidyl serine alpha-galactosyltransferase OS=Chlamydomonas reinhardtii GN=SGT1 PE=1 SV=152.60 0.00

TRINITY_DN44980_c0_g3sp|O24466|RAE1A_ARATHRABE1A Ras-related protein RABE1a OS=Arabidopsis thaliana GN=RABE1A PE=1 SV=152.60 0.00

TRINITY_DN45070_c0_g1sp|O81884|GALDH_ARATHLGALDH L-galactose dehydrogenase OS=Arabidopsis thaliana GN=LGALDH PE=1 SV=152.60 0.00

TRINITY_DN45711_c0_g3sp|Q8IQC1|TVP23_DROMECG5021 Uncharacterized Golgi apparatus membrane protein-like protein CG5021 OS=Drosophila melanogaster GN=CG5021 PE=2 SV=252.60 0.00

TRINITY_DN46046_c1_g2sp|Q9FG87|KCS20_ARATHKCS20 3-ketoacyl-CoA synthase 20 OS=Arabidopsis thaliana GN=KCS20 PE=2 SV=152.60 0.00

TRINITY_DN46158_c1_g1sp|B1WVY1|DCUP_CYAA5hemE Uroporphyrinogen decarboxylase OS=Cyanothece sp. (strain ATCC 51142) GN=hemE PE=3 SV=152.60 0.00

TRINITY_DN46521_c0_g3sp|P28606|Y1628_SYNP2SYNPCC7002_A1628Uncharacterized protein SYNPCC7002_A1628 OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=SYNPCC7002_A1628 PE=3 SV=252.60 0.00

TRINITY_DN47532_c1_g2sp|Q6ZMV9|KIF6_HUMANKIF6 Kinesin-like protein KIF6 OS=Homo sapiens GN=KIF6 PE=1 SV=352.60 0.00

TRINITY_DN48482_c0_g11sp|Q7ZXK9|NLE1_XENLAnle1 Notchless protein homolog 1 OS=Xenopus laevis GN=nle1 PE=2 SV=152.60 0.00

TRINITY_DN49054_c0_g1sp|P10733|SEVE_DICDIsevA Severin OS=Dictyostelium discoideum GN=sevA PE=1 SV=152.60 0.00

TRINITY_DN50162_c0_g1sp|Q6DI37|UBCP1_DANREublcp1 Ubiquitin-like domain-containing CTD phosphatase 1 OS=Danio rerio GN=ublcp1 PE=2 SV=152.60 0.00

TRINITY_DN51093_c0_g1sp|Q6P7N1|MAK16_XENTRmak16 Protein MAK16 homolog OS=Xenopus tropicalis GN=mak16 PE=2 SV=152.60 0.00

TRINITY_DN51109_c1_g4sp|Q9FL69|AGD5_ARATHAGD5 Probable ADP-ribosylation factor GTPase-activating protein AGD5 OS=Arabidopsis thaliana GN=AGD5 PE=1 SV=152.60 0.00

TRINITY_DN52567_c1_g1sp|Q0WL80|UGGG_ARATHUGGT UDP-glucose:glycoprotein glucosyltransferase OS=Arabidopsis thaliana GN=UGGT PE=1 SV=152.60 0.00

TRINITY_DN13416_c0_g4sp|Q9UTQ0|CCA1_SCHPOSPAC1093.04cPutative CCA tRNA nucleotidyltransferase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC1093.04c PE=3 SV=252.50 0.00

TRINITY_DN1489_c0_g1sp|Q5ZIP4|XRN2_CHICKXRN2 5'-3' exoribonuclease 2 OS=Gallus gallus GN=XRN2 PE=2 SV=152.50 0.00

TRINITY_DN28036_c0_g1sp|Q9STL4|CEP2_ARATHCEP2 KDEL-tailed cysteine endopeptidase CEP2 OS=Arabidopsis thaliana GN=CEP2 PE=1 SV=152.50 0.00

TRINITY_DN28146_c0_g1sp|Q5ZI87|TBCD_CHICKTBCD Tubulin-specific chaperone D OS=Gallus gallus GN=TBCD PE=2 SV=152.50 0.00

TRINITY_DN31742_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=152.50 0.00

TRINITY_DN33057_c0_g1sp|Q54YS0|Y8111_DICDIDDB_G0278111DNA-binding protein DDB_G0278111 OS=Dictyostelium discoideum GN=DDB_G0278111 PE=3 SV=252.50 0.00

TRINITY_DN33404_c0_g1sp|A8P5H7|AMPP1_COPC7AMPP Probable Xaa-Pro aminopeptidase P OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=AMPP PE=3 SV=152.50 0.00

TRINITY_DN33976_c0_g1sp|Q9LTV6|DECR2_ARATHAt3g12800Peroxisomal 2,4-dienoyl-CoA reductase OS=Arabidopsis thaliana GN=At3g12800 PE=2 SV=152.50 0.00

TRINITY_DN34990_c0_g1sp|Q07914|TIM14_YEASTPAM18 Mitochondrial import inner membrane translocase subunit TIM14 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PAM18 PE=1 SV=152.50 0.00

TRINITY_DN35084_c0_g1sp|O02691|HCD2_BOVINHSD17B103-hydroxyacyl-CoA dehydrogenase type-2 OS=Bos taurus GN=HSD17B10 PE=1 SV=352.50 0.00

TRINITY_DN35918_c1_g12sp|Q4IA56|CYM1_GIBZECYM1 Mitochondrial presequence protease OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=CYM1 PE=3 SV=152.50 0.00

TRINITY_DN35940_c0_g1sp|Q54WR5|CCD94_DICDIccdc94 Coiled-coil domain-containing protein 94 homolog OS=Dictyostelium discoideum GN=ccdc94 PE=3 SV=152.50 0.00

TRINITY_DN36520_c0_g1sp|Q86AV5|MCFX_DICDImcfX Mitochondrial substrate carrier family protein X OS=Dictyostelium discoideum GN=mcfX PE=3 SV=152.50 0.00

TRINITY_DN36663_c0_g1sp|B4JHI7|LST2_DROGRGH18624 Lateral signaling target protein 2 homolog OS=Drosophila grimshawi GN=GH18624 PE=3 SV=152.50 0.00

TRINITY_DN37552_c0_g4sp|Q54QM4|DNLI3_DICDIlig3 DNA ligase 3 OS=Dictyostelium discoideum GN=lig3 PE=3 SV=152.50 0.00

TRINITY_DN37936_c0_g4sp|B1LXV0|APAG_METRJapaG Protein ApaG OS=Methylobacterium radiotolerans (strain ATCC 27329 / DSM 1819 / JCM 2831) GN=apaG PE=3 SV=152.50 0.00

TRINITY_DN38138_c0_g1sp|Q5Z8P2|PUS2_ORYSJOs06g0717400RNA pseudouridine synthase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os06g0717400 PE=2 SV=152.50 0.00

TRINITY_DN39002_c1_g5sp|Q6DRJ9|RIC8B_DANREric8b Synembryn-B OS=Danio rerio GN=ric8b PE=2 SV=152.50 0.00

TRINITY_DN39488_c0_g2sp|B7LSZ0|TREF_ESCF3treF Cytoplasmic trehalase OS=Escherichia fergusonii (strain ATCC 35469 / DSM 13698 / CDC 0568-73) GN=treF PE=3 SV=152.50 0.00

TRINITY_DN40120_c0_g2sp|F4KGQ0|ALFC4_ARATHFBA4 Fructose-bisphosphate aldolase 4, cytosolic OS=Arabidopsis thaliana GN=FBA4 PE=2 SV=152.50 0.00

TRINITY_DN40616_c0_g6sp|Q4U4S6|XIRP2_MOUSEXirp2 Xin actin-binding repeat-containing protein 2 OS=Mus musculus GN=Xirp2 PE=1 SV=152.50 0.00

TRINITY_DN40780_c0_g6sp|Q9FK68|RAA1C_ARATHRABA1C Ras-related protein RABA1c OS=Arabidopsis thaliana GN=RABA1C PE=2 SV=152.50 0.00

TRINITY_DN40857_c1_g4sp|Q9NES8|PPP5_CAEELpph-5 Serine/threonine-protein phosphatase 5 OS=Caenorhabditis elegans GN=pph-5 PE=1 SV=252.50 0.00

TRINITY_DN41017_c0_g4sp|P51173|APEA_DICDIapeA DNA-(apurinic or apyrimidinic site) lyase OS=Dictyostelium discoideum GN=apeA PE=2 SV=252.50 0.00

TRINITY_DN42004_c0_g2sp|Q9SKZ5|FBT1_ARATHAt2g32040Folate-biopterin transporter 1, chloroplastic OS=Arabidopsis thaliana GN=At2g32040 PE=1 SV=252.50 0.00

TRINITY_DN42104_c0_g2sp|O78424|YCF19_GUITHycf19 Uncharacterized protein ycf19 OS=Guillardia theta GN=ycf19 PE=3 SV=152.50 0.00

TRINITY_DN42849_c1_g10sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=152.50 0.00



TRINITY_DN42926_c0_g2sp|P55034|PSMD4_ARATHRPN10 26S proteasome non-ATPase regulatory subunit 4 homolog OS=Arabidopsis thaliana GN=RPN10 PE=1 SV=152.50 0.00

TRINITY_DN43385_c0_g1sp|Q54DD0|AMPD_DICDIamdA AMP deaminase OS=Dictyostelium discoideum GN=amdA PE=1 SV=152.50 0.00

TRINITY_DN43679_c0_g1sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=152.50 0.00

TRINITY_DN44106_c0_g2sp|Q8VXY9|UAH_ARATHUAH Ureidoglycolate hydrolase OS=Arabidopsis thaliana GN=UAH PE=1 SV=152.50 0.00

TRINITY_DN44257_c0_g3sp|Q5ZKI2|DPH2_CHICKDPH2 Diphthamide biosynthesis protein 2 OS=Gallus gallus GN=DPH2 PE=2 SV=152.50 0.00

TRINITY_DN45009_c0_g2sp|Q9C8C1|LCV2_ARATHLCV2 Protein LIKE COV 2 OS=Arabidopsis thaliana GN=LCV2 PE=2 SV=152.50 0.00

TRINITY_DN45628_c0_g6sp|O94906|PRP6_HUMANPRPF6 Pre-mRNA-processing factor 6 OS=Homo sapiens GN=PRPF6 PE=1 SV=152.50 0.00

TRINITY_DN45938_c0_g1sp|Q3TXS7|PSMD1_MOUSEPsmd1 26S proteasome non-ATPase regulatory subunit 1 OS=Mus musculus GN=Psmd1 PE=1 SV=152.50 0.00

TRINITY_DN46478_c0_g2sp|Q53NI2|NADK2_ORYSJOs11g0191400Probable NAD kinase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os11g0191400 PE=2 SV=152.50 0.00

TRINITY_DN46620_c0_g5sp|Q5ZK63|TCP4_CHICKSUB1 Activated RNA polymerase II transcriptional coactivator p15 OS=Gallus gallus GN=SUB1 PE=2 SV=152.50 0.00

TRINITY_DN47675_c0_g2sp|Q00748|MDR65_DROMEMdr65 Multidrug resistance protein homolog 65 OS=Drosophila melanogaster GN=Mdr65 PE=1 SV=252.50 0.00

TRINITY_DN48012_c0_g3sp|Q9DAA6|EXOS1_MOUSEExosc1 Exosome complex component CSL4 OS=Mus musculus GN=Exosc1 PE=1 SV=152.50 0.00

TRINITY_DN48146_c1_g4sp|Q2HJE4|UBP15_BOVINUSP15 Ubiquitin carboxyl-terminal hydrolase 15 OS=Bos taurus GN=USP15 PE=2 SV=152.50 0.00

TRINITY_DN48569_c0_g2sp|Q8DG98|RLMN_THEEBrlmN Probable dual-specificity RNA methyltransferase RlmN OS=Thermosynechococcus elongatus (strain BP-1) GN=rlmN PE=3 SV=152.50 0.00

TRINITY_DN48699_c0_g4sp|Q9LY87|RGLG2_ARATHRGLG2 E3 ubiquitin-protein ligase RGLG2 OS=Arabidopsis thaliana GN=RGLG2 PE=1 SV=152.50 0.00

TRINITY_DN48766_c0_g1sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=252.50 0.00

TRINITY_DN50128_c1_g1sp|P20825|POL2_DROMEpol Retrovirus-related Pol polyprotein from transposon 297 OS=Drosophila melanogaster GN=pol PE=3 SV=152.50 0.00

TRINITY_DN50139_c0_g2sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=352.50 0.00

TRINITY_DN50587_c1_g3sp|P34120|PSA7_DICDIpsmA7 Proteasome subunit alpha type-7 OS=Dictyostelium discoideum GN=psmA7 PE=3 SV=152.50 0.00

TRINITY_DN50605_c1_g1sp|Q9C5V6|TOP6B_ARATHTOP6B DNA topoisomerase 6 subunit B OS=Arabidopsis thaliana GN=TOP6B PE=1 SV=152.50 0.00

TRINITY_DN51444_c0_g8sp|Q0VCA5|SAMH1_BOVINSAMHD1 Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 OS=Bos taurus GN=SAMHD1 PE=2 SV=152.50 0.00

TRINITY_DN51657_c1_g1sp|Q9LFP1|VA713_ARATHVAMP713 Vesicle-associated membrane protein 713 OS=Arabidopsis thaliana GN=VAMP713 PE=2 SV=152.50 0.00

TRINITY_DN5731_c0_g1sp|A5DQP9|ACT_PICGUACT1 Actin OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=ACT1 PE=3 SV=152.50 0.00

TRINITY_DN16293_c0_g1sp|O22042|M3K3_ARATHANP3 Mitogen-activated protein kinase kinase kinase 3 OS=Arabidopsis thaliana GN=ANP3 PE=1 SV=152.40 0.00

TRINITY_DN20672_c0_g1sp|Q8MLZ3|PDE5_DICDIpdeD cGMP-dependent 3',5'-cGMP phosphodiesterase A OS=Dictyostelium discoideum GN=pdeD PE=1 SV=152.40 0.00

TRINITY_DN21428_c0_g1sp|O35942|NEK2_MOUSENek2 Serine/threonine-protein kinase Nek2 OS=Mus musculus GN=Nek2 PE=1 SV=252.40 0.00

TRINITY_DN24932_c0_g1sp|Q7ZW24|ALG11_DANREalg11 GDP-Man:Man(3)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase OS=Danio rerio GN=alg11 PE=2 SV=252.40 0.00

TRINITY_DN34197_c1_g1sp|P18961|YPK2_YEASTYPK2 Serine/threonine-protein kinase YPK2/YKR2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK2 PE=1 SV=152.40 0.00

TRINITY_DN35945_c0_g1sp|Q5VV42|CDKAL_HUMANCDKAL1 Threonylcarbamoyladenosine tRNA methylthiotransferase OS=Homo sapiens GN=CDKAL1 PE=1 SV=152.40 0.00

TRINITY_DN36069_c0_g4sp|Q9MB58|F26_ARATHFKFBP 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase OS=Arabidopsis thaliana GN=FKFBP PE=1 SV=152.40 0.00

TRINITY_DN36984_c0_g1sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=152.40 0.00

TRINITY_DN37931_c1_g8sp|O81884|GALDH_ARATHLGALDH L-galactose dehydrogenase OS=Arabidopsis thaliana GN=LGALDH PE=1 SV=152.40 0.00

TRINITY_DN38111_c2_g7sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=152.40 0.00

TRINITY_DN38663_c0_g12sp|E9PU17|ABCAH_RATAbca17 ATP-binding cassette sub-family A member 17 OS=Rattus norvegicus GN=Abca17 PE=2 SV=152.40 0.00

TRINITY_DN38786_c1_g7sp|P28011|AAT1_MEDSAAAT-1 Aspartate aminotransferase 1 OS=Medicago sativa GN=AAT-1 PE=2 SV=252.40 0.00

TRINITY_DN39706_c0_g1sp|Q1EB31|DBP4_COCIMDBP4 ATP-dependent RNA helicase DBP4 OS=Coccidioides immitis (strain RS) GN=DBP4 PE=3 SV=152.40 0.00

TRINITY_DN39866_c0_g3sp|Q8LDR3|CYP23_ARATHCYP23 Peptidyl-prolyl cis-trans isomerase CYP23 OS=Arabidopsis thaliana GN=CYP23 PE=2 SV=152.40 0.00

TRINITY_DN39872_c0_g1sp|Q40477|ERF4_TOBACERF4 Ethylene-responsive transcription factor 4 OS=Nicotiana tabacum GN=ERF4 PE=1 SV=152.40 0.00

TRINITY_DN41861_c1_g5sp|Q6PFP6|NDOR1_DANREndor1 NADPH-dependent diflavin oxidoreductase 1 OS=Danio rerio GN=ndor1 PE=2 SV=152.40 0.00

TRINITY_DN41909_c0_g1sp|F4KFV7|SUV3L_ARATHAt5g39840DExH-box ATP-dependent RNA helicase DExH18, mitochondrial OS=Arabidopsis thaliana GN=At5g39840 PE=3 SV=152.40 0.00

TRINITY_DN42452_c0_g2sp|B7KHF1|Y2224_CYAP7PCC7424_2224Nucleoid-associated protein PCC7424_2224 OS=Cyanothece sp. (strain PCC 7424) GN=PCC7424_2224 PE=3 SV=152.40 0.00

TRINITY_DN42484_c0_g3sp|A7YE96|TT30A_DANREttc30a Tetratricopeptide repeat protein 30A OS=Danio rerio GN=ttc30a PE=2 SV=252.40 0.00

TRINITY_DN42544_c1_g1sp|Q8SKU2|TIC62_PEATIC62 Protein TIC 62, chloroplastic OS=Pisum sativum GN=TIC62 PE=1 SV=252.40 0.00

TRINITY_DN44226_c0_g1sp|Q9ZUP4|CKL5_ARATHCKL5 Casein kinase 1-like protein 5 OS=Arabidopsis thaliana GN=CKL5 PE=1 SV=152.40 0.00

TRINITY_DN45503_c0_g3sp|P43333|RU2A_ARATHAt1g09760U2 small nuclear ribonucleoprotein A' OS=Arabidopsis thaliana GN=At1g09760 PE=2 SV=252.40 0.00

TRINITY_DN45752_c0_g7sp|A8ICS9|CFA46_CHLRECFAP46 Cilia- and flagella-associated protein 46 OS=Chlamydomonas reinhardtii GN=CFAP46 PE=1 SV=152.40 0.00

TRINITY_DN45894_c0_g5sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=252.40 0.00

TRINITY_DN45937_c2_g1sp|O08582|GTPB1_MOUSEGtpbp1 GTP-binding protein 1 OS=Mus musculus GN=Gtpbp1 PE=1 SV=252.40 0.00

TRINITY_DN46737_c0_g3sp|Q9SV07|ASAT1_ARATHASAT1 Acyl-CoA--sterol O-acyltransferase 1 OS=Arabidopsis thaliana GN=ASAT1 PE=1 SV=152.40 0.00

TRINITY_DN47864_c0_g2sp|Q7TXL9|PPSB_MYCBOppsB Phthiocerol/phenolphthiocerol synthesis polyketide synthase type I PpsB OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=ppsB PE=1 SV=152.40 0.00

TRINITY_DN48597_c1_g1sp|Q8S6N5|ACC1_ORYSJACC1 Acetyl-CoA carboxylase 1 OS=Oryza sativa subsp. japonica GN=ACC1 PE=3 SV=152.40 0.00

TRINITY_DN48853_c1_g2sp|Q0HA38|TT21B_MOUSETtc21b Tetratricopeptide repeat protein 21B OS=Mus musculus GN=Ttc21b PE=1 SV=152.40 0.00

TRINITY_DN49501_c0_g5sp|Q5FGQ8|DNAJ_EHRRGdnaJ Chaperone protein DnaJ OS=Ehrlichia ruminantium (strain Gardel) GN=dnaJ PE=3 SV=152.40 0.00

TRINITY_DN49765_c1_g4sp|Q1K9C4|YFK7_SCHPOSPAC167.07cProbable E3 ubiquitin protein ligase C167.07c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC167.07c PE=2 SV=152.40 0.00

TRINITY_DN50010_c0_g3sp|Q8IU85|KCC1D_HUMANCAMK1D Calcium/calmodulin-dependent protein kinase type 1D OS=Homo sapiens GN=CAMK1D PE=1 SV=152.40 0.00

TRINITY_DN50690_c0_g3sp|Q54YS0|Y8111_DICDIDDB_G0278111DNA-binding protein DDB_G0278111 OS=Dictyostelium discoideum GN=DDB_G0278111 PE=3 SV=252.40 0.00



TRINITY_DN51319_c1_g1sp|B6SFA4|MAA3_ARATHMAA3 Probable helicase MAGATAMA 3 OS=Arabidopsis thaliana GN=MAA3 PE=2 SV=152.40 0.00

TRINITY_DN51391_c0_g2sp|Q7T3E5|KAT3_DANREkyat3 Kynurenine--oxoglutarate transaminase 3 OS=Danio rerio GN=kyat3 PE=2 SV=252.40 0.00

TRINITY_DN51969_c2_g1sp|Q9DBC0|SELO_MOUSESelo Selenoprotein O OS=Mus musculus GN=Selo PE=1 SV=452.40 0.00

TRINITY_DN52286_c0_g5sp|A2Y4B6|CDKD1_ORYSICDKD-1 Cyclin-dependent kinase D-1 OS=Oryza sativa subsp. indica GN=CDKD-1 PE=2 SV=152.40 0.00

TRINITY_DN12090_c0_g1sp|Q8MYF1|Y2070_DICDIDDB_G0277449Probable serine/threonine-protein kinase DDB_G0277449 OS=Dictyostelium discoideum GN=DDB_G0277449 PE=3 SV=152.30 0.00

TRINITY_DN14354_c0_g1sp|P86809|NLTP2_APIGA- Non-specific lipid-transfer protein 2 OS=Apium graveolens var. rapaceum PE=1 SV=152.30 0.00

TRINITY_DN16977_c0_g1sp|Q9UBS4|DJB11_HUMANDNAJB11 DnaJ homolog subfamily B member 11 OS=Homo sapiens GN=DNAJB11 PE=1 SV=152.30 0.00

TRINITY_DN18545_c0_g2sp|P51281|YCF45_PORPUycf45 Uncharacterized protein ycf45 OS=Porphyra purpurea GN=ycf45 PE=3 SV=152.30 0.00

TRINITY_DN22729_c0_g1sp|Q93VI4|PABN1_ARATHPABN1 Polyadenylate-binding protein 1 OS=Arabidopsis thaliana GN=PABN1 PE=1 SV=152.30 0.00

TRINITY_DN28215_c0_g1sp|F4HPN2|IRE4_ARATHIRE4 Probable serine/threonine protein kinase IRE4 OS=Arabidopsis thaliana GN=IRE4 PE=2 SV=152.30 0.00

TRINITY_DN32241_c1_g1sp|P46595|UBC4_SCHPOubc4 Ubiquitin-conjugating enzyme E2 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubc4 PE=1 SV=152.30 0.00

TRINITY_DN33883_c0_g1sp|A7RPT4|NNRE_NEMVEv1g228490NAD(P)H-hydrate epimerase OS=Nematostella vectensis GN=v1g228490 PE=3 SV=152.30 0.00

TRINITY_DN34503_c0_g1sp|Q5ZJY3|GARL3_CHICKGARNL3 GTPase-activating Rap/Ran-GAP domain-like protein 3 OS=Gallus gallus GN=GARNL3 PE=2 SV=152.30 0.00

TRINITY_DN34738_c0_g1sp|P37595|IAAA_ECOLIiaaA Isoaspartyl peptidase OS=Escherichia coli (strain K12) GN=iaaA PE=1 SV=252.30 0.00

TRINITY_DN35285_c0_g1sp|Q99JY9|ARP3_MOUSEActr3 Actin-related protein 3 OS=Mus musculus GN=Actr3 PE=1 SV=352.30 0.00

TRINITY_DN36436_c0_g2sp|P04770|GLNA1_PHAVU- Glutamine synthetase PR-1 OS=Phaseolus vulgaris PE=2 SV=152.30 0.00

TRINITY_DN37069_c0_g5sp|Q7ZVA0|SMU1_DANREsmu1 WD40 repeat-containing protein SMU1 OS=Danio rerio GN=smu1 PE=2 SV=152.30 0.00

TRINITY_DN37213_c0_g6sp|Q17745|TRXR1_CAEELtrxr-1 Thioredoxin reductase 1 OS=Caenorhabditis elegans GN=trxr-1 PE=1 SV=352.30 0.00

TRINITY_DN37284_c0_g3sp|P26446|PARP1_CHICKPARP1 Poly [ADP-ribose] polymerase 1 OS=Gallus gallus GN=PARP1 PE=1 SV=252.30 0.00

TRINITY_DN37430_c0_g1sp|Q8L5Y9|PANK2_ARATHPANK2 Pantothenate kinase 2 OS=Arabidopsis thaliana GN=PANK2 PE=1 SV=252.30 0.00

TRINITY_DN37461_c1_g1sp|Q08CN9|ZNRF2_DANREznrf2 E3 ubiquitin-protein ligase ZNRF2 OS=Danio rerio GN=znrf2 PE=2 SV=152.30 0.00

TRINITY_DN37555_c0_g1sp|B3EFB1|IF2_CHLL2infB Translation initiation factor IF-2 OS=Chlorobium limicola (strain DSM 245 / NBRC 103803 / 6330) GN=infB PE=3 SV=152.30 0.00

TRINITY_DN37737_c0_g1sp|P07872|ACOX1_RATAcox1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Rattus norvegicus GN=Acox1 PE=1 SV=152.30 0.00

TRINITY_DN38744_c1_g1sp|Q8L9A0|RM21_ARATHRPL21M 50S ribosomal protein L21, mitochondrial OS=Arabidopsis thaliana GN=RPL21M PE=2 SV=152.30 0.00

TRINITY_DN39035_c0_g1sp|P36409|RAB2A_DICDIrab2A Ras-related protein Rab-2A OS=Dictyostelium discoideum GN=rab2A PE=2 SV=252.30 0.00

TRINITY_DN39498_c0_g5sp|P54678|ATC1_DICDIpatA Calcium-transporting ATPase PAT1 OS=Dictyostelium discoideum GN=patA PE=2 SV=252.30 0.00

TRINITY_DN40286_c0_g2sp|Q6GN67|ADM1A_XENLAadrm1-a Proteasomal ubiquitin receptor ADRM1-A OS=Xenopus laevis GN=adrm1-a PE=2 SV=252.30 0.00

TRINITY_DN40674_c0_g1sp|Q96DB2|HDA11_HUMANHDAC11 Histone deacetylase 11 OS=Homo sapiens GN=HDAC11 PE=1 SV=152.30 0.00

TRINITY_DN41250_c0_g5sp|Q55EY8|UBE2W_DICDIube2w Probable ubiquitin-conjugating enzyme E2 W OS=Dictyostelium discoideum GN=ube2w PE=3 SV=152.30 0.00

TRINITY_DN41259_c0_g8sp|P53863|JJJ1_YEASTJJJ1 J protein JJJ1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=JJJ1 PE=1 SV=152.30 0.00

TRINITY_DN41846_c0_g6sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=352.30 0.00

TRINITY_DN42637_c0_g1sp|P45127|ETTA_HAEINettA Energy-dependent translational throttle protein EttA OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=ettA PE=1 SV=152.30 0.00

TRINITY_DN42812_c0_g9sp|Q9SX04|MCM32_MAIZEROA2 DNA replication licensing factor MCM3 homolog 2 OS=Zea mays GN=ROA2 PE=2 SV=152.30 0.00

TRINITY_DN43159_c0_g1sp|O15442|MPPD1_HUMANMPPED1 Metallophosphoesterase domain-containing protein 1 OS=Homo sapiens GN=MPPED1 PE=2 SV=352.30 0.00

TRINITY_DN43296_c0_g5sp|B5X8M4|BRCC3_SALSAbrcc3 Lys-63-specific deubiquitinase BRCC36 OS=Salmo salar GN=brcc3 PE=2 SV=152.30 0.00

TRINITY_DN43836_c0_g3sp|O94738|ALG2_RHIPUALG2 Alpha-1,3/1,6-mannosyltransferase ALG2 OS=Rhizomucor pusillus GN=ALG2 PE=1 SV=152.30 0.00

TRINITY_DN43944_c2_g5sp|P43245|MDR1_RATAbcb1 Multidrug resistance protein 1 OS=Rattus norvegicus GN=Abcb1 PE=2 SV=152.30 0.00

TRINITY_DN44793_c0_g1sp|Q311U7|PANB_DESAGpanB 3-methyl-2-oxobutanoate hydroxymethyltransferase OS=Desulfovibrio alaskensis (strain G20) GN=panB PE=3 SV=152.30 0.00

TRINITY_DN45677_c0_g2sp|O94906|PRP6_HUMANPRPF6 Pre-mRNA-processing factor 6 OS=Homo sapiens GN=PRPF6 PE=1 SV=152.30 0.00

TRINITY_DN45685_c1_g6sp|B2RW38|CFA58_MOUSECfap58 Cilia- and flagella-associated protein 58 OS=Mus musculus GN=Cfap58 PE=2 SV=152.30 0.00

TRINITY_DN45840_c0_g3sp|A9UNU6|BYST_MONBEbysl Bystin OS=Monosiga brevicollis GN=bysl PE=3 SV=152.30 0.00

TRINITY_DN45912_c0_g1sp|Q9STS1|BADH2_ARATHALDH10A9Betaine aldehyde dehydrogenase 2, mitochondrial OS=Arabidopsis thaliana GN=ALDH10A9 PE=2 SV=152.30 0.00

TRINITY_DN46316_c0_g1sp|P12412|CYSEP_VIGMU- Vignain OS=Vigna mungo PE=1 SV=152.30 0.00

TRINITY_DN46371_c0_g3sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=252.30 0.00

TRINITY_DN46371_c0_g9sp|P0CAZ0|TTL3B_TETTSTTLL3B Tubulin glycylase 3B OS=Tetrahymena thermophila (strain SB210) GN=TTLL3B PE=1 SV=252.30 0.00

TRINITY_DN46751_c0_g4sp|Q6TEP1|F91A1_DANREfam91a1 Protein FAM91A1 OS=Danio rerio GN=fam91a1 PE=2 SV=252.30 0.00

TRINITY_DN46866_c0_g1sp|Q8TAM2|TTC8_HUMANTTC8 Tetratricopeptide repeat protein 8 OS=Homo sapiens GN=TTC8 PE=1 SV=252.30 0.00

TRINITY_DN46916_c0_g2sp|C4LA04|HCP_TOLAThcp Hydroxylamine reductase OS=Tolumonas auensis (strain DSM 9187 / TA4) GN=hcp PE=3 SV=152.30 0.00

TRINITY_DN46947_c0_g2sp|Q55D85|CAS1_DICDIcas1 Cycloartenol synthase OS=Dictyostelium discoideum GN=cas1 PE=1 SV=152.30 0.00

TRINITY_DN47477_c0_g6sp|P59837|RDH12_BOVINRDH12 Retinol dehydrogenase 12 OS=Bos taurus GN=RDH12 PE=2 SV=152.30 0.00

TRINITY_DN47803_c0_g1sp|A7E379|PTPC1_BOVINPTPDC1 Protein tyrosine phosphatase domain-containing protein 1 OS=Bos taurus GN=PTPDC1 PE=2 SV=252.30 0.00

TRINITY_DN48307_c0_g2sp|P14225|PSAK_CHLREPSAK Photosystem I reaction center subunit psaK, chloroplastic OS=Chlamydomonas reinhardtii GN=PSAK PE=3 SV=152.30 0.00

TRINITY_DN49499_c0_g4sp|Q1PFE1|AIL1_ARATHAIL1 AP2-like ethylene-responsive transcription factor AIL1 OS=Arabidopsis thaliana GN=AIL1 PE=2 SV=152.30 0.00

TRINITY_DN49921_c0_g1sp|Q54JE4|ODO1_DICDIogdh 2-oxoglutarate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=ogdh PE=3 SV=152.30 0.00

TRINITY_DN49954_c0_g1sp|Q9SS48|SDP6_ARATHSDP6 Glycerol-3-phosphate dehydrogenase SDP6, mitochondrial OS=Arabidopsis thaliana GN=SDP6 PE=1 SV=152.30 0.00

TRINITY_DN50168_c0_g7sp|Q755C4|IPL1_ASHGOIPL1 Spindle assembly checkpoint kinase OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=IPL1 PE=3 SV=152.30 0.00



TRINITY_DN51139_c1_g2sp|P29847|CYSE_SALTYcysE Serine acetyltransferase OS=Salmonella typhimurium (strain LT2 / SGSC1412 / ATCC 700720) GN=cysE PE=1 SV=152.30 0.00

TRINITY_DN12163_c0_g1sp|O75808|CAN15_HUMANCAPN15 Calpain-15 OS=Homo sapiens GN=CAPN15 PE=1 SV=152.20 0.00

TRINITY_DN17714_c0_g3sp|Q9C9K3|PFPA2_ARATHPFP-ALPHA2Pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alpha 2 OS=Arabidopsis thaliana GN=PFP-ALPHA2 PE=2 SV=152.20 0.00

TRINITY_DN23416_c0_g1sp|Q5XF89|AT133_MOUSEAtp13a3 Probable cation-transporting ATPase 13A3 OS=Mus musculus GN=Atp13a3 PE=1 SV=152.20 0.00

TRINITY_DN242_c0_g1sp|P0DJ58|RL13_TETTSRPL13 60S ribosomal protein L13 OS=Tetrahymena thermophila (strain SB210) GN=RPL13 PE=1 SV=152.20 0.00

TRINITY_DN25425_c0_g1sp|Q9SII8|DSK2B_ARATHDSK2B Ubiquitin domain-containing protein DSK2b OS=Arabidopsis thaliana GN=DSK2B PE=1 SV=152.20 0.00

TRINITY_DN28134_c0_g1sp|Q17297|UN119_CAEBRunc-119 Protein unc-119 OS=Caenorhabditis briggsae GN=unc-119 PE=3 SV=252.20 0.00

TRINITY_DN30453_c0_g1sp|O14155|YE72_SCHPOSPAC4A8.02cUPF0047 protein C4A8.02c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4A8.02c PE=3 SV=152.20 0.00

TRINITY_DN30453_c0_g2sp|O14155|YE72_SCHPOSPAC4A8.02cUPF0047 protein C4A8.02c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4A8.02c PE=3 SV=152.20 0.00

TRINITY_DN31334_c0_g1sp|Q6C0Y0|COFI_YARLICOF1 Cofilin OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=COF1 PE=3 SV=152.20 0.00

TRINITY_DN31966_c0_g3sp|B2ZX90|FAS1_ORYSJFSM Chromatin assembly factor 1 subunit FSM OS=Oryza sativa subsp. japonica GN=FSM PE=2 SV=152.20 0.00

TRINITY_DN3256_c0_g1sp|O35016|YFKJ_BACSUyfkJ Low molecular weight protein-tyrosine-phosphatase YfkJ OS=Bacillus subtilis (strain 168) GN=yfkJ PE=1 SV=152.20 0.00

TRINITY_DN32693_c0_g1sp|P51414|RL261_ARATHRPL26A 60S ribosomal protein L26-1 OS=Arabidopsis thaliana GN=RPL26A PE=2 SV=252.20 0.00

TRINITY_DN33421_c0_g1sp|Q54F15|NUBPL_DICDInubpl Iron-sulfur protein NUBPL OS=Dictyostelium discoideum GN=nubpl PE=3 SV=152.20 0.00

TRINITY_DN34393_c0_g2sp|Q9Y689|ARL5A_HUMANARL5A ADP-ribosylation factor-like protein 5A OS=Homo sapiens GN=ARL5A PE=1 SV=152.20 0.00

TRINITY_DN34904_c0_g1sp|O09174|AMACR_MOUSEAmacr Alpha-methylacyl-CoA racemase OS=Mus musculus GN=Amacr PE=1 SV=452.20 0.00

TRINITY_DN34936_c0_g1sp|Q4L3L8|Y2450_STAHJSH2450 Uncharacterized epimerase/dehydratase SH2450 OS=Staphylococcus haemolyticus (strain JCSC1435) GN=SH2450 PE=3 SV=152.20 0.00

TRINITY_DN35382_c0_g1sp|Q0U3Y6|DDI1_PHANODDI1 DNA damage-inducible protein 1 OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=DDI1 PE=3 SV=252.20 0.00

TRINITY_DN35439_c1_g7sp|Q9FKF2|AB11A_ARATHABCA11 ABC transporter A family member 11 OS=Arabidopsis thaliana GN=ABCA11 PE=3 SV=152.20 0.00

TRINITY_DN35598_c1_g1sp|Q55DY8|MFRN_DICDImcfF Mitoferrin OS=Dictyostelium discoideum GN=mcfF PE=3 SV=152.20 0.00

TRINITY_DN35612_c0_g2sp|Q75SY5|PRXQ_GENTRAFP1 Peroxiredoxin Q, chloroplastic OS=Gentiana triflora GN=AFP1 PE=1 SV=152.20 0.00

TRINITY_DN35708_c0_g1sp|Q9LM02|SMT1_ARATHSMT1 Cycloartenol-C-24-methyltransferase OS=Arabidopsis thaliana GN=SMT1 PE=1 SV=152.20 0.00

TRINITY_DN37248_c1_g2sp|O48844|PSD1A_ARATHRPN2A 26S proteasome non-ATPase regulatory subunit 1 homolog A OS=Arabidopsis thaliana GN=RPN2A PE=1 SV=152.20 0.00

TRINITY_DN38734_c0_g1sp|Q7MA00|UNG_WOLSUung Uracil-DNA glycosylase OS=Wolinella succinogenes (strain ATCC 29543 / DSM 1740 / LMG 7466 / NCTC 11488 / FDC 602W) GN=ung PE=3 SV=152.20 0.00

TRINITY_DN39023_c0_g2sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=152.20 0.00

TRINITY_DN39584_c1_g5sp|Q6T393|SPT20_RATSpata20 Spermatogenesis-associated protein 20 OS=Rattus norvegicus GN=Spata20 PE=1 SV=152.20 0.00

TRINITY_DN40365_c0_g5sp|Q9D845|TEX9_MOUSETex9 Testis-expressed sequence 9 protein OS=Mus musculus GN=Tex9 PE=2 SV=152.20 0.00

TRINITY_DN40591_c0_g3sp|Q8IZF0|NALCN_HUMANNALCN Sodium leak channel non-selective protein OS=Homo sapiens GN=NALCN PE=1 SV=152.20 0.00

TRINITY_DN40749_c0_g2sp|Q0JL46|NCASE_ORYSJOs01g0624000Neutral ceramidase OS=Oryza sativa subsp. japonica GN=Os01g0624000 PE=1 SV=152.20 0.00

TRINITY_DN40773_c0_g4sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=152.20 0.00

TRINITY_DN42326_c0_g4sp|P04828|TPIS_EMENItpiA Triosephosphate isomerase OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tpiA PE=3 SV=152.20 0.00

TRINITY_DN42493_c0_g4sp|P49103|RAB2A_MAIZERAB2A Ras-related protein Rab-2-A OS=Zea mays GN=RAB2A PE=2 SV=152.20 0.00

TRINITY_DN42735_c1_g1sp|C6E7R1|GPDA_GEOSMgpsA Glycerol-3-phosphate dehydrogenase [NAD(P)+] OS=Geobacter sp. (strain M21) GN=gpsA PE=3 SV=152.20 0.00

TRINITY_DN43376_c0_g1sp|Q87AD6|BLH_XYLFTblh Beta-lactamase hydrolase-like protein OS=Xylella fastidiosa (strain Temecula1 / ATCC 700964) GN=blh PE=3 SV=152.20 0.00

TRINITY_DN43429_c0_g4sp|Q6NZZ9|RBM22_DANRErbm22 Pre-mRNA-splicing factor RBM22 OS=Danio rerio GN=rbm22 PE=2 SV=152.20 0.00

TRINITY_DN43527_c0_g1sp|Q0PGJ6|AKRC9_ARATHAKR4C9 Aldo-keto reductase family 4 member C9 OS=Arabidopsis thaliana GN=AKR4C9 PE=1 SV=152.20 0.00

TRINITY_DN43627_c1_g3sp|Q9C551|RH5_ARATHRH5 DEAD-box ATP-dependent RNA helicase 5 OS=Arabidopsis thaliana GN=RH5 PE=1 SV=152.20 0.00

TRINITY_DN43945_c0_g1sp|Q5BPS0|LOG2_ARATHLOG2 Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG2 OS=Arabidopsis thaliana GN=LOG2 PE=1 SV=152.20 0.00

TRINITY_DN44442_c1_g3sp|Q54SV3|ALN1_DICDIallB1 Probable allantoinase 1 OS=Dictyostelium discoideum GN=allB1 PE=3 SV=152.20 0.00

TRINITY_DN45315_c1_g1sp|P31843|RRPO_OENBE- RNA-directed DNA polymerase homolog OS=Oenothera berteroana PE=4 SV=152.20 0.00

TRINITY_DN45567_c1_g1sp|B5XF11|KDM8_SALSAkdm8 Lysine-specific demethylase 8 OS=Salmo salar GN=kdm8 PE=2 SV=152.20 0.00

TRINITY_DN46022_c1_g4sp|Q52NJ2|RAB1A_PIGRAB1A Ras-related protein Rab-1A OS=Sus scrofa GN=RAB1A PE=2 SV=352.20 0.00

TRINITY_DN46336_c2_g3sp|O22261|NDT1_ARATHNDT1 Nicotinamide adenine dinucleotide transporter 1, chloroplastic OS=Arabidopsis thaliana GN=NDT1 PE=1 SV=252.20 0.00

TRINITY_DN46518_c2_g4sp|H9BFQ2|TPRL3_ERYCB- Tropinone reductase-like 3 OS=Erythroxylum coca PE=2 SV=152.20 0.00

TRINITY_DN47215_c0_g4sp|Q08DH3|K1456_BOVIN- Probable tRNA methyltransferase 9-like protein OS=Bos taurus PE=2 SV=152.20 0.00

TRINITY_DN48598_c1_g1sp|Q43157|RPE_SPIOLRPE Ribulose-phosphate 3-epimerase, chloroplastic OS=Spinacia oleracea GN=RPE PE=1 SV=152.20 0.00

TRINITY_DN48884_c0_g6sp|Q949R9|MPC1_ARATHMPC1 Mitochondrial pyruvate carrier 1 OS=Arabidopsis thaliana GN=MPC1 PE=3 SV=152.20 0.00

TRINITY_DN49209_c0_g3sp|Q9NB71|HIW_DROMEhiw E3 ubiquitin-protein ligase highwire OS=Drosophila melanogaster GN=hiw PE=1 SV=252.20 0.00

TRINITY_DN49554_c0_g1sp|Q9LST6|PSB2_ORYSJPBD1 Proteasome subunit beta type-2 OS=Oryza sativa subsp. japonica GN=PBD1 PE=2 SV=252.20 0.00

TRINITY_DN7365_c0_g1sp|P90519|EF1A_CRYPV- Elongation factor 1-alpha OS=Cryptosporidium parvum PE=2 SV=152.20 0.00

TRINITY_DN12223_c0_g1sp|P45951|ARP_ARATHARP DNA-(apurinic or apyrimidinic site) lyase, chloroplastic OS=Arabidopsis thaliana GN=ARP PE=1 SV=252.10 0.00

TRINITY_DN16928_c0_g1sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=352.10 0.00

TRINITY_DN18520_c0_g1sp|B2RTY4|MYO9A_HUMANMYO9A Unconventional myosin-IXa OS=Homo sapiens GN=MYO9A PE=1 SV=252.10 0.00

TRINITY_DN31948_c0_g1sp|Q06543|GPN3_YEASTGPN3 GPN-loop GTPase 3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GPN3 PE=1 SV=152.10 0.00

TRINITY_DN32072_c0_g3sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=152.10 0.00

TRINITY_DN32505_c0_g1sp|Q99MN1|SYK_MOUSEKars Lysine--tRNA ligase OS=Mus musculus GN=Kars PE=1 SV=152.10 0.00



TRINITY_DN34591_c0_g1sp|Q55EI6|ATX10_DICDIatxn10 Ataxin-10 homolog OS=Dictyostelium discoideum GN=atxn10 PE=3 SV=152.10 0.00

TRINITY_DN34776_c0_g2sp|P34213|RAB6A_CAEELrab-6.1 Ras-related protein Rab-6.1 OS=Caenorhabditis elegans GN=rab-6.1 PE=3 SV=152.10 0.00

TRINITY_DN34833_c0_g2sp|Q7T0P4|POC1A_XENLApoc1a POC1 centriolar protein homolog A OS=Xenopus laevis GN=poc1a PE=1 SV=252.10 0.00

TRINITY_DN35996_c0_g4sp|Q54VQ6|SPCS_DICDIsepsecs O-phosphoseryl-tRNA(Sec) selenium transferase OS=Dictyostelium discoideum GN=sepsecs PE=3 SV=152.10 0.00

TRINITY_DN36289_c0_g2sp|P41233|ABCA1_MOUSEAbca1 ATP-binding cassette sub-family A member 1 OS=Mus musculus GN=Abca1 PE=1 SV=452.10 0.00

TRINITY_DN37509_c0_g14sp|P40282|H2A_PLAFA- Histone H2A OS=Plasmodium falciparum PE=2 SV=152.10 0.00

TRINITY_DN37877_c1_g3sp|Q6ZMV9|KIF6_HUMANKIF6 Kinesin-like protein KIF6 OS=Homo sapiens GN=KIF6 PE=1 SV=352.10 0.00

TRINITY_DN38092_c0_g2sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=152.10 0.00

TRINITY_DN39252_c0_g5sp|Q9SFW8|NLP5_ARATHNLP5 Protein NLP5 OS=Arabidopsis thaliana GN=NLP5 PE=2 SV=152.10 0.00

TRINITY_DN39801_c0_g1sp|Q0P5L0|RBM42_BOVINRBM42 RNA-binding protein 42 OS=Bos taurus GN=RBM42 PE=2 SV=152.10 0.00

TRINITY_DN40052_c0_g1sp|Q54XC1|5NTC_DICDInt5c2 Cytosolic purine 5'-nucleotidase OS=Dictyostelium discoideum GN=nt5c2 PE=3 SV=152.10 0.00

TRINITY_DN40539_c0_g2sp|Q2KHU5|MACD1_BOVINMACROD1 O-acetyl-ADP-ribose deacetylase MACROD1 OS=Bos taurus GN=MACROD1 PE=2 SV=152.10 0.00

TRINITY_DN40544_c0_g4sp|Q54UC9|KIF3_DICDIkif3 Kinesin-related protein 3 OS=Dictyostelium discoideum GN=kif3 PE=1 SV=152.10 0.00

TRINITY_DN41879_c0_g2sp|Q9C701|BUB32_ARATHBUB3.2 Mitotic checkpoint protein BUB3.2 OS=Arabidopsis thaliana GN=BUB3.2 PE=2 SV=152.10 0.00

TRINITY_DN42407_c0_g3sp|Q01J96|CCB21_ORYSICYCB2-1 Cyclin-B2-1 OS=Oryza sativa subsp. indica GN=CYCB2-1 PE=1 SV=152.10 0.00

TRINITY_DN42423_c0_g5sp|Q8TC44|POC1B_HUMANPOC1B POC1 centriolar protein homolog B OS=Homo sapiens GN=POC1B PE=1 SV=152.10 0.00

TRINITY_DN42653_c0_g12sp|P0DJ57|RL23A_TETTSRPL23A 60S ribosomal protein L23A OS=Tetrahymena thermophila (strain SB210) GN=RPL23A PE=1 SV=152.10 0.00

TRINITY_DN42872_c0_g3sp|O36014|DNPEP_SCHPOaap1 Aspartyl aminopeptidase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=aap1 PE=1 SV=152.10 0.00

TRINITY_DN43495_c0_g4sp|Q1ARU5|TRET_RUBXDtreT Trehalose synthase OS=Rubrobacter xylanophilus (strain DSM 9941 / NBRC 16129) GN=treT PE=1 SV=152.10 0.00

TRINITY_DN43977_c0_g1sp|Q7X9I4|ERO2_ARATHAERO2 Endoplasmic reticulum oxidoreductin-2 OS=Arabidopsis thaliana GN=AERO2 PE=1 SV=152.10 0.00

TRINITY_DN44221_c0_g6sp|P31583|RHN1_NICPLRHN1 Ras-related protein RHN1 OS=Nicotiana plumbaginifolia GN=RHN1 PE=2 SV=152.10 0.00

TRINITY_DN44245_c0_g3sp|P18616|NRPB1_ARATHNRPB1 DNA-directed RNA polymerase II subunit 1 OS=Arabidopsis thaliana GN=NRPB1 PE=1 SV=352.10 0.00

TRINITY_DN45236_c1_g2sp|Q6CLR3|DED1_KLULADED1 ATP-dependent RNA helicase DED1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=DED1 PE=3 SV=152.10 0.00

TRINITY_DN45364_c1_g1sp|Q58EM4|ARMT1_DANREarmt1 Protein-glutamate O-methyltransferase OS=Danio rerio GN=armt1 PE=2 SV=152.10 0.00

TRINITY_DN45652_c0_g1sp|Q9S7L9|CX6B1_ARATHCOX6B-1 Cytochrome c oxidase subunit 6b-1 OS=Arabidopsis thaliana GN=COX6B-1 PE=1 SV=152.10 0.00

TRINITY_DN45870_c0_g1sp|Q39591|DYL4_CHLRE- Dynein 14 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=152.10 0.00

TRINITY_DN46564_c0_g1sp|Q5F310|MCM8_XENLAmcm8 DNA helicase MCM8 OS=Xenopus laevis GN=mcm8 PE=2 SV=252.10 0.00

TRINITY_DN47192_c0_g1sp|Q1H595|LSM2_ARATHLSM2 Sm-like protein LSM2 OS=Arabidopsis thaliana GN=LSM2 PE=1 SV=152.10 0.00

TRINITY_DN47808_c0_g6sp|Q8EJW2|PRPC_SHEONprpC 2-methylcitrate synthase OS=Shewanella oneidensis (strain MR-1) GN=prpC PE=3 SV=152.10 0.00

TRINITY_DN47868_c1_g8sp|Q6FLF3|DBP2_CANGADBP2 ATP-dependent RNA helicase DBP2 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=DBP2 PE=3 SV=152.10 0.00

TRINITY_DN48206_c1_g1sp|P11620|YPT1_SCHPOypt1 GTP-binding protein ypt1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt1 PE=1 SV=252.10 0.00

TRINITY_DN48539_c0_g3sp|Q8VYB1|MED31_ARATHMED31 Mediator of RNA polymerase II transcription subunit 31 OS=Arabidopsis thaliana GN=MED31 PE=1 SV=152.10 0.00

TRINITY_DN48713_c1_g2sp|P23966|MENB_BACSUmenB 1,4-dihydroxy-2-naphthoyl-CoA synthase OS=Bacillus subtilis (strain 168) GN=menB PE=1 SV=252.10 0.00

TRINITY_DN49333_c0_g2sp|Q8L785|SYGM2_ARATHEDD1 Glycine--tRNA ligase, chloroplastic/mitochondrial 2 OS=Arabidopsis thaliana GN=EDD1 PE=1 SV=152.10 0.00

TRINITY_DN49590_c1_g2sp|P20825|POL2_DROMEpol Retrovirus-related Pol polyprotein from transposon 297 OS=Drosophila melanogaster GN=pol PE=3 SV=152.10 0.00

TRINITY_DN50972_c0_g6sp|B8BKI8|MCM2_ORYSIOsI_36121DNA replication licensing factor MCM2 OS=Oryza sativa subsp. indica GN=OsI_36121 PE=3 SV=152.10 0.00

TRINITY_DN51736_c1_g1sp|O24301|SUS2_PEASUS2 Sucrose synthase 2 OS=Pisum sativum GN=SUS2 PE=2 SV=152.10 0.00

TRINITY_DN52296_c2_g1sp|Q24JN5|P4H5_ARATHP4H5 Prolyl 4-hydroxylase 5 OS=Arabidopsis thaliana GN=P4H5 PE=2 SV=152.10 0.00

TRINITY_DN52409_c1_g2sp|Q8XYP7|CLPP_RALSOclpP ATP-dependent Clp protease proteolytic subunit OS=Ralstonia solanacearum (strain GMI1000) GN=clpP PE=3 SV=152.10 0.00

TRINITY_DN17527_c0_g1sp|P42028|NDUS8_BOVINNDUFS8 NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial OS=Bos taurus GN=NDUFS8 PE=1 SV=152.00 0.00

TRINITY_DN20058_c0_g1sp|Q92072|DNMT1_CHICKDNMT1 DNA (cytosine-5)-methyltransferase 1 OS=Gallus gallus GN=DNMT1 PE=1 SV=152.00 0.00

TRINITY_DN21853_c0_g1sp|Q5DU05|CE164_MOUSECep164 Centrosomal protein of 164 kDa OS=Mus musculus GN=Cep164 PE=1 SV=252.00 0.00

TRINITY_DN34132_c0_g1sp|Q5XIT9|MCCB_RATMccc2 Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Rattus norvegicus GN=Mccc2 PE=2 SV=152.00 0.00

TRINITY_DN35063_c0_g6sp|Q9LR78|BSU1_ARATHBSU1 Serine/threonine-protein phosphatase BSU1 OS=Arabidopsis thaliana GN=BSU1 PE=1 SV=252.00 0.00

TRINITY_DN35916_c1_g4sp|Q9HFV1|CYB5_RHIST- Cytochrome b5 OS=Rhizopus stolonifer PE=2 SV=152.00 0.00

TRINITY_DN37097_c0_g3sp|B9DFG3|ISE2_ARATHISE2 DExH-box ATP-dependent RNA helicase DExH15 chloroplastic OS=Arabidopsis thaliana GN=ISE2 PE=1 SV=252.00 0.00

TRINITY_DN37101_c0_g4sp|Q9LRE6|DPOD1_ORYSJPOLD1 DNA polymerase delta catalytic subunit OS=Oryza sativa subsp. japonica GN=POLD1 PE=2 SV=152.00 0.00

TRINITY_DN37229_c0_g9sp|Q42093|AB2C_ARATHABCC2 ABC transporter C family member 2 OS=Arabidopsis thaliana GN=ABCC2 PE=1 SV=252.00 0.00

TRINITY_DN37550_c0_g1sp|Q94J16|HFA4B_ORYSJHSFA4B Heat stress transcription factor A-4b OS=Oryza sativa subsp. japonica GN=HSFA4B PE=2 SV=152.00 0.00

TRINITY_DN37551_c0_g2sp|P0DJ51|RL35_TETTSRPL35 60S ribosomal protein L35 OS=Tetrahymena thermophila (strain SB210) GN=RPL35 PE=1 SV=152.00 0.00

TRINITY_DN38790_c0_g3sp|Q64337|SQSTM_MOUSESqstm1 Sequestosome-1 OS=Mus musculus GN=Sqstm1 PE=1 SV=152.00 0.00

TRINITY_DN39430_c0_g12sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=152.00 0.00

TRINITY_DN39964_c0_g1sp|Q01780|EXOSX_HUMANEXOSC10 Exosome component 10 OS=Homo sapiens GN=EXOSC10 PE=1 SV=252.00 0.00

TRINITY_DN40792_c0_g5sp|Q86AQ5|RPC1_DICDIpolr3a DNA-directed RNA polymerase III subunit rpc1 OS=Dictyostelium discoideum GN=polr3a PE=3 SV=152.00 0.00

TRINITY_DN40938_c0_g6sp|Q8C5N3|CWC22_MOUSECwc22 Pre-mRNA-splicing factor CWC22 homolog OS=Mus musculus GN=Cwc22 PE=1 SV=152.00 0.00

TRINITY_DN41193_c0_g1sp|Q54ED2|EXO1_DICDIexo1 Exonuclease 1 OS=Dictyostelium discoideum GN=exo1 PE=3 SV=152.00 0.00



TRINITY_DN41991_c0_g2sp|Q9FIB6|PS12A_ARATHRPN5A 26S proteasome non-ATPase regulatory subunit 12 homolog A OS=Arabidopsis thaliana GN=RPN5A PE=1 SV=152.00 0.00

TRINITY_DN42703_c0_g6sp|Q9P381|CDSH_SCHPOSPBC13A2.03Putative phosphatidate cytidylyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC13A2.03 PE=1 SV=152.00 0.00

TRINITY_DN43944_c1_g1sp|Q9QY30|ABCBB_MOUSEAbcb11 Bile salt export pump OS=Mus musculus GN=Abcb11 PE=1 SV=252.00 0.00

TRINITY_DN44221_c0_g1sp|Q39572|YPTC6_CHLREYPTC6 Ras-related protein YPTC6 OS=Chlamydomonas reinhardtii GN=YPTC6 PE=3 SV=152.00 0.00

TRINITY_DN44927_c0_g7sp|Q5T655|CFA58_HUMANCFAP58 Cilia- and flagella-associated protein 58 OS=Homo sapiens GN=CFAP58 PE=1 SV=152.00 0.00

TRINITY_DN45082_c0_g3sp|Q6DG99|KCTD6_DANREkctd6 BTB/POZ domain-containing protein KCTD6 OS=Danio rerio GN=kctd6 PE=2 SV=152.00 0.00

TRINITY_DN45305_c0_g1sp|Q8MYF1|Y2070_DICDIDDB_G0277449Probable serine/threonine-protein kinase DDB_G0277449 OS=Dictyostelium discoideum GN=DDB_G0277449 PE=3 SV=152.00 0.00

TRINITY_DN47294_c0_g3sp|Q93Y94|RPOT1_NICSYRPOT1 DNA-directed RNA polymerase 1, mitochondrial OS=Nicotiana sylvestris GN=RPOT1 PE=2 SV=152.00 0.00

TRINITY_DN47850_c0_g1sp|Q9ASX5|Y5520_ARATHAt5g05200Uncharacterized aarF domain-containing protein kinase At5g05200, chloroplastic OS=Arabidopsis thaliana GN=At5g05200 PE=2 SV=152.00 0.00

TRINITY_DN48206_c1_g2sp|Q23716|EF2_CRYPV- Elongation factor 2 OS=Cryptosporidium parvum PE=3 SV=152.00 0.00

TRINITY_DN49283_c0_g2sp|B8BK80|KTI12_ORYSIOsI_35919Protein KTI12 homolog OS=Oryza sativa subsp. indica GN=OsI_35919 PE=3 SV=252.00 0.00

TRINITY_DN49724_c0_g4sp|Q6WWW4|UPL3_ARATHUPL3 E3 ubiquitin-protein ligase UPL3 OS=Arabidopsis thaliana GN=UPL3 PE=1 SV=152.00 0.00

TRINITY_DN49843_c0_g1sp|Q8LPS1|LACS6_ARATHLACS6 Long chain acyl-CoA synthetase 6, peroxisomal OS=Arabidopsis thaliana GN=LACS6 PE=1 SV=152.00 0.00

TRINITY_DN49902_c0_g2sp|Q9ZTS1|SYM_ORYSJOs06g0508700Probable methionine--tRNA ligase OS=Oryza sativa subsp. japonica GN=Os06g0508700 PE=2 SV=252.00 0.00

TRINITY_DN50462_c0_g5sp|O74457|NAT3_SCHPOnaa20 N-terminal acetyltransferase B complex catalytic subunit naa20 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=naa20 PE=3 SV=152.00 0.00

TRINITY_DN50957_c2_g4sp|Q9ZT87|PEL1_ARATHPEL1 Protein PELOTA 1 OS=Arabidopsis thaliana GN=PEL1 PE=2 SV=152.00 0.00

TRINITY_DN5110_c0_g1sp|O96539|ATE1_DROMEAte1 Arginyl-tRNA--protein transferase 1 OS=Drosophila melanogaster GN=Ate1 PE=2 SV=352.00 0.00

TRINITY_DN51583_c1_g8sp|Q641J8|RF12A_XENLArnf12-a E3 ubiquitin-protein ligase RNF12-A OS=Xenopus laevis GN=rnf12-a PE=1 SV=152.00 0.00

TRINITY_DN51637_c0_g4sp|Q9ZU35|AB7G_ARATHABCG7 ABC transporter G family member 7 OS=Arabidopsis thaliana GN=ABCG7 PE=2 SV=152.00 0.00

TRINITY_DN52576_c0_g9sp|Q8H2D5|POLH_ARATHPOLH DNA polymerase eta OS=Arabidopsis thaliana GN=POLH PE=1 SV=152.00 0.00

TRINITY_DN951_c0_g1sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=352.00 0.00

TRINITY_DN15636_c0_g1sp|P43565|RIM15_YEASTRIM15 Serine/threonine-protein kinase RIM15 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RIM15 PE=1 SV=151.90 0.00

TRINITY_DN24041_c0_g2sp|Q8BVH9|METL6_MOUSEMettl6 Methyltransferase-like protein 6 OS=Mus musculus GN=Mettl6 PE=2 SV=251.90 0.00

TRINITY_DN28406_c0_g1sp|Q54F05|DHX8_DICDIdhx8 ATP-dependent RNA helicase dhx8 OS=Dictyostelium discoideum GN=dhx8 PE=3 SV=151.90 0.00

TRINITY_DN31401_c0_g1sp|Q501Z5|GTPB3_DANREgtpbp3 tRNA modification GTPase GTPBP3, mitochondrial OS=Danio rerio GN=gtpbp3 PE=2 SV=151.90 0.00

TRINITY_DN32236_c0_g2sp|Q5R9I5|SYDC_PONABDARS Aspartate--tRNA ligase, cytoplasmic OS=Pongo abelii GN=DARS PE=2 SV=151.90 0.00

TRINITY_DN33707_c0_g3sp|Q8LFC0|IDH1_ARATHIDH1 Isocitrate dehydrogenase [NAD] regulatory subunit 1, mitochondrial OS=Arabidopsis thaliana GN=IDH1 PE=1 SV=251.90 0.00

TRINITY_DN3409_c0_g1sp|Q9CAB6|UEV1B_ARATHUEV1B Ubiquitin-conjugating enzyme E2 variant 1B OS=Arabidopsis thaliana GN=UEV1B PE=1 SV=151.90 0.00

TRINITY_DN34173_c0_g1sp|Q9FDW8|CYB5A_ARATHCB5-A Cytochrome b5 isoform A OS=Arabidopsis thaliana GN=CB5-A PE=1 SV=151.90 0.00

TRINITY_DN35895_c0_g1sp|P10569|MYSC_ACACAMIC Myosin IC heavy chain OS=Acanthamoeba castellanii GN=MIC PE=1 SV=151.90 0.00

TRINITY_DN36798_c0_g2sp|Q9SZ54|GPX7_ARATHGPX7 Putative glutathione peroxidase 7, chloroplastic OS=Arabidopsis thaliana GN=GPX7 PE=3 SV=251.90 0.00

TRINITY_DN36799_c0_g1sp|Q91Z53|GRHPR_MOUSEGrhpr Glyoxylate reductase/hydroxypyruvate reductase OS=Mus musculus GN=Grhpr PE=1 SV=151.90 0.00

TRINITY_DN36987_c0_g9sp|Q9LGV5|CIPK1_ORYSJCIPK1 CBL-interacting protein kinase 1 OS=Oryza sativa subsp. japonica GN=CIPK1 PE=2 SV=151.90 0.00

TRINITY_DN37191_c1_g2sp|Q9ZUL5|CHR19_ARATHETL1 Protein CHROMATIN REMODELING 19 OS=Arabidopsis thaliana GN=ETL1 PE=1 SV=151.90 0.00

TRINITY_DN37287_c1_g8sp|Q9ULC5|ACSL5_HUMANACSL5 Long-chain-fatty-acid--CoA ligase 5 OS=Homo sapiens GN=ACSL5 PE=1 SV=151.90 0.00

TRINITY_DN37422_c1_g1sp|Q9SRK5|LSF2_ARATHLSF2 Phosphoglucan phosphatase LSF2, chloroplastic OS=Arabidopsis thaliana GN=LSF2 PE=1 SV=151.90 0.00

TRINITY_DN37719_c1_g2sp|Q2JSG0|RS16_SYNJArpsP 30S ribosomal protein S16 OS=Synechococcus sp. (strain JA-3-3Ab) GN=rpsP PE=3 SV=151.90 0.00

TRINITY_DN38111_c2_g5sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=151.90 0.00

TRINITY_DN38886_c0_g7sp|P0A192|LIVF_SALTIlivF High-affinity branched-chain amino acid transport ATP-binding protein LivF OS=Salmonella typhi GN=livF PE=3 SV=151.90 0.00

TRINITY_DN39155_c0_g2sp|Q5F361|TBCK_CHICKTBCK TBC domain-containing protein kinase-like protein OS=Gallus gallus GN=TBCK PE=2 SV=251.90 0.00

TRINITY_DN40114_c0_g9sp|Q9H7F0|AT133_HUMANATP13A3 Probable cation-transporting ATPase 13A3 OS=Homo sapiens GN=ATP13A3 PE=1 SV=451.90 0.00

TRINITY_DN40140_c1_g1sp|Q9M1Q9|AB21B_ARATHABCB21 ABC transporter B family member 21 OS=Arabidopsis thaliana GN=ABCB21 PE=1 SV=251.90 0.00

TRINITY_DN40681_c1_g1sp|Q8P5Z8|Y3184_XANCPXCC3184 Macro domain-containing protein XCC3184 OS=Xanthomonas campestris pv. campestris (strain ATCC 33913 / DSM 3586 / NCPPB 528 / LMG 568 / P 25) GN=XCC3184 PE=3 SV=151.90 0.00

TRINITY_DN41068_c1_g1sp|P16930|FAAA_HUMANFAH Fumarylacetoacetase OS=Homo sapiens GN=FAH PE=1 SV=251.90 0.00

TRINITY_DN41448_c0_g3sp|Q8R3C6|RBM19_MOUSERbm19 Probable RNA-binding protein 19 OS=Mus musculus GN=Rbm19 PE=1 SV=151.90 0.00

TRINITY_DN41465_c0_g2sp|Q9VK45|TOR_DROMETor Target of rapamycin OS=Drosophila melanogaster GN=Tor PE=1 SV=151.90 0.00

TRINITY_DN41743_c0_g4sp|Q9LE16|BRX11_ARATHBRIX1-1 Ribosome biogenesis protein BRX1 homolog 1 OS=Arabidopsis thaliana GN=BRIX1-1 PE=2 SV=151.90 0.00

TRINITY_DN42034_c1_g1sp|Q10S83|NLP1_ORYSJNLP1 Protein NLP1 OS=Oryza sativa subsp. japonica GN=NLP1 PE=2 SV=151.90 0.00

TRINITY_DN42461_c0_g1sp|Q9C5C8|MSRB2_ARATHMSRB2 Peptide methionine sulfoxide reductase B2, chloroplastic OS=Arabidopsis thaliana GN=MSRB2 PE=1 SV=151.90 0.00

TRINITY_DN42845_c1_g1sp|Q9M0V3|DDB1A_ARATHDDB1A DNA damage-binding protein 1a OS=Arabidopsis thaliana GN=DDB1A PE=1 SV=151.90 0.00

TRINITY_DN42873_c0_g1sp|O04905|KCY3_ARATHUMK3 UMP-CMP kinase 3 OS=Arabidopsis thaliana GN=UMK3 PE=1 SV=151.90 0.00

TRINITY_DN43360_c0_g4sp|P51106|DFRA_HORVUANT18 Dihydroflavonol 4-reductase OS=Hordeum vulgare GN=ANT18 PE=3 SV=151.90 0.00

TRINITY_DN43673_c1_g8sp|Q8I8U2|AP1G_DICDIap1g1 AP-1 complex subunit gamma OS=Dictyostelium discoideum GN=ap1g1 PE=1 SV=151.90 0.00

TRINITY_DN4531_c0_g1sp|Q9ZQP2|ACO12_ARATHACX1.2 Putative peroxisomal acyl-coenzyme A oxidase 1.2 OS=Arabidopsis thaliana GN=ACX1.2 PE=2 SV=151.90 0.00

TRINITY_DN4554_c0_g1sp|Q54N45|ASF1_DICDIasf1 Histone chaperone asf1 OS=Dictyostelium discoideum GN=asf1 PE=3 SV=151.90 0.00

TRINITY_DN45926_c1_g2sp|Q26636|CATL_SARPE- Cathepsin L OS=Sarcophaga peregrina PE=1 SV=151.90 0.00



TRINITY_DN46837_c0_g1sp|Q6L5G1|C3H39_ORYSJOs05g0576300Zinc finger CCCH domain-containing protein 39 OS=Oryza sativa subsp. japonica GN=Os05g0576300 PE=2 SV=151.90 0.00

TRINITY_DN46878_c0_g1sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=151.90 0.00

TRINITY_DN47105_c0_g8sp|P50532|SMC4_XENLAsmc4 Structural maintenance of chromosomes protein 4 OS=Xenopus laevis GN=smc4 PE=1 SV=151.90 0.00

TRINITY_DN47121_c0_g8sp|Q9I8F9|HSP71_ORYLA- Heat shock 70 kDa protein 1 OS=Oryzias latipes PE=3 SV=151.90 0.00

TRINITY_DN47209_c0_g2sp|C0QTI3|RF1_PERMHprfA Peptide chain release factor 1 OS=Persephonella marina (strain DSM 14350 / EX-H1) GN=prfA PE=3 SV=151.90 0.00

TRINITY_DN47323_c0_g2sp|Q42877|RPB2_SOLLCRPB2 DNA-directed RNA polymerase II subunit RPB2 OS=Solanum lycopersicum GN=RPB2 PE=2 SV=151.90 0

TRINITY_DN47346_c0_g4sp|P40690|ALKE_BABBO- Aldo-keto reductase (Fragment) OS=Babesia bovis PE=2 SV=151.90 0.00

TRINITY_DN47357_c0_g2sp|P0AG16|PUR1_ECOLIpurF Amidophosphoribosyltransferase OS=Escherichia coli (strain K12) GN=purF PE=1 SV=251.90 0.00

TRINITY_DN47363_c1_g1sp|Q94464|DYNA_DICDIdymA Dynamin-A OS=Dictyostelium discoideum GN=dymA PE=1 SV=251.90 0.00

TRINITY_DN47530_c0_g3sp|Q2N5R9|CH602_ERYLHgroL2 60 kDa chaperonin 2 OS=Erythrobacter litoralis (strain HTCC2594) GN=groL2 PE=3 SV=151.90 0.00

TRINITY_DN48015_c1_g1sp|Q9LDN2|UMPS1_ORYSJUMPS1 Uridine 5'-monophosphate synthase OS=Oryza sativa subsp. japonica GN=UMPS1 PE=2 SV=151.90 0.00

TRINITY_DN48543_c0_g4sp|Q4U2V3|CBPC1_DANREagtpbp1 Cytosolic carboxypeptidase 1 OS=Danio rerio GN=agtpbp1 PE=2 SV=151.90 0.00

TRINITY_DN49461_c0_g3sp|Q9ZGI5|PIKA1_STRVZpikAI Narbonolide/10-deoxymethynolide synthase PikA1, modules 1 and 2 OS=Streptomyces venezuelae GN=pikAI PE=1 SV=151.90 0.00

TRINITY_DN50010_c0_g2sp|Q02595|KPK2_PLAFKPK2 Probable serine/threonine-protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=PK2 PE=2 SV=151.90 0.00

TRINITY_DN50464_c0_g3sp|P08645|RAS3_DROMER Ras-like protein 3 OS=Drosophila melanogaster GN=R PE=2 SV=251.90 0.00

TRINITY_DN51289_c0_g3sp|Q9M643|CCI1_ARATHCPI1 Cycloeucalenol cycloisomerase OS=Arabidopsis thaliana GN=CPI1 PE=2 SV=151.90 0.00

TRINITY_DN51899_c0_g1sp|O80983|FTSH4_ARATHFTSH4 ATP-dependent zinc metalloprotease FTSH 4, mitochondrial OS=Arabidopsis thaliana GN=FTSH4 PE=1 SV=251.90 0.00

TRINITY_DN15989_c0_g1sp|A4FUH0|RL22L_BOVINRPL22L1 60S ribosomal protein L22-like 1 OS=Bos taurus GN=RPL22L1 PE=2 SV=151.80 0.00

TRINITY_DN28203_c0_g1sp|Q55EP9|BUB2_DICDIbub2 Putative mitotic check point protein BUB2 OS=Dictyostelium discoideum GN=bub2 PE=3 SV=151.80 0.00

TRINITY_DN33375_c0_g1sp|Q9LTR9|NMT1_ARATHNMT1 Glycylpeptide N-tetradecanoyltransferase 1 OS=Arabidopsis thaliana GN=NMT1 PE=1 SV=251.80 0.00

TRINITY_DN34775_c0_g1sp|Q9P4X3|UTP7_SCHPOutp7 Probable U3 small nucleolar RNA-associated protein 7 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=utp7 PE=3 SV=151.80 0.00

TRINITY_DN35525_c0_g1sp|Q8NEB9|PK3C3_HUMANPIK3C3 Phosphatidylinositol 3-kinase catalytic subunit type 3 OS=Homo sapiens GN=PIK3C3 PE=1 SV=151.80 0.00

TRINITY_DN35693_c0_g1sp|Q54J42|ALG5_DICDIalg5 Dolichyl-phosphate beta-glucosyltransferase OS=Dictyostelium discoideum GN=alg5 PE=2 SV=151.80 0.00

TRINITY_DN36868_c0_g4sp|P93008|RH21_ARATHRH21 DEAD-box ATP-dependent RNA helicase 21 OS=Arabidopsis thaliana GN=RH21 PE=2 SV=151.80 0.00

TRINITY_DN37917_c1_g1sp|Q42496|PETM_CHLREpetM Cytochrome b6-f complex subunit 7, chloroplastic OS=Chlamydomonas reinhardtii GN=petM PE=1 SV=151.80 0.00

TRINITY_DN38138_c0_g6sp|P56213|ALR_MOUSEGfer FAD-linked sulfhydryl oxidase ALR OS=Mus musculus GN=Gfer PE=1 SV=251.80 0.00

TRINITY_DN38618_c0_g2sp|P27516|CBR_DUNSACBR Carotene biosynthesis-related protein CBR, chloroplastic OS=Dunaliella salina GN=CBR PE=1 SV=151.80 0.00

TRINITY_DN39359_c1_g6sp|O13493|MYB1_NEUCRrca-1 Myb-like DNA-binding protein myb-1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rca-1 PE=3 SV=251.80 0.00

TRINITY_DN39715_c0_g2sp|Q93VI4|PABN1_ARATHPABN1 Polyadenylate-binding protein 1 OS=Arabidopsis thaliana GN=PABN1 PE=1 SV=151.80 0.00

TRINITY_DN3972_c0_g1sp|P23702|LTXB_AGGACltxB Leukotoxin export ATP-binding protein LtxB OS=Aggregatibacter actinomycetemcomitans GN=ltxB PE=1 SV=151.80 0.00

TRINITY_DN40132_c0_g1sp|P0AF49|YJBQ_ECO57yjbQ UPF0047 protein YjbQ OS=Escherichia coli O157:H7 GN=yjbQ PE=3 SV=151.80 0.00

TRINITY_DN41158_c0_g4sp|Q9M0Z3|KEA3_ARATHKEA3 K(+) efflux antiporter 3, chloroplastic OS=Arabidopsis thaliana GN=KEA3 PE=1 SV=251.80 0.00

TRINITY_DN42594_c0_g6sp|Q9SR66|DML2_ARATHDML2 DEMETER-like protein 2 OS=Arabidopsis thaliana GN=DML2 PE=3 SV=251.80 0.00

TRINITY_DN44142_c0_g1sp|O82796|SERC_ARATHPSP Phosphoserine phosphatase, chloroplastic OS=Arabidopsis thaliana GN=PSP PE=1 SV=251.80 0.00

TRINITY_DN44332_c0_g1sp|B2I621|METE_XYLF2metE 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase OS=Xylella fastidiosa (strain M23) GN=metE PE=3 SV=151.80 0.00

TRINITY_DN44829_c1_g1sp|B9SQI7|MTBC_RICCORCOM_0591060Probable bifunctional methylthioribulose-1-phosphate dehydratase/enolase-phosphatase E1 OS=Ricinus communis GN=RCOM_0591060 PE=3 SV=151.80 0.00

TRINITY_DN45324_c0_g5sp|Q9ZU97|VAC14_ARATHVAC14 Protein VAC14 homolog OS=Arabidopsis thaliana GN=VAC14 PE=1 SV=251.80 0.00

TRINITY_DN46638_c0_g7sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=251.80 0.00

TRINITY_DN46949_c1_g2sp|P49018|GPI8_YEASTGPI8 GPI-anchor transamidase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GPI8 PE=1 SV=151.80 0.00

TRINITY_DN47858_c0_g1sp|Q54VF1|DDX56_DICDIddx56 Probable ATP-dependent RNA helicase ddx56 OS=Dictyostelium discoideum GN=ddx56 PE=3 SV=151.80 0.00

TRINITY_DN48311_c0_g4sp|Q86GV3|GCY28_CAEELgcy-28 Receptor-type guanylate cyclase gcy-28 OS=Caenorhabditis elegans GN=gcy-28 PE=1 SV=151.80 0.00

TRINITY_DN48585_c0_g2sp|Q8LFG1|AMY2_ARATHAMY2 Probable alpha-amylase 2 OS=Arabidopsis thaliana GN=AMY2 PE=2 SV=151.80 0.00

TRINITY_DN48858_c0_g2sp|O49160|EIF3C_ARATHTIF3C1 Eukaryotic translation initiation factor 3 subunit C OS=Arabidopsis thaliana GN=TIF3C1 PE=1 SV=251.80 0.00

TRINITY_DN50244_c0_g2sp|F4I1S7|ELP2_ARATHELP2 Elongator complex protein 2 OS=Arabidopsis thaliana GN=ELP2 PE=1 SV=151.80 0.00

TRINITY_DN50313_c0_g4sp|Q9T0A0|LACS4_ARATHLACS4 Long chain acyl-CoA synthetase 4 OS=Arabidopsis thaliana GN=LACS4 PE=2 SV=151.80 0.00

TRINITY_DN11332_c0_g1sp|Q3V0Q1|DYH12_MOUSEDnah12 Dynein heavy chain 12, axonemal OS=Mus musculus GN=Dnah12 PE=1 SV=251.70 0.00

TRINITY_DN23447_c0_g1sp|Q9M7X7|RL291_ARATHRPL29A 60S ribosomal protein L29-1 OS=Arabidopsis thaliana GN=RPL29A PE=1 SV=151.70 0.00

TRINITY_DN23811_c0_g1sp|Q7Z6Z7|HUWE1_HUMANHUWE1 E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=351.70 0.00

TRINITY_DN29068_c0_g1sp|Q6NWI4|YPEL3_DANREypel3 Protein yippee-like 3 OS=Danio rerio GN=ypel3 PE=3 SV=151.70 0.00

TRINITY_DN29070_c0_g1sp|Q9C7F5|NTF2_ARATHNTF2 Nuclear transport factor 2 OS=Arabidopsis thaliana GN=NTF2 PE=1 SV=151.70 0.00

TRINITY_DN29780_c0_g1sp|Q9YHY6|CND1_XENLAncapd2 Condensin complex subunit 1 OS=Xenopus laevis GN=ncapd2 PE=1 SV=151.70 0.00

TRINITY_DN31646_c0_g4sp|E1BB03|ZRAB3_BOVINZRANB3 DNA annealing helicase and endonuclease ZRANB3 OS=Bos taurus GN=ZRANB3 PE=3 SV=351.70 0.00

TRINITY_DN32164_c0_g1sp|Q54MA9|KU70_DICDIku70 ATP-dependent DNA helicase ku70 OS=Dictyostelium discoideum GN=ku70 PE=3 SV=151.70 0.00

TRINITY_DN33429_c0_g2sp|Q41058|GLGB1_PEASBEI 1,4-alpha-glucan-branching enzyme 1, chloroplastic/amyloplastic OS=Pisum sativum GN=SBEI PE=1 SV=151.70 0.00

TRINITY_DN33505_c0_g1sp|E1VBT6|GFAL_HALEDHELO_2322Putative glutathione-dependent formaldehyde-activating enzyme OS=Halomonas elongata (strain ATCC 33173 / DSM 2581 / NBRC 15536 / NCIMB 2198 / 1H9) GN=HELO_2322 PE=3 SV=151.70 0.00

TRINITY_DN34146_c0_g1sp|Q00859|MAPK_FUSSOMAPK Mitogen-activated protein kinase OS=Fusarium solani subsp. pisi GN=MAPK PE=2 SV=151.70 0.00



TRINITY_DN34995_c0_g3sp|Q0KIA2|Y9801_DROMECG9801 PP2C-like domain-containing protein CG9801 OS=Drosophila melanogaster GN=CG9801 PE=2 SV=151.70 0.00

TRINITY_DN35034_c0_g1sp|Q9FH40|TA14B_ARATHTAF14B Transcription initiation factor TFIID subunit 14b OS=Arabidopsis thaliana GN=TAF14B PE=1 SV=151.70 0.00

TRINITY_DN36114_c0_g5sp|Q54S83|NDUF7_DICDImidA Protein arginine methyltransferase NDUFAF7 homolog, mitochondrial OS=Dictyostelium discoideum GN=midA PE=1 SV=151.70 0.00

TRINITY_DN36133_c1_g3sp|Q8BM14|LIPK_MOUSELipk Lipase member K OS=Mus musculus GN=Lipk PE=2 SV=151.70 0.00

TRINITY_DN36332_c0_g4sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=251.70 0.00

TRINITY_DN37122_c1_g4sp|Q8H166|ALEU_ARATHALEU Thiol protease aleurain OS=Arabidopsis thaliana GN=ALEU PE=1 SV=251.70 0.00

TRINITY_DN37260_c0_g8sp|P98195|ATP9B_MOUSEAtp9b Probable phospholipid-transporting ATPase IIB OS=Mus musculus GN=Atp9b PE=1 SV=451.70 0.00

TRINITY_DN37873_c0_g1sp|Q9SB00|PHR_ARATHPHR1 Deoxyribodipyrimidine photo-lyase OS=Arabidopsis thaliana GN=PHR1 PE=2 SV=151.70 0.00

TRINITY_DN38481_c1_g2sp|Q556Y2|ORN_DICDIrexo2-1 Probable oligoribonuclease OS=Dictyostelium discoideum GN=rexo2-1 PE=3 SV=151.70 0.00

TRINITY_DN38632_c0_g6sp|Q8VZS9|FZR1_ARATHFZR1 Protein FIZZY-RELATED 1 OS=Arabidopsis thaliana GN=FZR1 PE=1 SV=151.70 0.00

TRINITY_DN39251_c0_g8sp|Q00859|MAPK_FUSSOMAPK Mitogen-activated protein kinase OS=Fusarium solani subsp. pisi GN=MAPK PE=2 SV=151.70 0.00

TRINITY_DN41457_c0_g6sp|A7HT69|RL27_PARL1rpmA 50S ribosomal protein L27 OS=Parvibaculum lavamentivorans (strain DS-1 / DSM 13023 / NCIMB 13966) GN=rpmA PE=3 SV=151.70 0.00

TRINITY_DN41545_c0_g11sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=351.70 0.00

TRINITY_DN42203_c0_g6sp|Q942L2|PDI22_ORYSJPDIL2-2 Protein disulfide isomerase-like 2-2 OS=Oryza sativa subsp. japonica GN=PDIL2-2 PE=2 SV=151.70 0.00

TRINITY_DN42230_c0_g1sp|Q9JK81|MYG1_MOUSEMyg1 UPF0160 protein MYG1, mitochondrial OS=Mus musculus GN=Myg1 PE=1 SV=151.70 0.00

TRINITY_DN42283_c0_g1sp|Q6GLM5|DESI1_XENLAdesi1 Desumoylating isopeptidase 1 OS=Xenopus laevis GN=desi1 PE=2 SV=151.70 0.00

TRINITY_DN42476_c0_g1sp|O64765|UAP2_ARATHGLCNAC1PUT2UDP-N-acetylglucosamine diphosphorylase 2 OS=Arabidopsis thaliana GN=GLCNAC1PUT2 PE=1 SV=151.70 0.00

TRINITY_DN42699_c1_g8sp|Q20748|ATAD3_CAEELatad-3 ATPase family AAA domain-containing protein 3 OS=Caenorhabditis elegans GN=atad-3 PE=3 SV=251.70 0.00

TRINITY_DN43786_c0_g2sp|Q8TGM6|TAR1_YEASTTAR1 Protein TAR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TAR1 PE=2 SV=151.70 0.00

TRINITY_DN43800_c0_g7sp|Q6NQJ8|SDG40_ARATHSDG40 Protein SET DOMAIN GROUP 40 OS=Arabidopsis thaliana GN=SDG40 PE=2 SV=151.70 0.00

TRINITY_DN43855_c0_g7sp|Q9Y689|ARL5A_HUMANARL5A ADP-ribosylation factor-like protein 5A OS=Homo sapiens GN=ARL5A PE=1 SV=151.70 0.00

TRINITY_DN44493_c0_g2sp|Q8RXN6|PRP31_ARATHPRP31 U4/U6 small nuclear ribonucleoprotein Prp31 homolog OS=Arabidopsis thaliana GN=PRP31 PE=1 SV=151.70 0.00

TRINITY_DN44846_c0_g1sp|Q8LG76|COL6_ARATHCOL6 Zinc finger protein CONSTANS-LIKE 6 OS=Arabidopsis thaliana GN=COL6 PE=2 SV=251.70 0.00

TRINITY_DN44866_c0_g2sp|Q323Z6|RIBX_SHIBSybiA N-glycosidase YbiA OS=Shigella boydii serotype 4 (strain Sb227) GN=ybiA PE=3 SV=151.70 0.00

TRINITY_DN45755_c0_g1sp|Q9HZ00|Y3240_PSEAEPA3240 Putative quercetin 2,3-dioxygenase PA3240 OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA3240 PE=3 SV=151.70 0.00

TRINITY_DN45899_c1_g1sp|Q8Y2R5|Y270_RALSORSc0270 UPF0225 protein RSc0270 OS=Ralstonia solanacearum (strain GMI1000) GN=RSc0270 PE=3 SV=151.70 0.00

TRINITY_DN46593_c0_g3sp|P0AGJ3|TRMH_ECO57trmH tRNA (guanosine(18)-2'-O)-methyltransferase OS=Escherichia coli O157:H7 GN=trmH PE=3 SV=151.70 0.00

TRINITY_DN46674_c0_g1sp|Q6MD97|CLPB_PARUWclpB Chaperone protein ClpB OS=Protochlamydia amoebophila (strain UWE25) GN=clpB PE=3 SV=151.70 0.00

TRINITY_DN46771_c0_g2sp|Q6PFM0|JMJD6_DANREjmjd6 Bifunctional arginine demethylase and lysyl-hydroxylase JMJD6 OS=Danio rerio GN=jmjd6 PE=2 SV=251.70 0.00

TRINITY_DN46808_c0_g2sp|Q8KAD1|PCKG_CHLTEpckG Phosphoenolpyruvate carboxykinase [GTP] OS=Chlorobium tepidum (strain ATCC 49652 / DSM 12025 / NBRC 103806 / TLS) GN=pckG PE=3 SV=151.70 0.00

TRINITY_DN47526_c1_g8sp|Q0WW55|ZEUS1_ARATHZEU1 Thymidylate kinase OS=Arabidopsis thaliana GN=ZEU1 PE=2 SV=151.70 0.00

TRINITY_DN47678_c0_g1sp|Q9C544|CM3_ARATHCM3 Chorismate mutase 3, chloroplastic OS=Arabidopsis thaliana GN=CM3 PE=1 SV=151.70 0.00

TRINITY_DN48302_c0_g1sp|Q92611|EDEM1_HUMANEDEM1 ER degradation-enhancing alpha-mannosidase-like protein 1 OS=Homo sapiens GN=EDEM1 PE=1 SV=151.70 0.00

TRINITY_DN49014_c0_g6sp|Q323Z6|RIBX_SHIBSybiA N-glycosidase YbiA OS=Shigella boydii serotype 4 (strain Sb227) GN=ybiA PE=3 SV=151.70 0.00

TRINITY_DN49748_c0_g2sp|A8I4E9|CP100_CHLREFAP100 Cilia- and flagella-associated protein 100 OS=Chlamydomonas reinhardtii GN=FAP100 PE=1 SV=151.70 0.00

TRINITY_DN50544_c1_g1sp|Q9UBN7|HDAC6_HUMANHDAC6 Histone deacetylase 6 OS=Homo sapiens GN=HDAC6 PE=1 SV=251.70 0.00

TRINITY_DN51930_c0_g5sp|O74856|CAF1_SCHPOcaf1 Poly(A) ribonuclease pop2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=caf1 PE=1 SV=251.70 0.00

TRINITY_DN52059_c0_g1sp|Q7XKC8|PYRD_ORYSJPYRD Dihydroorotate dehydrogenase (quinone), mitochondrial OS=Oryza sativa subsp. japonica GN=PYRD PE=2 SV=151.70 0.00

TRINITY_DN52175_c0_g6sp|Q28689|MRP2_RABITABCC2 Canalicular multispecific organic anion transporter 1 OS=Oryctolagus cuniculus GN=ABCC2 PE=2 SV=151.70 0.00

TRINITY_DN53346_c0_g1sp|Q711P4|CCL4_PIGCCL4 C-C motif chemokine 4 OS=Sus scrofa GN=CCL4 PE=3 SV=151.70 0.00

TRINITY_DN20791_c0_g3sp|P49210|RL9_ORYSJRPL9 60S ribosomal protein L9 OS=Oryza sativa subsp. japonica GN=RPL9 PE=2 SV=351.60 0.00

TRINITY_DN30521_c0_g1sp|Q9LSU1|PSA5_ORYSJPAE1 Proteasome subunit alpha type-5 OS=Oryza sativa subsp. japonica GN=PAE1 PE=2 SV=151.60 0.00

TRINITY_DN30806_c0_g1sp|Q8I7J4|COQ2_CAEELcoq-2 4-hydroxybenzoate polyprenyltransferase, mitochondrial OS=Caenorhabditis elegans GN=coq-2 PE=3 SV=251.60 0.00

TRINITY_DN32411_c0_g1sp|Q6NV34|DECR2_DANREdecr2 Peroxisomal 2,4-dienoyl-CoA reductase OS=Danio rerio GN=decr2 PE=2 SV=151.60 0.00

TRINITY_DN33113_c0_g1sp|Q9VHD2|MAAI2_DROMEGstZ2 Probable maleylacetoacetate isomerase 2 OS=Drosophila melanogaster GN=GstZ2 PE=1 SV=151.60 0.00

TRINITY_DN33189_c0_g2sp|Q86AQ5|RPC1_DICDIpolr3a DNA-directed RNA polymerase III subunit rpc1 OS=Dictyostelium discoideum GN=polr3a PE=3 SV=151.60 0.00

TRINITY_DN35659_c0_g1sp|Q7T3E4|DBR1_DANREdbr1 Lariat debranching enzyme OS=Danio rerio GN=dbr1 PE=1 SV=151.60 0.00

TRINITY_DN35830_c0_g4sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=151.60 0.00



TRINITY_DN36697_c0_g1sp|O64407|AMYB_VIGUNBMY1 Beta-amylase OS=Vigna unguiculata GN=BMY1 PE=2 SV=151.60 0.00

TRINITY_DN36835_c1_g6sp|Q9P7J8|GAD8_SCHPOgad8 Serine/threonine-protein kinase gad8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gad8 PE=1 SV=151.60 0.00

TRINITY_DN37373_c0_g6sp|Q9C505|IF5A3_ARATHELF5A-3 Eukaryotic translation initiation factor 5A-3 OS=Arabidopsis thaliana GN=ELF5A-3 PE=2 SV=151.60 0.00

TRINITY_DN37858_c0_g8sp|Q6Z541|SAP12_ORYSJSAP12 Zinc finger A20 and AN1 domain-containing stress-associated protein 12 OS=Oryza sativa subsp. japonica GN=SAP12 PE=2 SV=151.60 0.00

TRINITY_DN37864_c0_g4sp|P23174|MDR3_CRIGRABCB4 Phosphatidylcholine translocator ABCB4 OS=Cricetulus griseus GN=ABCB4 PE=2 SV=151.60 0.00

TRINITY_DN38113_c0_g1sp|Q9BU70|TRMO_HUMANTRMO tRNA (adenine(37)-N6)-methyltransferase OS=Homo sapiens GN=TRMO PE=2 SV=251.60 0.00

TRINITY_DN38398_c0_g5sp|Q9FZ99|SMG7L_ARATHSMG7L Protein SMG7L OS=Arabidopsis thaliana GN=SMG7L PE=2 SV=151.60 0.00

TRINITY_DN38933_c1_g5sp|P48504|QCR6_SOLTU- Cytochrome b-c1 complex subunit 6 OS=Solanum tuberosum PE=1 SV=251.60 0.00

TRINITY_DN39100_c0_g6sp|G5DBJ0|CPP1_NICBECPP1 Protein CHAPERONE-LIKE PROTEIN OF POR1, chloroplastic OS=Nicotiana benthamiana GN=CPP1 PE=1 SV=151.60 0.00

TRINITY_DN39438_c0_g2sp|O49939|TLP40_SPIOLTLP40 Peptidyl-prolyl cis-trans isomerase, chloroplastic OS=Spinacia oleracea GN=TLP40 PE=1 SV=151.60 0.00

TRINITY_DN40074_c0_g3sp|Q54W83|LSM1_DICDIlsm1 Probable U6 snRNA-associated Sm-like protein LSm1 OS=Dictyostelium discoideum GN=lsm1 PE=3 SV=151.60 0.00

TRINITY_DN40346_c0_g1sp|Q54GD8|PX24C_DICDIDDB_G0290223PXMP2/4 family protein 3 OS=Dictyostelium discoideum GN=DDB_G0290223 PE=3 SV=151.60 0.00

TRINITY_DN40586_c0_g1sp|Q86A85|PUR1_DICDIpurF Amidophosphoribosyltransferase OS=Dictyostelium discoideum GN=purF PE=3 SV=151.60 0.00

TRINITY_DN40704_c0_g1sp|Q54KE6|MCCA_DICDImccA Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Dictyostelium discoideum GN=mccA PE=3 SV=151.60 0.00

TRINITY_DN40999_c0_g1sp|Q7ZVK3|SIR2_DANREsirt2 NAD-dependent protein deacetylase sirtuin-2 OS=Danio rerio GN=sirt2 PE=2 SV=151.60 0.00

TRINITY_DN41357_c0_g2sp|Q9SHI7|UBC34_ARATHUBC34 Ubiquitin-conjugating enzyme E2 34 OS=Arabidopsis thaliana GN=UBC34 PE=2 SV=151.60 0.00

TRINITY_DN41435_c0_g3sp|P07850|SUOX_CHICKSUOX Sulfite oxidase OS=Gallus gallus GN=SUOX PE=1 SV=351.60 0.00

TRINITY_DN41440_c0_g2sp|P52427|PSA4_SPIOLPAC1 Proteasome subunit alpha type-4 OS=Spinacia oleracea GN=PAC1 PE=2 SV=151.60 0.00

TRINITY_DN41516_c0_g10sp|Q568B7|GTDC1_DANREgtdc1 Glycosyltransferase-like domain-containing protein 1 OS=Danio rerio GN=gtdc1 PE=2 SV=251.60 0.00

TRINITY_DN41723_c0_g5sp|Q54SA7|SF3B3_DICDIsf3b3 Probable splicing factor 3B subunit 3 OS=Dictyostelium discoideum GN=sf3b3 PE=3 SV=151.60 0.00

TRINITY_DN42304_c0_g2sp|Q9FI61|UBC27_ARATHUBC27 Ubiquitin-conjugating enzyme E2 27 OS=Arabidopsis thaliana GN=UBC27 PE=2 SV=151.60 0.00

TRINITY_DN42648_c0_g1sp|Q01890|YPT1_PHYINYPT1 Ras-like GTP-binding protein YPT1 OS=Phytophthora infestans GN=YPT1 PE=3 SV=151.60 0.00

TRINITY_DN42818_c0_g2sp|Q9BZE4|NOG1_HUMANGTPBP4 Nucleolar GTP-binding protein 1 OS=Homo sapiens GN=GTPBP4 PE=1 SV=351.60 0.00

TRINITY_DN43656_c1_g2sp|Q9C9C6|RL62_ARATHRPL6B 60S ribosomal protein L6-2 OS=Arabidopsis thaliana GN=RPL6B PE=2 SV=151.60 0.00

TRINITY_DN44504_c2_g10sp|Q2NCA3|LVHK1_ERYLHELI_02980Blue-light-activated histidine kinase 1 OS=Erythrobacter litoralis (strain HTCC2594) GN=ELI_02980 PE=1 SV=151.60 0.00

TRINITY_DN45405_c1_g2sp|F4IE66|PRP22_ARATHRID1 Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH10 OS=Arabidopsis thaliana GN=RID1 PE=1 SV=151.60 0.00

TRINITY_DN45599_c0_g1sp|Q8NDF8|PAPD5_HUMANPAPD5 Non-canonical poly(A) RNA polymerase PAPD5 OS=Homo sapiens GN=PAPD5 PE=1 SV=251.60 0.00

TRINITY_DN45837_c0_g7sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=151.60 0.00

TRINITY_DN48276_c0_g6sp|F4KAB8|MCM6_ARATHMCM6 DNA replication licensing factor MCM6 OS=Arabidopsis thaliana GN=MCM6 PE=1 SV=151.60 0.00

TRINITY_DN48492_c0_g5sp|F1Q4S1|ATP9B_DANREatp9b Probable phospholipid-transporting ATPase IIB OS=Danio rerio GN=atp9b PE=3 SV=151.60 0.00

TRINITY_DN48882_c0_g1sp|P34729|RAS1_PHYPORAS1 Ras-like protein 1 OS=Physarum polycephalum GN=RAS1 PE=2 SV=151.60 0.00

TRINITY_DN49518_c1_g4sp|P15357|RS27A_DROMERpS27A Ubiquitin-40S ribosomal protein S27a OS=Drosophila melanogaster GN=RpS27A PE=1 SV=251.60 0.00

TRINITY_DN49607_c0_g1sp|Q54R82|MKKA_DICDImkkA Mitogen-activated protein kinase kinase kinase A OS=Dictyostelium discoideum GN=mkkA PE=1 SV=251.60 0.00

TRINITY_DN49616_c0_g4sp|Q9LXV4|C3H56_ARATHAt5g12850Zinc finger CCCH domain-containing protein 56 OS=Arabidopsis thaliana GN=At5g12850 PE=2 SV=151.60 0.00

TRINITY_DN49878_c0_g1sp|Q9C5Y4|SMC21_ARATHSMC2-1 Structural maintenance of chromosomes protein 2-1 OS=Arabidopsis thaliana GN=SMC2-1 PE=2 SV=251.60 0.00

TRINITY_DN49915_c0_g1sp|Q86AT8|SPKA_DICDIspkA-1 Stress-activated protein kinase alpha OS=Dictyostelium discoideum GN=spkA-1 PE=1 SV=151.60 0.00

TRINITY_DN50184_c0_g7sp|P51892|DNLI1_XENLAlig1 DNA ligase 1 OS=Xenopus laevis GN=lig1 PE=2 SV=151.60 0.00

TRINITY_DN52451_c0_g1sp|Q55135|PURU_SYNY3purU Formyltetrahydrofolate deformylase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=purU PE=3 SV=151.60 0.00

TRINITY_DN52926_c0_g1sp|A3QK16|ERLN2_DANREerlin2 Erlin-2 OS=Danio rerio GN=erlin2 PE=2 SV=151.60 0.00

TRINITY_DN13583_c0_g1sp|B7ZC32|KIF28_HUMANKIF28P Kinesin-like protein KIF28P OS=Homo sapiens GN=KIF28P PE=3 SV=251.50 0.00

TRINITY_DN15065_c0_g2sp|P05156|CFAI_HUMANCFI Complement factor I OS=Homo sapiens GN=CFI PE=1 SV=251.50 0.00

TRINITY_DN1710_c0_g1sp|Q3S4A7|AHK5_ARATHAHK5 Histidine kinase 5 OS=Arabidopsis thaliana GN=AHK5 PE=1 SV=151.50 0.00

TRINITY_DN28833_c0_g3sp|F1Q4S1|ATP9B_DANREatp9b Probable phospholipid-transporting ATPase IIB OS=Danio rerio GN=atp9b PE=3 SV=151.50 0.00

TRINITY_DN33842_c0_g1sp|Q9LEF0|GPX4_MESCRGPXMC1 Probable phospholipid hydroperoxide glutathione peroxidase OS=Mesembryanthemum crystallinum GN=GPXMC1 PE=2 SV=151.50 0.00

TRINITY_DN33906_c0_g2sp|P52170|IMA5_XENLAkpna1 Importin subunit alpha-5 OS=Xenopus laevis GN=kpna1 PE=1 SV=251.50 0.00

TRINITY_DN33958_c0_g1sp|Q9XGR4|2AB2A_ARATHB''ALPHASerine/threonine protein phosphatase 2A regulatory subunit B''alpha OS=Arabidopsis thaliana GN=B''ALPHA PE=1 SV=151.50 0.00

TRINITY_DN34272_c0_g1sp|Q54SD5|PEMT1_DICDIpemtA Phosphatidylethanolamine N-methyltransferase A OS=Dictyostelium discoideum GN=pemtA PE=3 SV=151.50 0.00

TRINITY_DN34809_c0_g2sp|Q55CB0|RASU_DICDIrasU Ras-like protein rasU OS=Dictyostelium discoideum GN=rasU PE=3 SV=151.50 0.00

TRINITY_DN34918_c0_g6sp|P98198|AT8B2_HUMANATP8B2 Phospholipid-transporting ATPase ID OS=Homo sapiens GN=ATP8B2 PE=1 SV=251.50 0.00

TRINITY_DN35841_c0_g1sp|Q5XJD3|FIP1_DANREfip1l1 Pre-mRNA 3'-end-processing factor FIP1 OS=Danio rerio GN=fip1l1 PE=1 SV=151.50 0.00

TRINITY_DN36228_c0_g2sp|O23087|ECA2_ARATHECA2 Calcium-transporting ATPase 2, endoplasmic reticulum-type OS=Arabidopsis thaliana GN=ECA2 PE=1 SV=151.50 0.00

TRINITY_DN38437_c0_g5sp|P22981|LET60_CAEELlet-60 Ras protein let-60 OS=Caenorhabditis elegans GN=let-60 PE=1 SV=151.50 0.00

TRINITY_DN38448_c0_g1sp|A0Q3H7|RIBBA_CLONNribBA Riboflavin biosynthesis protein RibBA OS=Clostridium novyi (strain NT) GN=ribBA PE=3 SV=151.50 0.00

TRINITY_DN39126_c1_g5sp|Q8L7K0|R18A1_ARATHRPL18AA 60S ribosomal protein L18a-1 OS=Arabidopsis thaliana GN=RPL18AA PE=2 SV=151.50 0.00

TRINITY_DN39305_c0_g4sp|Q2KIR8|TDH_BOVINTDH L-threonine 3-dehydrogenase, mitochondrial OS=Bos taurus GN=TDH PE=2 SV=151.50 0.00

TRINITY_DN39510_c0_g2sp|Q9FJR0|RENT1_ARATHUPF1 Regulator of nonsense transcripts 1 homolog OS=Arabidopsis thaliana GN=UPF1 PE=1 SV=251.50 0.00



TRINITY_DN39824_c0_g6sp|Q08237|REXO4_YEASTREX4 RNA exonuclease 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=REX4 PE=1 SV=151.50 0.00

TRINITY_DN40311_c0_g7sp|P52551|MYBB_XENLAmybl2 Myb-related protein B OS=Xenopus laevis GN=mybl2 PE=2 SV=251.50 0.00

TRINITY_DN40326_c0_g4sp|P14224|PSAG_CHLREPSAG Photosystem I reaction center subunit V, chloroplastic OS=Chlamydomonas reinhardtii GN=PSAG PE=2 SV=151.50 0.00

TRINITY_DN40985_c1_g10sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=251.50 0.00

TRINITY_DN41605_c0_g1sp|Q8C0I1|ADAS_MOUSEAgps Alkyldihydroxyacetonephosphate synthase, peroxisomal OS=Mus musculus GN=Agps PE=1 SV=151.50 0.00

TRINITY_DN41661_c0_g2sp|P10242|MYB_HUMANMYB Transcriptional activator Myb OS=Homo sapiens GN=MYB PE=1 SV=251.50 0.00

TRINITY_DN41793_c0_g7sp|Q9PTM5|KCAB2_XENLAkcnab2 Voltage-gated potassium channel subunit beta-2 OS=Xenopus laevis GN=kcnab2 PE=2 SV=151.50 0.00

TRINITY_DN42367_c0_g3sp|B0G159|MCFC_DICDImcfC Mitochondrial substrate carrier family protein C OS=Dictyostelium discoideum GN=mcfC PE=2 SV=151.50 0.00

TRINITY_DN42771_c0_g4sp|Q13868|EXOS2_HUMANEXOSC2 Exosome complex component RRP4 OS=Homo sapiens GN=EXOSC2 PE=1 SV=251.50 0.00

TRINITY_DN43141_c0_g4sp|P91891|MO25_DROMEMo25 Protein Mo25 OS=Drosophila melanogaster GN=Mo25 PE=2 SV=251.50 0.00

TRINITY_DN43142_c1_g1sp|P35134|UBC11_ARATHUBC11 Ubiquitin-conjugating enzyme E2 11 OS=Arabidopsis thaliana GN=UBC11 PE=1 SV=251.50 0.00

TRINITY_DN43327_c1_g9sp|Q8NG68|TTL_HUMANTTL Tubulin--tyrosine ligase OS=Homo sapiens GN=TTL PE=1 SV=251.50 0.00

TRINITY_DN44102_c0_g1sp|Q6DEB1|AT2L1_XENLAetnppl Ethanolamine-phosphate phospho-lyase OS=Xenopus laevis GN=etnppl PE=2 SV=151.50 0.00

TRINITY_DN44733_c0_g8sp|B2RX12|MRP3_MOUSEAbcc3 Canalicular multispecific organic anion transporter 2 OS=Mus musculus GN=Abcc3 PE=1 SV=151.50 0.00

TRINITY_DN45087_c0_g1sp|Q9STT7|AB5A_ARATHABCA5 ABC transporter A family member 5 OS=Arabidopsis thaliana GN=ABCA5 PE=3 SV=251.50 0.00

TRINITY_DN45241_c0_g1sp|A8IB22|CFA77_CHLRECFAP77 Cilia- and flagella-associated protein 77 OS=Chlamydomonas reinhardtii GN=CFAP77 PE=1 SV=151.50 0.00

TRINITY_DN46327_c0_g9sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=251.50 0.00

TRINITY_DN46675_c0_g1sp|Q6NMB6|UTR5B_ARATHAt5g59740UDP-galactose/UDP-glucose transporter 5B OS=Arabidopsis thaliana GN=At5g59740 PE=2 SV=151.50 0.00

TRINITY_DN46764_c0_g2sp|Q5ZLL8|GPAT3_CHICKGPAT3 Glycerol-3-phosphate acyltransferase 3 OS=Gallus gallus GN=GPAT3 PE=2 SV=151.50 0.00

TRINITY_DN47333_c1_g4sp|Q9SMH3|DYH1A_CHLREDHC1 Dynein-1-alpha heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC1 PE=1 SV=151.50 0

TRINITY_DN48222_c0_g2sp|Q641F1|UBCP1_XENLAublcp1 Ubiquitin-like domain-containing CTD phosphatase 1 OS=Xenopus laevis GN=ublcp1 PE=2 SV=151.50 0.00

TRINITY_DN48254_c0_g1sp|Q8NBN7|RDH13_HUMANRDH13 Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=1 SV=251.50 0.00

TRINITY_DN48574_c0_g1sp|Q66KB0|UBE2Z_XENTRube2z Ubiquitin-conjugating enzyme E2 Z OS=Xenopus tropicalis GN=ube2z PE=2 SV=251.50 0.00

TRINITY_DN48846_c0_g1sp|Q8T135|KIF5_DICDIkif5 Kinesin-related protein 5 OS=Dictyostelium discoideum GN=kif5 PE=1 SV=151.50 0.00

TRINITY_DN48871_c0_g6sp|P46794|CBS_DICDIcysB Cystathionine beta-synthase OS=Dictyostelium discoideum GN=cysB PE=2 SV=251.50 0.00

TRINITY_DN49162_c0_g3sp|O86034|BDHA_RHIMEbdhA D-beta-hydroxybutyrate dehydrogenase OS=Rhizobium meliloti (strain 1021) GN=bdhA PE=1 SV=151.50 0.00

TRINITY_DN49767_c0_g1sp|Q54PF1|CK2B_DICDIcsnk2b Casein kinase II subunit beta OS=Dictyostelium discoideum GN=csnk2b PE=3 SV=151.50 0.00

TRINITY_DN49987_c2_g2sp|Q01J96|CCB21_ORYSICYCB2-1 Cyclin-B2-1 OS=Oryza sativa subsp. indica GN=CYCB2-1 PE=1 SV=151.50 0.00

TRINITY_DN50966_c0_g1sp|F4I116|SYLC_ARATHAt1g09620Leucine--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At1g09620 PE=1 SV=151.50 0

TRINITY_DN51098_c1_g3sp|Q9C5X4|ATX1_ARATHATX1 Histone-lysine N-methyltransferase ATX1 OS=Arabidopsis thaliana GN=ATX1 PE=1 SV=251.50 0.00

TRINITY_DN52366_c0_g1sp|F4JXF9|NRPC1_ARATHNRPC1 DNA-directed RNA polymerase III subunit 1 OS=Arabidopsis thaliana GN=NRPC1 PE=2 SV=151.50 0.00

TRINITY_DN7768_c0_g1sp|P24076|BGIA_MOMCH- Glu S.griseus protease inhibitor OS=Momordica charantia PE=1 SV=151.50 0.00

TRINITY_DN22363_c0_g1sp|Q9VQN8|FIGL1_DROMECG3326 Fidgetin-like protein 1 OS=Drosophila melanogaster GN=CG3326 PE=2 SV=251.40 0.00

TRINITY_DN26019_c0_g1sp|P52917|VPS4_YEASTVPS4 Vacuolar protein sorting-associated protein 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS4 PE=1 SV=151.40 0.00

TRINITY_DN29406_c0_g2sp|O32210|GR_BACSUyvgN Glyoxal reductase OS=Bacillus subtilis (strain 168) GN=yvgN PE=1 SV=151.40 0.00

TRINITY_DN29645_c0_g1sp|Q55EI3|VP13E_DICDIvps13E Putative vacuolar protein sorting-associated protein 13E OS=Dictyostelium discoideum GN=vps13E PE=3 SV=151.40 0.00

TRINITY_DN31256_c0_g1sp|Q5E9S2|NFYA_BOVINNFYA Nuclear transcription factor Y subunit alpha OS=Bos taurus GN=NFYA PE=2 SV=151.40 0.00

TRINITY_DN31673_c0_g1sp|Q93Y35|PSMD6_ARATHRPN7 26S proteasome non-ATPase regulatory subunit 6 homolog OS=Arabidopsis thaliana GN=RPN7 PE=1 SV=151.40 0.00

TRINITY_DN32805_c0_g1sp|Q338B9|GCN5_ORYSJGCN5 Histone acetyltransferase GCN5 OS=Oryza sativa subsp. japonica GN=GCN5 PE=2 SV=151.40 0.00

TRINITY_DN33444_c0_g1sp|Q9CB01|RABF1_ARATHRABF1 Ras-related protein RABF1 OS=Arabidopsis thaliana GN=RABF1 PE=1 SV=151.40 0.00

TRINITY_DN33541_c0_g1sp|Q9SL70|TCX6_ARATHTCX6 Protein tesmin/TSO1-like CXC 6 OS=Arabidopsis thaliana GN=TCX6 PE=1 SV=151.40 0.00

TRINITY_DN35648_c0_g1sp|Q9UNH5|CC14A_HUMANCDC14A Dual specificity protein phosphatase CDC14A OS=Homo sapiens GN=CDC14A PE=1 SV=151.40 0.00

TRINITY_DN35969_c0_g8sp|O34962|MAO4_BACSUytsJ Probable NAD-dependent malic enzyme 4 OS=Bacillus subtilis (strain 168) GN=ytsJ PE=3 SV=151.40 0.00

TRINITY_DN36046_c0_g3sp|Q588V7|TEB_ARATHTEB Helicase and polymerase-containing protein TEBICHI OS=Arabidopsis thaliana GN=TEB PE=2 SV=151.40 0.00

TRINITY_DN36826_c2_g8sp|P0C6F1|DYH2_MOUSEDnah2 Dynein heavy chain 2, axonemal OS=Mus musculus GN=Dnah2 PE=1 SV=151.40 0.00

TRINITY_DN37029_c0_g2sp|Q9NRZ9|HELLS_HUMANHELLS Lymphoid-specific helicase OS=Homo sapiens GN=HELLS PE=1 SV=151.40 0.00

TRINITY_DN37180_c0_g2sp|P24100|CDKA1_ARATHCDKA-1 Cyclin-dependent kinase A-1 OS=Arabidopsis thaliana GN=CDKA-1 PE=1 SV=151.40 0.00

TRINITY_DN37396_c0_g9sp|Q7ZUQ3|STK3_DANREstk3 Serine/threonine-protein kinase 3 OS=Danio rerio GN=stk3 PE=2 SV=151.40 0.00

TRINITY_DN37822_c0_g1sp|P83291|NB5R2_ARATHCBR2 NADH-cytochrome b5 reductase-like protein OS=Arabidopsis thaliana GN=CBR2 PE=1 SV=251.40 0.00

TRINITY_DN37979_c0_g3sp|G5EGK8|PP2A_CAEELlet-92 Serine/threonine-protein phosphatase 2A catalytic subunit OS=Caenorhabditis elegans GN=let-92 PE=1 SV=151.40 0.00

TRINITY_DN38224_c0_g1sp|P77735|YAJO_ECOLIyajO Uncharacterized oxidoreductase YajO OS=Escherichia coli (strain K12) GN=yajO PE=3 SV=251.40 0.00

TRINITY_DN38299_c0_g1sp|Q40723|RLGP2_ORYSJRGP2 Ras-related protein RGP2 OS=Oryza sativa subsp. japonica GN=RGP2 PE=2 SV=251.40 0.00

TRINITY_DN38460_c0_g3sp|Q9C5G0|SUF4_ARATHSUF4 Protein SUPPRESSOR OF FRI 4 OS=Arabidopsis thaliana GN=SUF4 PE=1 SV=151.40 0.00

TRINITY_DN38953_c0_g1sp|Q0DJ99|COPD2_ORYSJOs05g0311000Coatomer subunit delta-2 OS=Oryza sativa subsp. japonica GN=Os05g0311000 PE=2 SV=151.40 0.00

TRINITY_DN39584_c1_g6sp|Q1LK68|GLUQ_CUPMCgluQ Glutamyl-Q tRNA(Asp) synthetase OS=Cupriavidus metallidurans (strain ATCC 43123 / DSM 2839 / NBRC 102507 / CH34) GN=gluQ PE=3 SV=151.40 0.00

TRINITY_DN40294_c1_g4sp|B0F9L4|GOGC6_ARATHGC6 Golgin candidate 6 OS=Arabidopsis thaliana GN=GC6 PE=1 SV=251.40 0.00



TRINITY_DN41290_c1_g2sp|Q55480|YZ37_SYNY3slr0537 Uncharacterized sugar kinase slr0537 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0537 PE=3 SV=151.40 0.00

TRINITY_DN41471_c1_g1sp|O64982|PRS7_PRUPERPT1 26S protease regulatory subunit 7 OS=Prunus persica GN=RPT1 PE=2 SV=151.40 0.00

TRINITY_DN41730_c1_g7sp|Q9UT85|YIPC_SCHPOSPAC343.04cUncharacterized WD repeat-containing protein C343.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC343.04c PE=3 SV=151.40 0.00

TRINITY_DN42820_c1_g4sp|Q6B855|TKT_BOVINTKT Transketolase OS=Bos taurus GN=TKT PE=2 SV=151.40 0.00

TRINITY_DN42926_c0_g6sp|P15274|AMPD_YEASTAMD1 AMP deaminase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AMD1 PE=1 SV=251.40 0.00

TRINITY_DN43549_c1_g5sp|B7NTS5|YDIU_ECO7IydiU UPF0061 protein YdiU OS=Escherichia coli O7:K1 (strain IAI39 / ExPEC) GN=ydiU PE=3 SV=151.40 0.00

TRINITY_DN44207_c2_g1sp|A8WK63|RECQ1_CAEBRCBG24191Putative ATP-dependent DNA helicase Q1 OS=Caenorhabditis briggsae GN=CBG24191 PE=3 SV=151.40 0.00

TRINITY_DN44500_c0_g8sp|Q554Z5|ACSB_DICDIaslB Acyl-CoA synthetase short-chain family member B, mitochondrial OS=Dictyostelium discoideum GN=aslB PE=3 SV=151.40 0.00

TRINITY_DN45491_c0_g2sp|Q9XYS3|NOXA_DICDInoxA Superoxide-generating NADPH oxidase heavy chain subunit A OS=Dictyostelium discoideum GN=noxA PE=2 SV=151.40 0.00

TRINITY_DN45990_c0_g1sp|P42898|MTHR_HUMANMTHFR Methylenetetrahydrofolate reductase OS=Homo sapiens GN=MTHFR PE=1 SV=351.40 0.00

TRINITY_DN46479_c0_g1sp|Q00766|PHS1_DICDIglpV Glycogen phosphorylase 1 OS=Dictyostelium discoideum GN=glpV PE=1 SV=351.40 0.00

TRINITY_DN46827_c1_g1sp|Q940X7|RBX1A_ARATHRBX1A RING-box protein 1a OS=Arabidopsis thaliana GN=RBX1A PE=1 SV=151.40 0.00

TRINITY_DN48520_c1_g3sp|Q54BK1|GGPPS_DICDIggps1 Geranylgeranyl pyrophosphate synthase OS=Dictyostelium discoideum GN=ggps1 PE=3 SV=151.40 0.00

TRINITY_DN48732_c1_g2sp|Q8L840|RQL4A_ARATHRECQL4A ATP-dependent DNA helicase Q-like 4A OS=Arabidopsis thaliana GN=RECQL4A PE=2 SV=151.40 0.00

TRINITY_DN49061_c0_g1sp|P0CR39|SEC23_CRYNBSEC23 Protein transport protein SEC23 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=SEC23 PE=3 SV=151.40 0.00

TRINITY_DN49087_c1_g3sp|Q9FLG8|SPNS2_ARATHAt5g64500Probable sphingolipid transporter spinster homolog 2 OS=Arabidopsis thaliana GN=At5g64500 PE=2 SV=151.40 0.00

TRINITY_DN49943_c0_g2sp|Q54UW4|Y0777_DICDIDDB_G0280777Bromodomain-containing protein DDB_G0280777 OS=Dictyostelium discoideum GN=DDB_G0280777 PE=3 SV=151.40 0.00

TRINITY_DN50355_c0_g4sp|P93394|UPP_TOBACUPP Uracil phosphoribosyltransferase OS=Nicotiana tabacum GN=UPP PE=2 SV=151.40 0.00

TRINITY_DN50387_c0_g3sp|Q7XPJ0|KCBP_ORYSJOs04g0666900Kinesin-like calmodulin-binding protein homolog OS=Oryza sativa subsp. japonica GN=Os04g0666900 PE=2 SV=151.40 0.00

TRINITY_DN50764_c1_g1sp|D2K6F1|SLT2_CHLRESLT2 Sodium/sulfate cotransporter 2 OS=Chlamydomonas reinhardtii GN=SLT2 PE=2 SV=151.40 0.00

TRINITY_DN51242_c0_g6sp|P0CM23|ARO1_CRYNBCNBB3730Pentafunctional AROM polypeptide OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=CNBB3730 PE=3 SV=151.40 0.00

TRINITY_DN51320_c0_g1sp|Q642J4|IMPCT_DANREimpact Protein IMPACT OS=Danio rerio GN=impact PE=2 SV=151.40 0.00

TRINITY_DN11177_c0_g1sp|Q3ZCF6|APC11_BOVINANAPC11 Anaphase-promoting complex subunit 11 OS=Bos taurus GN=ANAPC11 PE=3 SV=151.30 0.00

TRINITY_DN23285_c0_g1sp|O60508|PRP17_HUMANCDC40 Pre-mRNA-processing factor 17 OS=Homo sapiens GN=CDC40 PE=1 SV=151.30 0.00

TRINITY_DN25327_c0_g2sp|Q8R1K4|AT2L2_MOUSEPhykpl 5-phosphohydroxy-L-lysine phospho-lyase OS=Mus musculus GN=Phykpl PE=1 SV=151.30 0.00

TRINITY_DN27963_c0_g1sp|P90587|WD66_PHYPO- 66 kDa stress protein OS=Physarum polycephalum PE=2 SV=151.30 0.00

TRINITY_DN31034_c0_g1sp|Q9FNI6|SM3L2_ARATHAt5g22750Putative SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 2 OS=Arabidopsis thaliana GN=At5g22750 PE=2 SV=151.30 0.00

TRINITY_DN31646_c0_g5sp|Q498E7|SMAL1_XENLAsmarcal1SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 OS=Xenopus laevis GN=smarcal1 PE=2 SV=151.30 0.00

TRINITY_DN33707_c0_g4sp|Q8LFC0|IDH1_ARATHIDH1 Isocitrate dehydrogenase [NAD] regulatory subunit 1, mitochondrial OS=Arabidopsis thaliana GN=IDH1 PE=1 SV=251.30 0.00

TRINITY_DN34084_c0_g1sp|Q54DM9|ALG11_DICDIalg11 GDP-Man:Man(3)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase OS=Dictyostelium discoideum GN=alg11 PE=3 SV=151.30 0.00

TRINITY_DN35472_c0_g1sp|Q7KWX9|EXOS3_DICDIexosc3 Putative exosome complex component rrp40 OS=Dictyostelium discoideum GN=exosc3 PE=3 SV=151.30 0.00

TRINITY_DN36059_c0_g9sp|Q27954|COPA_BOVINCOPA Coatomer subunit alpha OS=Bos taurus GN=COPA PE=1 SV=151.30 0.00

TRINITY_DN37859_c0_g2sp|A4IQK7|NAMA_GEOTNnamA NADPH dehydrogenase OS=Geobacillus thermodenitrificans (strain NG80-2) GN=namA PE=3 SV=151.30 0.00

TRINITY_DN39135_c1_g2sp|Q10257|RRP8_SCHPOrrp8 25S rRNA (adenine(645)-N(1))-methyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rrp8 PE=3 SV=151.30 0.00

TRINITY_DN39623_c0_g1sp|Q55CD9|NDH_DICDIDDB_G0270104Probable NADH dehydrogenase OS=Dictyostelium discoideum GN=DDB_G0270104 PE=3 SV=251.30 0.00

TRINITY_DN40055_c0_g1sp|Q92047|PIMT_DANREpcmt Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Danio rerio GN=pcmt PE=2 SV=351.30 0.00

TRINITY_DN40525_c0_g1sp|Q9FMH8|RD21B_ARATHRD21B Probable cysteine protease RD21B OS=Arabidopsis thaliana GN=RD21B PE=1 SV=151.30 0.00

TRINITY_DN41457_c0_g2sp|Q9QZ05|E2AK4_MOUSEEif2ak4 eIF-2-alpha kinase GCN2 OS=Mus musculus GN=Eif2ak4 PE=1 SV=251.30 0.00

TRINITY_DN42004_c0_g1sp|Q9M876|SYYM_ARATHEMB2768 Tyrosine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=EMB2768 PE=2 SV=151.30 0.00

TRINITY_DN42697_c0_g1sp|Q8GTZ9|CCS1_CHLRECCS1 Cytochrome c biogenesis protein CCS1, chloroplastic OS=Chlamydomonas reinhardtii GN=CCS1 PE=1 SV=251.30 0.00

TRINITY_DN43507_c0_g3sp|Q9Y2H1|ST38L_HUMANSTK38L Serine/threonine-protein kinase 38-like OS=Homo sapiens GN=STK38L PE=1 SV=351.30 0.00

TRINITY_DN43788_c1_g1sp|Q84QU8|PPT2_ORYSJPPT2 Phosphoenolpyruvate/phosphate translocator 2, chloroplastic OS=Oryza sativa subsp. japonica GN=PPT2 PE=2 SV=151.30 0.00

TRINITY_DN44691_c0_g1sp|P07850|SUOX_CHICKSUOX Sulfite oxidase OS=Gallus gallus GN=SUOX PE=1 SV=351.30 0.00

TRINITY_DN44874_c1_g2sp|B9G2A8|BIG_ORYSJOs09g0247700Auxin transport protein BIG OS=Oryza sativa subsp. japonica GN=Os09g0247700 PE=2 SV=151.30 0.00

TRINITY_DN45188_c2_g5sp|Q339X2|BGL34_ORYSJBGLU34 Beta-glucosidase 34 OS=Oryza sativa subsp. japonica GN=BGLU34 PE=2 SV=151.30 0.00

TRINITY_DN45634_c0_g1sp|Q89N53|GUAA_BRADUguaA GMP synthase [glutamine-hydrolyzing] OS=Bradyrhizobium diazoefficiens (strain JCM 10833 / IAM 13628 / NBRC 14792 / USDA 110) GN=guaA PE=3 SV=151.30 0.00

TRINITY_DN45976_c0_g1sp|Q75VW3|DNAJ_HYDTTdnaJ Chaperone protein DnaJ OS=Hydrogenobacter thermophilus (strain DSM 6534 / IAM 12695 / TK-6) GN=dnaJ PE=3 SV=151.30 0.00

TRINITY_DN46861_c0_g1sp|F4J8K6|RRP5_ARATHRRP5 rRNA biogenesis protein RRP5 OS=Arabidopsis thaliana GN=RRP5 PE=2 SV=251.30 0.00

TRINITY_DN47910_c0_g1sp|F4I2J8|CATIN_ARATHCTN Cactin OS=Arabidopsis thaliana GN=CTN PE=1 SV=151.30 0.00

TRINITY_DN48451_c0_g1sp|Q55GS4|CDK10_DICDIcdk10 Probable cyclin-dependent kinase 10 OS=Dictyostelium discoideum GN=cdk10 PE=2 SV=151.30 0.00

TRINITY_DN48568_c0_g6sp|O74856|CAF1_SCHPOcaf1 Poly(A) ribonuclease pop2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=caf1 PE=1 SV=251.30 0.00

TRINITY_DN50646_c0_g4sp|Q54PE0|PWP2_DICDIpwp2 Periodic tryptophan protein 2 homolog OS=Dictyostelium discoideum GN=pwp2 PE=3 SV=151.30 0.00

TRINITY_DN51132_c0_g2sp|Q0WSF1|AL221_ARATHALDH22A1Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana GN=ALDH22A1 PE=2 SV=251.30 0.00

TRINITY_DN20575_c0_g1sp|Q9ZWG1|PUMP2_ARATHPUMP2 Mitochondrial uncoupling protein 2 OS=Arabidopsis thaliana GN=PUMP2 PE=2 SV=151.20 0.00

TRINITY_DN27912_c0_g3sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=251.20 0.00

TRINITY_DN31051_c0_g1sp|Q9BSJ2|GCP2_HUMANTUBGCP2 Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=251.20 0.00



TRINITY_DN31245_c0_g1sp|Q4WP38|CYM1_ASPFUcym1 Mitochondrial presequence protease OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=cym1 PE=3 SV=151.20 0.00

TRINITY_DN33754_c1_g5sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=151.20 0.00

TRINITY_DN33773_c0_g1sp|P35604|COPZ1_BOVINCOPZ1 Coatomer subunit zeta-1 OS=Bos taurus GN=COPZ1 PE=1 SV=251.20 0.00

TRINITY_DN35479_c0_g1sp|Q09221|CPNA2_CAEELcpna-2 Copine family protein 2 OS=Caenorhabditis elegans GN=cpna-2 PE=2 SV=451.20 0.00

TRINITY_DN36657_c0_g1sp|Q8BGC4|PTGR3_MOUSEZadh2 Prostaglandin reductase-3 OS=Mus musculus GN=Zadh2 PE=1 SV=151.20 0.00

TRINITY_DN37297_c0_g2sp|P40792|RAC1_DROMERac1 Ras-related protein Rac1 OS=Drosophila melanogaster GN=Rac1 PE=1 SV=251.20 0.00

TRINITY_DN37582_c0_g6sp|O43093|KINH_SYNRA- Kinesin heavy chain OS=Syncephalastrum racemosum PE=2 SV=151.20 0.00

TRINITY_DN37597_c1_g8sp|Q9ZNT0|VPS4_ARATHSKD1 Protein SUPPRESSOR OF K(+) TRANSPORT GROWTH DEFECT 1 OS=Arabidopsis thaliana GN=SKD1 PE=1 SV=151.20 0.00

TRINITY_DN37865_c1_g6sp|Q42540|UBC7_ARATHUBC7 Ubiquitin-conjugating enzyme E2 7 OS=Arabidopsis thaliana GN=UBC7 PE=1 SV=151.20 0.00

TRINITY_DN38037_c1_g3sp|P53487|ARP2_ACACAarp2 Actin-related protein 2 OS=Acanthamoeba castellanii GN=arp2 PE=2 SV=151.20 0.00

TRINITY_DN38627_c1_g3sp|Q9SU08|AUXI1_ARATHAUXI1 Auxilin-related protein 1 OS=Arabidopsis thaliana GN=AUXI1 PE=1 SV=251.20 0.00

TRINITY_DN39341_c0_g4sp|Q5XIN3|MIPT3_RATTraf3ip1TRAF3-interacting protein 1 OS=Rattus norvegicus GN=Traf3ip1 PE=1 SV=151.20 0.00

TRINITY_DN39700_c0_g1sp|Q8H8U0|CLS_ORYSJOs03g0283600Cardiolipin synthase (CMP-forming), mitochondrial OS=Oryza sativa subsp. japonica GN=Os03g0283600 PE=2 SV=151.20 0.00

TRINITY_DN39879_c0_g6sp|Q8H0V6|AB3F_ARATHABCF3 ABC transporter F family member 3 OS=Arabidopsis thaliana GN=ABCF3 PE=1 SV=151.20 0.00

TRINITY_DN40551_c0_g5sp|Q8VHZ7|IMP4_MOUSEImp4 U3 small nucleolar ribonucleoprotein protein IMP4 OS=Mus musculus GN=Imp4 PE=2 SV=151.20 0.00

TRINITY_DN42103_c1_g1sp|Q8VZI2|Y4370_ARATHCBSDUF6 DUF21 domain-containing protein At4g33700 OS=Arabidopsis thaliana GN=CBSDUF6 PE=1 SV=151.20 0.00

TRINITY_DN42563_c2_g1sp|Q6PC91|BT3L4_DANREbtf3l4 Transcription factor BTF3 homolog 4 OS=Danio rerio GN=btf3l4 PE=2 SV=151.20 0.00

TRINITY_DN42753_c1_g3sp|Q9C9R6|PUM7_ARATHAPUM7 Putative pumilio homolog 7, chloroplastic OS=Arabidopsis thaliana GN=APUM7 PE=3 SV=251.20 0.00

TRINITY_DN42820_c1_g7sp|Q6CF24|AF9_YARLIYAF9 Protein AF-9 homolog OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=YAF9 PE=3 SV=151.20 0.00

TRINITY_DN43517_c1_g1sp|Q54ED4|GRWD1_DICDIgrwd1 Glutamate-rich WD repeat-containing protein 1 OS=Dictyostelium discoideum GN=grwd1 PE=3 SV=151.20 0.00

TRINITY_DN43629_c0_g6sp|A9AFT0|RECA_BURM1recA Protein RecA OS=Burkholderia multivorans (strain ATCC 17616 / 249) GN=recA PE=3 SV=251.20 0.00

TRINITY_DN43806_c0_g5sp|Q8H107|ODO2B_ARATHAt4g26910Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex 2, mitochondrial OS=Arabidopsis thaliana GN=At4g26910 PE=1 SV=251.20 0.00

TRINITY_DN44541_c0_g2sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=151.20 0.00

TRINITY_DN44572_c1_g1sp|Q39211|NRPB3_ARATHNRPB3 DNA-directed RNA polymerases II, IV and V subunit 3 OS=Arabidopsis thaliana GN=NRPB3 PE=1 SV=151.20 0.00

TRINITY_DN45491_c0_g1sp|Q9XYS3|NOXA_DICDInoxA Superoxide-generating NADPH oxidase heavy chain subunit A OS=Dictyostelium discoideum GN=noxA PE=2 SV=151.20 0.00

TRINITY_DN45502_c0_g9sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=151.20 0.00

TRINITY_DN45571_c0_g3sp|Q557H1|DPP3_DICDIdpp3-1 Dipeptidyl peptidase 3 OS=Dictyostelium discoideum GN=dpp3-1 PE=3 SV=151.20 0.00

TRINITY_DN45593_c0_g5sp|P83916|CBX1_HUMANCBX1 Chromobox protein homolog 1 OS=Homo sapiens GN=CBX1 PE=1 SV=151.20 0.00

TRINITY_DN46828_c0_g2sp|Q9ZV69|AXL1_ARATHAXL1 NEDD8-activating enzyme E1 regulatory subunit AXL OS=Arabidopsis thaliana GN=AXL1 PE=1 SV=151.20 0.00

TRINITY_DN46850_c1_g1sp|Q9SU79|PAO5_ARATHPAO5 Probable polyamine oxidase 5 OS=Arabidopsis thaliana GN=PAO5 PE=2 SV=151.20 0.00

TRINITY_DN46958_c0_g3sp|Q8W4K1|TYW23_ARATHAt4g04670tRNA wybutosine-synthesizing protein 2/3/4 OS=Arabidopsis thaliana GN=At4g04670 PE=2 SV=151.20 0.00

TRINITY_DN47009_c0_g2sp|Q6K4N0|RSZ21_ORYSJRSZP21 Serine/arginine-rich splicing factor RSZ21 OS=Oryza sativa subsp. japonica GN=RSZP21 PE=2 SV=151.20 0.00

TRINITY_DN47121_c0_g11sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=351.20 0.00

TRINITY_DN48351_c0_g4sp|Q54UC9|KIF3_DICDIkif3 Kinesin-related protein 3 OS=Dictyostelium discoideum GN=kif3 PE=1 SV=151.20 0.00

TRINITY_DN50741_c0_g1sp|A8IQT2|CCD40_CHLRECCDC40 Coiled-coil domain-containing protein 40 homolog OS=Chlamydomonas reinhardtii GN=CCDC40 PE=1 SV=151.20 0.00

TRINITY_DN50837_c1_g2sp|O01803|RB11A_CAEELrab-11.1Ras-related protein rab-11.1 OS=Caenorhabditis elegans GN=rab-11.1 PE=1 SV=151.20 0.00

TRINITY_DN514_c0_g1sp|Q32PE9|LSM3_BOVINLSM3 U6 snRNA-associated Sm-like protein LSm3 OS=Bos taurus GN=LSM3 PE=3 SV=351.20 0.00

TRINITY_DN51512_c1_g2sp|Q9M8Z7|U80A2_ARATHUGT80A2 Sterol 3-beta-glucosyltransferase UGT80A2 OS=Arabidopsis thaliana GN=UGT80A2 PE=1 SV=151.20 0.00

TRINITY_DN52011_c2_g1sp|O22899|PRP43_ARATHAt2g47250Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH3 OS=Arabidopsis thaliana GN=At2g47250 PE=2 SV=151.20 0.00

TRINITY_DN948_c0_g1sp|Q09706|PLD1_SCHPOpld1 Phospholipase D1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pld1 PE=1 SV=151.20 0.00

TRINITY_DN1797_c0_g1sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=151.10 0.00

TRINITY_DN20283_c0_g1sp|O09159|MA2B1_MOUSEMan2b1 Lysosomal alpha-mannosidase OS=Mus musculus GN=Man2b1 PE=1 SV=451.10 0.00

TRINITY_DN26378_c0_g1sp|Q39230|SYSC_ARATHAt5g27470Serine--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At5g27470 PE=2 SV=151.10 0.00

TRINITY_DN27647_c0_g1sp|Q7KQL3|ARF1_PLAF7ARF1 ADP-ribosylation factor 1 OS=Plasmodium falciparum (isolate 3D7) GN=ARF1 PE=1 SV=151.10 0.00

TRINITY_DN31104_c0_g1sp|Q9LEY9|NHP2_ARATHAt5g08180H/ACA ribonucleoprotein complex subunit 2-like protein OS=Arabidopsis thaliana GN=At5g08180 PE=1 SV=151.10 0.00

TRINITY_DN32677_c0_g1sp|Q3T0G5|PROSC_BOVINPROSC Proline synthase co-transcribed bacterial homolog protein OS=Bos taurus GN=PROSC PE=2 SV=151.10 0.00

TRINITY_DN33236_c0_g1sp|Q69TY4|PR2E1_ORYSJPRXIIE-1Peroxiredoxin-2E-1, chloroplastic OS=Oryza sativa subsp. japonica GN=PRXIIE-1 PE=2 SV=151.10 0.00

TRINITY_DN33305_c0_g1sp|Q13435|SF3B2_HUMANSF3B2 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=251.10 0.00

TRINITY_DN33528_c0_g4sp|Q6IP76|AKT2B_XENLAakt2-b RAC-beta serine/threonine-protein kinase B OS=Xenopus laevis GN=akt2-b PE=2 SV=151.10 0.00

TRINITY_DN33838_c0_g4sp|Q54FY7|CPNE_DICDIcpnE Copine-E OS=Dictyostelium discoideum GN=cpnE PE=2 SV=151.10 0.00

TRINITY_DN34713_c0_g6sp|Q9UQ07|MOK_HUMANMOK MAPK/MAK/MRK overlapping kinase OS=Homo sapiens GN=MOK PE=2 SV=151.10 0.00

TRINITY_DN35442_c0_g1sp|Q54NQ9|SFXN_DICDIsfxn Sideroflexin OS=Dictyostelium discoideum GN=sfxn PE=3 SV=151.10 0.00

TRINITY_DN36100_c0_g2sp|P41234|ABCA2_MOUSEAbca2 ATP-binding cassette sub-family A member 2 OS=Mus musculus GN=Abca2 PE=1 SV=451.10 0.00

TRINITY_DN36125_c0_g1sp|P0CD61|GPT_DICDIalg7 UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase OS=Dictyostelium discoideum GN=alg7 PE=3 SV=151.10 0.00

TRINITY_DN36307_c0_g1sp|Q93Z18|CKL3_ARATHCKL3 Casein kinase 1-like protein 3 OS=Arabidopsis thaliana GN=CKL3 PE=1 SV=151.10 0.00

TRINITY_DN36591_c0_g2sp|Q1LZA7|LIMD2_BOVINLIMD2 LIM domain-containing protein 2 OS=Bos taurus GN=LIMD2 PE=2 SV=151.10 0.00



TRINITY_DN38298_c0_g1sp|A8JF70|ODA1_CHLREODA1 Outer dynein arm protein 1 OS=Chlamydomonas reinhardtii GN=ODA1 PE=1 SV=151.10 0.00

TRINITY_DN38934_c0_g6sp|Q54GW3|CC124_DICDIDDB_G0289893Coiled-coil domain-containing protein 124 homolog OS=Dictyostelium discoideum GN=DDB_G0289893 PE=3 SV=151.10 0.00

TRINITY_DN39023_c0_g1sp|Q869N6|CRTL_DICDIDDB_G02718663-hydroxybutyryl-CoA dehydratase-like protein, mitochondrial OS=Dictyostelium discoideum GN=DDB_G0271866 PE=3 SV=151.10 0.00

TRINITY_DN39147_c0_g4sp|Q54RF5|KPYK_DICDIpyk Pyruvate kinase OS=Dictyostelium discoideum GN=pyk PE=1 SV=151.10 0.00

TRINITY_DN39869_c3_g6sp|A2ARP1|VIP1_MOUSEPpip5k1 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1 OS=Mus musculus GN=Ppip5k1 PE=1 SV=151.10 0.00

TRINITY_DN40047_c1_g14sp|Q9P2L0|WDR35_HUMANWDR35 WD repeat-containing protein 35 OS=Homo sapiens GN=WDR35 PE=1 SV=351.10 0.00

TRINITY_DN41522_c1_g3sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=151.10 0.00

TRINITY_DN42717_c0_g2sp|A5D979|SPRTN_BOVINSPRTN SprT-like domain-containing protein Spartan OS=Bos taurus GN=SPRTN PE=2 SV=151.10 0.00

TRINITY_DN42783_c0_g1sp|Q9UJT0|TBE_HUMANTUBE1 Tubulin epsilon chain OS=Homo sapiens GN=TUBE1 PE=2 SV=151.10 0.00

TRINITY_DN42893_c0_g2sp|O04937|DHEA_NICPLGDHA Glutamate dehydrogenase A OS=Nicotiana plumbaginifolia GN=GDHA PE=2 SV=151.10 0.00

TRINITY_DN42997_c1_g2sp|Q54RZ2|YIPF6_DICDIyipf6 Protein YIPF6 homolog OS=Dictyostelium discoideum GN=yipf6 PE=3 SV=251.10 0.00

TRINITY_DN43015_c0_g1sp|O64886|COX10_ARATHCOX10 Protoheme IX farnesyltransferase, mitochondrial OS=Arabidopsis thaliana GN=COX10 PE=2 SV=451.10 0.00

TRINITY_DN43159_c0_g3sp|Q9SIV2|PSD2A_ARATHRPN1A 26S proteasome non-ATPase regulatory subunit 2 homolog A OS=Arabidopsis thaliana GN=RPN1A PE=1 SV=251.10 0.00

TRINITY_DN44013_c1_g2sp|P29000|INVA_SOLLCTIV1 Acid beta-fructofuranosidase OS=Solanum lycopersicum GN=TIV1 PE=2 SV=151.10 0.00

TRINITY_DN44331_c0_g8sp|Q3UTQ8|CDKL5_MOUSECdkl5 Cyclin-dependent kinase-like 5 OS=Mus musculus GN=Cdkl5 PE=1 SV=151.10 0.00

TRINITY_DN45255_c0_g2sp|O75175|CNOT3_HUMANCNOT3 CCR4-NOT transcription complex subunit 3 OS=Homo sapiens GN=CNOT3 PE=1 SV=151.10 0.00

TRINITY_DN45659_c0_g3sp|Q9NVW2|RNF12_HUMANRLIM E3 ubiquitin-protein ligase RLIM OS=Homo sapiens GN=RLIM PE=1 SV=351.10 0.00

TRINITY_DN45826_c1_g11sp|Q5M731|TPS1L_ARATHTH1 Thiamine biosynthetic bifunctional enzyme TH1, chloroplastic OS=Arabidopsis thaliana GN=TH1 PE=1 SV=151.10 0.00

TRINITY_DN46027_c0_g1sp|O82314|U082_ARATHAt2g25830Probable transcriptional regulatory protein At2g25830 OS=Arabidopsis thaliana GN=At2g25830 PE=2 SV=251.10 0.00

TRINITY_DN46064_c0_g1sp|Q93YU2|RUS6_ARATHRUS6 Protein root UVB sensitive 6 OS=Arabidopsis thaliana GN=RUS6 PE=2 SV=151.10 0.00

TRINITY_DN46522_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=151.10 0.00

TRINITY_DN47664_c0_g2sp|O64748|COPE2_ARATHAt2g34840Coatomer subunit epsilon-2 OS=Arabidopsis thaliana GN=At2g34840 PE=2 SV=151.10 0.00

TRINITY_DN47715_c0_g2sp|Q6DG99|KCTD6_DANREkctd6 BTB/POZ domain-containing protein KCTD6 OS=Danio rerio GN=kctd6 PE=2 SV=151.10 0.00

TRINITY_DN49641_c0_g9sp|Q68EP2|HUTI_XENTRamdhd1 Probable imidazolonepropionase OS=Xenopus tropicalis GN=amdhd1 PE=2 SV=151.10 0.00

TRINITY_DN49830_c0_g3sp|Q9BRS2|RIOK1_HUMANRIOK1 Serine/threonine-protein kinase RIO1 OS=Homo sapiens GN=RIOK1 PE=1 SV=251.10 0.00

TRINITY_DN50406_c0_g2sp|P73627|Y1770_SYNY3sll1770 Uncharacterized protein sll1770 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1770 PE=3 SV=151.10 0.00

TRINITY_DN50414_c0_g5sp|O65201|ACOX2_ARATHACX2 Acyl-coenzyme A oxidase 2, peroxisomal OS=Arabidopsis thaliana GN=ACX2 PE=1 SV=251.10 0.00

TRINITY_DN50815_c0_g4sp|P56520|HDAC3_CHICKHDAC3 Histone deacetylase 3 OS=Gallus gallus GN=HDAC3 PE=2 SV=151.10 0.00

TRINITY_DN50882_c0_g1sp|Q9C9C0|SPPA1_ARATHSPPA Serine protease SPPA, chloroplastic OS=Arabidopsis thaliana GN=SPPA PE=2 SV=151.10 0.00

TRINITY_DN51064_c1_g1sp|F4KD71|DUR3_ARATHDUR3 Urea-proton symporter DUR3 OS=Arabidopsis thaliana GN=DUR3 PE=1 SV=151.10 0.00

TRINITY_DN52443_c1_g1sp|Q9SMT7|4CLLA_ARATHAAE3 Oxalate--CoA ligase OS=Arabidopsis thaliana GN=AAE3 PE=1 SV=151.10 0.00

TRINITY_DN17567_c0_g1sp|P11415|QOR_CAVPOCRYZ Quinone oxidoreductase OS=Cavia porcellus GN=CRYZ PE=1 SV=151.00 0.00

TRINITY_DN22832_c0_g1sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=351.00 0.00

TRINITY_DN24008_c0_g1sp|Q12094|TSR3_YEASTTSR3 Ribosome biogenesis protein TSR3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TSR3 PE=1 SV=151.00 0.00

TRINITY_DN29205_c0_g1sp|P50926|UPP_LACLMupp Uracil phosphoribosyltransferase OS=Lactococcus lactis subsp. cremoris (strain MG1363) GN=upp PE=3 SV=151.00 0.00

TRINITY_DN31784_c0_g1sp|Q9C5W6|14312_ARATHGRF12 14-3-3-like protein GF14 iota OS=Arabidopsis thaliana GN=GRF12 PE=2 SV=151.00 0.00

TRINITY_DN35601_c0_g3sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=151.00 0.00

TRINITY_DN36604_c0_g2sp|Q54Q99|PH2AB_DICDIphr2aB Serine/threonine-protein phosphatase 2A regulatory subunit phr2AB OS=Dictyostelium discoideum GN=phr2aB PE=3 SV=151.00 0.00

TRINITY_DN37211_c0_g4sp|Q9LEY9|NHP2_ARATHAt5g08180H/ACA ribonucleoprotein complex subunit 2-like protein OS=Arabidopsis thaliana GN=At5g08180 PE=1 SV=151.00 0.00

TRINITY_DN37396_c0_g8sp|Q9JI10|STK3_MOUSEStk3 Serine/threonine-protein kinase 3 OS=Mus musculus GN=Stk3 PE=1 SV=151.00 0.00

TRINITY_DN40143_c0_g1sp|Q8RXK6|RH8_ARATHRH8 DEAD-box ATP-dependent RNA helicase 8 OS=Arabidopsis thaliana GN=RH8 PE=2 SV=151.00 0.00

TRINITY_DN40716_c0_g7sp|Q03834|MSH6_YEASTMSH6 DNA mismatch repair protein MSH6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MSH6 PE=1 SV=151.00 0.00

TRINITY_DN41016_c0_g1sp|Q54RJ1|CNRB_DICDIcnrB CLPTM1-like membrane protein cnrB OS=Dictyostelium discoideum GN=cnrB PE=3 SV=151.00 0.00

TRINITY_DN41470_c0_g6sp|Q9LXD7|MYST2_ARATHHAM2 Histone acetyltransferase of the MYST family 2 OS=Arabidopsis thaliana GN=HAM2 PE=1 SV=151.00 0.00

TRINITY_DN41502_c1_g3sp|P26446|PARP1_CHICKPARP1 Poly [ADP-ribose] polymerase 1 OS=Gallus gallus GN=PARP1 PE=1 SV=251.00 0.00

TRINITY_DN41829_c0_g4sp|Q96P11|NSUN5_HUMANNSUN5 Probable 28S rRNA (cytosine-C(5))-methyltransferase OS=Homo sapiens GN=NSUN5 PE=1 SV=251.00 0.00

TRINITY_DN42062_c0_g1sp|Q9RHF4|SSB2_SALTIssb2 Single-stranded DNA-binding protein 2 OS=Salmonella typhi GN=ssb2 PE=3 SV=151.00 0.00

TRINITY_DN42249_c0_g6sp|Q7ZXX2|KIF19_XENLAkif19 Kinesin-like protein KIF19 OS=Xenopus laevis GN=kif19 PE=2 SV=151.00 0.00

TRINITY_DN42915_c0_g5sp|B0DZL3|AMPP1_LACBSAMPP Probable Xaa-Pro aminopeptidase P OS=Laccaria bicolor (strain S238N-H82 / ATCC MYA-4686) GN=AMPP PE=3 SV=151.00 0.00

TRINITY_DN43037_c1_g1sp|Q8LRK8|HDA18_ARATHHDA18 Histone deacetylase 18 OS=Arabidopsis thaliana GN=HDA18 PE=2 SV=151.00 0.00

TRINITY_DN43436_c0_g1sp|Q8T2J9|MCCB_DICDImccb Methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Dictyostelium discoideum GN=mccb PE=3 SV=251.00 0.00

TRINITY_DN43729_c1_g1sp|Q8AVQ6|SYF2_XENLAsyf2 Pre-mRNA-splicing factor syf2 OS=Xenopus laevis GN=syf2 PE=2 SV=151.00 0.00

TRINITY_DN43747_c1_g1sp|Q8BZ09|ODC_MOUSESlc25a21Mitochondrial 2-oxodicarboxylate carrier OS=Mus musculus GN=Slc25a21 PE=1 SV=151.00 0.00

TRINITY_DN45800_c0_g1sp|B3PF33|DNAK_CELJUdnaK Chaperone protein DnaK OS=Cellvibrio japonicus (strain Ueda107) GN=dnaK PE=3 SV=151.00 0.00

TRINITY_DN47181_c0_g9sp|O04616|CUT1A_ARATHCURT1A Protein CURVATURE THYLAKOID 1A, chloroplastic OS=Arabidopsis thaliana GN=CURT1A PE=1 SV=151.00 0.00

TRINITY_DN48054_c1_g1sp|Q9LZ57|RL363_ARATHRPL36C 60S ribosomal protein L36-3 OS=Arabidopsis thaliana GN=RPL36C PE=3 SV=151.00 0.00



TRINITY_DN48323_c0_g6sp|P27521|CA4_ARATHLHCA4 Chlorophyll a-b binding protein 4, chloroplastic OS=Arabidopsis thaliana GN=LHCA4 PE=1 SV=151.00 0.00

TRINITY_DN48833_c1_g3sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=351.00 0.00

TRINITY_DN49771_c0_g1sp|Q6AU07|DBR1_ORYSJDBR1 Lariat debranching enzyme OS=Oryza sativa subsp. japonica GN=DBR1 PE=2 SV=151.00 0.00

TRINITY_DN49949_c1_g6sp|P27932|AMY3A_ORYSJAMY1.2 Alpha-amylase isozyme 3A OS=Oryza sativa subsp. japonica GN=AMY1.2 PE=2 SV=251.00 0.00

TRINITY_DN51238_c1_g6sp|B4F1C2|HCP_PROMHhcp Hydroxylamine reductase OS=Proteus mirabilis (strain HI4320) GN=hcp PE=3 SV=151.00 0.00

TRINITY_DN51370_c0_g3sp|P67868|CSK2B_BOVINCSNK2B Casein kinase II subunit beta OS=Bos taurus GN=CSNK2B PE=1 SV=151.00 0.00

TRINITY_DN51758_c2_g3sp|Q8MVR1|GBPC_DICDIgbpC Cyclic GMP-binding protein C OS=Dictyostelium discoideum GN=gbpC PE=1 SV=151.00 0.00

TRINITY_DN51977_c0_g2sp|A2XFI3|PDC2_ORYSIPDC2 Pyruvate decarboxylase 2 OS=Oryza sativa subsp. indica GN=PDC2 PE=2 SV=251.00 0.00

TRINITY_DN52497_c1_g2sp|Q5SNL7|FAN1_ORYSJOs06g0171800Fanconi-associated nuclease 1 homolog OS=Oryza sativa subsp. japonica GN=Os06g0171800 PE=3 SV=151.00 0.00

TRINITY_DN54008_c0_g1sp|O86564|SDHL_STRCOsdaA L-serine dehydratase OS=Streptomyces coelicolor (strain ATCC BAA-471 / A3(2) / M145) GN=sdaA PE=3 SV=151.00 0.00

TRINITY_DN10089_c0_g1sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=150.90 0.00

TRINITY_DN26552_c0_g1sp|Q15735|PI5PA_HUMANINPP5J Phosphatidylinositol 4,5-bisphosphate 5-phosphatase A OS=Homo sapiens GN=INPP5J PE=1 SV=350.90 0.00

TRINITY_DN32907_c0_g2sp|Q7NMD1|CRYD_GLOVIcry Cryptochrome DASH OS=Gloeobacter violaceus (strain PCC 7421) GN=cry PE=3 SV=150.90 0.00

TRINITY_DN34950_c0_g1sp|Q5FW48|ASPD_XENTRaspdh Putative L-aspartate dehydrogenase OS=Xenopus tropicalis GN=aspdh PE=2 SV=150.90 0.00

TRINITY_DN35226_c0_g1sp|P82808|GFPT1_RATGfpt1 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1 OS=Rattus norvegicus GN=Gfpt1 PE=1 SV=350.90 0.00

TRINITY_DN36046_c0_g5sp|O18475|DPOLQ_DROMEmus308 DNA polymerase theta OS=Drosophila melanogaster GN=mus308 PE=1 SV=150.90 0.00

TRINITY_DN36118_c0_g1sp|Q2SRJ6|AGUA_MYCCTaguA Putative agmatine deiminase OS=Mycoplasma capricolum subsp. capricolum (strain California kid / ATCC 27343 / NCTC 10154) GN=aguA PE=3 SV=150.90 0.00

TRINITY_DN36774_c0_g9sp|Q9H5Z1|DHX35_HUMANDHX35 Probable ATP-dependent RNA helicase DHX35 OS=Homo sapiens GN=DHX35 PE=1 SV=250.90 0.00

TRINITY_DN36782_c0_g2sp|Q9SMT7|4CLLA_ARATHAAE3 Oxalate--CoA ligase OS=Arabidopsis thaliana GN=AAE3 PE=1 SV=150.90 0.00

TRINITY_DN36859_c0_g2sp|Q86AT8|SPKA_DICDIspkA-1 Stress-activated protein kinase alpha OS=Dictyostelium discoideum GN=spkA-1 PE=1 SV=150.90 0.00

TRINITY_DN37393_c0_g1sp|O51669|PFKA_BORBUpfkA ATP-dependent 6-phosphofructokinase OS=Borrelia burgdorferi (strain ATCC 35210 / B31 / CIP 102532 / DSM 4680) GN=pfkA PE=3 SV=250.90 0.00

TRINITY_DN37554_c0_g4sp|Q10364|SCK2_SCHPOsck2 Serine/threonine-protein kinase sck2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sck2 PE=3 SV=150.90 0.00

TRINITY_DN38007_c0_g5sp|P25865|UBC1_ARATHUBC1 Ubiquitin-conjugating enzyme E2 1 OS=Arabidopsis thaliana GN=UBC1 PE=1 SV=150.90 0.00

TRINITY_DN38009_c2_g5sp|Q9PW38|GEPH_CHICKGPHN Gephyrin OS=Gallus gallus GN=GPHN PE=1 SV=150.90 0.00

TRINITY_DN38088_c0_g5sp|P59326|YTHD1_MOUSEYthdf1 YTH domain-containing family protein 1 OS=Mus musculus GN=Ythdf1 PE=1 SV=150.90 0.00

TRINITY_DN38792_c1_g2sp|Q0WRJ2|TC10A_ARATHTSC10A 3-dehydrosphinganine reductase TSC10A OS=Arabidopsis thaliana GN=TSC10A PE=1 SV=150.90 0.00

TRINITY_DN39065_c0_g6sp|Q869S7|SUCB2_DICDIscsB Succinate--CoA ligase [GDP-forming] subunit beta, mitochondrial OS=Dictyostelium discoideum GN=scsB PE=3 SV=150.90 0.00

TRINITY_DN39282_c0_g4sp|Q54PF3|CSN5_DICDIcsn5 COP9 signalosome complex subunit 5 OS=Dictyostelium discoideum GN=csn5 PE=1 SV=150.90 0.00

TRINITY_DN40685_c0_g1sp|P27516|CBR_DUNSACBR Carotene biosynthesis-related protein CBR, chloroplastic OS=Dunaliella salina GN=CBR PE=1 SV=150.90 0.00

TRINITY_DN40796_c1_g7sp|Q8L6J5|RPO1B_TOBACRPOT1-TOMDNA-directed RNA polymerase 1B, mitochondrial OS=Nicotiana tabacum GN=RPOT1-TOM PE=2 SV=250.90 0.00

TRINITY_DN41590_c0_g7sp|B0C079|PDXH_ACAM1pdxH Pyridoxine/pyridoxamine 5'-phosphate oxidase OS=Acaryochloris marina (strain MBIC 11017) GN=pdxH PE=3 SV=150.90 0.00

TRINITY_DN41833_c0_g4sp|O07549|YHEH_BACSUyheH Probable multidrug resistance ABC transporter ATP-binding/permease protein YheH OS=Bacillus subtilis (strain 168) GN=yheH PE=1 SV=150.90 0.00

TRINITY_DN43038_c0_g10sp|Q4KML2|CRYD_DANREcry-dashCryptochrome DASH OS=Danio rerio GN=cry-dash PE=2 SV=250.90 0.00

TRINITY_DN43966_c0_g2sp|O22040|ANP1_ARATHANP1 Mitogen-activated protein kinase kinase kinase ANP1 OS=Arabidopsis thaliana GN=ANP1 PE=1 SV=250.90 0.00

TRINITY_DN44307_c0_g4sp|Q8RWW1|TMN10_ARATHTMN10 Transmembrane 9 superfamily member 10 OS=Arabidopsis thaliana GN=TMN10 PE=2 SV=150.90 0.00

TRINITY_DN44578_c0_g1sp|Q9XFH4|DDM1_ARATHDDM1 ATP-dependent DNA helicase DDM1 OS=Arabidopsis thaliana GN=DDM1 PE=1 SV=150.90 0.00

TRINITY_DN47224_c1_g5sp|P34042|GPA4_DICDIgpaD Guanine nucleotide-binding protein alpha-4 subunit OS=Dictyostelium discoideum GN=gpaD PE=1 SV=150.90 0.00

TRINITY_DN47742_c0_g1sp|F8RP11|HSOP_WHEATHOP Hsp70-Hsp90 organizing protein OS=Triticum aestivum GN=HOP PE=1 SV=150.90 0.00

TRINITY_DN48563_c0_g1sp|P18596|AT2A3_RATAtp2a3 Sarcoplasmic/endoplasmic reticulum calcium ATPase 3 OS=Rattus norvegicus GN=Atp2a3 PE=1 SV=250.90 0.00

TRINITY_DN49140_c0_g3sp|Q86AT8|SPKA_DICDIspkA-1 Stress-activated protein kinase alpha OS=Dictyostelium discoideum GN=spkA-1 PE=1 SV=150.90 0.00

TRINITY_DN49406_c0_g3sp|Q5ZI57|TPPC3_CHICKTRAPPC3 Trafficking protein particle complex subunit 3 OS=Gallus gallus GN=TRAPPC3 PE=2 SV=150.90 0.00

TRINITY_DN49854_c0_g3sp|O54873|AIMP1_CRIGRAIMP1 Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 OS=Cricetulus griseus GN=AIMP1 PE=2 SV=150.90 0.00

TRINITY_DN50651_c0_g4sp|H3JU05|SRGT1_CHLRESGT1 Peptidyl serine alpha-galactosyltransferase OS=Chlamydomonas reinhardtii GN=SGT1 PE=1 SV=150.90 0.00

TRINITY_DN50945_c1_g8sp|P53441|CATR_NAEGRCTN Caltractin OS=Naegleria gruberi GN=CTN PE=2 SV=150.90 0.00

TRINITY_DN51287_c0_g1sp|Q8LCY2|ISAM2_ARATHAt5g03905Iron-sulfur assembly protein IscA-like 2, mitochondrial OS=Arabidopsis thaliana GN=At5g03905 PE=2 SV=250.90 0.00

TRINITY_DN10532_c0_g1sp|F8WLE0|KIF28_RATKif28p Kinesin-like protein KIF28P OS=Rattus norvegicus GN=Kif28p PE=2 SV=150.80 0.00

TRINITY_DN2865_c0_g1sp|Q29AU5|MTG1_DROPSGA14342 Mitochondrial GTPase 1 OS=Drosophila pseudoobscura pseudoobscura GN=GA14342 PE=3 SV=250.80 0.00

TRINITY_DN30047_c0_g1sp|Q40687|GBB_ORYSJRGB1 Guanine nucleotide-binding protein subunit beta OS=Oryza sativa subsp. japonica GN=RGB1 PE=1 SV=150.80 0.00

TRINITY_DN30304_c0_g2sp|Q54NZ1|MEMO1_DICDImemo1 Protein MEMO1 homolog OS=Dictyostelium discoideum GN=memo1 PE=3 SV=150.80 0.00

TRINITY_DN32120_c0_g2sp|Q9XWZ2|ACD11_CAEELacdh-11 Acyl-CoA dehydrogenase family member 11 OS=Caenorhabditis elegans GN=acdh-11 PE=1 SV=150.80 0.00

TRINITY_DN32319_c1_g2sp|Q54V77|PYRG_DICDIctps CTP synthase OS=Dictyostelium discoideum GN=ctps PE=3 SV=150.80 0.00

TRINITY_DN32796_c0_g1sp|Q8UVY2|BRX1_XENLAbrix1 Ribosome biogenesis protein BRX1 homolog OS=Xenopus laevis GN=brix1 PE=2 SV=150.80 0.00

TRINITY_DN33869_c0_g1sp|Q8R2Y8|PTH2_MOUSEPtrh2 Peptidyl-tRNA hydrolase 2, mitochondrial OS=Mus musculus GN=Ptrh2 PE=1 SV=150.80 0.00

TRINITY_DN34559_c0_g1sp|Q54C92|CSN6_DICDIcsn6 COP9 signalosome complex subunit 6 OS=Dictyostelium discoideum GN=csn6 PE=1 SV=150.80 0.00

TRINITY_DN35027_c0_g3sp|Q9M0V0|MFDX1_ARATHMFDX1 Adrenodoxin-like protein 1, mitochondrial OS=Arabidopsis thaliana GN=MFDX1 PE=1 SV=150.80 0.00

TRINITY_DN35194_c0_g1sp|Q9LK16|AMT15_ARATHAMT1-5 Putative ammonium transporter 1 member 5 OS=Arabidopsis thaliana GN=AMT1-5 PE=3 SV=150.80 0.00



TRINITY_DN35259_c0_g1sp|Q91VR5|DDX1_MOUSEDdx1 ATP-dependent RNA helicase DDX1 OS=Mus musculus GN=Ddx1 PE=1 SV=150.80 0.00

TRINITY_DN36052_c0_g1sp|Q54EY2|EI2BB_DICDIeif2b2 Translation initiation factor eIF-2B subunit beta OS=Dictyostelium discoideum GN=eif2b2 PE=3 SV=150.80 0.00

TRINITY_DN36577_c0_g1sp|Q8K3F7|TDH_MOUSETdh L-threonine 3-dehydrogenase, mitochondrial OS=Mus musculus GN=Tdh PE=1 SV=150.80 0.00

TRINITY_DN37091_c1_g3sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=250.80 0

TRINITY_DN37134_c0_g7sp|Q1EBV6|BPM5_ARATHBPM5 BTB/POZ and MATH domain-containing protein 5 OS=Arabidopsis thaliana GN=BPM5 PE=1 SV=150.80 0.00

TRINITY_DN37282_c0_g3sp|Q15459|SF3A1_HUMANSF3A1 Splicing factor 3A subunit 1 OS=Homo sapiens GN=SF3A1 PE=1 SV=150.80 0.00

TRINITY_DN37515_c0_g1sp|Q9FKT8|COX15_ARATHCOX15 Cytochrome c oxidase assembly protein COX15 OS=Arabidopsis thaliana GN=COX15 PE=2 SV=150.80 0.00

TRINITY_DN37571_c0_g7sp|P34147|RACA_DICDIracA Rho-related protein racA OS=Dictyostelium discoideum GN=racA PE=1 SV=250.80 0.00

TRINITY_DN37939_c0_g2sp|P21616|AVP_VIGRR- Pyrophosphate-energized vacuolar membrane proton pump OS=Vigna radiata var. radiata PE=1 SV=450.80 0.00

TRINITY_DN37945_c0_g2sp|P41777|NOLC1_RATNolc1 Nucleolar and coiled-body phosphoprotein 1 OS=Rattus norvegicus GN=Nolc1 PE=1 SV=150.80 0.00

TRINITY_DN38144_c1_g4sp|Q5QU36|MSBA_IDILOmsbA Lipid A export ATP-binding/permease protein MsbA OS=Idiomarina loihiensis (strain ATCC BAA-735 / DSM 15497 / L2-TR) GN=msbA PE=3 SV=150.80 0.00

TRINITY_DN38974_c0_g2sp|Q09221|CPNA2_CAEELcpna-2 Copine family protein 2 OS=Caenorhabditis elegans GN=cpna-2 PE=2 SV=450.80 0.00

TRINITY_DN39386_c0_g2sp|Q39054|CNX1_ARATHCNX1 Molybdopterin biosynthesis protein CNX1 OS=Arabidopsis thaliana GN=CNX1 PE=1 SV=250.80 0.00

TRINITY_DN39479_c0_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=250.80 0.00

TRINITY_DN40558_c0_g1sp|P54679|PMA1_DICDIpatB Probable plasma membrane ATPase OS=Dictyostelium discoideum GN=patB PE=2 SV=250.80 0.00

TRINITY_DN40836_c0_g3sp|P38997|LYS1_YARLILYS5 Saccharopine dehydrogenase [NAD(+), L-lysine-forming] OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=LYS5 PE=3 SV=150.80 0.00

TRINITY_DN41086_c0_g2sp|Q9FVV9|NAP5_ARATHNAP5 Probable non-intrinsic ABC protein 5 OS=Arabidopsis thaliana GN=NAP5 PE=2 SV=150.80 0.00

TRINITY_DN41902_c0_g2sp|Q8T2I8|SEPA_DICDIsepA Serine/threonine-protein kinase sepA OS=Dictyostelium discoideum GN=sepA PE=2 SV=150.80 0.00

TRINITY_DN42062_c1_g3sp|O15514|RPB4_HUMANPOLR2D DNA-directed RNA polymerase II subunit RPB4 OS=Homo sapiens GN=POLR2D PE=1 SV=150.80 0.00

TRINITY_DN42248_c0_g1sp|P15121|ALDR_HUMANAKR1B1 Aldose reductase OS=Homo sapiens GN=AKR1B1 PE=1 SV=350.80 0.00

TRINITY_DN42888_c0_g3sp|Q3MG83|GRPE_ANAVTgrpE Protein GrpE OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=grpE PE=3 SV=150.80 0.00

TRINITY_DN44679_c0_g3sp|Q94694|RAP1_PHYPORAP1 Ras-related protein Rap-1 OS=Physarum polycephalum GN=RAP1 PE=2 SV=150.80 0.00

TRINITY_DN45230_c0_g1sp|F4JNU8|P4H8_ARATHP4H8 Probable prolyl 4-hydroxylase 8 OS=Arabidopsis thaliana GN=P4H8 PE=3 SV=150.80 0.00

TRINITY_DN45413_c0_g6sp|Q9P959|AOX_EMENIalxA Alternative oxidase, mitochondrial OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=alxA PE=3 SV=250.80 0.00

TRINITY_DN45596_c1_g6sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=350.80 0.00

TRINITY_DN45745_c0_g3sp|O80653|SKIP_ARATHSKIP SNW/SKI-interacting protein OS=Arabidopsis thaliana GN=SKIP PE=1 SV=150.80 0.00

TRINITY_DN46032_c0_g1sp|Q8X0Z1|LCPS_GIBFUcarRA Bifunctional lycopene cyclase/phytoene synthase OS=Gibberella fujikuroi GN=carRA PE=2 SV=150.80 0.00

TRINITY_DN46032_c0_g10sp|P54982|CRTI_PHYB8carB Phytoene desaturase OS=Phycomyces blakesleeanus (strain ATCC 8743b / DSM 1359 / FGSC 10004 / NBRC 33097 / NRRL 1555) GN=carB PE=3 SV=150.80 0.00

TRINITY_DN47340_c0_g2sp|Q56VS4|FAD3C_HELANFAD7 sn-2 acyl-lipid omega-3 desaturase (ferredoxin), chloroplastic OS=Helianthus annuus GN=FAD7 PE=1 SV=150.80 0.00

TRINITY_DN47345_c0_g3sp|Q9C5L3|GLPT1_ARATHAt3g47420Putative glycerol-3-phosphate transporter 1 OS=Arabidopsis thaliana GN=At3g47420 PE=2 SV=150.80 0.00

TRINITY_DN47468_c1_g5sp|Q54IR8|STRUM_DICDIDDB_G0288569WASH complex subunit strumpellin homolog OS=Dictyostelium discoideum GN=DDB_G0288569 PE=1 SV=150.80 0.00

TRINITY_DN47574_c0_g2sp|O46106|NOI_DROMEnoi Splicing factor 3A subunit 3 OS=Drosophila melanogaster GN=noi PE=1 SV=150.80 0.00

TRINITY_DN47724_c1_g4sp|Q6C6N0|ATM1_YARLIATM1 Iron-sulfur clusters transporter ATM1, mitochondrial OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=ATM1 PE=3 SV=150.80 0.00

TRINITY_DN48146_c1_g6sp|O60079|UBP12_SCHPOubp12 Probable ubiquitin carboxyl-terminal hydrolase 12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubp12 PE=1 SV=150.80 0.00

TRINITY_DN48210_c0_g2sp|Q86L04|TRAP1_DICDItrap1 TNF receptor-associated protein 1 homolog, mitochondrial OS=Dictyostelium discoideum GN=trap1 PE=2 SV=150.80 0.00

TRINITY_DN48638_c0_g1sp|O76039|CDKL5_HUMANCDKL5 Cyclin-dependent kinase-like 5 OS=Homo sapiens GN=CDKL5 PE=1 SV=150.80 0.00

TRINITY_DN48678_c0_g1sp|Q9HCS7|SYF1_HUMANXAB2 Pre-mRNA-splicing factor SYF1 OS=Homo sapiens GN=XAB2 PE=1 SV=250.80 0.00

TRINITY_DN48873_c0_g1sp|Q2R0Q1|U2A2A_ORYSJU2AF65A Splicing factor U2af large subunit A OS=Oryza sativa subsp. japonica GN=U2AF65A PE=2 SV=250.80 0.00

TRINITY_DN50172_c0_g4sp|Q8BMJ2|SYLC_MOUSELars Leucine--tRNA ligase, cytoplasmic OS=Mus musculus GN=Lars PE=1 SV=250.80 0

TRINITY_DN50645_c0_g1sp|Q9Z2A8|MBTP1_CRIGRMBTPS1 Membrane-bound transcription factor site-1 protease OS=Cricetulus griseus GN=MBTPS1 PE=1 SV=250.80 0.00

TRINITY_DN50781_c0_g2sp|Q551H4|FRAY2_DICDIfray2 Serine/threonine-protein kinase fray2 OS=Dictyostelium discoideum GN=fray2 PE=3 SV=150.80 0.00

TRINITY_DN50798_c0_g1sp|P02578|ACT1_ACACA- Actin-1 OS=Acanthamoeba castellanii PE=1 SV=150.80 0.00

TRINITY_DN51982_c1_g2sp|Q9Y3A0|COQ4_HUMANCOQ4 Ubiquinone biosynthesis protein COQ4 homolog, mitochondrial OS=Homo sapiens GN=COQ4 PE=1 SV=350.80 0.00

TRINITY_DN11659_c0_g1sp|P54279|PMS2_MOUSEPms2 Mismatch repair endonuclease PMS2 OS=Mus musculus GN=Pms2 PE=2 SV=150.70 0.00

TRINITY_DN12825_c0_g1sp|Q8QZR5|ALAT1_MOUSEGpt Alanine aminotransferase 1 OS=Mus musculus GN=Gpt PE=1 SV=350.70 0.00

TRINITY_DN13112_c0_g2sp|Q5ZMA2|PRP19_CHICKPRPF19 Pre-mRNA-processing factor 19 OS=Gallus gallus GN=PRPF19 PE=1 SV=150.70 0.00

TRINITY_DN13260_c0_g1sp|Q8RB67|DNAJ_CALS4dnaJ Chaperone protein DnaJ OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=dnaJ PE=3 SV=150.70 0.00

TRINITY_DN16878_c0_g1sp|Q3S2T9|MOKA_MONPImokA Lovastatin nonaketide synthase mokA OS=Monascus pilosus GN=mokA PE=1 SV=150.70 0.00

TRINITY_DN20380_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=150.70 0.00

TRINITY_DN21589_c0_g2sp|Q6EMB2|TTLL5_HUMANTTLL5 Tubulin polyglutamylase TTLL5 OS=Homo sapiens GN=TTLL5 PE=1 SV=350.70 0.00

TRINITY_DN32025_c0_g1sp|Q8VYI0|LSM8_ARATHLSM8 Sm-like protein LSM8 OS=Arabidopsis thaliana GN=LSM8 PE=1 SV=150.70 0.00

TRINITY_DN32907_c0_g1sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=150.70 0.00

TRINITY_DN34785_c0_g11sp|Q9ZVX1|UBC23_ARATHUBC23 Probable ubiquitin-conjugating enzyme E2 23 OS=Arabidopsis thaliana GN=UBC23 PE=1 SV=150.70 0.00

TRINITY_DN36461_c1_g13sp|Q6P3R8|NEK5_HUMANNEK5 Serine/threonine-protein kinase Nek5 OS=Homo sapiens GN=NEK5 PE=2 SV=150.70 0.00

TRINITY_DN36523_c1_g7sp|Q9V3D5|DYRK2_DROMEDyrk2 Dual specificity tyrosine-phosphorylation-regulated kinase 2 OS=Drosophila melanogaster GN=Dyrk2 PE=1 SV=150.70 0.00

TRINITY_DN37514_c0_g3sp|Q52KI8|SRRM1_MOUSESrrm1 Serine/arginine repetitive matrix protein 1 OS=Mus musculus GN=Srrm1 PE=1 SV=250.70 0.00



TRINITY_DN38046_c0_g6sp|Q8LB01|DAPB2_ARATHDAPB2 4-hydroxy-tetrahydrodipicolinate reductase 2, chloroplastic OS=Arabidopsis thaliana GN=DAPB2 PE=2 SV=150.70 0.00

TRINITY_DN38425_c1_g4sp|O81635|KN14G_ARATHKIN14G Kinesin-like protein KIN-14G OS=Arabidopsis thaliana GN=KIN14G PE=1 SV=250.70 0.00

TRINITY_DN39301_c0_g1sp|Q23571|ODB2_CAEELdbt-1 Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Caenorhabditis elegans GN=dbt-1 PE=2 SV=150.70 0.00

TRINITY_DN39564_c0_g2sp|Q9P7N2|AP1S1_SCHPOvas2 AP-1 complex subunit sigma-1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vas2 PE=1 SV=150.70 0.00

TRINITY_DN40045_c0_g7sp|Q54P51|CPNC_DICDIcpnC Copine-C OS=Dictyostelium discoideum GN=cpnC PE=2 SV=150.70 0.00

TRINITY_DN40602_c0_g2sp|Q54I18|SMEK_DICDIsmkA Suppressor of Mek1 OS=Dictyostelium discoideum GN=smkA PE=1 SV=150.70 0.00

TRINITY_DN40853_c1_g1sp|Q9ATB4|TAD2B_ARATHADA2B Transcriptional adapter ADA2b OS=Arabidopsis thaliana GN=ADA2B PE=1 SV=150.70 0.00

TRINITY_DN41955_c0_g2sp|Q9ZTS1|SYM_ORYSJOs06g0508700Probable methionine--tRNA ligase OS=Oryza sativa subsp. japonica GN=Os06g0508700 PE=2 SV=250.70 0.00

TRINITY_DN42826_c0_g1sp|Q558Z0|SYRC_DICDIargS1 Probable arginine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=argS1 PE=3 SV=150.70 0.00

TRINITY_DN42871_c0_g3sp|Q00859|MAPK_FUSSOMAPK Mitogen-activated protein kinase OS=Fusarium solani subsp. pisi GN=MAPK PE=2 SV=150.70 0.00

TRINITY_DN43713_c0_g2sp|Q5RJG1|NOL10_MOUSENol10 Nucleolar protein 10 OS=Mus musculus GN=Nol10 PE=2 SV=150.70 0.00

TRINITY_DN44274_c1_g1sp|P55195|PUR6_VIGACPURKE Phosphoribosylaminoimidazole carboxylase, chloroplastic (Fragment) OS=Vigna aconitifolia GN=PURKE PE=2 SV=150.70 0.00

TRINITY_DN45428_c0_g3sp|P43299|MCM7_ARATHMCM7 DNA replication licensing factor MCM7 OS=Arabidopsis thaliana GN=MCM7 PE=1 SV=250.70 0.00

TRINITY_DN45543_c0_g1sp|P19468|GSH1_RATGclc Glutamate--cysteine ligase catalytic subunit OS=Rattus norvegicus GN=Gclc PE=1 SV=250.70 0.00

TRINITY_DN45669_c0_g4sp|Q9SHE7|RUB1_ARATHRUB1 Ubiquitin-NEDD8-like protein RUB1 OS=Arabidopsis thaliana GN=RUB1 PE=1 SV=350.70 0.00

TRINITY_DN46252_c1_g3sp|Q9ASU7|PPAN_ARATHPPAN Peter Pan-like protein OS=Arabidopsis thaliana GN=PPAN PE=1 SV=150.70 0.00

TRINITY_DN46926_c0_g2sp|Q54UQ2|PGM2_DICDIpgmB Probable phosphoglucomutase-2 OS=Dictyostelium discoideum GN=pgmB PE=3 SV=150.70 0.00

TRINITY_DN47253_c0_g1sp|Q54Y26|NDRA_DICDIndrA Probable serine/threonine-protein kinase ndrA OS=Dictyostelium discoideum GN=ndrA PE=3 SV=150.70 0.00

TRINITY_DN49209_c1_g3sp|P45974|UBP5_HUMANUSP5 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=250.70 0.00

TRINITY_DN49552_c0_g5sp|Q6QNM1|KC1_TOXGO- Casein kinase I OS=Toxoplasma gondii PE=2 SV=150.70 0.00

TRINITY_DN49585_c1_g1sp|Q8LPL6|AP2A1_ARATHALPHA-ADRAP-2 complex subunit alpha-1 OS=Arabidopsis thaliana GN=ALPHA-ADR PE=1 SV=150.70 0.00

TRINITY_DN50267_c1_g1sp|Q94C11|SUGP1_ARATHAt3g52120SURP and G-patch domain-containing protein 1-like protein OS=Arabidopsis thaliana GN=At3g52120 PE=2 SV=150.70 0.00

TRINITY_DN50464_c0_g1sp|Q8T135|KIF5_DICDIkif5 Kinesin-related protein 5 OS=Dictyostelium discoideum GN=kif5 PE=1 SV=150.70 0.00

TRINITY_DN51193_c1_g4sp|Q8VBZ3|CLPT1_MOUSEClptm1 Cleft lip and palate transmembrane protein 1 homolog OS=Mus musculus GN=Clptm1 PE=1 SV=150.70 0.00

TRINITY_DN51588_c1_g2sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=250.70 0

TRINITY_DN6403_c0_g1sp|B4SDZ2|XERC_PELPBxerC Tyrosine recombinase XerC OS=Pelodictyon phaeoclathratiforme (strain DSM 5477 / BU-1) GN=xerC PE=3 SV=150.70 0.00

TRINITY_DN30882_c0_g2sp|Q9H583|HEAT1_HUMANHEATR1 HEAT repeat-containing protein 1 OS=Homo sapiens GN=HEATR1 PE=1 SV=350.60 0.00

TRINITY_DN31789_c0_g1sp|P46485|GCSH_FLATRGDCSH Glycine cleavage system H protein, mitochondrial OS=Flaveria trinervia GN=GDCSH PE=2 SV=150.60 0.00

TRINITY_DN33140_c0_g1sp|Q0VCZ3|YTHD2_BOVINYTHDF2 YTH domain-containing family protein 2 OS=Bos taurus GN=YTHDF2 PE=2 SV=150.60 0.00

TRINITY_DN33717_c0_g1sp|Q5JLD8|CIPK8_ORYSJCIPK8 CBL-interacting protein kinase 8 OS=Oryza sativa subsp. japonica GN=CIPK8 PE=2 SV=150.60 0.00

TRINITY_DN34240_c0_g3sp|I0IUP4|MCM9_CHICKMCM9 DNA helicase MCM9 OS=Gallus gallus GN=MCM9 PE=1 SV=250.60 0.00

TRINITY_DN34471_c0_g4sp|Q2PQH8|GDE_CANLFAGL Glycogen debranching enzyme OS=Canis lupus familiaris GN=AGL PE=2 SV=150.60 0.00

TRINITY_DN34782_c0_g8sp|P34885|KPC1B_CAEELpkc-1 Protein kinase C-like 1B OS=Caenorhabditis elegans GN=pkc-1 PE=2 SV=250.60 0.00

TRINITY_DN34810_c0_g2sp|Q24134|NELFD_DROMETH1 Negative elongation factor D OS=Drosophila melanogaster GN=TH1 PE=1 SV=250.60 0.00

TRINITY_DN35018_c0_g1sp|Q54N73|7TMK1_DICDI7tmk1 Seven transmembrane domain-containing tyrosine-protein kinase 1 OS=Dictyostelium discoideum GN=7tmk1 PE=3 SV=150.60 0.00

TRINITY_DN36780_c0_g4sp|Q9ZPR1|CD48B_ARATHCDC48B Cell division control protein 48 homolog B OS=Arabidopsis thaliana GN=CDC48B PE=2 SV=150.60 0.00

TRINITY_DN36826_c2_g10sp|Q96S15|WDR24_HUMANWDR24 WD repeat-containing protein 24 OS=Homo sapiens GN=WDR24 PE=1 SV=150.60 0.00

TRINITY_DN37006_c0_g3sp|Q86A90|SYWM_DICDIwars2 Tryptophan--tRNA ligase, mitochondrial OS=Dictyostelium discoideum GN=wars2 PE=3 SV=150.60 0.00

TRINITY_DN37173_c0_g1sp|B3QWF5|F16PA_CHLT3fbp Fructose-1,6-bisphosphatase class 1 OS=Chloroherpeton thalassium (strain ATCC 35110 / GB-78) GN=fbp PE=3 SV=150.60 0.00

TRINITY_DN37991_c0_g3sp|Q75LV5|YAO_ORYSJOs03g0625900U3 snoRNP-associated protein-like YAOH OS=Oryza sativa subsp. japonica GN=Os03g0625900 PE=2 SV=150.60 0.00

TRINITY_DN38512_c0_g1sp|Q4P6X6|PPIH_USTMACYP3 Peptidyl-prolyl cis-trans isomerase H (Fragment) OS=Ustilago maydis (strain 521 / FGSC 9021) GN=CYP3 PE=3 SV=250.60 0.00

TRINITY_DN39430_c0_g14sp|Q8INB9|AKT1_DROMEAkt1 RAC serine/threonine-protein kinase OS=Drosophila melanogaster GN=Akt1 PE=1 SV=350.60 0.00

TRINITY_DN40482_c0_g1sp|Q1ZXG4|PRLA_DICDIprlA Proliferation-associated protein A OS=Dictyostelium discoideum GN=prlA PE=2 SV=150.60 0.00

TRINITY_DN40849_c0_g5sp|F4HYF3|DCYD1_ARATHDCD Bifunctional D-cysteine desulfhydrase/1-aminocyclopropane-1-carboxylate deaminase, mitochondrial OS=Arabidopsis thaliana GN=DCD PE=1 SV=150.60 0.00

TRINITY_DN40958_c0_g5sp|Q8LHP0|ELOF1_ORYSJOs07g0631100Transcription elongation factor 1 homolog OS=Oryza sativa subsp. japonica GN=Os07g0631100 PE=3 SV=150.60 0.00

TRINITY_DN41264_c0_g1sp|P11471|PSBP_CHLREPSBP Oxygen-evolving enhancer protein 2, chloroplastic OS=Chlamydomonas reinhardtii GN=PSBP PE=2 SV=150.60 0.00

TRINITY_DN41415_c0_g2sp|Q8L7Z9|DIT2_SPIOLDIT2 Dicarboxylate transporter 2, chloroplastic OS=Spinacia oleracea GN=DIT2 PE=1 SV=150.60 0.00

TRINITY_DN42335_c0_g7sp|D2HXI8|GWL_AILMEMASTL Serine/threonine-protein kinase greatwall OS=Ailuropoda melanoleuca GN=MASTL PE=3 SV=150.60 0.00

TRINITY_DN42403_c0_g2sp|Q54H71|ADRPH_DICDIadprh [Protein ADP-ribosylarginine] hydrolase OS=Dictyostelium discoideum GN=adprh PE=3 SV=150.60 0.00

TRINITY_DN42599_c0_g4sp|Q9R1X5|MRP5_MOUSEAbcc5 Multidrug resistance-associated protein 5 OS=Mus musculus GN=Abcc5 PE=1 SV=250.60 0.00

TRINITY_DN42693_c0_g2sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=150.60 0.00

TRINITY_DN42885_c1_g1sp|Q14738|2A5D_HUMANPPP2R5D Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoform OS=Homo sapiens GN=PPP2R5D PE=1 SV=150.60 0.00

TRINITY_DN43884_c0_g3sp|Q9NWM0|SMOX_HUMANSMOX Spermine oxidase OS=Homo sapiens GN=SMOX PE=1 SV=150.60 0.00

TRINITY_DN44069_c1_g2sp|P49299|CYSZ_CUCMA- Citrate synthase, glyoxysomal OS=Cucurbita maxima PE=1 SV=150.60 0.00

TRINITY_DN46361_c0_g2sp|Q05737|YPTM2_MAIZEYPTM2 GTP-binding protein YPTM2 OS=Zea mays GN=YPTM2 PE=2 SV=150.60 0.00

TRINITY_DN46444_c0_g5sp|Q54PV8|IPYR_DICDIppa1 Inorganic pyrophosphatase OS=Dictyostelium discoideum GN=ppa1 PE=1 SV=150.60 0.00



TRINITY_DN46596_c0_g5sp|Q0J0S6|TOP3B_ORYSJTOP3B DNA topoisomerase 3-beta OS=Oryza sativa subsp. japonica GN=TOP3B PE=2 SV=150.60 0.00

TRINITY_DN47090_c0_g4sp|Q96301|SPY_ARATHSPY Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY OS=Arabidopsis thaliana GN=SPY PE=1 SV=150.60 0.00

TRINITY_DN47253_c0_g3sp|Q54IH8|NDRB_DICDIndrB Probable serine/threonine-protein kinase ndrB OS=Dictyostelium discoideum GN=ndrB PE=3 SV=150.60 0.00

TRINITY_DN47327_c0_g1sp|Q03943|IM30_PEAIM30 Membrane-associated 30 kDa protein, chloroplastic OS=Pisum sativum GN=IM30 PE=2 SV=150.60 0.00

TRINITY_DN48689_c0_g3sp|Q9SSJ8|FAB1C_ARATHFAB1C Putative 1-phosphatidylinositol-3-phosphate 5-kinase FAB1C OS=Arabidopsis thaliana GN=FAB1C PE=2 SV=150.60 0.00

TRINITY_DN48928_c0_g2sp|Q38953|DEAH5_ARATHAt3g26560Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana GN=At3g26560 PE=1 SV=250.60 0.00

TRINITY_DN49173_c0_g2sp|Q94K05|TCPQ_ARATHCCT8 T-complex protein 1 subunit theta OS=Arabidopsis thaliana GN=CCT8 PE=1 SV=150.60 0.00

TRINITY_DN49401_c0_g1sp|Q1DXH0|PABP_COCIMPAB1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Coccidioides immitis (strain RS) GN=PAB1 PE=3 SV=150.60 0.00

TRINITY_DN49657_c4_g5sp|Q54KR5|ELOF1_DICDIelof1 Transcription elongation factor 1 homolog OS=Dictyostelium discoideum GN=elof1 PE=3 SV=150.60 0.00

TRINITY_DN50146_c0_g4sp|Q7F830|CCA11_ORYSJCYCA1-1 Cyclin-A1-1 OS=Oryza sativa subsp. japonica GN=CYCA1-1 PE=2 SV=150.60 0.00

TRINITY_DN50151_c1_g2sp|Q38942|RAE1_ARATHRAE1 Protein RAE1 OS=Arabidopsis thaliana GN=RAE1 PE=1 SV=250.60 0.00

TRINITY_DN51898_c0_g1sp|H2QL32|PDE9A_PANTRPDE9A High affinity cGMP-specific 3',5'-cyclic phosphodiesterase 9A OS=Pan troglodytes GN=PDE9A PE=1 SV=150.60 0.00

TRINITY_DN52520_c1_g1sp|Q39030|KPK2_ARATHATPK2 Serine/threonine-protein kinase AtPK2/AtPK19 OS=Arabidopsis thaliana GN=ATPK2 PE=1 SV=250.60 0.00

TRINITY_DN14303_c0_g1sp|Q54PK4|SMC2_DICDIsmc2 Structural maintenance of chromosomes protein 2 OS=Dictyostelium discoideum GN=smc2 PE=3 SV=150.50 0.00

TRINITY_DN28411_c0_g3sp|A6QL88|SAC1_BOVINSACM1L Phosphatidylinositide phosphatase SAC1 OS=Bos taurus GN=SACM1L PE=2 SV=150.50 0.00

TRINITY_DN28886_c0_g1sp|P61285|DYL1_BOVINDYNLL1 Dynein light chain 1, cytoplasmic OS=Bos taurus GN=DYNLL1 PE=1 SV=150.50 0.00

TRINITY_DN31456_c0_g1sp|Q9LES4|L2HDH_ARATHL2HGDH L-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Arabidopsis thaliana GN=L2HGDH PE=1 SV=150.50 0.00

TRINITY_DN32502_c0_g1sp|Q2NL26|TKTL1_BOVINTKTL1 Transketolase-like protein 1 OS=Bos taurus GN=TKTL1 PE=2 SV=150.50 0.00

TRINITY_DN34156_c0_g2sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=150.50 0.00

TRINITY_DN34306_c0_g1sp|P27882|ERV1_YEASTERV1 Mitochondrial FAD-linked sulfhydryl oxidase ERV1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ERV1 PE=1 SV=250.50 0.00

TRINITY_DN34870_c0_g1sp|Q1ZXC8|PXI_DICDIpXi Probable serine/threonine-protein kinase pXi OS=Dictyostelium discoideum GN=pXi PE=2 SV=150.50 0.00

TRINITY_DN35411_c0_g1sp|Q55FR9|COPA_DICDIcopa Coatomer subunit alpha OS=Dictyostelium discoideum GN=copa PE=3 SV=150.50 0.00

TRINITY_DN35509_c0_g4sp|Q54X82|AP1B_DICDIap1b1 AP-1 complex subunit beta OS=Dictyostelium discoideum GN=ap1b1 PE=3 SV=150.50 0.00

TRINITY_DN35569_c0_g9sp|A8EXC3|MNMG_RICCKmnmG tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG OS=Rickettsia canadensis (strain McKiel) GN=mnmG PE=3 SV=150.50 0.00

TRINITY_DN36100_c0_g3sp|P41234|ABCA2_MOUSEAbca2 ATP-binding cassette sub-family A member 2 OS=Mus musculus GN=Abca2 PE=1 SV=450.50 0.00

TRINITY_DN36695_c0_g1sp|Q9T0D3|HFB2B_ARATHHSFB2B Heat stress transcription factor B-2b OS=Arabidopsis thaliana GN=HSFB2B PE=2 SV=150.50 0.00

TRINITY_DN36738_c2_g4sp|Q9M8R4|DJ1D_ARATHDJ1D Protein DJ-1 homolog D OS=Arabidopsis thaliana GN=DJ1D PE=1 SV=150.50 0.00

TRINITY_DN36845_c1_g4sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=150.50 0.00

TRINITY_DN36863_c0_g5sp|P18961|YPK2_YEASTYPK2 Serine/threonine-protein kinase YPK2/YKR2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK2 PE=1 SV=150.50 0.00

TRINITY_DN37397_c0_g1sp|Q54QE6|SIR2A_DICDIsir2A NAD-dependent deacetylase sir2A OS=Dictyostelium discoideum GN=sir2A PE=2 SV=150.50 0.00

TRINITY_DN37565_c0_g4sp|P31209|PABP_SCHPOpab1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pab1 PE=1 SV=250.50 0.00

TRINITY_DN37989_c1_g1sp|O82413|SYHM_ARATHAt3g46100Histidine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At3g46100 PE=2 SV=150.50 0.00

TRINITY_DN38051_c0_g3sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=250.50 0.00

TRINITY_DN38457_c0_g2sp|Q9Z2I0|LETM1_MOUSELetm1 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Mus musculus GN=Letm1 PE=1 SV=150.50 0.00

TRINITY_DN38949_c1_g1sp|Q5F339|CCHL_CHICKHCCS Cytochrome c-type heme lyase OS=Gallus gallus GN=HCCS PE=2 SV=150.50 0.00

TRINITY_DN39529_c1_g2sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=150.50 0.00

TRINITY_DN39553_c0_g6sp|O93309|SMC3_XENLAsmc3 Structural maintenance of chromosomes protein 3 OS=Xenopus laevis GN=smc3 PE=1 SV=250.50 0.00

TRINITY_DN39644_c1_g1sp|Q01667|CAB6_ARATHLHCA1 Chlorophyll a-b binding protein 6, chloroplastic OS=Arabidopsis thaliana GN=LHCA1 PE=1 SV=150.50 0.00

TRINITY_DN40229_c0_g1sp|Q9SMU7|SRP09_ARATHSRP9 Signal recognition particle 9 kDa protein OS=Arabidopsis thaliana GN=SRP9 PE=3 SV=150.50 0.00

TRINITY_DN43249_c0_g3sp|Q38859|NRPBB_ARATHNRPB11 DNA-directed RNA polymerases II, IV and V subunit 11 OS=Arabidopsis thaliana GN=NRPB11 PE=1 SV=150.50 0.00

TRINITY_DN43742_c0_g3sp|Q8AXS6|S35B1_XENTRslc35b1 Solute carrier family 35 member B1 OS=Xenopus tropicalis GN=slc35b1 PE=2 SV=250.50 0.00

TRINITY_DN43812_c1_g5sp|Q54ED4|GRWD1_DICDIgrwd1 Glutamate-rich WD repeat-containing protein 1 OS=Dictyostelium discoideum GN=grwd1 PE=3 SV=150.50 0.00

TRINITY_DN43899_c0_g7sp|B0R0T1|VWA8_DANREsi:dkey-18l1.1von Willebrand factor A domain-containing protein 8 OS=Danio rerio GN=si:dkey-18l1.1 PE=3 SV=150.50 0.00

TRINITY_DN44375_c0_g2sp|Q9FY51|HPAT3_ARATHHPAT3 Hydroxyproline O-arabinosyltransferase 3 OS=Arabidopsis thaliana GN=HPAT3 PE=1 SV=150.50 0.00

TRINITY_DN44651_c0_g3sp|P77526|YFCG_ECOLIyfcG Disulfide-bond oxidoreductase YfcG OS=Escherichia coli (strain K12) GN=yfcG PE=1 SV=150.50 0.00

TRINITY_DN44685_c1_g3sp|Q99JW2|ACY1_MOUSEAcy1 Aminoacylase-1 OS=Mus musculus GN=Acy1 PE=1 SV=150.50 0.00

TRINITY_DN44814_c0_g2sp|O24454|UBP3_ARATHUBP3 Ubiquitin carboxyl-terminal hydrolase 3 OS=Arabidopsis thaliana GN=UBP3 PE=1 SV=150.50 0.00

TRINITY_DN44887_c0_g1sp|F4JRJ6|DEAH9_ARATHAt4g18465Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH9 OS=Arabidopsis thaliana GN=At4g18465 PE=3 SV=150.50 0.00

TRINITY_DN44996_c0_g1sp|Q8BW94|DYH3_MOUSEDnah3 Dynein heavy chain 3, axonemal OS=Mus musculus GN=Dnah3 PE=1 SV=250.50 0.00

TRINITY_DN45788_c0_g2sp|P28000|RPAC2_YEASTRPC19 DNA-directed RNA polymerases I and III subunit RPAC2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RPC19 PE=1 SV=150.50 0.00

TRINITY_DN46120_c0_g2sp|Q8LCV1|PLP3B_ARATHPLP3B Thioredoxin domain-containing protein PLP3B OS=Arabidopsis thaliana GN=PLP3B PE=2 SV=150.50 0.00

TRINITY_DN46161_c0_g4sp|Q8QZR1|ATTY_MOUSETat Tyrosine aminotransferase OS=Mus musculus GN=Tat PE=1 SV=150.50 0.00

TRINITY_DN46625_c0_g7sp|O04979|LONP2_SPIOL- Lon protease homolog 2, peroxisomal OS=Spinacia oleracea PE=2 SV=250.50 0.00

TRINITY_DN46740_c0_g1sp|Q53GS9|SNUT2_HUMANUSP39 U4/U6.U5 tri-snRNP-associated protein 2 OS=Homo sapiens GN=USP39 PE=1 SV=250.50 0.00

TRINITY_DN47090_c0_g5sp|Q39243|TRXB1_ARATHNTR1 Thioredoxin reductase 1 OS=Arabidopsis thaliana GN=NTR1 PE=1 SV=350.50 0.00

TRINITY_DN47157_c0_g8sp|F4HYG2|IRE3_ARATHIRE3 Probable serine/threonine protein kinase IRE3 OS=Arabidopsis thaliana GN=IRE3 PE=2 SV=150.50 0.00



TRINITY_DN47541_c1_g4sp|Q9BWU0|NADAP_HUMANSLC4A1APKanadaptin OS=Homo sapiens GN=SLC4A1AP PE=1 SV=150.50 0.00

TRINITY_DN47816_c0_g2sp|P36422|SYI_TETTHILSA Isoleucine--tRNA ligase OS=Tetrahymena thermophila GN=ILSA PE=3 SV=150.50 0.00

TRINITY_DN49415_c0_g1sp|B2V6B0|HSLU_SULSYhslU ATP-dependent protease ATPase subunit HslU OS=Sulfurihydrogenibium sp. (strain YO3AOP1) GN=hslU PE=3 SV=150.50 0.00

TRINITY_DN49801_c0_g4sp|Q9FR53|TOR_ARATHTOR Serine/threonine-protein kinase TOR OS=Arabidopsis thaliana GN=TOR PE=1 SV=150.50 0.00

TRINITY_DN50797_c1_g5sp|P54563|YQJZ_BACSUyqjZ Uncharacterized protein YqjZ OS=Bacillus subtilis (strain 168) GN=yqjZ PE=1 SV=150.50 0.00

TRINITY_DN50887_c1_g1sp|O04200|PXN_ARATHPXN Peroxisomal nicotinamide adenine dinucleotide carrier OS=Arabidopsis thaliana GN=PXN PE=1 SV=150.50 0.00

TRINITY_DN51935_c0_g7sp|O00462|MANBA_HUMANMANBA Beta-mannosidase OS=Homo sapiens GN=MANBA PE=2 SV=350.50 0.00

TRINITY_DN51942_c1_g1sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=350.50 0.00

TRINITY_DN52160_c1_g9sp|Q9Y2Y1|RPC10_HUMANPOLR3K DNA-directed RNA polymerase III subunit RPC10 OS=Homo sapiens GN=POLR3K PE=1 SV=250.50 0.00

TRINITY_DN52491_c2_g1sp|Q9SY97|LHCA3_ARATHLHCA3 Photosystem I chlorophyll a/b-binding protein 3-1, chloroplastic OS=Arabidopsis thaliana GN=LHCA3 PE=1 SV=150.50 0.00

TRINITY_DN19526_c0_g1sp|Q54BN3|RFC3_DICDIrfc3 Probable replication factor C subunit 3 OS=Dictyostelium discoideum GN=rfc3 PE=3 SV=150.40 0.00

TRINITY_DN31731_c0_g1sp|Q64430|ATP7A_MOUSEAtp7a Copper-transporting ATPase 1 OS=Mus musculus GN=Atp7a PE=1 SV=350.40 0.00

TRINITY_DN33274_c0_g1sp|Q08E24|SARAF_BOVINSARAF Store-operated calcium entry-associated regulatory factor OS=Bos taurus GN=SARAF PE=2 SV=150.40 0.00

TRINITY_DN33290_c0_g1sp|O32210|GR_BACSUyvgN Glyoxal reductase OS=Bacillus subtilis (strain 168) GN=yvgN PE=1 SV=150.40 0.00

TRINITY_DN33941_c0_g1sp|Q54ND3|UXT_DICDIDDB_G0285389Protein UXT homolog OS=Dictyostelium discoideum GN=DDB_G0285389 PE=3 SV=150.40 0.00

TRINITY_DN34174_c0_g1sp|Q1AU63|RL13_RUBXDrplM 50S ribosomal protein L13 OS=Rubrobacter xylanophilus (strain DSM 9941 / NBRC 16129) GN=rplM PE=3 SV=250.40 0.00

TRINITY_DN34370_c0_g2sp|Q86KE7|CCNC_DICDIcycC Cyclin-C OS=Dictyostelium discoideum GN=cycC PE=3 SV=150.40 0.00

TRINITY_DN34426_c0_g2sp|P42856|ZB14_MAIZEZBP14 14 kDa zinc-binding protein OS=Zea mays GN=ZBP14 PE=1 SV=150.40 0.00

TRINITY_DN34755_c0_g1sp|Q54FU9|MCFW_DICDImcfW Mitochondrial substrate carrier family protein W OS=Dictyostelium discoideum GN=mcfW PE=3 SV=150.40 0.00

TRINITY_DN36163_c0_g13sp|Q86KI1|AP2A2_DICDIap2a1-1 AP-2 complex subunit alpha-2 OS=Dictyostelium discoideum GN=ap2a1-1 PE=3 SV=150.40 0.00

TRINITY_DN3710_c0_g1sp|O81146|PSA6A_ARATHPAA1 Proteasome subunit alpha type-6-A OS=Arabidopsis thaliana GN=PAA1 PE=1 SV=250.40 0.00

TRINITY_DN38550_c0_g7sp|Q10Q80|ERV1_ORYSJERV1 FAD-linked sulfhydryl oxidase ERV1 OS=Oryza sativa subsp. japonica GN=ERV1 PE=2 SV=250.40 0.00

TRINITY_DN39057_c0_g5sp|P51122|AN32A_BOVINANP32A Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Bos taurus GN=ANP32A PE=1 SV=250.40 0.00

TRINITY_DN39926_c1_g3sp|Q9PV94|RSMB_CHICKSNRPB Small nuclear ribonucleoprotein-associated protein B' OS=Gallus gallus GN=SNRPB PE=2 SV=150.40 0.00

TRINITY_DN41169_c0_g4sp|Q8H0B2|ARAE3_ORYSJUEL-3 Probable UDP-arabinose 4-epimerase 3 OS=Oryza sativa subsp. japonica GN=UEL-3 PE=2 SV=150.40 0.00

TRINITY_DN41399_c0_g1sp|Q0II91|DJC21_BOVINDNAJC21 DnaJ homolog subfamily C member 21 OS=Bos taurus GN=DNAJC21 PE=2 SV=250.40 0.00

TRINITY_DN41440_c0_g3sp|P52427|PSA4_SPIOLPAC1 Proteasome subunit alpha type-4 OS=Spinacia oleracea GN=PAC1 PE=2 SV=150.40 0.00

TRINITY_DN42141_c0_g1sp|Q5ZJ08|SYYC_CHICKYARS Tyrosine--tRNA ligase, cytoplasmic OS=Gallus gallus GN=YARS PE=2 SV=150.40 0.00

TRINITY_DN42656_c0_g8sp|O88738|BIRC6_MOUSEBirc6 Baculoviral IAP repeat-containing protein 6 OS=Mus musculus GN=Birc6 PE=1 SV=250.40 0.00

TRINITY_DN42838_c0_g2sp|P06787|CALM_YEASTCMD1 Calmodulin OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CMD1 PE=1 SV=150.40 0.00

TRINITY_DN43547_c2_g1sp|Q9ES74|NEK7_MOUSENek7 Serine/threonine-protein kinase Nek7 OS=Mus musculus GN=Nek7 PE=1 SV=150.40 0.00

TRINITY_DN44729_c1_g5sp|Q9DBE8|ALG2_MOUSEAlg2 Alpha-1,3/1,6-mannosyltransferase ALG2 OS=Mus musculus GN=Alg2 PE=1 SV=250.40 0.00

TRINITY_DN45393_c1_g3sp|B0TEC5|PUR9_HELMIpurH Bifunctional purine biosynthesis protein PurH OS=Heliobacterium modesticaldum (strain ATCC 51547 / Ice1) GN=purH PE=3 SV=150.40 0.00

TRINITY_DN45409_c1_g1sp|O04035|AT74H_ARATHAt1g08940Phosphoglycerate mutase-like protein AT74H OS=Arabidopsis thaliana GN=At1g08940 PE=3 SV=250.40 0.00

TRINITY_DN47502_c0_g2sp|Q8W4S4|VHAA3_ARATHVHA-a3 V-type proton ATPase subunit a3 OS=Arabidopsis thaliana GN=VHA-a3 PE=1 SV=150.40 0.00

TRINITY_DN47639_c0_g1sp|Q766Z3|REV3_ARATHREV3 DNA polymerase zeta catalytic subunit OS=Arabidopsis thaliana GN=REV3 PE=2 SV=150.40 0.00

TRINITY_DN47941_c0_g1sp|Q9HZP7|ETFA_PSEAEetfA Electron transfer flavoprotein subunit alpha OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=etfA PE=3 SV=150.40 0.00

TRINITY_DN48441_c1_g1sp|Q6ZGL9|SIP1_ORYSJSPP1 Signal peptide peptidase 1 OS=Oryza sativa subsp. japonica GN=SPP1 PE=2 SV=150.40 0.00

TRINITY_DN49026_c1_g1sp|Q9C9Z2|RER3_ARATHRER3 Protein RETICULATA-RELATED 3, chloroplastic OS=Arabidopsis thaliana GN=RER3 PE=1 SV=150.40 0.00

TRINITY_DN50088_c0_g7sp|Q0E079|RIBA2_ORYSJRIBA2 Probable bifunctional riboflavin biosynthesis protein RIBA 2, chloroplastic OS=Oryza sativa subsp. japonica GN=RIBA2 PE=2 SV=150.40 0.00

TRINITY_DN51067_c1_g6sp|P05689|CATZ_BOVINCTSZ Cathepsin Z OS=Bos taurus GN=CTSZ PE=2 SV=250.40 0.00

TRINITY_DN52694_c0_g1sp|P14249|RS24_MUCCLRPS24 40S ribosomal protein S24 OS=Mucor circinelloides f. lusitanicus GN=RPS24 PE=3 SV=150.40 0.00

TRINITY_DN15324_c0_g1sp|Q91YL3|UCKL1_MOUSEUckl1 Uridine-cytidine kinase-like 1 OS=Mus musculus GN=Uckl1 PE=1 SV=150.30 0.00

TRINITY_DN21934_c0_g1sp|P0CD61|GPT_DICDIalg7 UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase OS=Dictyostelium discoideum GN=alg7 PE=3 SV=150.30 0.00

TRINITY_DN23302_c0_g1sp|Q47PU3|PAMO_THEFYpamO Phenylacetone monooxygenase OS=Thermobifida fusca (strain YX) GN=pamO PE=1 SV=150.30 0.00

TRINITY_DN24233_c0_g1sp|Q9SHL7|RP44A_ARATHRRP44A Exosome complex exonuclease RRP44 homolog A OS=Arabidopsis thaliana GN=RRP44A PE=2 SV=250.30 0.00

TRINITY_DN33810_c0_g1sp|Q18246|RAP1_CAEELrap-1 Ras-related protein Rap-1 OS=Caenorhabditis elegans GN=rap-1 PE=3 SV=150.30 0.00

TRINITY_DN34162_c0_g1sp|Q9BW85|CCD94_HUMANCCDC94 Coiled-coil domain-containing protein 94 OS=Homo sapiens GN=CCDC94 PE=1 SV=150.30 0.00

TRINITY_DN34197_c1_g11sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=150.30 0.00

TRINITY_DN34809_c0_g3sp|P01119|RAS1_YEASTRAS1 Ras-like protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RAS1 PE=1 SV=250.30 0.00

TRINITY_DN35861_c0_g1sp|Q6ZNB7|ALKMO_HUMANAGMO Alkylglycerol monooxygenase OS=Homo sapiens GN=AGMO PE=1 SV=150.30 0.00

TRINITY_DN35911_c0_g1sp|Q99L13|3HIDH_MOUSEHibadh 3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Mus musculus GN=Hibadh PE=1 SV=150.30 0.00

TRINITY_DN36139_c0_g1sp|Q9RX51|TREZ_DEIRAtreZ Malto-oligosyltrehalose trehalohydrolase OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=treZ PE=1 SV=150.30 0.00

TRINITY_DN36332_c0_g2sp|B1M766|RF1_METRJprfA Peptide chain release factor 1 OS=Methylobacterium radiotolerans (strain ATCC 27329 / DSM 1819 / JCM 2831) GN=prfA PE=3 SV=150.30 0.00

TRINITY_DN37103_c0_g5sp|Q17R06|RAB21_BOVINRAB21 Ras-related protein Rab-21 OS=Bos taurus GN=RAB21 PE=2 SV=150.30 0.00

TRINITY_DN37389_c1_g12sp|Q80WJ6|MRP9_MOUSEAbcc12 Multidrug resistance-associated protein 9 OS=Mus musculus GN=Abcc12 PE=2 SV=150.30 0.00



TRINITY_DN38757_c0_g4sp|Q9FT73|MED34_ARATHMED34 Mediator of RNA polymerase II transcription subunit 34 OS=Arabidopsis thaliana GN=MED34 PE=1 SV=150.30 0.00

TRINITY_DN40098_c1_g3sp|B0G143|UCPB_DICDIucpB Mitochondrial substrate carrier family protein ucpB OS=Dictyostelium discoideum GN=ucpB PE=3 SV=150.30 0.00

TRINITY_DN40181_c1_g4sp|Q63SZ9|PRMB_BURPSprmB 50S ribosomal protein L3 glutamine methyltransferase OS=Burkholderia pseudomallei (strain K96243) GN=prmB PE=3 SV=150.30 0.00

TRINITY_DN41132_c0_g5sp|P43246|MSH2_HUMANMSH2 DNA mismatch repair protein Msh2 OS=Homo sapiens GN=MSH2 PE=1 SV=150.30 0.00

TRINITY_DN41722_c0_g3sp|Q9LF61|XPT_ARATHXPT Xylulose 5-phosphate/phosphate translocator, chloroplastic OS=Arabidopsis thaliana GN=XPT PE=1 SV=150.30 0.00

TRINITY_DN43701_c1_g4sp|P37472|HPRT_BACSUhprT Hypoxanthine-guanine phosphoribosyltransferase OS=Bacillus subtilis (strain 168) GN=hprT PE=3 SV=150.30 0.00

TRINITY_DN43883_c0_g1sp|O80575|RISB_ARATHAt2g440506,7-dimethyl-8-ribityllumazine synthase, chloroplastic OS=Arabidopsis thaliana GN=At2g44050 PE=2 SV=150.30 0.00

TRINITY_DN43995_c0_g2sp|Q9XZJ3|CUL2_DICDIculB Cullin-2 OS=Dictyostelium discoideum GN=culB PE=2 SV=150.30 0.00

TRINITY_DN45853_c0_g1sp|Q84K47|AB2A_ARATHABCA2 ABC transporter A family member 2 OS=Arabidopsis thaliana GN=ABCA2 PE=2 SV=150.30 0.00

TRINITY_DN46201_c1_g8sp|P52495|UBA1_CANAWUBA1 Ubiquitin-activating enzyme E1 1 OS=Candida albicans (strain WO-1) GN=UBA1 PE=3 SV=250.30 0.00

TRINITY_DN46667_c0_g1sp|Q43846|SSY3_SOLTUSS3 Soluble starch synthase 3, chloroplastic/amyloplastic OS=Solanum tuberosum GN=SS3 PE=1 SV=150.30 0.00

TRINITY_DN47503_c0_g2sp|P51154|RB22A_CANLFRAB22A Ras-related protein Rab-22A OS=Canis lupus familiaris GN=RAB22A PE=1 SV=150.30 0.00

TRINITY_DN48175_c1_g5sp|P40392|RIC1_ORYSJRIC1 Ras-related protein RIC1 OS=Oryza sativa subsp. japonica GN=RIC1 PE=2 SV=250.30 0.00

TRINITY_DN48175_c1_g8sp|P40392|RIC1_ORYSJRIC1 Ras-related protein RIC1 OS=Oryza sativa subsp. japonica GN=RIC1 PE=2 SV=250.30 0.00

TRINITY_DN49208_c0_g1sp|Q9FGS4|NADA_ARATHQS Quinolinate synthase, chloroplastic OS=Arabidopsis thaliana GN=QS PE=1 SV=150.30 0.00

TRINITY_DN49305_c0_g2sp|Q96528|CATA1_ARATHCAT1 Catalase-1 OS=Arabidopsis thaliana GN=CAT1 PE=2 SV=350.30 0.00

TRINITY_DN49627_c0_g9sp|Q39054|CNX1_ARATHCNX1 Molybdopterin biosynthesis protein CNX1 OS=Arabidopsis thaliana GN=CNX1 PE=1 SV=250.30 0.00

TRINITY_DN49881_c1_g1sp|Q63120|MRP2_RATAbcc2 Canalicular multispecific organic anion transporter 1 OS=Rattus norvegicus GN=Abcc2 PE=1 SV=150.30 0.00

TRINITY_DN52200_c0_g4sp|A6N6J5|WDR35_RATWdr35 WD repeat-containing protein 35 OS=Rattus norvegicus GN=Wdr35 PE=1 SV=150.30 0

TRINITY_DN52288_c2_g3sp|P53704|GFA1_CANALGFA1 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GFA1 PE=1 SV=250.30 0.00

TRINITY_DN30895_c0_g2sp|Q5E9H5|BCS1_BOVINBCS1L Mitochondrial chaperone BCS1 OS=Bos taurus GN=BCS1L PE=2 SV=150.20 0.00

TRINITY_DN33056_c0_g1sp|Q9VPP5|RNH2A_DROMECG13690 Ribonuclease H2 subunit A OS=Drosophila melanogaster GN=CG13690 PE=2 SV=150.20 0.00

TRINITY_DN33263_c0_g1sp|Q54KB7|DHE3_DICDIgluD Glutamate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=gluD PE=1 SV=150.20 0.00

TRINITY_DN34665_c0_g1sp|O32210|GR_BACSUyvgN Glyoxal reductase OS=Bacillus subtilis (strain 168) GN=yvgN PE=1 SV=150.20 0.00

TRINITY_DN34850_c0_g9sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=350.20 0.00

TRINITY_DN35161_c0_g1sp|Q55EK9|PDXK_DICDIpykA Pyridoxal kinase OS=Dictyostelium discoideum GN=pykA PE=1 SV=150.20 0.00

TRINITY_DN35566_c0_g1sp|Q8A0Z8|SYN_BACTNasnS Asparagine--tRNA ligase OS=Bacteroides thetaiotaomicron (strain ATCC 29148 / DSM 2079 / NCTC 10582 / E50 / VPI-5482) GN=asnS PE=3 SV=150.20 0.00

TRINITY_DN35665_c0_g1sp|Q8BVH9|METL6_MOUSEMettl6 Methyltransferase-like protein 6 OS=Mus musculus GN=Mettl6 PE=2 SV=250.20 0.00

TRINITY_DN35830_c0_g3sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=150.20 0.00

TRINITY_DN35854_c0_g1sp|O95620|DUS4L_HUMANDUS4L tRNA-dihydrouridine(20a/20b) synthase [NAD(P)+]-like OS=Homo sapiens GN=DUS4L PE=2 SV=250.20 0.00

TRINITY_DN36809_c0_g1sp|P15937|ACH1_NEUCRacu-8 Acetyl-CoA hydrolase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=acu-8 PE=3 SV=250.20 0.00

TRINITY_DN37458_c0_g1sp|O82462|SYEC_ARATHAt5g26707Glutamate--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At5g26707 PE=1 SV=150.20 0.00

TRINITY_DN38190_c0_g1sp|O61122|SVKA_DICDIsvkA Serine/threonine-protein kinase svkA OS=Dictyostelium discoideum GN=svkA PE=1 SV=150.20 0.00

TRINITY_DN39109_c0_g2sp|P46794|CBS_DICDIcysB Cystathionine beta-synthase OS=Dictyostelium discoideum GN=cysB PE=2 SV=250.20 0.00

TRINITY_DN39162_c0_g1sp|Q73KB2|SYS_TREDEserS Serine--tRNA ligase OS=Treponema denticola (strain ATCC 35405 / CIP 103919 / DSM 14222) GN=serS PE=3 SV=150.20 0.00

TRINITY_DN39737_c0_g2sp|Q9C551|RH5_ARATHRH5 DEAD-box ATP-dependent RNA helicase 5 OS=Arabidopsis thaliana GN=RH5 PE=1 SV=150.20 0.00

TRINITY_DN40156_c2_g3sp|Q38953|DEAH5_ARATHAt3g26560Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH5 OS=Arabidopsis thaliana GN=At3g26560 PE=1 SV=250.20 0.00

TRINITY_DN40309_c0_g1sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=150.20 0.00

TRINITY_DN40399_c1_g1sp|Q8XIR2|DEOC_CLOPEdeoC Deoxyribose-phosphate aldolase OS=Clostridium perfringens (strain 13 / Type A) GN=deoC PE=3 SV=150.20 0.00

TRINITY_DN41050_c0_g3sp|Q8H3C8|ILL8_ORYSJILL8 IAA-amino acid hydrolase ILR1-like 8 OS=Oryza sativa subsp. japonica GN=ILL8 PE=2 SV=150.20 0.00

TRINITY_DN41576_c0_g2sp|P25873|RK15_ARATHRPL15 50S ribosomal protein L15, chloroplastic OS=Arabidopsis thaliana GN=RPL15 PE=1 SV=250.20 0.00

TRINITY_DN42155_c0_g3sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=150.20 0.00

TRINITY_DN43984_c1_g3sp|Q54T05|RIO2_DICDIrio2 Serine/threonine-protein kinase rio2 OS=Dictyostelium discoideum GN=rio2 PE=3 SV=150.20 0.00

TRINITY_DN44203_c1_g1sp|Q55BF2|NMD3_DICDInmd3 60S ribosomal export protein NMD3 OS=Dictyostelium discoideum GN=nmd3 PE=3 SV=150.20 0.00

TRINITY_DN45184_c0_g5sp|P15567|PUR6_SCHPOade6 Phosphoribosylaminoimidazole carboxylase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ade6 PE=3 SV=150.20 0.00

TRINITY_DN45217_c0_g2sp|Q56318|Y019_THEMATM_0019 Uncharacterized oxidoreductase TM_0019 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0019 PE=3 SV=250.20 0.00

TRINITY_DN47067_c1_g1sp|Q9Y6F1|PARP3_HUMANPARP3 Poly [ADP-ribose] polymerase 3 OS=Homo sapiens GN=PARP3 PE=1 SV=350.20 0.00

TRINITY_DN47770_c0_g1sp|Q54S79|WDR3_DICDIwdr3 WD repeat-containing protein 3 homolog OS=Dictyostelium discoideum GN=wdr3 PE=3 SV=150.20 0.00

TRINITY_DN47825_c1_g1sp|P73625|MUTS2_SYNY3mutS2 Endonuclease MutS2 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=mutS2 PE=3 SV=150.20 0.00

TRINITY_DN51053_c0_g4sp|O04196|ISOA1_ARATHISA1 Isoamylase 1, chloroplastic OS=Arabidopsis thaliana GN=ISA1 PE=1 SV=150.20 0.00

TRINITY_DN52124_c2_g1sp|B9DHT4|ARIA_ARATHARIA ARM REPEAT PROTEIN INTERACTING WITH ABF2 OS=Arabidopsis thaliana GN=ARIA PE=1 SV=250.20 0.00

TRINITY_DN52886_c0_g1sp|Q08480|KAD4_ORYSJADK-B Adenylate kinase 4 OS=Oryza sativa subsp. japonica GN=ADK-B PE=2 SV=150.20 0.00

TRINITY_DN36885_c1_g1sp|Q10MH8|RH24_ORYSJOs03g0308500DEAD-box ATP-dependent RNA helicase 24 OS=Oryza sativa subsp. japonica GN=Os03g0308500 PE=2 SV=150.10 0.00

TRINITY_DN41542_c0_g4sp|Q10305|GDI1_SCHPOgdi1 Probable secretory pathway GDP dissociation inhibitor 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gdi1 PE=3 SV=150.10 0.00

TRINITY_DN43908_c0_g4sp|E1BNG3|ASCC3_BOVINascc3 Activating signal cointegrator 1 complex subunit 3 OS=Bos taurus GN=ascc3 PE=3 SV=150.10 0.00

TRINITY_DN49249_c0_g1sp|Q9Z0J5|TRXR2_RATTxnrd2 Thioredoxin reductase 2, mitochondrial OS=Rattus norvegicus GN=Txnrd2 PE=1 SV=350.10 0.00



TRINITY_DN49644_c1_g3sp|P04770|GLNA1_PHAVU- Glutamine synthetase PR-1 OS=Phaseolus vulgaris PE=2 SV=150.10 0.00

TRINITY_DN51011_c0_g2sp|Q54JE4|ODO1_DICDIogdh 2-oxoglutarate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=ogdh PE=3 SV=150.10 0.00

TRINITY_DN10619_c0_g2sp|Q54GE6|MDHA_DICDImdhA Probable malate dehydrogenase 1 OS=Dictyostelium discoideum GN=mdhA PE=1 SV=150.00 0.00

TRINITY_DN11233_c0_g1sp|Q50EX6|ODO1_PETHYODO1 Protein ODORANT1 OS=Petunia hybrida GN=ODO1 PE=2 SV=150.00 0.00

TRINITY_DN12257_c0_g2sp|Q9URY9|YI06_SCHPOSPAC869.06cUncharacterized hemerythrin-like protein C869.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC869.06c PE=3 SV=150.00 0.00

TRINITY_DN13083_c0_g1sp|Q00859|MAPK_FUSSOMAPK Mitogen-activated protein kinase OS=Fusarium solani subsp. pisi GN=MAPK PE=2 SV=150.00 0.00

TRINITY_DN14471_c0_g1sp|Q4QTJ2|NCS1_PAPSONCS1 S-norcoclaurine synthase 1 OS=Papaver somniferum GN=NCS1 PE=1 SV=150.00 0.00

TRINITY_DN16456_c0_g1sp|P40792|RAC1_DROMERac1 Ras-related protein Rac1 OS=Drosophila melanogaster GN=Rac1 PE=1 SV=250.00 0.00

TRINITY_DN16940_c0_g1sp|P63162|RSMN_HUMANSNRPN Small nuclear ribonucleoprotein-associated protein N OS=Homo sapiens GN=SNRPN PE=1 SV=150.00 0.00

TRINITY_DN17080_c0_g3sp|Q93D97|Y1934_STRMUsdcBA Putative ABC transporter ATP-binding protein SMU_1934c OS=Streptococcus mutans serotype c (strain ATCC 700610 / UA159) GN=sdcBA PE=3 SV=150.00 0.00

TRINITY_DN17878_c0_g1sp|P61799|APTX_DANREaptx Aprataxin OS=Danio rerio GN=aptx PE=2 SV=150.00 0.00

TRINITY_DN19843_c0_g1sp|O34499|6PGL_BACSUpgl 6-phosphogluconolactonase OS=Bacillus subtilis (strain 168) GN=pgl PE=1 SV=150.00 0.00

TRINITY_DN19940_c0_g1sp|Q3UDP0|WDR41_MOUSEWdr41 WD repeat-containing protein 41 OS=Mus musculus GN=Wdr41 PE=1 SV=150.00 0.00

TRINITY_DN21504_c0_g1sp|Q5E9I6|ARF3_BOVINARF3 ADP-ribosylation factor 3 OS=Bos taurus GN=ARF3 PE=2 SV=350.00 0.00

TRINITY_DN21519_c0_g2sp|P50520|VPS34_SCHPOvps34 Phosphatidylinositol 3-kinase vps34 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vps34 PE=2 SV=250.00 0.00

TRINITY_DN21697_c0_g1sp|Q8TAD8|SNIP1_HUMANSNIP1 Smad nuclear-interacting protein 1 OS=Homo sapiens GN=SNIP1 PE=1 SV=150.00 0.00

TRINITY_DN23062_c0_g1sp|Q10334|ALAT_SCHPOSPBC582.08Putative alanine aminotransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC582.08 PE=3 SV=150.00 0.00

TRINITY_DN25388_c0_g1sp|Q21286|YBF7_CAEELK07E3.7/K07E3.6Probable cation-transporting ATPase K07E3.7 OS=Caenorhabditis elegans GN=K07E3.7/K07E3.6 PE=3 SV=450.00 0.00

TRINITY_DN25475_c0_g1sp|Q6XHB2|ROCO4_DICDIroco4 Probable serine/threonine-protein kinase roco4 OS=Dictyostelium discoideum GN=roco4 PE=1 SV=150.00 0.00

TRINITY_DN27098_c0_g2sp|Q9DE14|ATR_XENLAatr Serine/threonine-protein kinase atr OS=Xenopus laevis GN=atr PE=1 SV=250.00 0.00

TRINITY_DN28205_c0_g2sp|Q9FPH3|THA2_ARATHTHA2 Probable low-specificity L-threonine aldolase 2 OS=Arabidopsis thaliana GN=THA2 PE=1 SV=150.00 0.00

TRINITY_DN28791_c0_g1sp|Q55GK0|GTAE_DICDIgtaE GATA zinc finger domain-containing protein 5 OS=Dictyostelium discoideum GN=gtaE PE=3 SV=150.00 0.00

TRINITY_DN28878_c0_g1sp|P24076|BGIA_MOMCH- Glu S.griseus protease inhibitor OS=Momordica charantia PE=1 SV=150.00 0.00

TRINITY_DN28878_c0_g2sp|P24076|BGIA_MOMCH- Glu S.griseus protease inhibitor OS=Momordica charantia PE=1 SV=150.00 0.00

TRINITY_DN29297_c0_g1sp|P17560|RENBP_PIGRENBP N-acylglucosamine 2-epimerase OS=Sus scrofa GN=RENBP PE=1 SV=250.00 0.00

TRINITY_DN29433_c0_g1sp|Q22004|AMERL_CAEELR166.3 Uncharacterized protein R166.3 OS=Caenorhabditis elegans GN=R166.3 PE=3 SV=150.00 0.00

TRINITY_DN29603_c0_g1sp|P0CM05|ARP6_CRYNBARP6 Actin-like protein ARP6 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=ARP6 PE=3 SV=150.00 0.00

TRINITY_DN30059_c0_g1sp|P17635|FMO2_RABITFMO2 Dimethylaniline monooxygenase [N-oxide-forming] 2 OS=Oryctolagus cuniculus GN=FMO2 PE=1 SV=350.00 0.00

TRINITY_DN30410_c0_g2sp|Q6AXQ0|SAE1_RATSae1 SUMO-activating enzyme subunit 1 OS=Rattus norvegicus GN=Sae1 PE=2 SV=150.00 0.00

TRINITY_DN30488_c0_g2sp|P0DJH7|CENPX_CHICKSTRA13 Centromere protein X OS=Gallus gallus GN=STRA13 PE=1 SV=150.00 0.00

TRINITY_DN30775_c0_g1sp|B1I1L7|RL30_DESAPrpmD 50S ribosomal protein L30 OS=Desulforudis audaxviator (strain MP104C) GN=rpmD PE=3 SV=250.00 0.00

TRINITY_DN31621_c0_g4sp|Q65N90|TOP3_BACLDtopB DNA topoisomerase 3 OS=Bacillus licheniformis (strain ATCC 14580 / DSM 13 / JCM 2505 / NBRC 12200 / NCIMB 9375 / NRRL NRS-1264 / Gibson 46) GN=topB PE=3 SV=250.00 0.00

TRINITY_DN32625_c0_g3sp|Q27802|DYHC2_TRIGRDYH1B Cytoplasmic dynein 2 heavy chain 1 OS=Tripneustes gratilla GN=DYH1B PE=2 SV=250.00 0.00

TRINITY_DN32847_c0_g2sp|Q54UR0|Y0881_DICDIDDB_G0280881Glutathione S-transferase domain-containing protein DDB_G0280881 OS=Dictyostelium discoideum GN=DDB_G0280881 PE=3 SV=150.00 0.00

TRINITY_DN33707_c0_g2sp|Q8LFC0|IDH1_ARATHIDH1 Isocitrate dehydrogenase [NAD] regulatory subunit 1, mitochondrial OS=Arabidopsis thaliana GN=IDH1 PE=1 SV=250.00 0.00

TRINITY_DN33882_c0_g1sp|B2UXS0|SYN_CLOBAasnS Asparagine--tRNA ligase OS=Clostridium botulinum (strain Alaska E43 / Type E3) GN=asnS PE=3 SV=150.00 0.00

TRINITY_DN33911_c0_g1sp|Q9CZE3|RAB32_MOUSERab32 Ras-related protein Rab-32 OS=Mus musculus GN=Rab32 PE=1 SV=350.00 0.00

TRINITY_DN34295_c1_g8sp|Q5BMR2|PLD_PHYINPLD Phospholipase D OS=Phytophthora infestans GN=PLD PE=3 SV=150.00 0.00

TRINITY_DN34470_c0_g1sp|B9Q0C2|DRE2_TOXGVTGVEG_216900Anamorsin homolog OS=Toxoplasma gondii (strain ATCC 50861 / VEG) GN=TGVEG_216900 PE=3 SV=250.00 0.00

TRINITY_DN34700_c0_g1sp|Q8WY07|CTR3_HUMANSLC7A3 Cationic amino acid transporter 3 OS=Homo sapiens GN=SLC7A3 PE=1 SV=150.00 0.00

TRINITY_DN34785_c0_g5sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=150.00 0.00

TRINITY_DN34966_c0_g1sp|P45444|DYHC_EMENInudA Dynein heavy chain, cytoplasmic OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=nudA PE=3 SV=250.00 0.00

TRINITY_DN35070_c0_g3sp|Q0V8E4|ASND1_BOVINASNSD1 Asparagine synthetase domain-containing protein 1 OS=Bos taurus GN=ASNSD1 PE=2 SV=150.00 0.00

TRINITY_DN35115_c0_g1sp|Q53FA7|QORX_HUMANTP53I3 Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=250.00 0.00

TRINITY_DN35219_c0_g1sp|B8CXL0|DNAJ_HALOHdnaJ Chaperone protein DnaJ OS=Halothermothrix orenii (strain H 168 / OCM 544 / DSM 9562) GN=dnaJ PE=3 SV=150.00 0.00

TRINITY_DN35226_c0_g2sp|Q09740|GFA1_SCHPOSPBC12C2.11Probable glutamine--fructose-6-phosphate aminotransferase [isomerizing] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC12C2.11 PE=3 SV=250.00 0.00

TRINITY_DN35497_c0_g2sp|Q59RQ0|PIF1_CANALPIF1 ATP-dependent DNA helicase PIF1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=PIF1 PE=3 SV=150.00 0.00

TRINITY_DN35657_c1_g1sp|Q9BVG4|PBDC1_HUMANPBDC1 Protein PBDC1 OS=Homo sapiens GN=PBDC1 PE=1 SV=150.00 0.00

TRINITY_DN35798_c0_g5sp|Q5M974|RN181_XENTRrnf181 E3 ubiquitin-protein ligase RNF181 OS=Xenopus tropicalis GN=rnf181 PE=2 SV=150.00 0.00

TRINITY_DN36038_c0_g3sp|Q09XV5|CHD8_MOUSEChd8 Chromodomain-helicase-DNA-binding protein 8 OS=Mus musculus GN=Chd8 PE=1 SV=150.00 0.00

TRINITY_DN36069_c0_g6sp|Q9C757|INT2_ARATHINT2 Probable inositol transporter 2 OS=Arabidopsis thaliana GN=INT2 PE=1 SV=150.00 0.00

TRINITY_DN36091_c0_g1sp|Q40194|RB11D_LOTJARAB11D Ras-related protein Rab11D OS=Lotus japonicus GN=RAB11D PE=2 SV=150.00 0.00

TRINITY_DN36334_c0_g1sp|Q4R5M2|CATB_MACFACTSB Cathepsin B OS=Macaca fascicularis GN=CTSB PE=2 SV=150.00 0.00

TRINITY_DN36591_c0_g1sp|Q14847|LASP1_HUMANLASP1 LIM and SH3 domain protein 1 OS=Homo sapiens GN=LASP1 PE=1 SV=250.00 0.00

TRINITY_DN36642_c1_g10sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=150.00 0.00

TRINITY_DN36715_c0_g1sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=350.00 0.00



TRINITY_DN36717_c0_g7sp|F4JY84|TCX7_ARATHTCX7 Protein tesmin/TSO1-like CXC 7 OS=Arabidopsis thaliana GN=TCX7 PE=1 SV=150.00 0.00

TRINITY_DN36796_c2_g4sp|Q9UKD2|MRT4_HUMANMRTO4 mRNA turnover protein 4 homolog OS=Homo sapiens GN=MRTO4 PE=1 SV=250.00 0.00

TRINITY_DN36857_c0_g4sp|Q14562|DHX8_HUMANDHX8 ATP-dependent RNA helicase DHX8 OS=Homo sapiens GN=DHX8 PE=1 SV=150.00 0.00

TRINITY_DN36960_c0_g7sp|Q29451|MA2B1_BOVINMAN2B1 Lysosomal alpha-mannosidase OS=Bos taurus GN=MAN2B1 PE=1 SV=450.00 0.00

TRINITY_DN37029_c0_g1sp|Q9XFH4|DDM1_ARATHDDM1 ATP-dependent DNA helicase DDM1 OS=Arabidopsis thaliana GN=DDM1 PE=1 SV=150.00 0.00

TRINITY_DN37088_c0_g5sp|Q54WN7|BZPF_DICDIbzpF Probable basic-leucine zipper transcription factor F OS=Dictyostelium discoideum GN=bzpF PE=3 SV=150.00 0.00

TRINITY_DN37208_c1_g2sp|Q94KU6|PAP2_BRACMPAP2 Plastid lipid-associated protein 2, chloroplastic OS=Brassica campestris GN=PAP2 PE=1 SV=150.00 0.00

TRINITY_DN37232_c0_g2sp|P27710|TRPG_CRYNHTRP1 Multifunctional tryptophan biosynthesis protein OS=Cryptococcus neoformans var. grubii serotype A (strain H99 / ATCC 208821 / CBS 10515 / FGSC 9487) GN=TRP1 PE=3 SV=250.00 0.00

TRINITY_DN37356_c0_g1sp|Q09907|NTH_SCHPOnth1 Endonuclease III homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nth1 PE=1 SV=150.00 0.00

TRINITY_DN37651_c0_g3sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=150.00 0.00

TRINITY_DN38200_c1_g4sp|Q99PI4|LPIN3_MOUSELpin3 Phosphatidate phosphatase LPIN3 OS=Mus musculus GN=Lpin3 PE=1 SV=150.00 0.00

TRINITY_DN38248_c0_g3sp|Q9SN27|ATL59_ARATHATL59 E3 ubiquitin-protein ligase ATL59 OS=Arabidopsis thaliana GN=ATL59 PE=1 SV=150.00 0.00

TRINITY_DN38431_c0_g14sp|A8I9E8|CFA45_CHLRECFAP45 Cilia- and flagella-associated protein 45 OS=Chlamydomonas reinhardtii GN=CFAP45 PE=1 SV=150.00 0.00

TRINITY_DN38560_c0_g3sp|Q9D832|DNJB4_MOUSEDnajb4 DnaJ homolog subfamily B member 4 OS=Mus musculus GN=Dnajb4 PE=1 SV=150.00 0.00

TRINITY_DN38627_c1_g2sp|Q3ZBP8|CO040_BOVIN- UPF0235 protein C15orf40 homolog OS=Bos taurus PE=2 SV=150.00 0.00

TRINITY_DN38718_c0_g2sp|Q6DBP3|PT505_ARATHAt5g05820Probable sugar phosphate/phosphate translocator At5g05820 OS=Arabidopsis thaliana GN=At5g05820 PE=2 SV=150.00 0.00

TRINITY_DN38901_c0_g2sp|Q00532|CDKL1_HUMANCDKL1 Cyclin-dependent kinase-like 1 OS=Homo sapiens GN=CDKL1 PE=1 SV=550.00 0.00

TRINITY_DN39039_c0_g1sp|Q93VB2|AT18A_ARATHATG18A Autophagy-related protein 18a OS=Arabidopsis thaliana GN=ATG18A PE=1 SV=150.00 0.00

TRINITY_DN39053_c0_g2sp|P26762|BVGS_BORBRbvgS Virulence sensor protein BvgS OS=Bordetella bronchiseptica (strain ATCC BAA-588 / NCTC 13252 / RB50) GN=bvgS PE=3 SV=250.00 0.00

TRINITY_DN39308_c1_g1sp|P51273|YCF36_PORPUycf36 Uncharacterized protein ycf36 OS=Porphyra purpurea GN=ycf36 PE=3 SV=150.00 0.00

TRINITY_DN39523_c0_g2sp|Q54QU8|Y3629_DICDIDDB_G0283629Probable zinc transporter protein DDB_G0283629 OS=Dictyostelium discoideum GN=DDB_G0283629 PE=3 SV=150.00 0.00

TRINITY_DN39774_c0_g1sp|Q9FG37|GACP3_ARATHGCP3 Gamma-tubulin complex component 3 OS=Arabidopsis thaliana GN=GCP3 PE=1 SV=150.00 0.00

TRINITY_DN39782_c1_g6sp|A2YX04|SPL15_ORYSISPL15 Squamosa promoter-binding-like protein 15 OS=Oryza sativa subsp. indica GN=SPL15 PE=2 SV=150.00 0.00

TRINITY_DN40145_c1_g2sp|Q8VZ14|RMR2_ARATHRMR2 Receptor homology region, transmembrane domain- and RING domain-containing protein 2 OS=Arabidopsis thaliana GN=RMR2 PE=2 SV=150.00 0.00

TRINITY_DN40280_c0_g4sp|Q9NZJ5|E2AK3_HUMANEIF2AK3 Eukaryotic translation initiation factor 2-alpha kinase 3 OS=Homo sapiens GN=EIF2AK3 PE=1 SV=350.00 0.00

TRINITY_DN40492_c0_g4sp|Q9Y3B2|EXOS1_HUMANEXOSC1 Exosome complex component CSL4 OS=Homo sapiens GN=EXOSC1 PE=1 SV=150.00 0.00

TRINITY_DN40497_c0_g1sp|Q13501|SQSTM_HUMANSQSTM1 Sequestosome-1 OS=Homo sapiens GN=SQSTM1 PE=1 SV=150.00 0.00

TRINITY_DN40625_c0_g8sp|Q10452|GSK3_SCHPOgsk3 Protein kinase gsk3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gsk3 PE=1 SV=350.00 0.00

TRINITY_DN40715_c0_g7sp|P36861|YPTV2_VOLCAYPTV2 GTP-binding protein yptV2 OS=Volvox carteri GN=YPTV2 PE=3 SV=150.00 0.00

TRINITY_DN40758_c0_g4sp|Q9NW13|RBM28_HUMANRBM28 RNA-binding protein 28 OS=Homo sapiens GN=RBM28 PE=1 SV=350.00 0.00

TRINITY_DN40934_c0_g2sp|Q92621|NU205_HUMANNUP205 Nuclear pore complex protein Nup205 OS=Homo sapiens GN=NUP205 PE=1 SV=350.00 0.00

TRINITY_DN41080_c0_g4sp|Q20390|PPT1_CAEELppt-1 Palmitoyl-protein thioesterase 1 OS=Caenorhabditis elegans GN=ppt-1 PE=2 SV=250.00 0.00

TRINITY_DN41202_c1_g4sp|B1XLF1|GLGC_SYNP2glgC Glucose-1-phosphate adenylyltransferase OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=glgC PE=3 SV=150.00 0.00

TRINITY_DN41316_c0_g4sp|P98093|CO3_ONCMYc3 Complement C3 (Fragment) OS=Oncorhynchus mykiss GN=c3 PE=1 SV=150.00 0.00

TRINITY_DN41390_c2_g6sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=350.00 0.00

TRINITY_DN41401_c0_g1sp|A5H0J2|DUR1_LACKLDUR1,2 Urea amidolyase OS=Lachancea kluyveri GN=DUR1,2 PE=3 SV=150.00 0.00

TRINITY_DN41545_c0_g6sp|Q8BW94|DYH3_MOUSEDnah3 Dynein heavy chain 3, axonemal OS=Mus musculus GN=Dnah3 PE=1 SV=250.00 0.00

TRINITY_DN41861_c1_g3sp|Q9HZP6|ETFB_PSEAEetfB Electron transfer flavoprotein subunit beta OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=etfB PE=3 SV=150.00 0.00

TRINITY_DN41899_c1_g4sp|P92947|MDAR5_ARATHMDAR5 Monodehydroascorbate reductase 5, mitochondrial OS=Arabidopsis thaliana GN=MDAR5 PE=1 SV=350.00 0.00

TRINITY_DN41971_c1_g5sp|Q93VC7|RPS1_ARATHRPS1 30S ribosomal protein S1, chloroplastic OS=Arabidopsis thaliana GN=RPS1 PE=1 SV=150.00 0.00

TRINITY_DN42097_c0_g2sp|A3KMV8|RBP10_BOVINRANBP10 Ran-binding protein 10 OS=Bos taurus GN=RANBP10 PE=2 SV=150.00 0.00

TRINITY_DN42163_c0_g1sp|P92985|RBP1C_ARATHRANBP1C Ran-binding protein 1 homolog c OS=Arabidopsis thaliana GN=RANBP1C PE=2 SV=150.00 0.00

TRINITY_DN42186_c1_g6sp|P94389|YCGL_BACSUycgL Uncharacterized protein YcgL OS=Bacillus subtilis (strain 168) GN=ycgL PE=4 SV=150.00 0.00

TRINITY_DN42226_c0_g2sp|Q3SZ85|PTRD1_BOVINPTRHD1 Putative peptidyl-tRNA hydrolase PTRHD1 OS=Bos taurus GN=PTRHD1 PE=2 SV=250.00 0.00

TRINITY_DN42240_c0_g4sp|Q9ZRV4|MLH1_ARATHMLH1 DNA mismatch repair protein MLH1 OS=Arabidopsis thaliana GN=MLH1 PE=2 SV=150.00 0.00

TRINITY_DN42287_c0_g2sp|Q54FM3|EI2BD_DICDIeif2b4 Translation initiation factor eIF-2B subunit delta OS=Dictyostelium discoideum GN=eif2b4 PE=3 SV=150.00 0.00

TRINITY_DN42402_c1_g2sp|P05205|HP1_DROMESu(var)205Heterochromatin protein 1 OS=Drosophila melanogaster GN=Su(var)205 PE=1 SV=250.00 0.00

TRINITY_DN42478_c1_g2sp|P91924|ARF_DUGJA- ADP-ribosylation factor OS=Dugesia japonica PE=2 SV=350.00 0.00

TRINITY_DN42486_c0_g4sp|Q9C5U8|HIS8_ARATHHISN8 Histidinol dehydrogenase, chloroplastic OS=Arabidopsis thaliana GN=HISN8 PE=2 SV=150.00 0.00

TRINITY_DN42810_c0_g6sp|Q7Z7H5|TMED4_HUMANTMED4 Transmembrane emp24 domain-containing protein 4 OS=Homo sapiens GN=TMED4 PE=1 SV=150.00 0.00

TRINITY_DN43081_c0_g4sp|O59737|GYP1_SCHPOgyp1 GTPase-activating protein gyp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gyp1 PE=3 SV=150.00 0.00

TRINITY_DN43087_c0_g2sp|Q5RBU7|PCP_PONABPRCP Lysosomal Pro-X carboxypeptidase OS=Pongo abelii GN=PRCP PE=2 SV=150.00 0.00

TRINITY_DN43637_c0_g1sp|Q54S77|VPS15_DICDIvps15 Probable serine/threonine-protein kinase vps15 OS=Dictyostelium discoideum GN=vps15 PE=3 SV=150.00 0.00

TRINITY_DN44209_c0_g2sp|Q9NEW6|RSP3_CAEELrsp-3 Probable splicing factor, arginine/serine-rich 3 OS=Caenorhabditis elegans GN=rsp-3 PE=1 SV=250.00 0.00

TRINITY_DN44358_c0_g4sp|Q9NIV1|E2AK3_DROMEPEK Eukaryotic translation initiation factor 2-alpha kinase OS=Drosophila melanogaster GN=PEK PE=1 SV=250.00 0.00

TRINITY_DN44458_c1_g3sp|A2BDX3|MOCS3_MOUSEMocs3 Adenylyltransferase and sulfurtransferase MOCS3 OS=Mus musculus GN=Mocs3 PE=1 SV=150.00 0.00



TRINITY_DN44485_c0_g3sp|Q839B2|HPRT_ENTFAhpt Hypoxanthine-guanine phosphoribosyltransferase OS=Enterococcus faecalis (strain ATCC 700802 / V583) GN=hpt PE=3 SV=150.00 0.00

TRINITY_DN44676_c0_g1sp|O59737|GYP1_SCHPOgyp1 GTPase-activating protein gyp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gyp1 PE=3 SV=150.00 0.00

TRINITY_DN44845_c0_g6sp|Q39572|YPTC6_CHLREYPTC6 Ras-related protein YPTC6 OS=Chlamydomonas reinhardtii GN=YPTC6 PE=3 SV=150.00 0.00

TRINITY_DN44916_c0_g2sp|O04421|SRP14_ARATHSRP14 Signal recognition particle 14 kDa protein OS=Arabidopsis thaliana GN=SRP14 PE=2 SV=250.00 0.00

TRINITY_DN44951_c0_g2sp|Q8GW43|BIOF_ARATHBIOF 8-amino-7-oxononanoate synthase OS=Arabidopsis thaliana GN=BIOF PE=1 SV=250.00 0.00

TRINITY_DN45306_c0_g5sp|O13788|SSR1_SCHPOssr1 SWI/SNF and RSC complexes subunit ssr1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssr1 PE=1 SV=150.00 0.00

TRINITY_DN45319_c0_g2sp|P76270|MSRC_ECOLImsrC Free methionine-R-sulfoxide reductase OS=Escherichia coli (strain K12) GN=msrC PE=1 SV=250.00 0.00

TRINITY_DN45356_c0_g2sp|Q3T0M7|RANG_BOVINRANBP1 Ran-specific GTPase-activating protein OS=Bos taurus GN=RANBP1 PE=2 SV=150.00 0.00

TRINITY_DN46005_c0_g1sp|Q9JWJ7|RSMI_NEIMArsmI Ribosomal RNA small subunit methyltransferase I OS=Neisseria meningitidis serogroup A / serotype 4A (strain Z2491) GN=rsmI PE=3 SV=150.00 0.00

TRINITY_DN46017_c0_g1sp|Q69ZS7|HBS1L_MOUSEHbs1l HBS1-like protein OS=Mus musculus GN=Hbs1l PE=1 SV=250.00 0.00

TRINITY_DN46114_c0_g2sp|Q9ZVT7|RRP4_ARATHRRP4 Exosome complex component RRP4 homolog OS=Arabidopsis thaliana GN=RRP4 PE=1 SV=150.00 0.00

TRINITY_DN46160_c0_g7sp|O08739|AMPD3_MOUSEAmpd3 AMP deaminase 3 OS=Mus musculus GN=Ampd3 PE=1 SV=250.00 0.00

TRINITY_DN46474_c0_g5sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=350.00 0.00

TRINITY_DN46536_c1_g3sp|Q9P2H3|IFT80_HUMANIFT80 Intraflagellar transport protein 80 homolog OS=Homo sapiens GN=IFT80 PE=1 SV=350.00 0.00

TRINITY_DN46783_c1_g1sp|O80786|MCM5_ARATHMCM5 DNA replication licensing factor MCM5 OS=Arabidopsis thaliana GN=MCM5 PE=1 SV=150.00 0.00

TRINITY_DN46959_c0_g5sp|P45148|CAN_HAEINcan Carbonic anhydrase 2 OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=can PE=1 SV=150.00 0.00

TRINITY_DN47055_c0_g4sp|Q0JG75|PSB28_ORYSJPSB28 Photosystem II reaction center PSB28 protein, chloroplastic OS=Oryza sativa subsp. japonica GN=PSB28 PE=2 SV=250.00 0.00

TRINITY_DN47060_c0_g3sp|Q93WD2|CB29_CHLRELhcb4 Chlorophyll a-b binding protein CP29 OS=Chlamydomonas reinhardtii GN=Lhcb4 PE=1 SV=350.00 0.00

TRINITY_DN47119_c0_g3sp|Q9FTT3|TPT_ORYSJTPT Triose phosphate/phosphate translocator TPT, chloroplastic OS=Oryza sativa subsp. japonica GN=TPT PE=2 SV=150.00 0.00

TRINITY_DN47140_c0_g2sp|Q8YMZ8|FTSH_NOSS1ftsH ATP-dependent zinc metalloprotease FtsH OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=ftsH PE=3 SV=150.00 0.00

TRINITY_DN47200_c1_g8sp|Q6DDI6|TBC31_XENLAtbc1d31 TBC1 domain family member 31 OS=Xenopus laevis GN=tbc1d31 PE=2 SV=150.00 0.00

TRINITY_DN47228_c0_g1sp|Q27YU7|RSP5_CHLRERSP5 Flagellar radial spoke protein 5 OS=Chlamydomonas reinhardtii GN=RSP5 PE=1 SV=150.00 0.00

TRINITY_DN47640_c0_g2sp|A7MV92|Y1411_VIBCBVIBHAR_01411UPF0061 protein VIBHAR_01411 OS=Vibrio campbellii (strain ATCC BAA-1116 / BB120) GN=VIBHAR_01411 PE=3 SV=150.00 0.00

TRINITY_DN47666_c1_g2sp|Q54XS1|PH4H_DICDIpah Phenylalanine-4-hydroxylase OS=Dictyostelium discoideum GN=pah PE=1 SV=150.00 0.00

TRINITY_DN47781_c1_g3sp|Q5U3S1|KATL1_DANREkatnal1 Katanin p60 ATPase-containing subunit A-like 1 OS=Danio rerio GN=katnal1 PE=2 SV=150.00 0.00

TRINITY_DN47819_c0_g5sp|Q2KHU5|MACD1_BOVINMACROD1 O-acetyl-ADP-ribose deacetylase MACROD1 OS=Bos taurus GN=MACROD1 PE=2 SV=150.00 0.00

TRINITY_DN48039_c0_g2sp|Q2TBW5|ZNHI2_BOVINZNHIT2 Zinc finger HIT domain-containing protein 2 OS=Bos taurus GN=ZNHIT2 PE=2 SV=150.00 0.00

TRINITY_DN48134_c0_g8sp|Q02779|M3K10_HUMANMAP3K10 Mitogen-activated protein kinase kinase kinase 10 OS=Homo sapiens GN=MAP3K10 PE=1 SV=350.00 0.00

TRINITY_DN48213_c0_g4sp|P62833|RAP1A_BOVINRAP1A Ras-related protein Rap-1A OS=Bos taurus GN=RAP1A PE=1 SV=150.00 0.00

TRINITY_DN48587_c0_g1sp|Q9FF46|AB28G_ARATHABCG28 ABC transporter G family member 28 OS=Arabidopsis thaliana GN=ABCG28 PE=3 SV=150.00 0.00

TRINITY_DN48645_c0_g2sp|B8J8R4|GLGA_ANAD2glgA Glycogen synthase OS=Anaeromyxobacter dehalogenans (strain 2CP-1 / ATCC BAA-258) GN=glgA PE=3 SV=150.00 0.00

TRINITY_DN49194_c0_g2sp|Q7SC06|RS25_NEUCRrps-25 40S ribosomal protein S25 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rps-25 PE=3 SV=150.00 0.00

TRINITY_DN49521_c0_g2sp|Q9VX10|SRX_DROMECG6762 Putative sulfiredoxin OS=Drosophila melanogaster GN=CG6762 PE=2 SV=150.00 0.00

TRINITY_DN49651_c0_g1sp|A7E379|PTPC1_BOVINPTPDC1 Protein tyrosine phosphatase domain-containing protein 1 OS=Bos taurus GN=PTPDC1 PE=2 SV=250.00 0.00

TRINITY_DN49748_c0_g5sp|Q93V85|WTR16_ARATHAt3g02690WAT1-related protein At3g02690, chloroplastic OS=Arabidopsis thaliana GN=At3g02690 PE=1 SV=150.00 0.00

TRINITY_DN50010_c0_g4sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=250.00 0.00

TRINITY_DN50393_c0_g4sp|Q54FU9|MCFW_DICDImcfW Mitochondrial substrate carrier family protein W OS=Dictyostelium discoideum GN=mcfW PE=3 SV=150.00 0.00

TRINITY_DN50412_c0_g1sp|F4I366|NRPA2_ARATHNRPA2 DNA-directed RNA polymerase I subunit 2 OS=Arabidopsis thaliana GN=NRPA2 PE=2 SV=150.00 0.00

TRINITY_DN50862_c2_g7sp|Q9H1H9|KI13A_HUMANKIF13A Kinesin-like protein KIF13A OS=Homo sapiens GN=KIF13A PE=1 SV=250.00 0.00

TRINITY_DN51037_c2_g5sp|P0C7L7|YUM14_USTMAUMAG_11114Putative DEAH-box ATP-dependent helicase UM11114 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_11114 PE=3 SV=150.00 0.00

TRINITY_DN51091_c0_g1sp|Q9ZQP2|ACO12_ARATHACX1.2 Putative peroxisomal acyl-coenzyme A oxidase 1.2 OS=Arabidopsis thaliana GN=ACX1.2 PE=2 SV=150.00 0.00

TRINITY_DN51302_c1_g2sp|O44006|KPYK_EIMTEPYK Pyruvate kinase OS=Eimeria tenella GN=PYK PE=2 SV=150.00 0.00

TRINITY_DN51691_c1_g1sp|Q653V7|AGLU_ORYSJOs06g0675700Probable alpha-glucosidase Os06g0675700 OS=Oryza sativa subsp. japonica GN=Os06g0675700 PE=1 SV=150.00 0.00

TRINITY_DN51714_c0_g1sp|Q9CQT9|CT024_MOUSE- Uncharacterized protein C20orf24 homolog OS=Mus musculus PE=2 SV=150.00 0.00

TRINITY_DN51745_c1_g8sp|P07882|CEL_RATCel Bile salt-activated lipase OS=Rattus norvegicus GN=Cel PE=1 SV=250.00 0.00

TRINITY_DN51802_c0_g1sp|Q9FPS3|UBP24_ARATHUBP24 Ubiquitin carboxyl-terminal hydrolase 24 OS=Arabidopsis thaliana GN=UBP24 PE=1 SV=150.00 0.00

TRINITY_DN52244_c0_g4sp|Q21355|GST4_CAEELgst-4 Glutathione S-transferase 4 OS=Caenorhabditis elegans GN=gst-4 PE=2 SV=150.00 0.00

TRINITY_DN52400_c1_g4sp|Q9S7X6|ACL5_ARATHACL5 Thermospermine synthase ACAULIS5 OS=Arabidopsis thaliana GN=ACL5 PE=1 SV=150.00 0.00

TRINITY_DN52653_c1_g1sp|Q9DE13|BAZ2B_CHICKBAZ2B Bromodomain adjacent to zinc finger domain protein 2B OS=Gallus gallus GN=BAZ2B PE=2 SV=150.00 0.00

TRINITY_DN53510_c0_g1sp|Q8MLZ3|PDE5_DICDIpdeD cGMP-dependent 3',5'-cGMP phosphodiesterase A OS=Dictyostelium discoideum GN=pdeD PE=1 SV=150.00 0.00

TRINITY_DN5523_c0_g1sp|P50530|SCK1_SCHPOsck1 Serine/threonine-protein kinase sck1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sck1 PE=1 SV=250.00 0.00

TRINITY_DN7061_c0_g1sp|Q95PI2|DHKC_DICDIdhkC Hybrid signal transduction histidine kinase C OS=Dictyostelium discoideum GN=dhkC PE=1 SV=150.00 0.00

TRINITY_DN32986_c0_g1sp|P12694|ODBA_HUMANBCKDHA 2-oxoisovalerate dehydrogenase subunit alpha, mitochondrial OS=Homo sapiens GN=BCKDHA PE=1 SV=249.90 0.00

TRINITY_DN38899_c0_g2sp|Q54P13|ABCC8_DICDIabcC8 ABC transporter C family member 8 OS=Dictyostelium discoideum GN=abcC8 PE=3 SV=149.90 0.00

TRINITY_DN44715_c1_g1sp|Q9LRR9|GLO1_ARATHGLO1 Peroxisomal (S)-2-hydroxy-acid oxidase GLO1 OS=Arabidopsis thaliana GN=GLO1 PE=1 SV=149.90 0.00

TRINITY_DN45623_c0_g3sp|Q9LIR6|BAM1_ARATHBAM1 Beta-amylase 1, chloroplastic OS=Arabidopsis thaliana GN=BAM1 PE=1 SV=149.90 0.00



TRINITY_DN46478_c0_g1sp|B9F676|GLU2A_ORYSJOs03g0216600Probable glucan 1,3-alpha-glucosidase OS=Oryza sativa subsp. japonica GN=Os03g0216600 PE=3 SV=149.90 0.00

TRINITY_DN48658_c0_g1sp|A0A0I9QGZ2|TKT_GEOSEtkt Transketolase OS=Geobacillus stearothermophilus GN=tkt PE=1 SV=149.90 0.00

TRINITY_DN49309_c0_g1sp|Q54Y20|SYAC_DICDIalaS Alanine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=alaS PE=2 SV=149.90 0.00

TRINITY_DN49670_c0_g2sp|Q6PFW1|VIP1_HUMANPPIP5K1 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1 OS=Homo sapiens GN=PPIP5K1 PE=1 SV=149.90 0.00

TRINITY_DN51666_c0_g1sp|O14134|ELF1_SCHPOelf1 mRNA export factor elf1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=elf1 PE=1 SV=149.90 0.00

TRINITY_DN27664_c0_g2sp|Q05086|UBE3A_HUMANUBE3A Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=449.80 0.00

TRINITY_DN32997_c0_g1sp|P42654|1433B_VICFA- 14-3-3-like protein B OS=Vicia faba PE=2 SV=149.80 0.00

TRINITY_DN33243_c0_g1sp|Q86KC1|LYSG2_DICDIDDB_G0274181Probable GH family 25 lysozyme 2 OS=Dictyostelium discoideum GN=DDB_G0274181 PE=3 SV=149.80 0.00

TRINITY_DN34081_c0_g1sp|Q54NZ1|MEMO1_DICDImemo1 Protein MEMO1 homolog OS=Dictyostelium discoideum GN=memo1 PE=3 SV=149.80 0.00

TRINITY_DN34373_c0_g1sp|Q92685|ALG3_HUMANALG3 Dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase OS=Homo sapiens GN=ALG3 PE=1 SV=149.80 0.00

TRINITY_DN37861_c1_g2sp|A5PLL7|TM189_HUMANTMEM189 Transmembrane protein 189 OS=Homo sapiens GN=TMEM189 PE=1 SV=349.80 0.00

TRINITY_DN38547_c0_g1sp|P59895|NEK6_RATNek6 Serine/threonine-protein kinase Nek6 OS=Rattus norvegicus GN=Nek6 PE=1 SV=149.80 0.00

TRINITY_DN39324_c1_g1sp|Q9SA27|RH36_ARATHRH36 DEAD-box ATP-dependent RNA helicase 36 OS=Arabidopsis thaliana GN=RH36 PE=2 SV=149.80 0.00

TRINITY_DN39973_c0_g5sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=349.80 0.00

TRINITY_DN40482_c0_g2sp|Q54WW7|Y0010_DICDIDDB_G0279405Probable serine/threonine-protein kinase DDB_G0279405 OS=Dictyostelium discoideum GN=DDB_G0279405 PE=3 SV=149.80 0.00

TRINITY_DN41430_c0_g1sp|Q9LK09|SYP32_ARATHSYP32 Syntaxin-32 OS=Arabidopsis thaliana GN=SYP32 PE=2 SV=149.80 0.00

TRINITY_DN41743_c0_g2sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=149.80 0.00

TRINITY_DN42277_c0_g5sp|Q54MB5|ADK_DICDIadk Adenosine kinase OS=Dictyostelium discoideum GN=adk PE=3 SV=249.80 0.00

TRINITY_DN43644_c1_g8sp|Q8L3Z8|FZR2_ARATHFZR2 Protein FIZZY-RELATED 2 OS=Arabidopsis thaliana GN=FZR2 PE=1 SV=149.80 0.00

TRINITY_DN44240_c0_g2sp|P43333|RU2A_ARATHAt1g09760U2 small nuclear ribonucleoprotein A' OS=Arabidopsis thaliana GN=At1g09760 PE=2 SV=249.80 0.00

TRINITY_DN45723_c0_g1sp|Q7XKC8|PYRD_ORYSJPYRD Dihydroorotate dehydrogenase (quinone), mitochondrial OS=Oryza sativa subsp. japonica GN=PYRD PE=2 SV=149.80 0.00

TRINITY_DN45773_c1_g8sp|A2Q0U8|RSSA_SOLSErpsa 40S ribosomal protein SA OS=Solea senegalensis GN=rpsa PE=2 SV=149.80 0.00

TRINITY_DN45784_c0_g1sp|Q84RR0|ARI7_ARATHARI7 Probable E3 ubiquitin-protein ligase ARI7 OS=Arabidopsis thaliana GN=ARI7 PE=2 SV=149.80 0.00

TRINITY_DN45966_c1_g1sp|Q39654|PSAL_CUCSAPSAL Photosystem I reaction center subunit XI, chloroplastic OS=Cucumis sativus GN=PSAL PE=2 SV=149.80 0.00

TRINITY_DN47021_c0_g2sp|H2E7T5|SQMT1_BOTBRTMT-1 Squalene methyltransferase 1 OS=Botryococcus braunii GN=TMT-1 PE=1 SV=149.80 0.00

TRINITY_DN47044_c0_g1sp|A2YR10|ARP4_ORYSIARP4 Actin-related protein 4 OS=Oryza sativa subsp. indica GN=ARP4 PE=3 SV=249.80 0.00

TRINITY_DN47280_c1_g8sp|Q9U641|CMFB_DICDIcmfB Conditioned medium factor receptor 1 OS=Dictyostelium discoideum GN=cmfB PE=1 SV=149.80 0.00

TRINITY_DN48248_c0_g5sp|P28188|RAD2A_ARATHRABD2A Ras-related protein RABD2a OS=Arabidopsis thaliana GN=RABD2A PE=1 SV=349.80 0.00

TRINITY_DN48783_c1_g2sp|Q6WWW4|UPL3_ARATHUPL3 E3 ubiquitin-protein ligase UPL3 OS=Arabidopsis thaliana GN=UPL3 PE=1 SV=149.80 0.00

TRINITY_DN49210_c2_g11sp|F4KD71|DUR3_ARATHDUR3 Urea-proton symporter DUR3 OS=Arabidopsis thaliana GN=DUR3 PE=1 SV=149.80 0.00

TRINITY_DN50206_c0_g2sp|P51817|PRKX_HUMANPRKX cAMP-dependent protein kinase catalytic subunit PRKX OS=Homo sapiens GN=PRKX PE=1 SV=149.80 0.00

TRINITY_DN29423_c0_g2sp|Q55GJ3|NCA2_DICDInca2 Nuclear control of ATPase protein 2 OS=Dictyostelium discoideum GN=nca2 PE=3 SV=149.70 0.00

TRINITY_DN30994_c0_g1sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=349.70 0.00

TRINITY_DN31801_c0_g2sp|Q05737|YPTM2_MAIZEYPTM2 GTP-binding protein YPTM2 OS=Zea mays GN=YPTM2 PE=2 SV=149.70 0.00

TRINITY_DN32509_c0_g2sp|P40392|RIC1_ORYSJRIC1 Ras-related protein RIC1 OS=Oryza sativa subsp. japonica GN=RIC1 PE=2 SV=249.70 0.00

TRINITY_DN34050_c0_g1sp|Q6PC19|SSU72_DANREssu72 RNA polymerase II subunit A C-terminal domain phosphatase SSU72 OS=Danio rerio GN=ssu72 PE=2 SV=149.70 0.00

TRINITY_DN34153_c0_g4sp|Q9D7B1|DUS2L_MOUSEDus2 tRNA-dihydrouridine(20) synthase [NAD(P)+]-like OS=Mus musculus GN=Dus2 PE=1 SV=149.70 0.00

TRINITY_DN35256_c0_g1sp|Q54IA7|HEM6_DICDIcpox Oxygen-dependent coproporphyrinogen-III oxidase OS=Dictyostelium discoideum GN=cpox PE=3 SV=149.70 0.00

TRINITY_DN35830_c0_g1sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=149.70 0.00

TRINITY_DN36410_c1_g5sp|F4HYG2|IRE3_ARATHIRE3 Probable serine/threonine protein kinase IRE3 OS=Arabidopsis thaliana GN=IRE3 PE=2 SV=149.70 0.00

TRINITY_DN36825_c0_g1sp|Q9UK58|CCNL1_HUMANCCNL1 Cyclin-L1 OS=Homo sapiens GN=CCNL1 PE=1 SV=149.70 0.00

TRINITY_DN37122_c1_g1sp|Q3T0I2|CATH_BOVINCTSH Pro-cathepsin H OS=Bos taurus GN=CTSH PE=2 SV=149.70 0.00

TRINITY_DN38182_c0_g4sp|O95352|ATG7_HUMANATG7 Ubiquitin-like modifier-activating enzyme ATG7 OS=Homo sapiens GN=ATG7 PE=1 SV=149.70 0.00

TRINITY_DN38621_c0_g4sp|O65607|MSH3_ARATHMSH3 DNA mismatch repair protein MSH3 OS=Arabidopsis thaliana GN=MSH3 PE=1 SV=249.70 0.00

TRINITY_DN39298_c0_g5sp|Q76NV5|HPPD_DICDIhpd 4-hydroxyphenylpyruvate dioxygenase OS=Dictyostelium discoideum GN=hpd PE=1 SV=149.70 0.00

TRINITY_DN40662_c0_g2sp|A0JN52|SF3B3_BOVINSF3B3 Splicing factor 3B subunit 3 OS=Bos taurus GN=SF3B3 PE=2 SV=149.70 0.00

TRINITY_DN40929_c0_g5sp|Q9FPH3|THA2_ARATHTHA2 Probable low-specificity L-threonine aldolase 2 OS=Arabidopsis thaliana GN=THA2 PE=1 SV=149.70 0.00

TRINITY_DN40969_c0_g2sp|Q53GS9|SNUT2_HUMANUSP39 U4/U6.U5 tri-snRNP-associated protein 2 OS=Homo sapiens GN=USP39 PE=1 SV=249.70 0.00

TRINITY_DN41451_c0_g6sp|O24573|RLA0_MAIZERP-P0 60S acidic ribosomal protein P0 OS=Zea mays GN=RP-P0 PE=1 SV=349.70 0.00

TRINITY_DN42432_c0_g2sp|Q09747|DBP5_SCHPOdbp5 ATP-dependent RNA helicase dbp5 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbp5 PE=1 SV=149.70 0.00

TRINITY_DN42557_c1_g4sp|O42905|RTI1_SCHPOrti1 DNA repair and recombination protein rti1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rti1 PE=1 SV=149.70 0.00

TRINITY_DN42630_c1_g4sp|Q8BMF4|ODP2_MOUSEDlat Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Mus musculus GN=Dlat PE=1 SV=249.70 0.00

TRINITY_DN44647_c0_g4sp|Q55D99|PAKA_DICDIpakA Serine/threonine-protein kinase pakA OS=Dictyostelium discoideum GN=pakA PE=1 SV=149.70 0.00

TRINITY_DN44836_c0_g1sp|Q9P7P8|DDH1_SCHPOSPAC186.07c2-hydroxyacid dehydrogenase homolog 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC186.07c PE=3 SV=149.70 0.00

TRINITY_DN45227_c0_g4sp|Q5L078|PSUG_GEOKApsuG Pseudouridine-5'-phosphate glycosidase OS=Geobacillus kaustophilus (strain HTA426) GN=psuG PE=3 SV=149.70 0.00

TRINITY_DN46272_c0_g3sp|Q9UQW9|DCOR_SCHPOspe1 Ornithine decarboxylase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=spe1 PE=2 SV=149.70 0.00



TRINITY_DN47001_c0_g3sp|Q91V24|ABCA7_MOUSEAbca7 ATP-binding cassette sub-family A member 7 OS=Mus musculus GN=Abca7 PE=1 SV=149.70 0.00

TRINITY_DN47048_c0_g2sp|Q86AQ5|RPC1_DICDIpolr3a DNA-directed RNA polymerase III subunit rpc1 OS=Dictyostelium discoideum GN=polr3a PE=3 SV=149.70 0.00

TRINITY_DN47116_c0_g4sp|Q9QXL7|NDK7_RATNme7 Nucleoside diphosphate kinase 7 OS=Rattus norvegicus GN=Nme7 PE=1 SV=149.70 0.00

TRINITY_DN47498_c0_g1sp|Q54BM8|U652_DICDIDDB_G0293552UPF0652 protein OS=Dictyostelium discoideum GN=DDB_G0293552 PE=3 SV=149.70 0.00

TRINITY_DN48119_c1_g3sp|Q8BU33|ILVBL_MOUSEIlvbl Acetolactate synthase-like protein OS=Mus musculus GN=Ilvbl PE=1 SV=149.70 0.00

TRINITY_DN48437_c0_g2sp|Q9MAR8|SCP44_ARATHSCPL44 Serine carboxypeptidase-like 44 OS=Arabidopsis thaliana GN=SCPL44 PE=2 SV=149.70 0.00

TRINITY_DN50519_c0_g1sp|Q27YU0|RSP1_CHLRERSP1 Flagellar radial spoke protein 1 OS=Chlamydomonas reinhardtii GN=RSP1 PE=1 SV=149.70 0.00

TRINITY_DN50683_c0_g2sp|Q6EVK6|BRM_ARATHBRM ATP-dependent helicase BRM OS=Arabidopsis thaliana GN=BRM PE=1 SV=149.70 0.00

TRINITY_DN50825_c0_g3sp|Q9FNF2|SSY1_ARATHSS1 Starch synthase 1, chloroplastic/amyloplastic OS=Arabidopsis thaliana GN=SS1 PE=2 SV=149.70 0.00

TRINITY_DN51005_c2_g7sp|Q9LFV6|RPOT2_ARATHRPOT2 DNA-directed RNA polymerase 2, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=RPOT2 PE=1 SV=149.70 0.00

TRINITY_DN14336_c0_g1sp|Q84K16|AP1G1_ARATHGAMMA-ADRAP-1 complex subunit gamma-1 OS=Arabidopsis thaliana GN=GAMMA-ADR PE=1 SV=149.60 0.00

TRINITY_DN15313_c0_g1sp|O75845|SC5D_HUMANSC5D Lathosterol oxidase OS=Homo sapiens GN=SC5D PE=1 SV=249.60 0.00

TRINITY_DN26775_c0_g1sp|Q43129|NLTP2_GOSHI- Non-specific lipid-transfer protein OS=Gossypium hirsutum PE=2 SV=149.60 0.00

TRINITY_DN31330_c0_g1sp|P13663|DHAS_YEASTHOM2 Aspartate-semialdehyde dehydrogenase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HOM2 PE=1 SV=149.60 0.00

TRINITY_DN36353_c0_g2sp|Q8VI47|MRP2_MOUSEAbcc2 Canalicular multispecific organic anion transporter 1 OS=Mus musculus GN=Abcc2 PE=1 SV=249.60 0.00

TRINITY_DN36680_c0_g4sp|O86034|BDHA_RHIMEbdhA D-beta-hydroxybutyrate dehydrogenase OS=Rhizobium meliloti (strain 1021) GN=bdhA PE=1 SV=149.60 0.00

TRINITY_DN37503_c0_g3sp|A5G146|GLPK_ACICJglpK Glycerol kinase OS=Acidiphilium cryptum (strain JF-5) GN=glpK PE=3 SV=149.60 0.00

TRINITY_DN37545_c0_g1sp|Q91WA3|HDA11_MOUSEHdac11 Histone deacetylase 11 OS=Mus musculus GN=Hdac11 PE=1 SV=149.60 0.00

TRINITY_DN38084_c1_g6sp|Q86I06|NEK3_DICDInek3 Probable serine/threonine-protein kinase nek3 OS=Dictyostelium discoideum GN=nek3 PE=3 SV=149.60 0.00

TRINITY_DN39669_c2_g8sp|Q7F830|CCA11_ORYSJCYCA1-1 Cyclin-A1-1 OS=Oryza sativa subsp. japonica GN=CYCA1-1 PE=2 SV=149.60 0.00

TRINITY_DN40267_c0_g3sp|Q9M390|PTR1_ARATHNPF8.1 Protein NRT1/ PTR FAMILY 8.1 OS=Arabidopsis thaliana GN=NPF8.1 PE=1 SV=149.60 0.00

TRINITY_DN41960_c0_g3sp|Q323Z6|RIBX_SHIBSybiA N-glycosidase YbiA OS=Shigella boydii serotype 4 (strain Sb227) GN=ybiA PE=3 SV=149.60 0.00

TRINITY_DN42136_c0_g1sp|Q9LXV4|C3H56_ARATHAt5g12850Zinc finger CCCH domain-containing protein 56 OS=Arabidopsis thaliana GN=At5g12850 PE=2 SV=149.60 0.00

TRINITY_DN42813_c0_g2sp|Q8WVQ1|CANT1_HUMANCANT1 Soluble calcium-activated nucleotidase 1 OS=Homo sapiens GN=CANT1 PE=1 SV=149.60 0.00

TRINITY_DN44555_c0_g8sp|Q54KB7|DHE3_DICDIgluD Glutamate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=gluD PE=1 SV=149.60 0.00

TRINITY_DN44919_c0_g1sp|Q94EG6|Y5224_ARATHAt5g02240Uncharacterized protein At5g02240 OS=Arabidopsis thaliana GN=At5g02240 PE=1 SV=149.60 0.00

TRINITY_DN44924_c1_g9sp|O13923|CORO_SCHPOcrn1 Coronin-like protein crn1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=crn1 PE=1 SV=149.60 0.00

TRINITY_DN46296_c0_g3sp|Q8RXN5|TYW1_ARATHTYW1 S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase OS=Arabidopsis thaliana GN=TYW1 PE=2 SV=149.60 0.00

TRINITY_DN46612_c2_g2sp|A8J785|ATPX_CHLREATPG ATP synthase subunit b', chloroplastic OS=Chlamydomonas reinhardtii GN=ATPG PE=1 SV=149.60 0.00

TRINITY_DN47190_c1_g1sp|O13861|TCD_SCHPOSPAC1A6.10tRNA threonylcarbamoyladenosine dehydratase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC1A6.10 PE=3 SV=149.60 0.00

TRINITY_DN47817_c1_g1sp|P04670|URIC1_SOYBN- Uricase-2 isozyme 1 OS=Glycine max PE=1 SV=249.60 0.00

TRINITY_DN48216_c0_g2sp|P34729|RAS1_PHYPORAS1 Ras-like protein 1 OS=Physarum polycephalum GN=RAS1 PE=2 SV=149.60 0.00

TRINITY_DN48234_c0_g2sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=349.60 0.00

TRINITY_DN49400_c0_g3sp|A2YPR8|OBGC1_ORYSIOBGC1 Probable GTP-binding protein OBGC1, chloroplastic OS=Oryza sativa subsp. indica GN=OBGC1 PE=3 SV=149.60 0.00

TRINITY_DN51146_c0_g2sp|Q09175|KRP1_SCHPOkrp1 Dibasic-processing endoprotease OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=krp1 PE=1 SV=149.60 0.00

TRINITY_DN51482_c0_g2sp|A6NKP2|D42E2_HUMANSDR42E2 Putative short-chain dehydrogenase/reductase family 42E member 2 OS=Homo sapiens GN=SDR42E2 PE=3 SV=349.60 0.00

TRINITY_DN51705_c0_g2sp|Q556Q0|PSB4_DICDIpsmB4-1 Proteasome subunit beta type-4 OS=Dictyostelium discoideum GN=psmB4-1 PE=3 SV=149.60 0.00

TRINITY_DN51780_c1_g5sp|Q8K1A0|METL5_MOUSEMettl5 Methyltransferase-like protein 5 OS=Mus musculus GN=Mettl5 PE=2 SV=249.60 0.00

TRINITY_DN10190_c0_g1sp|Q8CGS5|RNZ2_RATElac2 Zinc phosphodiesterase ELAC protein 2 OS=Rattus norvegicus GN=Elac2 PE=1 SV=149.50 0.00

TRINITY_DN23882_c0_g1sp|P49819|DLDH_CANLFDLD Dihydrolipoyl dehydrogenase, mitochondrial OS=Canis lupus familiaris GN=DLD PE=1 SV=149.50 0.00

TRINITY_DN24575_c0_g2sp|P31867|XYL1_PICSTXYL1 NAD(P)H-dependent D-xylose reductase OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=XYL1 PE=1 SV=149.50 0.00

TRINITY_DN26862_c0_g2sp|Q9ZWB7|PCS2_ARATHPCS2 Glutathione gamma-glutamylcysteinyltransferase 2 OS=Arabidopsis thaliana GN=PCS2 PE=2 SV=149.50 0.00

TRINITY_DN28250_c0_g1sp|Q68W05|GLRX2_RICTYgrxC2 Probable monothiol glutaredoxin-2 OS=Rickettsia typhi (strain ATCC VR-144 / Wilmington) GN=grxC2 PE=3 SV=149.50 0.00

TRINITY_DN28471_c0_g1sp|P50259|TBB_PORPUTUBB1 Tubulin beta chain OS=Porphyra purpurea GN=TUBB1 PE=3 SV=149.50 0.00

TRINITY_DN30951_c0_g1sp|Q3T138|BOLA1_BOVINBOLA1 BolA-like protein 1 OS=Bos taurus GN=BOLA1 PE=2 SV=149.50 0.00

TRINITY_DN31208_c0_g1sp|Q8LD26|DRMH3_ARATHAt1g56220Dormancy-associated protein homolog 3 OS=Arabidopsis thaliana GN=At1g56220 PE=1 SV=149.50 0.00

TRINITY_DN31311_c0_g3sp|B1ZGW7|GLPK_METPBglpK Glycerol kinase OS=Methylobacterium populi (strain ATCC BAA-705 / NCIMB 13946 / BJ001) GN=glpK PE=3 SV=149.50 0.00

TRINITY_DN31850_c0_g1sp|Q61233|PLSL_MOUSELcp1 Plastin-2 OS=Mus musculus GN=Lcp1 PE=1 SV=449.50 0.00

TRINITY_DN32549_c1_g1sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=149.50 0.00

TRINITY_DN34640_c0_g1sp|P23919|KTHY_HUMANDTYMK Thymidylate kinase OS=Homo sapiens GN=DTYMK PE=1 SV=449.50 0.00

TRINITY_DN35430_c0_g1sp|Q99JX3|GORS2_MOUSEGorasp2 Golgi reassembly-stacking protein 2 OS=Mus musculus GN=Gorasp2 PE=1 SV=349.50 0.00

TRINITY_DN36319_c0_g1sp|Q54VQ7|HDA22_DICDIhdaC Type-2 histone deacetylase 2 OS=Dictyostelium discoideum GN=hdaC PE=2 SV=149.50 0.00

TRINITY_DN36390_c0_g4sp|Q20168|COPB2_CAEELcopb-2 Probable coatomer subunit beta' OS=Caenorhabditis elegans GN=copb-2 PE=3 SV=349.50 0.00

TRINITY_DN36613_c0_g2sp|Q8MXN7|TM41_DICDIDDB_G0275543Transmembrane protein 41 homolog OS=Dictyostelium discoideum GN=DDB_G0275543 PE=3 SV=249.50 0.00

TRINITY_DN37012_c2_g2sp|Q941R4|GONS1_ARATHGONST1 GDP-mannose transporter GONST1 OS=Arabidopsis thaliana GN=GONST1 PE=1 SV=249.50 0.00

TRINITY_DN37636_c0_g1sp|Q9LEW0|UBP22_ARATHUBP22 Ubiquitin carboxyl-terminal hydrolase 22 OS=Arabidopsis thaliana GN=UBP22 PE=2 SV=149.50 0.00



TRINITY_DN37791_c0_g1sp|M0ZYF3|INDA1_SOLTUNDA1 Internal alternative NAD(P)H-ubiquinone oxidoreductase A1, mitochondrial OS=Solanum tuberosum GN=NDA1 PE=3 SV=149.50 0.00

TRINITY_DN38570_c0_g9sp|Q91YR5|MET13_MOUSEMettl13 Methyltransferase-like protein 13 OS=Mus musculus GN=Mettl13 PE=1 SV=149.50 0.00

TRINITY_DN38731_c0_g2sp|Q9XVH6|RPB11_CAEELrpb-11 Probable DNA-directed RNA polymerase II subunit RPB11 OS=Caenorhabditis elegans GN=rpb-11 PE=3 SV=149.50 0.00

TRINITY_DN38763_c0_g9sp|Q54Q31|PHB2_DICDIphbB Prohibitin-2 OS=Dictyostelium discoideum GN=phbB PE=3 SV=149.50 0.00

TRINITY_DN38963_c1_g1sp|O23016|KCAB_ARATHKAB1 Probable voltage-gated potassium channel subunit beta OS=Arabidopsis thaliana GN=KAB1 PE=1 SV=149.50 0.00

TRINITY_DN39037_c0_g1sp|Q0IID7|DUS10_BOVINDUSP10 Dual specificity protein phosphatase 10 OS=Bos taurus GN=DUSP10 PE=2 SV=149.50 0.00

TRINITY_DN39185_c0_g2sp|P48454|PP2BC_HUMANPPP3CC Serine/threonine-protein phosphatase 2B catalytic subunit gamma isoform OS=Homo sapiens GN=PPP3CC PE=1 SV=349.50 0.00

TRINITY_DN39901_c0_g1sp|Q8GXS3|CFIS2_ARATHCFIS2 Pre-mRNA cleavage factor Im 25 kDa subunit 2 OS=Arabidopsis thaliana GN=CFIS2 PE=1 SV=149.50 0.00

TRINITY_DN40206_c0_g3sp|D0NLC2|TRM5_PHYITPITG_12867tRNA (guanine(37)-N1)-methyltransferase OS=Phytophthora infestans (strain T30-4) GN=PITG_12867 PE=3 SV=149.50 0.00

TRINITY_DN40231_c1_g1sp|Q6BIK6|REXO4_DEBHAREX4 RNA exonuclease 4 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=REX4 PE=3 SV=249.50 0.00

TRINITY_DN40536_c0_g2sp|Q9UNH5|CC14A_HUMANCDC14A Dual specificity protein phosphatase CDC14A OS=Homo sapiens GN=CDC14A PE=1 SV=149.50 0.00

TRINITY_DN41165_c0_g6sp|Q12702|2ABA_SCHPOpab1 Protein phosphatase PP2A regulatory subunit B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pab1 PE=1 SV=249.50 0.00

TRINITY_DN41829_c0_g1sp|Q8VY09|DJ1C_ARATHDJ1C Protein DJ-1 homolog C OS=Arabidopsis thaliana GN=DJ1C PE=2 SV=149.50 0.00

TRINITY_DN42228_c0_g5sp|O35552|F263_RATPfkfb3 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 3 OS=Rattus norvegicus GN=Pfkfb3 PE=2 SV=149.50 0.00

TRINITY_DN42929_c0_g4sp|Q16566|KCC4_HUMANCAMK4 Calcium/calmodulin-dependent protein kinase type IV OS=Homo sapiens GN=CAMK4 PE=1 SV=149.50 0.00

TRINITY_DN43377_c0_g5sp|Q9ES00|UBE4B_MOUSEUbe4b Ubiquitin conjugation factor E4 B OS=Mus musculus GN=Ube4b PE=1 SV=349.50 0.00

TRINITY_DN43708_c0_g6sp|Q5T0N1|CFA70_HUMANCFAP70 Cilia- and flagella-associated protein 70 OS=Homo sapiens GN=CFAP70 PE=2 SV=349.50 0.00

TRINITY_DN43998_c0_g3sp|P29515|TBB7_ARATHTUBB7 Tubulin beta-7 chain OS=Arabidopsis thaliana GN=TUBB7 PE=2 SV=149.50 0.00

TRINITY_DN44250_c0_g3sp|Q3ZBL5|PTH2_BOVINPTRH2 Peptidyl-tRNA hydrolase 2, mitochondrial OS=Bos taurus GN=PTRH2 PE=2 SV=149.50 0.00

TRINITY_DN44708_c1_g1sp|P92964|SRS31_ARATHRS31 Serine/arginine-rich splicing factor RS31 OS=Arabidopsis thaliana GN=RS31 PE=1 SV=249.50 0.00

TRINITY_DN44811_c0_g1sp|Q9LTV6|DECR2_ARATHAt3g12800Peroxisomal 2,4-dienoyl-CoA reductase OS=Arabidopsis thaliana GN=At3g12800 PE=2 SV=149.50 0.00

TRINITY_DN44997_c1_g1sp|O15118|NPC1_HUMANNPC1 Niemann-Pick C1 protein OS=Homo sapiens GN=NPC1 PE=1 SV=249.50 0.00

TRINITY_DN45500_c2_g2sp|Q6AY85|ALG14_RATAlg14 UDP-N-acetylglucosamine transferase subunit ALG14 homolog OS=Rattus norvegicus GN=Alg14 PE=2 SV=149.50 0.00

TRINITY_DN46056_c0_g4sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=149.50 0.00

TRINITY_DN47037_c0_g2sp|Q9SYP1|DEXHC_ARATHBRR2A DExH-box ATP-dependent RNA helicase DExH12 OS=Arabidopsis thaliana GN=BRR2A PE=1 SV=149.50 0.00

TRINITY_DN47353_c0_g3sp|Q1ZXC8|PXI_DICDIpXi Probable serine/threonine-protein kinase pXi OS=Dictyostelium discoideum GN=pXi PE=2 SV=149.50 0.00

TRINITY_DN47428_c1_g2sp|Q9SDY5|RCE1_ARATHRCE1 NEDD8-conjugating enzyme Ubc12 OS=Arabidopsis thaliana GN=RCE1 PE=1 SV=149.50 0.00

TRINITY_DN47668_c1_g2sp|Q9C5M0|DTC_ARATHDTC Mitochondrial dicarboxylate/tricarboxylate transporter DTC OS=Arabidopsis thaliana GN=DTC PE=1 SV=149.50 0.00

TRINITY_DN47780_c1_g8sp|Q9NKW1|MFEA_DICDImfeA Peroxisomal multifunctional enzyme A OS=Dictyostelium discoideum GN=mfeA PE=2 SV=149.50 0.00

TRINITY_DN48264_c1_g2sp|Q38933|LCYB_ARATHLCY1 Lycopene beta cyclase, chloroplastic OS=Arabidopsis thaliana GN=LCY1 PE=1 SV=149.50 0.00

TRINITY_DN49489_c0_g4sp|Q42572|DNLI1_ARATHLIG1 DNA ligase 1 OS=Arabidopsis thaliana GN=LIG1 PE=2 SV=249.50 0.00

TRINITY_DN49692_c1_g5sp|P32062|STAD_LINUS- Stearoyl-[acyl-carrier-protein] 9-desaturase, chloroplastic OS=Linum usitatissimum PE=2 SV=149.50 0.00

TRINITY_DN49992_c0_g3sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=249.50 0.00

TRINITY_DN50178_c1_g4sp|Q54DD0|AMPD_DICDIamdA AMP deaminase OS=Dictyostelium discoideum GN=amdA PE=1 SV=149.50 0.00

TRINITY_DN50942_c0_g3sp|Q43784|SSG1_MANESWAXY Granule-bound starch synthase 1, chloroplastic/amyloplastic OS=Manihot esculenta GN=WAXY PE=2 SV=149.50 0.00

TRINITY_DN51235_c2_g1sp|P56336|IF5A4_SOLTUEIF5A4 Eukaryotic translation initiation factor 5A-4 OS=Solanum tuberosum GN=EIF5A4 PE=2 SV=149.50 0.00

TRINITY_DN51616_c1_g4sp|Q5RHX6|DCNL4_DANREdcun1d4 DCN1-like protein 4 OS=Danio rerio GN=dcun1d4 PE=3 SV=249.50 0.00

TRINITY_DN52303_c3_g2sp|Q8INF0|GCY8E_DROMEGyc88E Soluble guanylate cyclase 88E OS=Drosophila melanogaster GN=Gyc88E PE=1 SV=349.50 0.00

TRINITY_DN52468_c0_g1sp|Q93YZ7|ILVH2_ARATHAt2g31810Acetolactate synthase small subunit 2, chloroplastic OS=Arabidopsis thaliana GN=At2g31810 PE=1 SV=149.50 0.00

TRINITY_DN1756_c0_g1sp|Q94BX4|PIGA_ARATHPIGA Phosphatidylinositol N-acetylglucosaminyltransferase subunit A OS=Arabidopsis thaliana GN=PIGA PE=2 SV=149.40 0.00

TRINITY_DN21589_c0_g1sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=349.40 0.00

TRINITY_DN2170_c0_g1sp|Q54TA1|DRKC_DICDIdrkC Probable serine/threonine-protein kinase drkC OS=Dictyostelium discoideum GN=drkC PE=3 SV=149.40 0.00

TRINITY_DN2415_c0_g1sp|Q26630|IDLC_STRPU- 33 kDa inner dynein arm light chain, axonemal OS=Strongylocentrotus purpuratus PE=1 SV=149.40 0.00

TRINITY_DN26396_c0_g1sp|P19656|NLTP_MAIZE- Non-specific lipid-transfer protein OS=Zea mays PE=1 SV=149.40 0.00

TRINITY_DN30676_c0_g2sp|Q9SRS9|CHIP_ARATHCHIP E3 ubiquitin-protein ligase CHIP OS=Arabidopsis thaliana GN=CHIP PE=1 SV=149.40 0.00

TRINITY_DN33182_c0_g1sp|A6LTN5|APT_CLOB8apt Adenine phosphoribosyltransferase OS=Clostridium beijerinckii (strain ATCC 51743 / NCIMB 8052) GN=apt PE=3 SV=149.40 0.00

TRINITY_DN34539_c2_g2sp|Q2VZV0|IF2_MAGSAinfB Translation initiation factor IF-2 OS=Magnetospirillum magneticum (strain AMB-1 / ATCC 700264) GN=infB PE=3 SV=149.40 0.00

TRINITY_DN35496_c0_g2sp|P51844|PDC_ASPPApdcA Pyruvate decarboxylase OS=Aspergillus parasiticus GN=pdcA PE=3 SV=149.40 0.00

TRINITY_DN35556_c0_g1sp|Q3SEK0|CATR5_PARTEIcl1e Caltractin ICL1e OS=Paramecium tetraurelia GN=Icl1e PE=3 SV=149.40 0.00

TRINITY_DN35787_c0_g8sp|Q0DHL4|FTSH8_ORYSJFTSH8 ATP-dependent zinc metalloprotease FTSH 8, mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH8 PE=3 SV=149.40 0.00

TRINITY_DN37150_c1_g3sp|Q8YM56|CLPB2_NOSS1clpB2 Chaperone protein ClpB 2 OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=clpB2 PE=3 SV=249.40 0.00

TRINITY_DN37909_c0_g1sp|Q9GZR2|REXO4_HUMANREXO4 RNA exonuclease 4 OS=Homo sapiens GN=REXO4 PE=1 SV=249.40 0.00

TRINITY_DN38432_c0_g3sp|O95243|MBD4_HUMANMBD4 Methyl-CpG-binding domain protein 4 OS=Homo sapiens GN=MBD4 PE=1 SV=149.40 0.00

TRINITY_DN38553_c0_g4sp|Q54SA1|PLDZ_DICDIpldZ Phospholipase D Z OS=Dictyostelium discoideum GN=pldZ PE=3 SV=149.40 0.00

TRINITY_DN38554_c0_g1sp|Q8JIY8|MK67I_DANREnifk MKI67 FHA domain-interacting nucleolar phosphoprotein OS=Danio rerio GN=nifk PE=2 SV=249.40 0.00

TRINITY_DN39068_c0_g2sp|A7SLC8|NAT9_NEMVEnat9 N-acetyltransferase 9-like protein OS=Nematostella vectensis GN=nat9 PE=3 SV=149.40 0.00



TRINITY_DN39139_c0_g4sp|Q8BRK9|MA2A2_MOUSEMan2a2 Alpha-mannosidase 2x OS=Mus musculus GN=Man2a2 PE=1 SV=249.40 0.00

TRINITY_DN39495_c0_g2sp|P16709|UBIL_NPVACV-UBI Ubiquitin-like protein OS=Autographa californica nuclear polyhedrosis virus GN=V-UBI PE=3 SV=249.40 0.00

TRINITY_DN39838_c1_g9sp|A9V2C1|NHAAB_MONBE37534 Probable nitrile hydratase OS=Monosiga brevicollis GN=37534 PE=3 SV=149.40 0.00

TRINITY_DN40047_c1_g3sp|O65355|GGH2_ARATHGGH2 Gamma-glutamyl hydrolase 2 OS=Arabidopsis thaliana GN=GGH2 PE=1 SV=249.40 0.00

TRINITY_DN41416_c0_g4sp|B9F166|LOGL2_ORYSJLOGL2 Probable cytokinin riboside 5'-monophosphate phosphoribohydrolase LOGL2 OS=Oryza sativa subsp. japonica GN=LOGL2 PE=3 SV=149.40 0.00

TRINITY_DN41943_c0_g2sp|Q9C829|NU50A_ARATHNUP50A Nuclear pore complex protein NUP50A OS=Arabidopsis thaliana GN=NUP50A PE=1 SV=149.40 0.00

TRINITY_DN42623_c1_g1sp|Q9BRS2|RIOK1_HUMANRIOK1 Serine/threonine-protein kinase RIO1 OS=Homo sapiens GN=RIOK1 PE=1 SV=249.40 0.00

TRINITY_DN44037_c0_g2sp|Q9SUV2|PT432_ARATHAt4g32390Probable sugar phosphate/phosphate translocator At4g32390 OS=Arabidopsis thaliana GN=At4g32390 PE=3 SV=149.40 0.00

TRINITY_DN44129_c0_g2sp|Q5RK30|SBDS_RATSbds Ribosome maturation protein SBDS OS=Rattus norvegicus GN=Sbds PE=2 SV=149.40 0.00

TRINITY_DN44242_c0_g1sp|P45432|CSN1_ARATHCSN1 COP9 signalosome complex subunit 1 OS=Arabidopsis thaliana GN=CSN1 PE=1 SV=249.40 0.00

TRINITY_DN45268_c1_g2sp|A6LMH9|SYA_THEM4alaS Alanine--tRNA ligase OS=Thermosipho melanesiensis (strain DSM 12029 / CIP 104789 / BI429) GN=alaS PE=3 SV=149.40 0.00

TRINITY_DN45895_c1_g2sp|Q8ST87|ABCCA_DICDIabcC10 ABC transporter C family member 10 OS=Dictyostelium discoideum GN=abcC10 PE=3 SV=149.40 0.00

TRINITY_DN46037_c0_g1sp|Q0WQF7|ODP21_ARATHLTA3 Dihydrolipoyllysine-residue acetyltransferase component 1 of pyruvate dehydrogenase complex, mitochondrial OS=Arabidopsis thaliana GN=LTA3 PE=1 SV=249.40 0.00

TRINITY_DN46061_c1_g3sp|Q05609|CTR1_ARATHCTR1 Serine/threonine-protein kinase CTR1 OS=Arabidopsis thaliana GN=CTR1 PE=1 SV=149.40 0.00

TRINITY_DN47724_c1_g1sp|A2X8M8|PUT1_ORYSIPUT1 Polyamine transporter PUT1 OS=Oryza sativa subsp. indica GN=PUT1 PE=3 SV=149.40 0.00

TRINITY_DN47915_c0_g11sp|O23016|KCAB_ARATHKAB1 Probable voltage-gated potassium channel subunit beta OS=Arabidopsis thaliana GN=KAB1 PE=1 SV=149.40 0.00

TRINITY_DN47931_c1_g7sp|Q7YSW8|PP2BA_DICDIcanA Calcineurin subunit A OS=Dictyostelium discoideum GN=canA PE=1 SV=149.40 0.00

TRINITY_DN48714_c0_g3sp|Q9M9S6|UTR3_ARATHUTR3 UDP-galactose/UDP-glucose transporter 3 OS=Arabidopsis thaliana GN=UTR3 PE=1 SV=149.40 0.00

TRINITY_DN48853_c1_g4sp|Q8I8U2|AP1G_DICDIap1g1 AP-1 complex subunit gamma OS=Dictyostelium discoideum GN=ap1g1 PE=1 SV=149.40 0.00

TRINITY_DN49063_c0_g3sp|Q9CZS3|FOPNL_MOUSEFopnl LisH domain-containing protein FOPNL OS=Mus musculus GN=Fopnl PE=2 SV=149.40 0.00

TRINITY_DN50871_c0_g1sp|Q8L7M4|SDN5_ARATHSDN5 Small RNA degrading nuclease 5 OS=Arabidopsis thaliana GN=SDN5 PE=2 SV=249.40 0.00

TRINITY_DN50945_c1_g1sp|Q0WRY5|PBL7_ARATHPBL7 Probable serine/threonine-protein kinase PBL7 OS=Arabidopsis thaliana GN=PBL7 PE=1 SV=149.40 0.00

TRINITY_DN51386_c1_g1sp|Q96RK4|BBS4_HUMANBBS4 Bardet-Biedl syndrome 4 protein OS=Homo sapiens GN=BBS4 PE=1 SV=249.40 0.00

TRINITY_DN51513_c0_g1sp|Q86H36|RPA1_DICDIpolr1a DNA-directed RNA polymerase I subunit rpa1 OS=Dictyostelium discoideum GN=polr1a PE=3 SV=149.40 0.00

TRINITY_DN51537_c0_g8sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=149.40 0.00

TRINITY_DN51675_c0_g1sp|Q9M367|BECN1_ARATHATG6 Beclin-1-like protein OS=Arabidopsis thaliana GN=ATG6 PE=1 SV=249.40 0.00

TRINITY_DN51780_c1_g2sp|P47927|AP2_ARATHAP2 Floral homeotic protein APETALA 2 OS=Arabidopsis thaliana GN=AP2 PE=1 SV=149.40 0.00

TRINITY_DN20904_c0_g1sp|Q13823|NOG2_HUMANGNL2 Nucleolar GTP-binding protein 2 OS=Homo sapiens GN=GNL2 PE=1 SV=149.30 0.00

TRINITY_DN28562_c0_g1sp|Q9SBB2|ABC1_ARATHABC1 Protein ABC transporter 1, mitochondrial OS=Arabidopsis thaliana GN=ABC1 PE=2 SV=149.30 0.00

TRINITY_DN28953_c0_g2sp|Q6DCL5|HACE1_XENLAhace1 E3 ubiquitin-protein ligase HACE1 OS=Xenopus laevis GN=hace1 PE=2 SV=149.30 0.00

TRINITY_DN29740_c0_g1sp|Q39JC7|DNAJ_BURL3dnaJ Chaperone protein DnaJ OS=Burkholderia lata (strain ATCC 17760 / LMG 22485 / NCIMB 9086 / R18194 / 383) GN=dnaJ PE=3 SV=149.30 0.00

TRINITY_DN32403_c0_g1sp|Q54LH5|INT4_DICDIints4 Integrator complex subunit 4 homolog OS=Dictyostelium discoideum GN=ints4 PE=3 SV=149.30 0.00

TRINITY_DN33334_c0_g1sp|Q54CU7|TPC2L_DICDItrappc2lTrafficking protein particle complex subunit 2-like protein OS=Dictyostelium discoideum GN=trappc2l PE=3 SV=149.30 0.00

TRINITY_DN33442_c0_g1sp|A0PZK9|3MGH_CLONNNT01CX_1732Putative 3-methyladenine DNA glycosylase OS=Clostridium novyi (strain NT) GN=NT01CX_1732 PE=3 SV=149.30 0.00

TRINITY_DN34380_c0_g4sp|Q5MB13|ABCG2_MACMUABCG2 ATP-binding cassette sub-family G member 2 OS=Macaca mulatta GN=ABCG2 PE=2 SV=149.30 0.00

TRINITY_DN34612_c0_g1sp|Q9BRT8|CBWD1_HUMANCBWD1 COBW domain-containing protein 1 OS=Homo sapiens GN=CBWD1 PE=2 SV=149.30 0.00

TRINITY_DN36529_c0_g1sp|Q9SK74|C3H21_ARATHAt2g20280Zinc finger CCCH domain-containing protein 21 OS=Arabidopsis thaliana GN=At2g20280 PE=3 SV=149.30 0.00

TRINITY_DN37018_c0_g6sp|Q550W6|FUCT1_DICDIslc35c1 GDP-fucose transporter 1 OS=Dictyostelium discoideum GN=slc35c1 PE=3 SV=149.30 0.00

TRINITY_DN37314_c0_g2sp|Q8NCM8|DYHC2_HUMANDYNC2H1 Cytoplasmic dynein 2 heavy chain 1 OS=Homo sapiens GN=DYNC2H1 PE=1 SV=449.30 0.00

TRINITY_DN37512_c1_g6sp|Q8L4H0|WEE1_ARATHWEE1 Wee1-like protein kinase OS=Arabidopsis thaliana GN=WEE1 PE=1 SV=149.30 0.00

TRINITY_DN37626_c0_g1sp|P39661|NIR_SYNE7nirA Ferredoxin--nitrite reductase OS=Synechococcus elongatus (strain PCC 7942) GN=nirA PE=3 SV=149.30 0.00

TRINITY_DN37789_c0_g4sp|Q9M2F1|RS272_ARATHRPS27B 40S ribosomal protein S27-2 OS=Arabidopsis thaliana GN=RPS27B PE=2 SV=249.30 0.00

TRINITY_DN37847_c0_g4sp|Q8IU85|KCC1D_HUMANCAMK1D Calcium/calmodulin-dependent protein kinase type 1D OS=Homo sapiens GN=CAMK1D PE=1 SV=149.30 0.00

TRINITY_DN37910_c0_g1sp|Q940G0|TMN1_ARATHTMN1 Transmembrane 9 superfamily member 1 OS=Arabidopsis thaliana GN=TMN1 PE=1 SV=149.30 0.00

TRINITY_DN37936_c0_g6sp|Q55EE0|DHAK_DICDIdhak Probable dihydroxyacetone kinase OS=Dictyostelium discoideum GN=dhak PE=3 SV=149.30 0.00

TRINITY_DN38102_c0_g1sp|Q75JQ1|SYDC1_DICDIaspS1 Aspartate--tRNA ligase, cytoplasmic 1 OS=Dictyostelium discoideum GN=aspS1 PE=3 SV=149.30 0.00

TRINITY_DN38152_c1_g2sp|Q9LN20|P4H3_ARATHP4H3 Probable prolyl 4-hydroxylase 3 OS=Arabidopsis thaliana GN=P4H3 PE=2 SV=149.30 0.00

TRINITY_DN38387_c0_g4sp|Q4QEB3|GMPR_LEIMAGMPR GMP reductase OS=Leishmania major GN=GMPR PE=1 SV=249.30 0.00



TRINITY_DN38437_c0_g4sp|P01119|RAS1_YEASTRAS1 Ras-like protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RAS1 PE=1 SV=249.30 0.00

TRINITY_DN38786_c1_g2sp|O81004|Y2287_ARATHEMB2001 GTP-binding protein At2g22870 OS=Arabidopsis thaliana GN=EMB2001 PE=2 SV=249.30 0.00

TRINITY_DN38801_c0_g3sp|A8ILK1|CFA52_CHLRECFAP52 Cilia- and flagella-associated protein 52 OS=Chlamydomonas reinhardtii GN=CFAP52 PE=1 SV=149.30 0.00

TRINITY_DN40169_c0_g1sp|D4AVD4|CALX_ARTBCARB_00147Calnexin homolog ARB_00147 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_00147 PE=3 SV=149.30 0.00

TRINITY_DN40399_c1_g4sp|A3GFA2|SEC23_PICSTSEC23 Protein transport protein SEC23 OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=SEC23 PE=3 SV=249.30 0.00

TRINITY_DN40432_c0_g1sp|B0G107|SAMH1_DICDIDDB_G0272484Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 homolog OS=Dictyostelium discoideum GN=DDB_G0272484 PE=3 SV=149.30 0.00

TRINITY_DN40552_c1_g3sp|P27514|PHO91_YEASTPHO91 Low-affinity phosphate transporter PHO91 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO91 PE=1 SV=249.30 0.00

TRINITY_DN40606_c1_g2sp|Q3SYZ6|XYLB_BOVINXYLB Xylulose kinase OS=Bos taurus GN=XYLB PE=2 SV=149.30 0.00

TRINITY_DN41100_c0_g4sp|Q13637|RAB32_HUMANRAB32 Ras-related protein Rab-32 OS=Homo sapiens GN=RAB32 PE=1 SV=349.30 0.00

TRINITY_DN41588_c0_g8sp|Q55DW4|ABCG1_DICDIabcG1 ABC transporter G family member 1 OS=Dictyostelium discoideum GN=abcG1 PE=3 SV=149.30 0.00

TRINITY_DN41837_c0_g2sp|Q8VZJ7|P4H9_ARATHP4H9 Probable prolyl 4-hydroxylase 9 OS=Arabidopsis thaliana GN=P4H9 PE=2 SV=149.30 0.00

TRINITY_DN41853_c0_g1sp|P13869|CB12_PETHY- Chlorophyll a-b binding protein, chloroplastic OS=Petunia hybrida PE=2 SV=149.30 0.00

TRINITY_DN41977_c0_g1sp|O13755|OSM1_SCHPOosm1 Fumarate reductase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=osm1 PE=3 SV=149.30 0.00

TRINITY_DN42582_c1_g3sp|P58165|AT2B2_OREMOatp2b2 Plasma membrane calcium-transporting ATPase 2 (Fragment) OS=Oreochromis mossambicus GN=atp2b2 PE=2 SV=149.30 0.00

TRINITY_DN42655_c0_g5sp|Q803V3|P2R3C_DANREppp2r3c Serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit gamma OS=Danio rerio GN=ppp2r3c PE=2 SV=149.30 0.00

TRINITY_DN43146_c0_g2sp|Q8IVH4|MMAA_HUMANMMAA Methylmalonic aciduria type A protein, mitochondrial OS=Homo sapiens GN=MMAA PE=1 SV=149.30 0.00

TRINITY_DN44984_c0_g1sp|Q92259|SREP_PENCHSREP GATA factor SREP OS=Penicillium chrysogenum GN=SREP PE=3 SV=149.30 0.00

TRINITY_DN45082_c0_g2sp|A8J8F6|TEKT_CHLRECHLREDRAFT_24358Tektin OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_24358 PE=1 SV=149.30 0.00

TRINITY_DN45097_c0_g2sp|O75343|GCYB2_HUMANGUCY1B2 Guanylate cyclase soluble subunit beta-2 OS=Homo sapiens GN=GUCY1B2 PE=2 SV=249.30 0.00

TRINITY_DN45107_c0_g5sp|P34118|MVPA_DICDImvpA Major vault protein alpha OS=Dictyostelium discoideum GN=mvpA PE=1 SV=149.30 0.00

TRINITY_DN45875_c0_g8sp|Q54DU9|TP4AA_DICDIDDB_G0292024Probable protein tyrosine phosphatase type IVA A OS=Dictyostelium discoideum GN=DDB_G0292024 PE=3 SV=149.30 0.00

TRINITY_DN46594_c0_g4sp|Q8H2D5|POLH_ARATHPOLH DNA polymerase eta OS=Arabidopsis thaliana GN=POLH PE=1 SV=149.30 0.00

TRINITY_DN47194_c1_g5sp|Q54ZW0|PHG1B_DICDIphg1b Putative phagocytic receptor 1b OS=Dictyostelium discoideum GN=phg1b PE=2 SV=149.30 0.00

TRINITY_DN47304_c0_g3sp|Q8C2P3|DUS1L_MOUSEDus1l tRNA-dihydrouridine(16/17) synthase [NAD(P)(+)]-like OS=Mus musculus GN=Dus1l PE=2 SV=149.30 0.00

TRINITY_DN47326_c0_g1sp|Q9VLQ1|ALG5_DROMEwol Dolichyl-phosphate beta-glucosyltransferase OS=Drosophila melanogaster GN=wol PE=1 SV=149.30 0.00

TRINITY_DN47344_c2_g2sp|Q9FL12|DEGP9_ARATHDEGP9 Protease Do-like 9 OS=Arabidopsis thaliana GN=DEGP9 PE=1 SV=149.30 0.00

TRINITY_DN47629_c1_g1sp|Q54E04|VATM_DICDIvatM Vacuolar proton translocating ATPase 100 kDa subunit OS=Dictyostelium discoideum GN=vatM PE=1 SV=249.30 0.00

TRINITY_DN47860_c1_g5sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=249.30 0.00

TRINITY_DN49220_c0_g3sp|Q82EL5|ACSA_STRAWacsA Acetyl-coenzyme A synthetase OS=Streptomyces avermitilis (strain ATCC 31267 / DSM 46492 / JCM 5070 / NBRC 14893 / NCIMB 12804 / NRRL 8165 / MA-4680) GN=acsA PE=3 SV=149.30 0.00

TRINITY_DN49521_c0_g8sp|P55143|GLRX_RICCO- Glutaredoxin OS=Ricinus communis PE=3 SV=149.30 0.00

TRINITY_DN49686_c0_g5sp|P00517|KAPCA_BOVINPRKACA cAMP-dependent protein kinase catalytic subunit alpha OS=Bos taurus GN=PRKACA PE=1 SV=349.30 0.00

TRINITY_DN50564_c0_g6sp|F4IYF8|SYHC_ARATHAt3g02760Histidine--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At3g02760 PE=2 SV=149.30 0.00

TRINITY_DN50821_c1_g7sp|Q9CAI5|CKL2_ARATHCKL2 Casein kinase 1-like protein 2 OS=Arabidopsis thaliana GN=CKL2 PE=1 SV=149.30 0.00

TRINITY_DN50915_c0_g2sp|Q2KIJ8|DNJ5B_BOVINDNAJC5B DnaJ homolog subfamily C member 5B OS=Bos taurus GN=DNAJC5B PE=2 SV=149.30 0.00

TRINITY_DN51081_c1_g2sp|P05303|EF1A2_DROMEEf1alpha100EElongation factor 1-alpha 2 OS=Drosophila melanogaster GN=Ef1alpha100E PE=2 SV=249.30 0.00

TRINITY_DN51208_c1_g5sp|Q54UU1|TPPC4_DICDItrappc4 Trafficking protein particle complex subunit 4 OS=Dictyostelium discoideum GN=trappc4 PE=3 SV=149.30 0.00

TRINITY_DN51795_c0_g3sp|Q7XQ12|AMT11_ORYSJAMT1-1 Ammonium transporter 1 member 1 OS=Oryza sativa subsp. japonica GN=AMT1-1 PE=2 SV=149.30 0.00

TRINITY_DN52182_c1_g1sp|P40267|H1_SOLPN- Histone H1 OS=Solanum pennellii PE=2 SV=149.30 0.00

TRINITY_DN52606_c1_g1sp|Q9JMA7|CP341_MOUSECyp3a41aCytochrome P450 3A41 OS=Mus musculus GN=Cyp3a41a PE=1 SV=249.30 0.00

TRINITY_DN20308_c0_g1sp|P39515|TIM17_YEASTTIM17 Mitochondrial import inner membrane translocase subunit TIM17 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TIM17 PE=1 SV=149.20 0.00

TRINITY_DN2572_c0_g1sp|Q9ZWB3|CKL9_ARATHCKL9 Casein kinase 1-like protein 9 OS=Arabidopsis thaliana GN=CKL9 PE=1 SV=149.20 0.00

TRINITY_DN29229_c0_g1sp|F4K4E3|LSM4_ARATHLSM4 Sm-like protein LSM4 OS=Arabidopsis thaliana GN=LSM4 PE=1 SV=149.20 0.00

TRINITY_DN31167_c0_g1sp|Q9CR60|GOT1B_MOUSEGolt1b Vesicle transport protein GOT1B OS=Mus musculus GN=Golt1b PE=1 SV=149.20 0.00

TRINITY_DN3149_c0_g1sp|Q6YVX9|C3H16_ORYSJOs02g0557500Zinc finger CCCH domain-containing protein 16 OS=Oryza sativa subsp. japonica GN=Os02g0557500 PE=2 SV=249.20 0.00

TRINITY_DN34447_c0_g1sp|Q55E45|MCFE_DICDImcfE Mitochondrial substrate carrier family protein E OS=Dictyostelium discoideum GN=mcfE PE=3 SV=149.20 0.00

TRINITY_DN34942_c0_g2sp|P81712|ICI1_CANLI- Subtilisin inhibitor CLSI-I OS=Canavalia lineata PE=1 SV=149.20 0.00

TRINITY_DN35748_c0_g14sp|Q9JJQ0|PIGB_MOUSEPigb GPI mannosyltransferase 3 OS=Mus musculus GN=Pigb PE=2 SV=249.20 0.00

TRINITY_DN35863_c0_g1sp|Q15008|PSMD6_HUMANPSMD6 26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens GN=PSMD6 PE=1 SV=149.20 0.00

TRINITY_DN35896_c0_g3sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=149.20 0.00

TRINITY_DN36732_c0_g7sp|Q9SCQ2|UPL7_ARATHUPL7 E3 ubiquitin-protein ligase UPL7 OS=Arabidopsis thaliana GN=UPL7 PE=2 SV=149.20 0.00

TRINITY_DN37455_c1_g3sp|Q5RAK7|SPCS_PONABSEPSECS O-phosphoseryl-tRNA(Sec) selenium transferase OS=Pongo abelii GN=SEPSECS PE=2 SV=149.20 0.00

TRINITY_DN38705_c0_g1sp|Q9FGD1|RKD3_ARATHRKD3 Protein RKD3 OS=Arabidopsis thaliana GN=RKD3 PE=3 SV=149.20 0.00

TRINITY_DN39025_c0_g1sp|Q1ZXD3|PSMD3_DICDIpsmD3 26S proteasome non-ATPase regulatory subunit 3 OS=Dictyostelium discoideum GN=psmD3 PE=1 SV=149.20 0.00

TRINITY_DN39547_c0_g1sp|P17514|CHIQ_TOBAC- Acidic endochitinase Q OS=Nicotiana tabacum PE=1 SV=149.20 0.00

TRINITY_DN40257_c0_g6sp|Q6AJL7|KPRS_DESPSprs Ribose-phosphate pyrophosphokinase OS=Desulfotalea psychrophila (strain LSv54 / DSM 12343) GN=prs PE=3 SV=149.20 0.00

TRINITY_DN40939_c0_g6sp|Q7X9V2|PIE1_ARATHPIE1 Protein PHOTOPERIOD-INDEPENDENT EARLY FLOWERING 1 OS=Arabidopsis thaliana GN=PIE1 PE=1 SV=149.20 0.00



TRINITY_DN41139_c2_g3sp|O94703|RPA12_SCHPOrpa12 DNA-directed RNA polymerase I subunit RPA12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa12 PE=3 SV=149.20 0.00

TRINITY_DN41240_c1_g2sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=149.20 0.00

TRINITY_DN41342_c0_g1sp|Q9LE54|SP1L2_ARATHSP1L2 Protein SPIRAL1-like 2 OS=Arabidopsis thaliana GN=SP1L2 PE=2 SV=149.20 0.00

TRINITY_DN41502_c1_g4sp|P25870|CLH_DICDIchcA Clathrin heavy chain OS=Dictyostelium discoideum GN=chcA PE=1 SV=149.20 0.00

TRINITY_DN41629_c0_g6sp|P87145|VAC14_SCHPOSPBC25H2.03Protein VAC14 homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC25H2.03 PE=3 SV=149.20 0.00

TRINITY_DN41789_c0_g3sp|P61517|CAN_ECOLIcan Carbonic anhydrase 2 OS=Escherichia coli (strain K12) GN=can PE=1 SV=149.20 0.00

TRINITY_DN42758_c0_g2sp|Q8LBK6|GRS15_ARATHGRXS15 Monothiol glutaredoxin-S15, mitochondrial OS=Arabidopsis thaliana GN=GRXS15 PE=1 SV=249.20 0.00

TRINITY_DN43171_c0_g2sp|Q9NR09|BIRC6_HUMANBIRC6 Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=249.20 0.00

TRINITY_DN43253_c0_g4sp|Q87L85|DUSA_VIBPAdusA tRNA-dihydrouridine(20/20a) synthase OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=dusA PE=3 SV=149.20 0.00

TRINITY_DN44066_c0_g1sp|P11024|NNTM_BOVINNNT NAD(P) transhydrogenase, mitochondrial OS=Bos taurus GN=NNT PE=1 SV=349.20 0.00

TRINITY_DN44248_c1_g1sp|Q54SK5|DHKM_DICDIdhkM Hybrid signal transduction histidine kinase M OS=Dictyostelium discoideum GN=dhkM PE=3 SV=149.20 0.00

TRINITY_DN45141_c0_g1sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=249.20 0.00

TRINITY_DN45486_c3_g1sp|Q6ZTN6|AN13D_HUMANANKRD13DAnkyrin repeat domain-containing protein 13D OS=Homo sapiens GN=ANKRD13D PE=1 SV=249.20 0.00

TRINITY_DN45530_c0_g2sp|Q8LGH4|CUL4_ARATHCUL4 Cullin-4 OS=Arabidopsis thaliana GN=CUL4 PE=1 SV=149.20 0.00

TRINITY_DN45908_c0_g4sp|Q38954|PHT21_ARATHPHT2-1 Inorganic phosphate transporter 2-1, chloroplastic OS=Arabidopsis thaliana GN=PHT2-1 PE=1 SV=149.20 0.00

TRINITY_DN46201_c1_g12sp|Q8C7R4|UBA6_MOUSEUba6 Ubiquitin-like modifier-activating enzyme 6 OS=Mus musculus GN=Uba6 PE=1 SV=149.20 0.00

TRINITY_DN46344_c1_g3sp|Q56ZZ7|PLST4_ARATHAt5g16150Plastidic glucose transporter 4 OS=Arabidopsis thaliana GN=At5g16150 PE=1 SV=249.20 0.00

TRINITY_DN47090_c0_g2sp|Q9NCL7|PITP2_DICDIpitB Phosphatidylinositol transfer protein 2 OS=Dictyostelium discoideum GN=pitB PE=2 SV=149.20 0.00

TRINITY_DN47100_c1_g1sp|Q3T0R4|DRS7B_BOVINDHRS7B Dehydrogenase/reductase SDR family member 7B OS=Bos taurus GN=DHRS7B PE=2 SV=149.20 0.00

TRINITY_DN47860_c0_g4sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=249.20 0.00

TRINITY_DN47872_c0_g7sp|Q8LBM4|ISAM1_ARATHAt2g16710Iron-sulfur assembly protein IscA-like 1, mitochondrial OS=Arabidopsis thaliana GN=At2g16710 PE=2 SV=249.20 0.00

TRINITY_DN48833_c1_g8sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=349.20 0.00

TRINITY_DN48842_c0_g3sp|Q8RY79|TYDC1_ARATHELI5 Tyrosine decarboxylase 1 OS=Arabidopsis thaliana GN=ELI5 PE=2 SV=149.20 0.00

TRINITY_DN49030_c0_g5sp|Q5XIG6|GALK2_RATGalk2 N-acetylgalactosamine kinase OS=Rattus norvegicus GN=Galk2 PE=2 SV=149.20 0.00

TRINITY_DN49584_c1_g11sp|Q54XM6|ETFD_DICDIetfdh Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrial OS=Dictyostelium discoideum GN=etfdh PE=3 SV=149.20 0.00

TRINITY_DN49875_c0_g1sp|P52760|UK114_MOUSEHrsp12 Ribonuclease UK114 OS=Mus musculus GN=Hrsp12 PE=1 SV=349.20 0.00

TRINITY_DN51411_c0_g5sp|A2X6X1|CDKG1_ORYSICDKG-1 Cyclin-dependent kinase G-1 OS=Oryza sativa subsp. indica GN=CDKG-1 PE=3 SV=149.20 0.00

TRINITY_DN51520_c1_g4sp|Q62559|IFT52_MOUSEIft52 Intraflagellar transport protein 52 homolog OS=Mus musculus GN=Ift52 PE=1 SV=249.20 0.00

TRINITY_DN51796_c1_g4sp|Q2KI23|FA63B_BOVINFAM63B Ubiquitin carboxyl-terminal hydrolase MINDY-2 OS=Bos taurus GN=FAM63B PE=2 SV=149.20 0.00

TRINITY_DN52288_c2_g1sp|Q9Z2Z9|GFPT2_MOUSEGfpt2 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2 OS=Mus musculus GN=Gfpt2 PE=1 SV=349.20 0.00

TRINITY_DN12321_c0_g1sp|Q8GY23|UPL1_ARATHUPL1 E3 ubiquitin-protein ligase UPL1 OS=Arabidopsis thaliana GN=UPL1 PE=1 SV=349.10 0.00

TRINITY_DN15804_c0_g1sp|Q9NB71|HIW_DROMEhiw E3 ubiquitin-protein ligase highwire OS=Drosophila melanogaster GN=hiw PE=1 SV=249.10 0.00

TRINITY_DN18720_c0_g1sp|Q6BVN0|PMP3_DEBHAPMP3 Plasma membrane proteolipid 3 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=PMP3 PE=3 SV=149.10 0.00

TRINITY_DN19247_c0_g2sp|P32253|RASC_DICDIrasC Ras-like protein rasC OS=Dictyostelium discoideum GN=rasC PE=2 SV=149.10 0.00

TRINITY_DN23415_c0_g1sp|Q5JT25|RAB41_HUMANRAB41 Ras-related protein Rab-41 OS=Homo sapiens GN=RAB41 PE=1 SV=249.10 0.00

TRINITY_DN33311_c0_g1sp|P84080|ARF1_BOVINARF1 ADP-ribosylation factor 1 OS=Bos taurus GN=ARF1 PE=1 SV=249.10 0.00

TRINITY_DN33830_c0_g1sp|Q90694|CDC42_CHICKCDC42 Cell division control protein 42 homolog OS=Gallus gallus GN=CDC42 PE=2 SV=149.10 0.00

TRINITY_DN33925_c0_g1sp|A7MHT9|RBN_CROS8rbn Ribonuclease BN OS=Cronobacter sakazakii (strain ATCC BAA-894) GN=rbn PE=3 SV=149.10 0.00

TRINITY_DN34433_c0_g1sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=149.10 0.00

TRINITY_DN35477_c0_g1sp|O04893|AGLU_SPIOL- Alpha-glucosidase OS=Spinacia oleracea PE=1 SV=149.10 0.00

TRINITY_DN35764_c1_g1sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=249.10 0.00

TRINITY_DN36146_c0_g1sp|Q54GN5|UAP1_DICDIuap1 Probable UDP-N-acetylglucosamine pyrophosphorylase OS=Dictyostelium discoideum GN=uap1 PE=3 SV=149.10 0.00

TRINITY_DN36304_c0_g3sp|Q6UK63|PIRA_DICDIpirA Protein pirA OS=Dictyostelium discoideum GN=pirA PE=1 SV=149.10 0.00

TRINITY_DN36523_c1_g3sp|P83102|DYRK3_DROMEDyrk3 Putative dual specificity tyrosine-phosphorylation-regulated kinase 3 homolog OS=Drosophila melanogaster GN=Dyrk3 PE=1 SV=349.10 0.00

TRINITY_DN36921_c0_g2sp|Q7T3A4|RAB13_DANRErab13 Ras-related protein Rab-13 OS=Danio rerio GN=rab13 PE=1 SV=149.10 0.00

TRINITY_DN37248_c1_g7sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=149.10 0.00

TRINITY_DN39314_c1_g2sp|Q8H1G3|MTPC4_ARATHMTPC4 Metal tolerance protein C4 OS=Arabidopsis thaliana GN=MTPC4 PE=2 SV=149.10 0.00

TRINITY_DN39990_c0_g6sp|Q28452|QOR_LAMGUCRYZ Quinone oxidoreductase OS=Lama guanicoe GN=CRYZ PE=2 SV=149.10 0.00

TRINITY_DN40705_c0_g2sp|Q9LIR6|BAM1_ARATHBAM1 Beta-amylase 1, chloroplastic OS=Arabidopsis thaliana GN=BAM1 PE=1 SV=149.10 0.00

TRINITY_DN41749_c0_g2sp|P49080|AKH2_MAIZEAKHSDH2 Bifunctional aspartokinase/homoserine dehydrogenase 2, chloroplastic OS=Zea mays GN=AKHSDH2 PE=2 SV=149.10 0.00

TRINITY_DN42576_c0_g1sp|P0CR39|SEC23_CRYNBSEC23 Protein transport protein SEC23 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=SEC23 PE=3 SV=149.10 0.00

TRINITY_DN42771_c0_g1sp|Q9CBX6|FBIC_MYCLEfbiC FO synthase OS=Mycobacterium leprae (strain TN) GN=fbiC PE=3 SV=149.10 0.00

TRINITY_DN42840_c0_g1sp|O70152|DPM1_MOUSEDpm1 Dolichol-phosphate mannosyltransferase subunit 1 OS=Mus musculus GN=Dpm1 PE=1 SV=149.10 0.00

TRINITY_DN43762_c1_g2sp|Q9T0H9|GDT12_ARATHAt4g13590GDT1-like protein 2, chloroplastic OS=Arabidopsis thaliana GN=At4g13590 PE=1 SV=249.10 0.00

TRINITY_DN43971_c0_g6sp|Q9M1Q9|AB21B_ARATHABCB21 ABC transporter B family member 21 OS=Arabidopsis thaliana GN=ABCB21 PE=1 SV=249.10 0.00

TRINITY_DN44077_c1_g2sp|Q9JI10|STK3_MOUSEStk3 Serine/threonine-protein kinase 3 OS=Mus musculus GN=Stk3 PE=1 SV=149.10 0.00



TRINITY_DN44791_c0_g1sp|Q40977|MDAR_PEA- Monodehydroascorbate reductase OS=Pisum sativum PE=1 SV=149.10 0.00

TRINITY_DN45258_c1_g5sp|P45432|CSN1_ARATHCSN1 COP9 signalosome complex subunit 1 OS=Arabidopsis thaliana GN=CSN1 PE=1 SV=249.10 0.00

TRINITY_DN45524_c0_g1sp|Q54WR9|GLNA3_DICDIglnA3 Type-3 glutamine synthetase OS=Dictyostelium discoideum GN=glnA3 PE=1 SV=149.10 0.00

TRINITY_DN46476_c2_g2sp|Q54Y76|MAF1_DICDImaf1 Repressor of RNA polymerase III transcription OS=Dictyostelium discoideum GN=maf1 PE=3 SV=149.10 0.00

TRINITY_DN46511_c0_g2sp|Q6JQN1|ACD10_HUMANACAD10 Acyl-CoA dehydrogenase family member 10 OS=Homo sapiens GN=ACAD10 PE=1 SV=149.10 0.00

TRINITY_DN46903_c0_g1sp|Q10MX3|ASNS1_ORYSJOs03g0291500Asparagine synthetase [glutamine-hydrolyzing] 1 OS=Oryza sativa subsp. japonica GN=Os03g0291500 PE=2 SV=149.10 0.00

TRINITY_DN47854_c1_g2sp|P80146|SEPR_THESR- Extracellular serine proteinase OS=Thermus sp. (strain Rt41A) PE=1 SV=349.10 0.00

TRINITY_DN48330_c1_g1sp|Q803I2|ERGI3_DANREergic3 Endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Danio rerio GN=ergic3 PE=2 SV=149.10 0.00

TRINITY_DN48379_c0_g2sp|Q15269|PWP2_HUMANPWP2 Periodic tryptophan protein 2 homolog OS=Homo sapiens GN=PWP2 PE=2 SV=249.10 0.00

TRINITY_DN48814_c0_g5sp|Q9LE82|RAGP1_ARATHRANGAP1 RAN GTPase-activating protein 1 OS=Arabidopsis thaliana GN=RANGAP1 PE=1 SV=149.10 0.00

TRINITY_DN48914_c0_g2sp|P42577|FRIS_LYMST- Soma ferritin OS=Lymnaea stagnalis PE=2 SV=249.10 0.00

TRINITY_DN49093_c0_g3sp|Q9C5X9|HAC1_ARATHHAC1 Histone acetyltransferase HAC1 OS=Arabidopsis thaliana GN=HAC1 PE=1 SV=249.10 0.00

TRINITY_DN49472_c0_g1sp|Q38920|FNTB_ARATHFTB Protein farnesyltransferase subunit beta OS=Arabidopsis thaliana GN=FTB PE=1 SV=349.10 0.00

TRINITY_DN49655_c0_g9sp|Q96329|ACOX4_ARATHACX4 Acyl-coenzyme A oxidase 4, peroxisomal OS=Arabidopsis thaliana GN=ACX4 PE=1 SV=149.10 0.00

TRINITY_DN50335_c1_g3sp|P87112|NOT1_SCHPOnot1 General negative regulator of transcription subunit 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=not1 PE=1 SV=149.10 0.00

TRINITY_DN51242_c0_g4sp|B0D6H2|ARO1_LACBSLACBIDRAFT_233717Pentafunctional AROM polypeptide OS=Laccaria bicolor (strain S238N-H82 / ATCC MYA-4686) GN=LACBIDRAFT_233717 PE=3 SV=149.10 0.00

TRINITY_DN52368_c1_g1sp|P25870|CLH_DICDIchcA Clathrin heavy chain OS=Dictyostelium discoideum GN=chcA PE=1 SV=149.10 0.00

TRINITY_DN10455_c0_g1sp|Q9SG96|ATL72_ARATHATL72 RING-H2 finger protein ATL72 OS=Arabidopsis thaliana GN=ATL72 PE=2 SV=149.00 0.00

TRINITY_DN12393_c0_g1sp|Q32P85|DLRB2_BOVINDYNLRB2 Dynein light chain roadblock-type 2 OS=Bos taurus GN=DYNLRB2 PE=3 SV=149.00 0.00

TRINITY_DN12438_c0_g1sp|C1FI13|ITPA_MICCCMICPUN_61716Inosine triphosphate pyrophosphatase OS=Micromonas commoda (strain RCC299 / NOUM17 / CCMP2709) GN=MICPUN_61716 PE=3 SV=149.00 0.00

TRINITY_DN16501_c0_g1sp|Q0WVE8|RP6L1_ARATHRRP6L1 Protein RRP6-like 1 OS=Arabidopsis thaliana GN=RRP6L1 PE=2 SV=149.00 0.00

TRINITY_DN29539_c0_g1sp|Q66K14|TBC9B_HUMANTBC1D9B TBC1 domain family member 9B OS=Homo sapiens GN=TBC1D9B PE=1 SV=349.00 0.00

TRINITY_DN33225_c0_g2sp|O14214|TRM10_SCHPOtrm10 tRNA (guanine(9)-N1)-methyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trm10 PE=1 SV=149.00 0.00

TRINITY_DN33522_c0_g1sp|Q9CQ02|COMD4_MOUSECommd4 COMM domain-containing protein 4 OS=Mus musculus GN=Commd4 PE=1 SV=149.00 0.00

TRINITY_DN34351_c0_g1sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=149.00 0.00

TRINITY_DN35367_c0_g1sp|Q54I81|EI2BA_DICDIeif2b1 Translation initiation factor eIF-2B subunit alpha OS=Dictyostelium discoideum GN=eif2b1 PE=3 SV=149.00 0.00

TRINITY_DN35856_c0_g6sp|O15865|CDPK2_PLAFKCPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=CPK2 PE=1 SV=349.00 0.00

TRINITY_DN35960_c1_g8sp|Q93ZE8|SDF2_ARATHSDF2 Stromal cell-derived factor 2-like protein OS=Arabidopsis thaliana GN=SDF2 PE=1 SV=149.00 0.00

TRINITY_DN36439_c0_g1sp|Q58D31|DHSO_BOVINSORD Sorbitol dehydrogenase OS=Bos taurus GN=SORD PE=2 SV=349.00 0.00

TRINITY_DN36850_c0_g11sp|F4HYG2|IRE3_ARATHIRE3 Probable serine/threonine protein kinase IRE3 OS=Arabidopsis thaliana GN=IRE3 PE=2 SV=149.00 0.00

TRINITY_DN37537_c0_g2sp|O22788|PXG3_ARATHPXG3 Probable peroxygenase 3 OS=Arabidopsis thaliana GN=PXG3 PE=1 SV=149.00 0.00

TRINITY_DN38600_c0_g2sp|Q86AT8|SPKA_DICDIspkA-1 Stress-activated protein kinase alpha OS=Dictyostelium discoideum GN=spkA-1 PE=1 SV=149.00 0.00

TRINITY_DN38955_c0_g5sp|Q5UP50|YR588_MIMIVMIMI_R588Uncharacterized protein R588 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R588 PE=4 SV=149.00 0.00

TRINITY_DN38964_c0_g1sp|Q9Y530|OARD1_HUMANOARD1 O-acetyl-ADP-ribose deacetylase 1 OS=Homo sapiens GN=OARD1 PE=1 SV=249.00 0.00

TRINITY_DN38974_c0_g9sp|Q8C9J3|SPEF2_MOUSESpef2 Sperm flagellar protein 2 OS=Mus musculus GN=Spef2 PE=2 SV=249.00 0.00

TRINITY_DN39274_c0_g2sp|A5GW15|RS10_SYNR3rpsJ 30S ribosomal protein S10 OS=Synechococcus sp. (strain RCC307) GN=rpsJ PE=3 SV=149.00 0.00

TRINITY_DN39410_c0_g3sp|Q2M2S8|ALKB7_BOVINALKBH7 Alpha-ketoglutarate-dependent dioxygenase alkB homolog 7, mitochondrial OS=Bos taurus GN=ALKBH7 PE=2 SV=149.00 0.00

TRINITY_DN40615_c1_g3sp|Q8LFT2|DRP3B_ARATHDRP3B Dynamin-related protein 3B OS=Arabidopsis thaliana GN=DRP3B PE=1 SV=249.00 0.00

TRINITY_DN40824_c0_g3sp|Q08DS7|AP1B1_BOVINAP2B1 AP-1 complex subunit beta-1 OS=Bos taurus GN=AP2B1 PE=2 SV=149.00 0.00

TRINITY_DN41956_c0_g5sp|Q9XF89|CB5_ARATHLHCB5 Chlorophyll a-b binding protein CP26, chloroplastic OS=Arabidopsis thaliana GN=LHCB5 PE=1 SV=149.00 0.00

TRINITY_DN42176_c0_g2sp|P46871|KRP95_STRPUKRP95 Kinesin-II 95 kDa subunit OS=Strongylocentrotus purpuratus GN=KRP95 PE=1 SV=149.00 0.00

TRINITY_DN43468_c0_g1sp|Q9XGM1|VATD_ARATHVHA-D V-type proton ATPase subunit D OS=Arabidopsis thaliana GN=VHA-D PE=1 SV=249.00 0.00

TRINITY_DN43930_c0_g1sp|Q9XFY6|DEE76_AUXPRDEE76 Degreening-related gene dee76 protein OS=Auxenochlorella protothecoides GN=DEE76 PE=2 SV=149.00 0.00

TRINITY_DN44638_c0_g7sp|Q54JI7|HUTH_DICDIhal Probable histidine ammonia-lyase OS=Dictyostelium discoideum GN=hal PE=2 SV=149.00 0.00

TRINITY_DN44686_c0_g2sp|F4J6F6|IREH1_ARATHIREH1 Probable serine/threonine protein kinase IREH1 OS=Arabidopsis thaliana GN=IREH1 PE=1 SV=149.00 0.00

TRINITY_DN44833_c0_g3sp|P22302|SODF_NICPLSODB Superoxide dismutase [Fe], chloroplastic (Fragment) OS=Nicotiana plumbaginifolia GN=SODB PE=2 SV=149.00 0.00

TRINITY_DN46123_c0_g3sp|A4S6Y4|LONM_OSTLUOSTLU_41620Lon protease homolog, mitochondrial OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_41620 PE=3 SV=149.00 0.00

TRINITY_DN46145_c0_g1sp|Q31VA6|TREF_SHIBStreF Cytoplasmic trehalase OS=Shigella boydii serotype 4 (strain Sb227) GN=treF PE=3 SV=149.00 0.00

TRINITY_DN46198_c0_g3sp|Q655R6|MOCOS_ORYSJMCSU3 Molybdenum cofactor sulfurase OS=Oryza sativa subsp. japonica GN=MCSU3 PE=2 SV=249.00 0.00

TRINITY_DN48716_c0_g6sp|Q86AD9|THIL1_DICDIDDB_G0271544Probable acetyl-CoA acetyltransferase OS=Dictyostelium discoideum GN=DDB_G0271544 PE=2 SV=149.00 0.00

TRINITY_DN49033_c1_g1sp|P27250|AHR_ECOLIahr Aldehyde reductase Ahr OS=Escherichia coli (strain K12) GN=ahr PE=1 SV=249.00 0.00

TRINITY_DN49268_c1_g2sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=349.00 0.00

TRINITY_DN49938_c0_g1sp|P0ABP7|DEDA_ECO57dedA Protein DedA OS=Escherichia coli O157:H7 GN=dedA PE=3 SV=149.00 0.00

TRINITY_DN51076_c0_g1sp|Q8GY96|PGM_ARATHPGM Phosphoglycerate mutase-like protein OS=Arabidopsis thaliana GN=PGM PE=2 SV=149.00 0.00

TRINITY_DN51260_c0_g3sp|Q2NKU6|DPY30_BOVINDPY30 Protein dpy-30 homolog OS=Bos taurus GN=DPY30 PE=3 SV=149.00 0.00

TRINITY_DN51268_c1_g4sp|Q9SF91|RAE1E_ARATHRABE1E Ras-related protein RABE1e OS=Arabidopsis thaliana GN=RABE1E PE=1 SV=149.00 0.00



TRINITY_DN51268_c2_g1sp|P51635|AK1A1_RATAkr1a1 Alcohol dehydrogenase [NADP(+)] OS=Rattus norvegicus GN=Akr1a1 PE=1 SV=249.00 0.00

TRINITY_DN51280_c0_g3sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=349.00 0.00

TRINITY_DN52180_c1_g1sp|P12955|PEPD_HUMANPEPD Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=349.00 0.00

TRINITY_DN52572_c0_g2sp|Q8LCV1|PLP3B_ARATHPLP3B Thioredoxin domain-containing protein PLP3B OS=Arabidopsis thaliana GN=PLP3B PE=2 SV=149.00 0.00

TRINITY_DN7164_c0_g1sp|O35016|YFKJ_BACSUyfkJ Low molecular weight protein-tyrosine-phosphatase YfkJ OS=Bacillus subtilis (strain 168) GN=yfkJ PE=1 SV=149.00 0.00

TRINITY_DN12348_c0_g1sp|Q8T664|ABCH2_DICDIabcH2 ABC transporter H family member 2 OS=Dictyostelium discoideum GN=abcH2 PE=3 SV=148.90 0.00

TRINITY_DN12517_c0_g1sp|Q75WB5|OPLA_BOVINOPLAH 5-oxoprolinase OS=Bos taurus GN=OPLAH PE=1 SV=148.90 0.00

TRINITY_DN14153_c0_g2sp|P11873|HMGC_TETTH- High mobility group protein C OS=Tetrahymena thermophila PE=1 SV=148.90 0.00

TRINITY_DN15147_c0_g1sp|Q29S00|OSCP1_BOVINOSCP1 Protein OSCP1 OS=Bos taurus GN=OSCP1 PE=2 SV=148.90 0.00

TRINITY_DN19415_c0_g1sp|Q92784|DPF3_HUMANDPF3 Zinc finger protein DPF3 OS=Homo sapiens GN=DPF3 PE=1 SV=348.90 0.00

TRINITY_DN29150_c0_g1sp|P61356|RL27_BOVINRPL27 60S ribosomal protein L27 OS=Bos taurus GN=RPL27 PE=2 SV=248.90 0.00

TRINITY_DN31494_c0_g1sp|Q9LTY6|UKL5_ARATHUKL5 Uridine kinase-like protein 5 OS=Arabidopsis thaliana GN=UKL5 PE=2 SV=148.90 0.00

TRINITY_DN31778_c0_g1sp|Q9SE95|FIP2_ARATHFIP2 FH protein interacting protein FIP2 OS=Arabidopsis thaliana GN=FIP2 PE=1 SV=148.90 0.00

TRINITY_DN32827_c0_g1sp|Q54RZ2|YIPF6_DICDIyipf6 Protein YIPF6 homolog OS=Dictyostelium discoideum GN=yipf6 PE=3 SV=248.90 0.00

TRINITY_DN33810_c0_g2sp|P22278|RAS1_MUCCLRAS1 Ras-like protein 1 OS=Mucor circinelloides f. lusitanicus GN=RAS1 PE=2 SV=148.90 0.00

TRINITY_DN34083_c0_g2sp|Q54RZ2|YIPF6_DICDIyipf6 Protein YIPF6 homolog OS=Dictyostelium discoideum GN=yipf6 PE=3 SV=248.90 0.00

TRINITY_DN34295_c1_g13sp|Q09706|PLD1_SCHPOpld1 Phospholipase D1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pld1 PE=1 SV=148.90 0.00

TRINITY_DN34566_c0_g2sp|Q54GC1|DGAT2_DICDIdgat2 Diacylglycerol O-acyltransferase 2 OS=Dictyostelium discoideum GN=dgat2 PE=3 SV=148.90 0.00

TRINITY_DN35966_c0_g7sp|Q54NC6|APC1_DICDIanapc1 Anaphase-promoting complex subunit 1 OS=Dictyostelium discoideum GN=anapc1 PE=3 SV=148.90 0.00

TRINITY_DN36061_c0_g4sp|Q9Y6E7|SIR4_HUMANSIRT4 NAD-dependent protein lipoamidase sirtuin-4, mitochondrial OS=Homo sapiens GN=SIRT4 PE=1 SV=148.90 0.00

TRINITY_DN36122_c0_g3sp|P30713|GSTT2_RATGstt2 Glutathione S-transferase theta-2 OS=Rattus norvegicus GN=Gstt2 PE=1 SV=348.90 0.00

TRINITY_DN36201_c0_g1sp|P42285|SK2L2_HUMANSKIV2L2 Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=348.90 0.00

TRINITY_DN36474_c2_g4sp|Q55EH8|ABCGN_DICDIabcG23 ABC transporter G family member 23 OS=Dictyostelium discoideum GN=abcG23 PE=3 SV=248.90 0.00

TRINITY_DN36482_c0_g2sp|P49540|YCF45_ODOSIycf45 Uncharacterized protein ycf45 OS=Odontella sinensis GN=ycf45 PE=3 SV=148.90 0.00

TRINITY_DN37176_c0_g2sp|P55180|GALE_BACSUgalE UDP-glucose 4-epimerase OS=Bacillus subtilis (strain 168) GN=galE PE=3 SV=148.90 0.00

TRINITY_DN37506_c0_g3sp|A0JM51|CELF5_XENTRcelf5 CUGBP Elav-like family member 5 OS=Xenopus tropicalis GN=celf5 PE=2 SV=148.90 0.00

TRINITY_DN37808_c0_g5sp|P51566|AFC1_ARATHAFC1 Serine/threonine-protein kinase AFC1 OS=Arabidopsis thaliana GN=AFC1 PE=2 SV=248.90 0.00

TRINITY_DN37833_c0_g8sp|Q04462|SYVC_RATVars Valine--tRNA ligase OS=Rattus norvegicus GN=Vars PE=2 SV=248.90 0.00

TRINITY_DN37923_c0_g5sp|A4IFB4|KCTD7_BOVINKCTD7 BTB/POZ domain-containing protein KCTD7 OS=Bos taurus GN=KCTD7 PE=2 SV=148.90 0.00

TRINITY_DN38292_c0_g1sp|Q08499|PDE4D_HUMANPDE4D cAMP-specific 3',5'-cyclic phosphodiesterase 4D OS=Homo sapiens GN=PDE4D PE=1 SV=248.90 0.00

TRINITY_DN38323_c1_g2sp|A3DDI3|MUTS_CLOTHmutS DNA mismatch repair protein MutS OS=Clostridium thermocellum (strain ATCC 27405 / DSM 1237 / NBRC 103400 / NCIMB 10682 / NRRL B-4536 / VPI 7372) GN=mutS PE=3 SV=148.90 0.00

TRINITY_DN38872_c0_g4sp|Q9ZQR4|Y2452_ARATHCBSDUF3 DUF21 domain-containing protein At2g14520 OS=Arabidopsis thaliana GN=CBSDUF3 PE=2 SV=248.90 0.00

TRINITY_DN39144_c1_g3sp|Q6DIP3|RN126_XENTRrnf126 E3 ubiquitin-protein ligase RNF126 OS=Xenopus tropicalis GN=rnf126 PE=2 SV=148.90 0.00

TRINITY_DN39200_c1_g1sp|Q9FPF0|DJ1A_ARATHDJ1A Protein DJ-1 homolog A OS=Arabidopsis thaliana GN=DJ1A PE=1 SV=148.90 0.00

TRINITY_DN40405_c0_g1sp|Q8W4S4|VHAA3_ARATHVHA-a3 V-type proton ATPase subunit a3 OS=Arabidopsis thaliana GN=VHA-a3 PE=1 SV=148.90 0.00

TRINITY_DN41250_c0_g3sp|Q54FD7|ETFA_DICDIetfa Electron transfer flavoprotein subunit alpha, mitochondrial OS=Dictyostelium discoideum GN=etfa PE=3 SV=148.90 0.00

TRINITY_DN41822_c1_g1sp|Q9C8J2|NIFU5_ARATHNIFU5 NifU-like protein 5, mitochondrial OS=Arabidopsis thaliana GN=NIFU5 PE=2 SV=148.90 0.00

TRINITY_DN41928_c2_g3sp|O35130|NEP1_MOUSEEmg1 Ribosomal RNA small subunit methyltransferase NEP1 OS=Mus musculus GN=Emg1 PE=1 SV=148.90 0.00

TRINITY_DN42069_c0_g1sp|P40215|NDH1_YEASTNDE1 External NADH-ubiquinone oxidoreductase 1, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NDE1 PE=1 SV=148.90 0.00

TRINITY_DN44211_c0_g10sp|Q9LF37|CLPB3_ARATHCLPB3 Chaperone protein ClpB3, chloroplastic OS=Arabidopsis thaliana GN=CLPB3 PE=1 SV=148.90 0.00

TRINITY_DN44303_c0_g3sp|Q06178|NMA1_YEASTNMA1 Nicotinamide/nicotinic acid mononucleotide adenylyltransferase 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NMA1 PE=1 SV=148.90 0.00

TRINITY_DN44478_c2_g1sp|A7MBP4|IFT46_DANREift46 Intraflagellar transport protein 46 homolog OS=Danio rerio GN=ift46 PE=2 SV=248.90 0.00

TRINITY_DN45452_c0_g5sp|Q8LPQ5|BTS_ARATHBTS Zinc finger protein BRUTUS OS=Arabidopsis thaliana GN=BTS PE=1 SV=148.90 0.00

TRINITY_DN46233_c0_g2sp|P14325|SYQ_DICDIglnS Probable glutamine--tRNA ligase OS=Dictyostelium discoideum GN=glnS PE=2 SV=248.90 0.00

TRINITY_DN47386_c1_g2sp|Q5ZLV4|NSUN2_CHICKNSUN2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Gallus gallus GN=NSUN2 PE=2 SV=148.90 0.00

TRINITY_DN47705_c0_g4sp|Q96TU3|INUE_ASPAWinuE Extracellular exo-inulinase inuE OS=Aspergillus awamori GN=inuE PE=1 SV=148.90 0.00

TRINITY_DN47742_c0_g4sp|P94400|YCIC_BACSUyciC Putative metal chaperone YciC OS=Bacillus subtilis (strain 168) GN=yciC PE=2 SV=148.90 0.00

TRINITY_DN48030_c0_g1sp|Q0DIV0|HEMH2_ORYSJOs05g0361200Ferrochelatase-2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os05g0361200 PE=2 SV=148.90 0.00

TRINITY_DN48976_c0_g1sp|Q8L7C8|RWA1_ARATHRWA1 Protein REDUCED WALL ACETYLATION 1 OS=Arabidopsis thaliana GN=RWA1 PE=2 SV=148.90 0.00

TRINITY_DN49464_c0_g3sp|Q9FI56|CLPC1_ARATHCLPC1 Chaperone protein ClpC1, chloroplastic OS=Arabidopsis thaliana GN=CLPC1 PE=1 SV=148.90 0.00

TRINITY_DN49585_c1_g2sp|Q8LPL6|AP2A1_ARATHALPHA-ADRAP-2 complex subunit alpha-1 OS=Arabidopsis thaliana GN=ALPHA-ADR PE=1 SV=148.90 0.00

TRINITY_DN49962_c0_g1sp|Q9ZVW2|HEN2_ARATHHEN2 DExH-box ATP-dependent RNA helicase DExH10 OS=Arabidopsis thaliana GN=HEN2 PE=1 SV=248.90 0.00

TRINITY_DN51440_c1_g3sp|Q86GV3|GCY28_CAEELgcy-28 Receptor-type guanylate cyclase gcy-28 OS=Caenorhabditis elegans GN=gcy-28 PE=1 SV=148.90 0.00

TRINITY_DN51465_c0_g1sp|Q9M1Q9|AB21B_ARATHABCB21 ABC transporter B family member 21 OS=Arabidopsis thaliana GN=ABCB21 PE=1 SV=248.90 0.00

TRINITY_DN51632_c0_g3sp|Q1HFZ0|NSUN2_MOUSENsun2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Mus musculus GN=Nsun2 PE=1 SV=248.90 0.00

TRINITY_DN51920_c0_g4sp|O20252|S17P_SPIOL- Sedoheptulose-1,7-bisphosphatase, chloroplastic OS=Spinacia oleracea PE=2 SV=148.90 0.00



TRINITY_DN51998_c1_g2sp|Q08DZ2|PRP4B_BOVINPRPF4B Serine/threonine-protein kinase PRP4 homolog OS=Bos taurus GN=PRPF4B PE=2 SV=148.90 0.00

TRINITY_DN52036_c0_g1sp|Q9FPT1|UBP12_ARATHUBP12 Ubiquitin carboxyl-terminal hydrolase 12 OS=Arabidopsis thaliana GN=UBP12 PE=2 SV=248.90 0.00

TRINITY_DN52440_c0_g2sp|Q9VHR8|DPP3_DROMEDppIII Dipeptidyl peptidase 3 OS=Drosophila melanogaster GN=DppIII PE=2 SV=248.90 0.00

TRINITY_DN15881_c0_g1sp|P59271|R27AA_ARATHRPS27AA Ubiquitin-40S ribosomal protein S27a-1 OS=Arabidopsis thaliana GN=RPS27AA PE=2 SV=248.80 0.00

TRINITY_DN18658_c0_g1sp|Q9FGQ6|EB1C_ARATHEB1C Microtubule-associated protein RP/EB family member 1C OS=Arabidopsis thaliana GN=EB1C PE=1 SV=148.80 0.00

TRINITY_DN22720_c0_g1sp|Q9P793|MIT1_SCHPOmit1 Chromatin remodeling factor mit1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mit1 PE=1 SV=148.80 0.00

TRINITY_DN23465_c0_g1sp|Q86KK2|FHIT_DICDIfhit Bis(5'-adenosyl)-triphosphatase OS=Dictyostelium discoideum GN=fhit PE=3 SV=148.80 0.00

TRINITY_DN29559_c0_g2sp|B6EK72|CUTC_ALISLcutC Copper homeostasis protein CutC OS=Aliivibrio salmonicida (strain LFI1238) GN=cutC PE=3 SV=148.80 0.00

TRINITY_DN31771_c0_g1sp|Q640V9|TATD1_XENLAtatdn1 Putative deoxyribonuclease TATDN1 OS=Xenopus laevis GN=tatdn1 PE=2 SV=148.80 0.00

TRINITY_DN33467_c0_g1sp|A0DSB3|PP2C6_PARTEGSPATT00019634001Probable protein phosphatase 2C 6 OS=Paramecium tetraurelia GN=GSPATT00019634001 PE=3 SV=148.80 0.00

TRINITY_DN33584_c0_g1sp|Q8BVG4|DPP9_MOUSEDpp9 Dipeptidyl peptidase 9 OS=Mus musculus GN=Dpp9 PE=1 SV=248.80 0.00

TRINITY_DN34347_c0_g1sp|Q2KHZ2|HBS1L_BOVINHBS1L HBS1-like protein OS=Bos taurus GN=HBS1L PE=2 SV=148.80 0.00

TRINITY_DN35510_c0_g1sp|Q05962|ADT1_RATSlc25a4 ADP/ATP translocase 1 OS=Rattus norvegicus GN=Slc25a4 PE=1 SV=348.80 0.00

TRINITY_DN35646_c0_g1sp|Q6EPN8|FACE1_ORYSJFACE1 CAAX prenyl protease 1 homolog OS=Oryza sativa subsp. japonica GN=FACE1 PE=2 SV=148.80 0.00

TRINITY_DN36241_c0_g2sp|Q9WX39|RBPF_NOSS1rbpF Putative RNA-binding protein RbpF OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=rbpF PE=3 SV=348.80 0.00

TRINITY_DN36843_c1_g5sp|Q9C6B3|GCA2_ARATHGAMMACA2Gamma carbonic anhydrase 2, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA2 PE=1 SV=148.80 0.00

TRINITY_DN37961_c0_g2sp|Q9FGT7|ARR18_ARATHARR18 Two-component response regulator ARR18 OS=Arabidopsis thaliana GN=ARR18 PE=2 SV=248.80 0.00

TRINITY_DN38198_c1_g3sp|Q869T7|PAKF_DICDIpakF Serine/threonine-protein kinase pakF OS=Dictyostelium discoideum GN=pakF PE=3 SV=148.80 0.00

TRINITY_DN38810_c0_g1sp|Q54IH8|NDRB_DICDIndrB Probable serine/threonine-protein kinase ndrB OS=Dictyostelium discoideum GN=ndrB PE=3 SV=148.80 0.00

TRINITY_DN39862_c0_g1sp|O74310|YOG5_SCHPOSPBC15D4.05COBW domain-containing protein C15D4.05 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC15D4.05 PE=3 SV=148.80 0.00

TRINITY_DN40218_c0_g4sp|Q55GU4|MPC1_DICDIDDB_G0267508Probable mitochondrial pyruvate carrier 1 OS=Dictyostelium discoideum GN=DDB_G0267508 PE=3 SV=248.80 0.00

TRINITY_DN40399_c1_g5sp|Q7SZE5|SC23A_DANREsec23a Protein transport protein Sec23A OS=Danio rerio GN=sec23a PE=2 SV=148.80 0.00

TRINITY_DN40713_c1_g1sp|F4JGP4|KN14D_ARATHKIN14D Kinesin-like protein KIN-14D OS=Arabidopsis thaliana GN=KIN14D PE=2 SV=148.80 0.00

TRINITY_DN42201_c0_g2sp|P25321|KAPCA_CRIGRPRKACA cAMP-dependent protein kinase catalytic subunit alpha OS=Cricetulus griseus GN=PRKACA PE=1 SV=248.80 0.00

TRINITY_DN42728_c0_g1sp|Q54DH7|RPB3_DICDIpolr2c DNA-directed RNA polymerase II subunit rpb3 OS=Dictyostelium discoideum GN=polr2c PE=3 SV=148.80 0.00

TRINITY_DN42858_c1_g3sp|F4HX15|LPAI_ARATHPLA1 Phospholipase A I OS=Arabidopsis thaliana GN=PLA1 PE=2 SV=148.80 0.00

TRINITY_DN43224_c0_g6sp|P04693|TYRB_ECOLItyrB Aromatic-amino-acid aminotransferase OS=Escherichia coli (strain K12) GN=tyrB PE=1 SV=148.80 0.00

TRINITY_DN43384_c0_g2sp|P70362|UFD1_MOUSEUfd1l Ubiquitin fusion degradation protein 1 homolog OS=Mus musculus GN=Ufd1l PE=1 SV=248.80 0.00

TRINITY_DN43609_c0_g2sp|Q29RZ2|PPWD1_BOVINPPWD1 Peptidylprolyl isomerase domain and WD repeat-containing protein 1 OS=Bos taurus GN=PPWD1 PE=2 SV=148.80 0.00

TRINITY_DN44649_c0_g3sp|Q8H116|MNS2_ARATHMNS2 Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS2 OS=Arabidopsis thaliana GN=MNS2 PE=1 SV=148.80 0.00

TRINITY_DN44927_c0_g8sp|B2RW38|CFA58_MOUSECfap58 Cilia- and flagella-associated protein 58 OS=Mus musculus GN=Cfap58 PE=2 SV=148.80 0.00

TRINITY_DN45015_c0_g3sp|Q8LFJ5|T112A_ARATHAt1g22270Multifunctional methyltransferase subunit TRM112-like protein At1g22270 OS=Arabidopsis thaliana GN=At1g22270 PE=2 SV=148.80 0.00

TRINITY_DN45038_c0_g2sp|Q8R151|ZNFX1_MOUSEZnfx1 NFX1-type zinc finger-containing protein 1 OS=Mus musculus GN=Znfx1 PE=1 SV=348.80 0.00

TRINITY_DN45131_c3_g2sp|Q9AST6|VSP55_ARATHAt1g32410Vacuolar protein sorting-associated protein 55 homolog OS=Arabidopsis thaliana GN=At1g32410 PE=2 SV=148.80 0.00

TRINITY_DN46217_c0_g2sp|Q8AVP1|RPF1_XENLArpf1 Ribosome production factor 1 OS=Xenopus laevis GN=rpf1 PE=2 SV=148.80 0.00

TRINITY_DN47961_c0_g7sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=148.80 0.00

TRINITY_DN48609_c1_g4sp|O80983|FTSH4_ARATHFTSH4 ATP-dependent zinc metalloprotease FTSH 4, mitochondrial OS=Arabidopsis thaliana GN=FTSH4 PE=1 SV=248.80 0.00

TRINITY_DN48781_c0_g2sp|Q9SEE5|GALK1_ARATHGAL1 Galactokinase OS=Arabidopsis thaliana GN=GAL1 PE=1 SV=248.80 0.00

TRINITY_DN50456_c1_g4sp|Q8JFW4|ADAT3_DANREadat3 Probable inactive tRNA-specific adenosine deaminase-like protein 3 OS=Danio rerio GN=adat3 PE=2 SV=248.80 0.00

TRINITY_DN50920_c0_g3sp|Q657X6|EXEC2_ORYSJEX2 Protein EXECUTER 2, chloroplastic OS=Oryza sativa subsp. japonica GN=EX2 PE=2 SV=148.80 0.00

TRINITY_DN50936_c0_g2sp|Q54X16|GID8_DICDIDDB_G0279265Glucose-induced degradation protein 8 homolog OS=Dictyostelium discoideum GN=DDB_G0279265 PE=3 SV=248.80 0.00

TRINITY_DN51570_c0_g2sp|Q61771|KIF3B_MOUSEKif3b Kinesin-like protein KIF3B OS=Mus musculus GN=Kif3b PE=1 SV=148.80 0.00

TRINITY_DN51719_c0_g1sp|Q9SFU0|SC24A_ARATHAt3g07100Protein transport protein Sec24-like At3g07100 OS=Arabidopsis thaliana GN=At3g07100 PE=2 SV=248.80 0.00

TRINITY_DN15691_c0_g1sp|Q6PC91|BT3L4_DANREbtf3l4 Transcription factor BTF3 homolog 4 OS=Danio rerio GN=btf3l4 PE=2 SV=148.70 0.00

TRINITY_DN18505_c0_g1sp|O75643|U520_HUMANSNRNP200U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens GN=SNRNP200 PE=1 SV=248.70 0.00

TRINITY_DN25264_c0_g1sp|P72749|TYPA_SYNY3typA GTP-binding protein TypA/BipA homolog OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=typA PE=3 SV=148.70 0.00

TRINITY_DN31207_c0_g1sp|Q18CJ1|RL13_PEPD6rplM 50S ribosomal protein L13 OS=Peptoclostridium difficile (strain 630) GN=rplM PE=3 SV=148.70 0.00

TRINITY_DN3215_c0_g1sp|Q10295|PAP_SCHPOpla1 Poly(A) polymerase pla1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pla1 PE=1 SV=148.70 0.00

TRINITY_DN32743_c0_g1sp|Q9QXL7|NDK7_RATNme7 Nucleoside diphosphate kinase 7 OS=Rattus norvegicus GN=Nme7 PE=1 SV=148.70 0.00

TRINITY_DN33453_c0_g1sp|Q54QZ5|TREA_DICDItreh Trehalase OS=Dictyostelium discoideum GN=treh PE=3 SV=148.70 0.00

TRINITY_DN33585_c0_g1sp|O24633|PSB2B_ARATHPBD2 Proteasome subunit beta type-2-B OS=Arabidopsis thaliana GN=PBD2 PE=1 SV=148.70 0.00

TRINITY_DN34197_c1_g4sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=248.70 0.00

TRINITY_DN34809_c0_g1sp|C4YKT4|RAS1_CANAWRAS1 Ras-like protein 1 OS=Candida albicans (strain WO-1) GN=RAS1 PE=3 SV=148.70 0.00

TRINITY_DN35269_c0_g1sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=148.70 0.00

TRINITY_DN36145_c1_g1sp|Q55DA6|WBS22_DICDIDDB_G0269722Probable 18S rRNA (guanine-N(7))-methyltransferase OS=Dictyostelium discoideum GN=DDB_G0269722 PE=3 SV=148.70 0.00

TRINITY_DN36202_c0_g6sp|Q0CCY0|GEDE_ASPTNgedE Glutathione S-transferase-like protein gedE OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=gedE PE=1 SV=148.70 0.00



TRINITY_DN37122_c1_g7sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=348.70 0.00

TRINITY_DN37404_c0_g3sp|Q2S4I1|Y763_SALRDSRU_0763Maf-like protein SRU_0763 OS=Salinibacter ruber (strain DSM 13855 / M31) GN=SRU_0763 PE=3 SV=248.70 0.00

TRINITY_DN38449_c0_g1sp|Q681Q7|Y1390_ARATHAt1g03900Uncharacterized protein At1g03900 OS=Arabidopsis thaliana GN=At1g03900 PE=2 SV=148.70 0.00

TRINITY_DN39380_c0_g2sp|Q9LRN8|RK3B_ARATHRPL3B 50S ribosomal protein L3-2, chloroplastic OS=Arabidopsis thaliana GN=RPL3B PE=2 SV=148.70 0.00

TRINITY_DN39477_c0_g2sp|Q9D516|CC130_MOUSECcdc130 Coiled-coil domain-containing protein 130 OS=Mus musculus GN=Ccdc130 PE=2 SV=148.70 0.00

TRINITY_DN40003_c0_g5sp|Q54EY4|DST3_DICDIdst3 Serine/threonine-protein kinase dst3 OS=Dictyostelium discoideum GN=dst3 PE=3 SV=148.70 0.00

TRINITY_DN40441_c0_g1sp|P39736|BX42_DROMEBx42 Puff-specific protein Bx42 OS=Drosophila melanogaster GN=Bx42 PE=1 SV=148.70 0.00

TRINITY_DN41394_c0_g2sp|Q9LZ82|BTR1_ARATHBTR1 Protein BTR1 OS=Arabidopsis thaliana GN=BTR1 PE=1 SV=148.70 0.00

TRINITY_DN41723_c0_g4sp|Q1LVE8|SF3B3_DANREsf3b3 Splicing factor 3B subunit 3 OS=Danio rerio GN=sf3b3 PE=2 SV=148.70 0.00

TRINITY_DN42205_c0_g1sp|Q10PV9|RH47B_ORYSJOs03g0219700DEAD-box ATP-dependent RNA helicase 47B OS=Oryza sativa subsp. japonica GN=Os03g0219700 PE=2 SV=148.70 0.00

TRINITY_DN44038_c2_g5sp|Q944I4|GLYK_ARATHGLYK D-glycerate 3-kinase, chloroplastic OS=Arabidopsis thaliana GN=GLYK PE=1 SV=248.70 0.00

TRINITY_DN45148_c0_g6sp|Q4I8X0|TRM10_GIBZETRM10 tRNA (guanine(9)-N1)-methyltransferase OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=TRM10 PE=3 SV=148.70 0.00

TRINITY_DN45813_c0_g1sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=148.70 0.00

TRINITY_DN46603_c0_g2sp|Q9SQZ9|PITH1_ARATHAt3g04780PITH domain-containing protein At3g04780 OS=Arabidopsis thaliana GN=At3g04780 PE=1 SV=248.70 0.00

TRINITY_DN48260_c0_g3sp|Q54GI9|PHB1_DICDIphbA Prohibitin-1, mitochondrial OS=Dictyostelium discoideum GN=phbA PE=3 SV=148.70 0.00

TRINITY_DN49071_c0_g1sp|Q54SN4|RPAC1_DICDIpolr1c DNA-directed RNA polymerases I and III subunit rpac1 OS=Dictyostelium discoideum GN=polr1c PE=3 SV=148.70 0.00

TRINITY_DN49508_c0_g3sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=248.70 0.00

TRINITY_DN49635_c0_g4sp|O23968|GPX4_HELANGPXHA-2 Probable phospholipid hydroperoxide glutathione peroxidase OS=Helianthus annuus GN=GPXHA-2 PE=2 SV=148.70 0.00

TRINITY_DN50250_c0_g3sp|Q54QA6|TRM11_DICDItrmt11 tRNA (guanine(10)-N2)-methyltransferase homolog OS=Dictyostelium discoideum GN=trmt11 PE=3 SV=148.70 0.00

TRINITY_DN50829_c0_g1sp|Q19713|SYFB_CAEELfrs-2 Phenylalanine--tRNA ligase beta subunit OS=Caenorhabditis elegans GN=frs-2 PE=3 SV=248.70 0.00

TRINITY_DN16928_c0_g2sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=348.60 0.00

TRINITY_DN18547_c0_g1sp|P96654|YDDQ_BACSUyddQ Uncharacterized isochorismatase family protein YddQ OS=Bacillus subtilis (strain 168) GN=yddQ PE=3 SV=148.60 0.00

TRINITY_DN24581_c0_g1sp|Q1LUI2|HDDC2_DANREhddc2 HD domain-containing protein 2 OS=Danio rerio GN=hddc2 PE=2 SV=148.60 0.00

TRINITY_DN25147_c0_g1sp|Q6CEA5|ALG10_YARLIALG10 Dol-P-Glc:Glc(2)Man(9)GlcNAc(2)-PP-Dol alpha-1,2-glucosyltransferase OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=ALG10 PE=3 SV=148.60 0.00

TRINITY_DN2822_c0_g1sp|Q8K440|ABC8B_MOUSEAbca8b ATP-binding cassette sub-family A member 8-B OS=Mus musculus GN=Abca8b PE=1 SV=248.60 0.00

TRINITY_DN28548_c0_g1sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=248.60 0.00

TRINITY_DN31549_c0_g3sp|Q8IU85|KCC1D_HUMANCAMK1D Calcium/calmodulin-dependent protein kinase type 1D OS=Homo sapiens GN=CAMK1D PE=1 SV=148.60 0.00

TRINITY_DN31825_c0_g1sp|P24555|PTRB_ECOLIptrB Protease 2 OS=Escherichia coli (strain K12) GN=ptrB PE=1 SV=248.60 0.00

TRINITY_DN32220_c0_g3sp|Q9FT73|MED34_ARATHMED34 Mediator of RNA polymerase II transcription subunit 34 OS=Arabidopsis thaliana GN=MED34 PE=1 SV=148.60 0.00

TRINITY_DN33448_c1_g12sp|P54310|LIPS_MOUSELipe Hormone-sensitive lipase OS=Mus musculus GN=Lipe PE=1 SV=248.60 0.00

TRINITY_DN33928_c0_g2sp|Q54WR8|GNA1_DICDIgna1 Glucosamine 6-phosphate N-acetyltransferase 1 OS=Dictyostelium discoideum GN=gna1 PE=3 SV=148.60 0.00

TRINITY_DN36163_c0_g10sp|Q9P6R0|TF3B_SCHPObrf1 Transcription factor IIIB 60 kDa subunit OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=brf1 PE=1 SV=248.60 0.00

TRINITY_DN36463_c0_g3sp|P32839|BCS1_YEASTBCS1 Mitochondrial chaperone BCS1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BCS1 PE=1 SV=248.60 0.00

TRINITY_DN36940_c0_g2sp|Q9XTA2|PPCE_BOVINPREP Prolyl endopeptidase OS=Bos taurus GN=PREP PE=2 SV=148.60 0.00

TRINITY_DN37801_c0_g2sp|A2YR10|ARP4_ORYSIARP4 Actin-related protein 4 OS=Oryza sativa subsp. indica GN=ARP4 PE=3 SV=248.60 0.00

TRINITY_DN38854_c0_g5sp|O69787|BETC_RHIMEbetC Choline-sulfatase OS=Rhizobium meliloti (strain 1021) GN=betC PE=1 SV=248.60 0.00

TRINITY_DN39430_c0_g2sp|Q8VZJ7|P4H9_ARATHP4H9 Probable prolyl 4-hydroxylase 9 OS=Arabidopsis thaliana GN=P4H9 PE=2 SV=148.60 0.00

TRINITY_DN39634_c0_g2sp|O65268|TASP1_ARATHAt4g00590Putative threonine aspartase OS=Arabidopsis thaliana GN=At4g00590 PE=2 SV=348.60 0.00

TRINITY_DN40405_c0_g2sp|B4NJW0|MOC2B_DROWIMocs2 Molybdopterin synthase catalytic subunit OS=Drosophila willistoni GN=Mocs2 PE=3 SV=148.60 0.00

TRINITY_DN40429_c0_g4sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=248.60 0.00

TRINITY_DN40578_c1_g1sp|P36862|YPTV3_VOLCAYPTV3 GTP-binding protein yptV3 OS=Volvox carteri GN=YPTV3 PE=3 SV=148.60 0.00

TRINITY_DN41472_c0_g3sp|Q6RSN5|DNAJ_RHIRDdnaJ Chaperone protein DnaJ OS=Rhizobium radiobacter GN=dnaJ PE=1 SV=148.60 0.00

TRINITY_DN41967_c1_g5sp|Q9GMY8|PEPA_SORUNPGA Pepsin A OS=Sorex unguiculatus GN=PGA PE=2 SV=148.60 0.00

TRINITY_DN42824_c1_g1sp|Q55G11|NCSEB_DICDIdcd2B Neutral ceramidase B OS=Dictyostelium discoideum GN=dcd2B PE=3 SV=148.60 0.00

TRINITY_DN43131_c0_g1sp|Q869Q0|Y4527_DICDIDDB_G0274527COBW domain-containing protein DDB_G0274527 OS=Dictyostelium discoideum GN=DDB_G0274527 PE=3 SV=148.60 0.00

TRINITY_DN43266_c2_g5sp|P43644|DNJH_ATRNU- DnaJ protein homolog ANJ1 OS=Atriplex nummularia PE=2 SV=148.60 0.00

TRINITY_DN43911_c0_g9sp|Q22XZ3|ATAT_TETTSTTHERM_00355780Alpha-tubulin N-acetyltransferase OS=Tetrahymena thermophila (strain SB210) GN=TTHERM_00355780 PE=3 SV=248.60 0.00

TRINITY_DN44894_c0_g2sp|D2XV59|GTPB1_RATGtpbp1 GTP-binding protein 1 OS=Rattus norvegicus GN=Gtpbp1 PE=1 SV=148.60 0.00

TRINITY_DN45193_c0_g4sp|Q6I5Y0|CDKC1_ORYSJCDKC-1 Cyclin-dependent kinase C-1 OS=Oryza sativa subsp. japonica GN=CDKC-1 PE=2 SV=148.60 0.00

TRINITY_DN45626_c1_g6sp|Q9NSD9|SYFB_HUMANFARSB Phenylalanine--tRNA ligase beta subunit OS=Homo sapiens GN=FARSB PE=1 SV=348.60 0.00

TRINITY_DN46018_c1_g1sp|P27117|DCOR_BOVINODC1 Ornithine decarboxylase OS=Bos taurus GN=ODC1 PE=2 SV=148.60 0.00

TRINITY_DN46431_c0_g1sp|A0AUS0|WSDU1_DANREwdsub1 WD repeat, SAM and U-box domain-containing protein 1 OS=Danio rerio GN=wdsub1 PE=2 SV=148.60 0.00

TRINITY_DN46551_c0_g4sp|Q4V7F3|OSGP2_RATOsgepl1 Probable tRNA N6-adenosine threonylcarbamoyltransferase, mitochondrial OS=Rattus norvegicus GN=Osgepl1 PE=2 SV=148.60 0.00

TRINITY_DN47384_c0_g1sp|Q94A68|Y1669_ARATHAt1g06690Uncharacterized oxidoreductase At1g06690, chloroplastic OS=Arabidopsis thaliana GN=At1g06690 PE=1 SV=148.60 0.00

TRINITY_DN47915_c0_g10sp|O23016|KCAB_ARATHKAB1 Probable voltage-gated potassium channel subunit beta OS=Arabidopsis thaliana GN=KAB1 PE=1 SV=148.60 0.00

TRINITY_DN48239_c1_g1sp|Q55GS4|CDK10_DICDIcdk10 Probable cyclin-dependent kinase 10 OS=Dictyostelium discoideum GN=cdk10 PE=2 SV=148.60 0.00



TRINITY_DN48396_c0_g1sp|P18708|NSF_CRIGRNSF Vesicle-fusing ATPase OS=Cricetulus griseus GN=NSF PE=1 SV=148.60 0.00

TRINITY_DN48435_c0_g3sp|Q38970|ACC1_ARATHACC1 Acetyl-CoA carboxylase 1 OS=Arabidopsis thaliana GN=ACC1 PE=1 SV=148.60 0.00

TRINITY_DN48833_c1_g7sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=248.60 0.00

TRINITY_DN48901_c0_g4sp|Q5M9F5|DPH6_RATDph6 Diphthine--ammonia ligase OS=Rattus norvegicus GN=Dph6 PE=2 SV=148.60 0.00

TRINITY_DN48911_c0_g1sp|Q16584|M3K11_HUMANMAP3K11 Mitogen-activated protein kinase kinase kinase 11 OS=Homo sapiens GN=MAP3K11 PE=1 SV=148.60 0.00

TRINITY_DN48979_c0_g7sp|O23553|BAM3_ARATHBAM3 Beta-amylase 3, chloroplastic OS=Arabidopsis thaliana GN=BAM3 PE=1 SV=348.60 0.00

TRINITY_DN48987_c1_g3sp|Q9FLB0|RH18_ARATHRH18 DEAD-box ATP-dependent RNA helicase 18 OS=Arabidopsis thaliana GN=RH18 PE=2 SV=148.60 0.00

TRINITY_DN49345_c0_g3sp|Q8CGS5|RNZ2_RATElac2 Zinc phosphodiesterase ELAC protein 2 OS=Rattus norvegicus GN=Elac2 PE=1 SV=148.60 0.00

TRINITY_DN49467_c1_g2sp|Q6P1R4|DUS1L_HUMANDUS1L tRNA-dihydrouridine(16/17) synthase [NAD(P)(+)]-like OS=Homo sapiens GN=DUS1L PE=1 SV=148.60 0.00

TRINITY_DN49649_c0_g4sp|P49633|RL40_ACACA- Ubiquitin-60S ribosomal protein L40 OS=Acanthamoeba castellanii PE=2 SV=248.60 0.00

TRINITY_DN49991_c0_g4sp|P98200|AT8A2_MOUSEAtp8a2 Phospholipid-transporting ATPase IB OS=Mus musculus GN=Atp8a2 PE=1 SV=148.60 0.00

TRINITY_DN50442_c0_g3sp|Q99MR8|MCCA_MOUSEMccc1 Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Mus musculus GN=Mccc1 PE=1 SV=248.60 0.00

TRINITY_DN50452_c1_g3sp|P43450|CDK2_CARAUcdk2 Cyclin-dependent kinase 2 OS=Carassius auratus GN=cdk2 PE=2 SV=148.60 0.00

TRINITY_DN50782_c0_g4sp|P52551|MYBB_XENLAmybl2 Myb-related protein B OS=Xenopus laevis GN=mybl2 PE=2 SV=248.60 0.00

TRINITY_DN50812_c0_g1sp|Q07553|GCY3E_DROMEGyc32E Guanylate cyclase 32E OS=Drosophila melanogaster GN=Gyc32E PE=1 SV=448.60 0.00

TRINITY_DN51881_c3_g1sp|Q9SNV9|NRAM3_ARATHNRAMP3 Metal transporter Nramp3 OS=Arabidopsis thaliana GN=NRAMP3 PE=2 SV=248.60 0.00

TRINITY_DN10619_c0_g3sp|B2GKC8|MDH_KOCRDmdh Malate dehydrogenase OS=Kocuria rhizophila (strain ATCC 9341 / DSM 348 / NBRC 103217 / DC2201) GN=mdh PE=3 SV=148.50 0.00

TRINITY_DN1274_c0_g1sp|O94296|YOOC_SCHPOSPBC887.12Probable phospholipid-transporting ATPase C887.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC887.12 PE=3 SV=148.50 0.00

TRINITY_DN25715_c0_g1sp|Q98E92|PHS_RHILOmlr4350 Putative pterin-4-alpha-carbinolamine dehydratase OS=Rhizobium loti (strain MAFF303099) GN=mlr4350 PE=3 SV=148.50 0.00

TRINITY_DN26837_c0_g1sp|F4JY84|TCX7_ARATHTCX7 Protein tesmin/TSO1-like CXC 7 OS=Arabidopsis thaliana GN=TCX7 PE=1 SV=148.50 0.00

TRINITY_DN27435_c0_g1sp|P71082|YGAD_BACSUygaD Putative multidrug export ATP-binding/permease protein YgaD OS=Bacillus subtilis (strain 168) GN=ygaD PE=3 SV=248.50 0.00

TRINITY_DN30304_c0_g1sp|Q9Y316|MEMO1_HUMANMEMO1 Protein MEMO1 OS=Homo sapiens GN=MEMO1 PE=1 SV=148.50 0.00

TRINITY_DN31113_c0_g3sp|Q8RXN0|AB11G_ARATHABCG11 ABC transporter G family member 11 OS=Arabidopsis thaliana GN=ABCG11 PE=1 SV=148.50 0.00

TRINITY_DN33043_c0_g1sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=348.50 0.00

TRINITY_DN34624_c0_g1sp|O97508|THIO_HORSETXN Thioredoxin OS=Equus caballus GN=TXN PE=3 SV=348.50 0.00

TRINITY_DN35043_c0_g4sp|Q84NP7|AMPD_ORYSJAMPD Probable AMP deaminase OS=Oryza sativa subsp. japonica GN=AMPD PE=2 SV=148.50 0.00

TRINITY_DN35528_c0_g1sp|Q9H611|PIF1_HUMANPIF1 ATP-dependent DNA helicase PIF1 OS=Homo sapiens GN=PIF1 PE=1 SV=248.50 0.00

TRINITY_DN35868_c0_g6sp|A2XDG4|UBP26_ORYSIUBP26 Ubiquitin carboxyl-terminal hydrolase 26 OS=Oryza sativa subsp. indica GN=UBP26 PE=3 SV=148.50 0.00

TRINITY_DN36038_c0_g10sp|Q0DHL4|FTSH8_ORYSJFTSH8 ATP-dependent zinc metalloprotease FTSH 8, mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH8 PE=3 SV=148.50 0.00

TRINITY_DN36630_c0_g2sp|A7RX26|HUTI_NEMVEamdhd1 Probable imidazolonepropionase OS=Nematostella vectensis GN=amdhd1 PE=3 SV=148.50 0.00

TRINITY_DN36640_c0_g3sp|P73623|Y1773_SYNY3sll1773 Putative quercetin 2,3-dioxygenase sll1773 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1773 PE=3 SV=148.50 0.00

TRINITY_DN36847_c0_g1sp|A7MKX3|MTNA_CROS8mtnA Methylthioribose-1-phosphate isomerase OS=Cronobacter sakazakii (strain ATCC BAA-894) GN=mtnA PE=3 SV=148.50 0.00

TRINITY_DN37029_c0_g4sp|Q9XFH4|DDM1_ARATHDDM1 ATP-dependent DNA helicase DDM1 OS=Arabidopsis thaliana GN=DDM1 PE=1 SV=148.50 0.00

TRINITY_DN37099_c0_g2sp|Q6P9G0|CB5D1_HUMANCYB5D1 Cytochrome b5 domain-containing protein 1 OS=Homo sapiens GN=CYB5D1 PE=2 SV=148.50 0.00

TRINITY_DN37329_c0_g8sp|P51955|NEK2_HUMANNEK2 Serine/threonine-protein kinase Nek2 OS=Homo sapiens GN=NEK2 PE=1 SV=148.50 0.00

TRINITY_DN37389_c1_g13sp|Q8VI47|MRP2_MOUSEAbcc2 Canalicular multispecific organic anion transporter 1 OS=Mus musculus GN=Abcc2 PE=1 SV=248.50 0.00

TRINITY_DN38532_c1_g7sp|Q93VB2|AT18A_ARATHATG18A Autophagy-related protein 18a OS=Arabidopsis thaliana GN=ATG18A PE=1 SV=148.50 0.00

TRINITY_DN38754_c1_g11sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=348.50 0.00

TRINITY_DN39080_c1_g3sp|B1ZX46|TRUB_OPITPtruB tRNA pseudouridine synthase B OS=Opitutus terrae (strain DSM 11246 / JCM 15787 / PB90-1) GN=truB PE=3 SV=148.50 0.00

TRINITY_DN39417_c0_g1sp|Q54N47|BCAT_DICDIbcaA Branched-chain-amino-acid aminotransferase OS=Dictyostelium discoideum GN=bcaA PE=3 SV=148.50 0.00

TRINITY_DN39450_c0_g1sp|Q64464|CP3AD_MOUSECyp3a13 Cytochrome P450 3A13 OS=Mus musculus GN=Cyp3a13 PE=1 SV=148.50 0.00

TRINITY_DN40152_c0_g5sp|P46655|SYEC_YEASTGUS1 Glutamate--tRNA ligase, cytoplasmic OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GUS1 PE=1 SV=348.50 0.00

TRINITY_DN40155_c0_g2sp|P25114|F264_RATPfkfb4 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 4 OS=Rattus norvegicus GN=Pfkfb4 PE=1 SV=348.50 0.00

TRINITY_DN40370_c0_g4sp|Q9NVG8|TBC13_HUMANTBC1D13 TBC1 domain family member 13 OS=Homo sapiens GN=TBC1D13 PE=1 SV=348.50 0.00

TRINITY_DN40512_c0_g4sp|Q67S53|DNAJ_SYMTHdnaJ Chaperone protein DnaJ OS=Symbiobacterium thermophilum (strain T / IAM 14863) GN=dnaJ PE=3 SV=148.50 0.00

TRINITY_DN40580_c0_g1sp|Q94K07|NAP1C_ARATHNAP1;3 Nucleosome assembly protein 1;3 OS=Arabidopsis thaliana GN=NAP1;3 PE=1 SV=148.50 0.00

TRINITY_DN40985_c1_g5sp|Q9FT74|RQL1_ARATHRECQL1 ATP-dependent DNA helicase Q-like 1 OS=Arabidopsis thaliana GN=RECQL1 PE=2 SV=148.50 0.00

TRINITY_DN41345_c0_g1sp|Q8C0D5|EFL1_MOUSEEfl1 Elongation factor-like GTPase 1 OS=Mus musculus GN=Efl1 PE=1 SV=148.50 0.00

TRINITY_DN42051_c0_g1sp|Q9PDV9|LIPB_XYLFAlipB Octanoyltransferase OS=Xylella fastidiosa (strain 9a5c) GN=lipB PE=3 SV=148.50 0.00

TRINITY_DN42402_c0_g1sp|Q8TB45|DPTOR_HUMANDEPTOR DEP domain-containing mTOR-interacting protein OS=Homo sapiens GN=DEPTOR PE=1 SV=248.50 0.00

TRINITY_DN43005_c2_g3sp|Q9SEE5|GALK1_ARATHGAL1 Galactokinase OS=Arabidopsis thaliana GN=GAL1 PE=1 SV=248.50 0.00

TRINITY_DN46018_c1_g5sp|P27117|DCOR_BOVINODC1 Ornithine decarboxylase OS=Bos taurus GN=ODC1 PE=2 SV=148.50 0.00

TRINITY_DN46480_c0_g2sp|Q7NBW0|DNAJ_MYCGAdnaJ Chaperone protein DnaJ OS=Mycoplasma gallisepticum (strain R(low / passage 15 / clone 2)) GN=dnaJ PE=3 SV=248.50 0.00

TRINITY_DN46795_c0_g1sp|Q9D6P8|CALL3_MOUSECalml3 Calmodulin-like protein 3 OS=Mus musculus GN=Calml3 PE=2 SV=148.50 0.00

TRINITY_DN47556_c0_g3sp|Q9SGS2|HMGB9_ARATHHMGB9 High mobility group B protein 9 OS=Arabidopsis thaliana GN=HMGB9 PE=2 SV=148.50 0.00

TRINITY_DN47868_c1_g5sp|Q9SZ54|GPX7_ARATHGPX7 Putative glutathione peroxidase 7, chloroplastic OS=Arabidopsis thaliana GN=GPX7 PE=3 SV=248.50 0.00



TRINITY_DN47983_c0_g4sp|Q54NW4|LIMB_DICDIlimB LIM domain-containing protein B OS=Dictyostelium discoideum GN=limB PE=2 SV=148.50 0.00

TRINITY_DN48277_c0_g3sp|Q0WWQ1|ATG3_ARATHATG3 Autophagy-related protein 3 OS=Arabidopsis thaliana GN=ATG3 PE=1 SV=248.50 0.00

TRINITY_DN48616_c0_g1sp|Q08J23|NSUN2_HUMANNSUN2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Homo sapiens GN=NSUN2 PE=1 SV=248.50 0.00

TRINITY_DN48940_c0_g7sp|P53147|TOS8_YEASTTOS8 Homeobox protein TOS8 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TOS8 PE=3 SV=148.50 0.00

TRINITY_DN49636_c1_g1sp|Q5IFN2|CRYD_OSTTAOt01g06470Cryptochrome DASH, chloroplastic/mitochondrial OS=Ostreococcus tauri GN=Ot01g06470 PE=3 SV=148.50 0.00

TRINITY_DN50020_c0_g3sp|Q9NR09|BIRC6_HUMANBIRC6 Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=248.50 0.00

TRINITY_DN51111_c1_g4sp|F4IAG2|SSY3_ARATHSS3 Starch synthase 3, chloroplastic/amyloplastic OS=Arabidopsis thaliana GN=SS3 PE=1 SV=148.50 0.00

TRINITY_DN52410_c1_g1sp|F4IV99|CHR5_ARATHCHR5 Protein CHROMATIN REMODELING 5 OS=Arabidopsis thaliana GN=CHR5 PE=3 SV=148.50 0.00

TRINITY_DN6471_c0_g1sp|Q6GN91|NT5D3_XENLAnt5dc3 5'-nucleotidase domain-containing protein 3 OS=Xenopus laevis GN=nt5dc3 PE=2 SV=148.50 0.00

TRINITY_DN6989_c0_g1sp|P34893|CH10_ARATHCPN10 10 kDa chaperonin, mitochondrial OS=Arabidopsis thaliana GN=CPN10 PE=1 SV=148.50 0.00

TRINITY_DN11672_c0_g1sp|Q922R0|PRKX_MOUSEPrkx cAMP-dependent protein kinase catalytic subunit PRKX OS=Mus musculus GN=Prkx PE=1 SV=148.40 0.00

TRINITY_DN13023_c0_g1sp|Q9M7M1|ETR1_PRUPEETR1 Ethylene receptor OS=Prunus persica GN=ETR1 PE=2 SV=148.40 0.00

TRINITY_DN19926_c0_g1sp|O54838|DUS5_RATDusp5 Dual specificity protein phosphatase 5 OS=Rattus norvegicus GN=Dusp5 PE=2 SV=148.40 0.00

TRINITY_DN19989_c0_g1sp|P25635|PWP2_YEASTPWP2 Periodic tryptophan protein 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PWP2 PE=1 SV=248.40 0.00

TRINITY_DN23302_c0_g2sp|Q47PU3|PAMO_THEFYpamO Phenylacetone monooxygenase OS=Thermobifida fusca (strain YX) GN=pamO PE=1 SV=148.40 0.00

TRINITY_DN23437_c0_g1sp|Q6AYD3|PA2G4_RATPa2g4 Proliferation-associated protein 2G4 OS=Rattus norvegicus GN=Pa2g4 PE=1 SV=148.40 0.00

TRINITY_DN25673_c0_g1sp|P42740|UBIQP_AGLNE- Polyubiquitin OS=Aglaothamnion neglectum PE=2 SV=248.40 0.00

TRINITY_DN28647_c0_g1sp|O45830|NDX1_CAEELndx-1 Putative nudix hydrolase 1 OS=Caenorhabditis elegans GN=ndx-1 PE=3 SV=148.40 0.00

TRINITY_DN32441_c0_g1sp|Q9ZR37|DUS1_ARATHDSPTP1 Dual specificity protein phosphatase 1 OS=Arabidopsis thaliana GN=DSPTP1 PE=1 SV=148.40 0.00

TRINITY_DN32982_c0_g2sp|Q9SF33|TI142_ARATHTIM14-2 Mitochondrial import inner membrane translocase subunit TIM14-2 OS=Arabidopsis thaliana GN=TIM14-2 PE=3 SV=148.40 0.00

TRINITY_DN33273_c0_g1sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=148.40 0.00

TRINITY_DN33336_c0_g1sp|Q9Z2A0|PDPK1_MOUSEPdpk1 3-phosphoinositide-dependent protein kinase 1 OS=Mus musculus GN=Pdpk1 PE=1 SV=248.40 0.00

TRINITY_DN33369_c0_g1sp|P0C582|M2OM_NEUCRmic-33 Putative mitochondrial 2-oxoglutarate/malate carrier protein OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=mic-33 PE=3 SV=148.40 0.00

TRINITY_DN33390_c0_g10sp|O64730|P2C26_ARATHAt2g30170Probable protein phosphatase 2C 26 OS=Arabidopsis thaliana GN=At2g30170 PE=2 SV=248.40 0.00

TRINITY_DN34014_c0_g1sp|Q8K1J5|SDE2_MOUSESde2 Protein SDE2 homolog OS=Mus musculus GN=Sde2 PE=1 SV=148.40 0.00

TRINITY_DN34109_c0_g1sp|Q54GT6|SPYA_DICDIagxt Serine--pyruvate aminotransferase OS=Dictyostelium discoideum GN=agxt PE=3 SV=148.40 0.00

TRINITY_DN34782_c0_g6sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=248.40 0.00

TRINITY_DN35936_c0_g3sp|Q14012|KCC1A_HUMANCAMK1 Calcium/calmodulin-dependent protein kinase type 1 OS=Homo sapiens GN=CAMK1 PE=1 SV=148.40 0.00

TRINITY_DN36040_c0_g2sp|O74533|QCR7_SCHPOqcr7 Cytochrome b-c1 complex subunit 7 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=qcr7 PE=3 SV=148.40 0.00

TRINITY_DN36270_c0_g1sp|Q9SE95|FIP2_ARATHFIP2 FH protein interacting protein FIP2 OS=Arabidopsis thaliana GN=FIP2 PE=1 SV=148.40 0.00

TRINITY_DN36663_c0_g3sp|Q54DA8|STIP1_DICDIsti1 Protein STIP1 homolog OS=Dictyostelium discoideum GN=sti1 PE=3 SV=148.40 0.00

TRINITY_DN36702_c0_g1sp|A7SDW5|EIF3L_NEMVEv1g169424Eukaryotic translation initiation factor 3 subunit L OS=Nematostella vectensis GN=v1g169424 PE=3 SV=148.40 0.00

TRINITY_DN37106_c0_g4sp|Q5AIR7|ENG1_CANALENG1 Endo-1,3(4)-beta-glucanase 1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=ENG1 PE=1 SV=148.40 0.00

TRINITY_DN38091_c0_g3sp|Q1LUA8|EI3EB_DANREeif3eb Eukaryotic translation initiation factor 3 subunit E-B OS=Danio rerio GN=eif3eb PE=3 SV=248.40 0.00

TRINITY_DN38935_c0_g3sp|A8JFU2|CFA65_CHLRECFAP65 Cilia- and flagella-associated protein 65 (Fragment) OS=Chlamydomonas reinhardtii GN=CFAP65 PE=1 SV=148.40 0.00

TRINITY_DN39576_c0_g5sp|Q55C58|VPS16_DICDIvps16 Vacuolar protein sorting-associated protein 16 homolog OS=Dictyostelium discoideum GN=vps16 PE=3 SV=248.40 0.00

TRINITY_DN40234_c1_g3sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=248.40 0.00

TRINITY_DN41552_c0_g4sp|Q9MB58|F26_ARATHFKFBP 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase OS=Arabidopsis thaliana GN=FKFBP PE=1 SV=148.40 0.00

TRINITY_DN42186_c1_g14sp|Q1RLL3|CPNE9_MOUSECpne9 Copine-9 OS=Mus musculus GN=Cpne9 PE=1 SV=148.40 0.00

TRINITY_DN42335_c0_g2sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=148.40 0.00

TRINITY_DN42686_c0_g1sp|P27120|DCOR1_XENLAodc1-a Ornithine decarboxylase 1 OS=Xenopus laevis GN=odc1-a PE=2 SV=148.40 0.00

TRINITY_DN42756_c1_g6sp|Q5T655|CFA58_HUMANCFAP58 Cilia- and flagella-associated protein 58 OS=Homo sapiens GN=CFAP58 PE=1 SV=148.40 0.00

TRINITY_DN42801_c0_g4sp|Q9M8Z7|U80A2_ARATHUGT80A2 Sterol 3-beta-glucosyltransferase UGT80A2 OS=Arabidopsis thaliana GN=UGT80A2 PE=1 SV=148.40 0.00

TRINITY_DN43485_c1_g6sp|P61798|APTX_CHICKAPTX Aprataxin (Fragment) OS=Gallus gallus GN=APTX PE=2 SV=148.40 0.00

TRINITY_DN44517_c0_g1sp|Q61771|KIF3B_MOUSEKif3b Kinesin-like protein KIF3B OS=Mus musculus GN=Kif3b PE=1 SV=148.40 0.00

TRINITY_DN44908_c0_g1sp|Q7XAB8|THF1_SOLTUTHF1 Protein THYLAKOID FORMATION1, chloroplastic OS=Solanum tuberosum GN=THF1 PE=2 SV=148.40 0.00

TRINITY_DN45158_c1_g2sp|B8GFF8|GPMA_METPEgpmA 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase OS=Methanosphaerula palustris (strain ATCC BAA-1556 / DSM 19958 / E1-9c) GN=gpmA PE=3 SV=148.40 0.00

TRINITY_DN46361_c0_g1sp|Q9FT72|RQL3_ARATHRECQL3 ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana GN=RECQL3 PE=1 SV=148.40 0.00

TRINITY_DN46494_c1_g4sp|P12688|YPK1_YEASTYPK1 Serine/threonine-protein kinase YPK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK1 PE=1 SV=248.40 0.00

TRINITY_DN47479_c1_g10sp|Q54KR1|SYCC_DICDIcysS Cysteine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=cysS PE=3 SV=148.40 0.00

TRINITY_DN48023_c0_g1sp|A8AKZ1|HSLU_CITK8hslU ATP-dependent protease ATPase subunit HslU OS=Citrobacter koseri (strain ATCC BAA-895 / CDC 4225-83 / SGSC4696) GN=hslU PE=3 SV=148.40 0.00

TRINITY_DN48109_c0_g1sp|Q22918|IF5_CAEELC37C3.2 Eukaryotic translation initiation factor 5 OS=Caenorhabditis elegans GN=C37C3.2 PE=3 SV=248.40 0.00

TRINITY_DN48347_c0_g9sp|O74407|SYDC_SCHPOdps1 Aspartate--tRNA ligase, cytoplasmic OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dps1 PE=1 SV=148.40 0.00

TRINITY_DN49361_c0_g2sp|P22335|HSF24_SOLPEHSF24 Heat shock factor protein HSF24 OS=Solanum peruvianum GN=HSF24 PE=2 SV=148.40 0.00

TRINITY_DN50549_c1_g1sp|Q45223|HBD_BRADUhbdA 3-hydroxybutyryl-CoA dehydrogenase OS=Bradyrhizobium diazoefficiens (strain JCM 10833 / IAM 13628 / NBRC 14792 / USDA 110) GN=hbdA PE=3 SV=148.40 0.00

TRINITY_DN51711_c0_g2sp|Q28FE4|MORN5_XENTRmorn5 MORN repeat-containing protein 5 OS=Xenopus tropicalis GN=morn5 PE=2 SV=148.40 0.00



TRINITY_DN51801_c0_g3sp|A1Z9E2|LIN54_DROMEmip120 Protein lin-54 homolog OS=Drosophila melanogaster GN=mip120 PE=1 SV=148.40 0.00

TRINITY_DN51911_c0_g2sp|Q8GZB4|PLA2B_ARATHPLA2-BETAPhospholipase A2-beta OS=Arabidopsis thaliana GN=PLA2-BETA PE=1 SV=148.40 0.00

TRINITY_DN51915_c1_g1sp|Q9SEE4|PIRL_SOLLC- Pirin-like protein OS=Solanum lycopersicum PE=2 SV=148.40 0.00

TRINITY_DN53362_c0_g1sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=148.40 0.00

TRINITY_DN7589_c0_g1sp|C0QKQ4|CH10_DESAHgroS 10 kDa chaperonin OS=Desulfobacterium autotrophicum (strain ATCC 43914 / DSM 3382 / HRM2) GN=groS PE=3 SV=148.40 0.00

TRINITY_DN23044_c0_g1sp|P42654|1433B_VICFA- 14-3-3-like protein B OS=Vicia faba PE=2 SV=148.30 0.00

TRINITY_DN24835_c0_g2sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=148.30 0.00

TRINITY_DN27473_c0_g1sp|Q9U7E0|ATRX_CAEELxnp-1 Transcriptional regulator ATRX homolog OS=Caenorhabditis elegans GN=xnp-1 PE=1 SV=148.30 0.00

TRINITY_DN27952_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=148.30 0.00

TRINITY_DN32142_c0_g1sp|Q29451|MA2B1_BOVINMAN2B1 Lysosomal alpha-mannosidase OS=Bos taurus GN=MAN2B1 PE=1 SV=448.30 0.00

TRINITY_DN33708_c0_g1sp|Q99145|HIS1_YARLIHIS1 ATP phosphoribosyltransferase OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=HIS1 PE=3 SV=148.30 0.00

TRINITY_DN35965_c0_g1sp|Q91WU5|AS3MT_MOUSEAs3mt Arsenite methyltransferase OS=Mus musculus GN=As3mt PE=1 SV=248.30 0.00

TRINITY_DN36353_c0_g1sp|Q9LZJ5|AB14C_ARATHABCC14 ABC transporter C family member 14 OS=Arabidopsis thaliana GN=ABCC14 PE=1 SV=148.30 0.00

TRINITY_DN36690_c0_g3sp|Q6DJK9|CC130_XENLAccdc130 Coiled-coil domain-containing protein 130 OS=Xenopus laevis GN=ccdc130 PE=2 SV=148.30 0.00

TRINITY_DN36841_c0_g2sp|Q7XA67|MTN2_ARATHMTN2 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 2 OS=Arabidopsis thaliana GN=MTN2 PE=1 SV=148.30 0.00

TRINITY_DN38009_c2_g6sp|Q55C99|SYDM_DICDImaspS Aspartate--tRNA ligase, mitochondrial OS=Dictyostelium discoideum GN=maspS PE=3 SV=148.30 0.00

TRINITY_DN38297_c1_g1sp|Q9H611|PIF1_HUMANPIF1 ATP-dependent DNA helicase PIF1 OS=Homo sapiens GN=PIF1 PE=1 SV=248.30 0.00

TRINITY_DN38387_c0_g7sp|P52780|SYQ_LUPLU- Glutamine--tRNA ligase OS=Lupinus luteus PE=2 SV=248.30 0.00

TRINITY_DN38563_c0_g2sp|P90587|WD66_PHYPO- 66 kDa stress protein OS=Physarum polycephalum PE=2 SV=148.30 0.00

TRINITY_DN38744_c1_g3sp|O02776|PARG_BOVINPARG Poly(ADP-ribose) glycohydrolase OS=Bos taurus GN=PARG PE=1 SV=148.30 0.00

TRINITY_DN39284_c1_g1sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=348.30 0.00

TRINITY_DN39456_c1_g1sp|O49460|PHB1_ARATHPHB1 Prohibitin-1, mitochondrial OS=Arabidopsis thaliana GN=PHB1 PE=1 SV=148.30 0.00

TRINITY_DN40258_c0_g2sp|Q5RDU4|PARP6_PONABPARP6 Poly [ADP-ribose] polymerase 6 OS=Pongo abelii GN=PARP6 PE=2 SV=148.30 0.00

TRINITY_DN42459_c0_g1sp|P16243|MAOC_MAIZEMOD1 NADP-dependent malic enzyme, chloroplastic OS=Zea mays GN=MOD1 PE=1 SV=148.30 0.00

TRINITY_DN42674_c0_g7sp|P49004|DPOD2_BOVINPOLD2 DNA polymerase delta subunit 2 OS=Bos taurus GN=POLD2 PE=1 SV=248.30 0.00

TRINITY_DN43696_c1_g1sp|Q5VRH4|HGD_ORYSJHGO Homogentisate 1,2-dioxygenase OS=Oryza sativa subsp. japonica GN=HGO PE=2 SV=148.30 0.00

TRINITY_DN43969_c0_g2sp|Q91YS8|KCC1A_MOUSECamk1 Calcium/calmodulin-dependent protein kinase type 1 OS=Mus musculus GN=Camk1 PE=1 SV=148.30 0.00

TRINITY_DN44221_c0_g7sp|P17610|YPT3_SCHPOypt3 GTP-binding protein ypt3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt3 PE=1 SV=148.30 0.00

TRINITY_DN44553_c0_g1sp|Q9C639|LHCA5_ARATHLHCA5 Photosystem I chlorophyll a/b-binding protein 5, chloroplastic OS=Arabidopsis thaliana GN=LHCA5 PE=1 SV=148.30 0.00

TRINITY_DN44714_c0_g3sp|Q54TA3|MRKC_DICDImrkC Probable serine/threonine-protein kinase MARK-C OS=Dictyostelium discoideum GN=mrkC PE=3 SV=148.30 0.00

TRINITY_DN44785_c0_g1sp|A4IHS2|BOP1_XENTRbop1 Ribosome biogenesis protein bop1 OS=Xenopus tropicalis GN=bop1 PE=2 SV=148.30 0.00

TRINITY_DN46162_c0_g2sp|Q9LN62|RRA3_ARATHRRA3 Arabinosyltransferase RRA3 OS=Arabidopsis thaliana GN=RRA3 PE=2 SV=148.30 0.00

TRINITY_DN46457_c0_g2sp|Q6Z836|NADB_ORYSJOs02g0134400L-aspartate oxidase, chloroplastic OS=Oryza sativa subsp. japonica GN=Os02g0134400 PE=3 SV=148.30 0.00

TRINITY_DN46983_c1_g1sp|Q8LG77|IDH6_ARATHIDH6 Isocitrate dehydrogenase [NAD] catalytic subunit 6, mitochondrial OS=Arabidopsis thaliana GN=IDH6 PE=1 SV=248.30 0.00

TRINITY_DN47703_c1_g10sp|Q5U2X1|FBX9_RATFbxo9 F-box only protein 9 OS=Rattus norvegicus GN=Fbxo9 PE=1 SV=148.30 0.00

TRINITY_DN47813_c0_g1sp|P46547|PIP_AERSOpip Proline iminopeptidase OS=Aeromonas sobria GN=pip PE=1 SV=348.30 0.00

TRINITY_DN48528_c0_g1sp|Q05355|HYDL_STRHAschC Putative polyketide hydroxylase OS=Streptomyces halstedii GN=schC PE=3 SV=148.30 0.00

TRINITY_DN49045_c1_g2sp|Q5XIC0|ECI2_RATEci2 Enoyl-CoA delta isomerase 2, mitochondrial OS=Rattus norvegicus GN=Eci2 PE=1 SV=148.30 0.00

TRINITY_DN49249_c0_g2sp|Q16881|TRXR1_HUMANTXNRD1 Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens GN=TXNRD1 PE=1 SV=348.30 0.00

TRINITY_DN50177_c0_g1sp|A1A5S1|PRP6_RATPrpf6 Pre-mRNA-processing factor 6 OS=Rattus norvegicus GN=Prpf6 PE=1 SV=148.30 0.00

TRINITY_DN50330_c1_g1sp|Q96JB1|DYH8_HUMANDNAH8 Dynein heavy chain 8, axonemal OS=Homo sapiens GN=DNAH8 PE=1 SV=248.30 0.00

TRINITY_DN50820_c0_g1sp|Q9BU70|TRMO_HUMANTRMO tRNA (adenine(37)-N6)-methyltransferase OS=Homo sapiens GN=TRMO PE=2 SV=248.30 0.00

TRINITY_DN50872_c1_g2sp|Q5M9P8|ARL6_DANREarl6 ADP-ribosylation factor-like protein 6 OS=Danio rerio GN=arl6 PE=2 SV=148.30 0.00

TRINITY_DN51136_c1_g1sp|Q921M3|SF3B3_MOUSESf3b3 Splicing factor 3B subunit 3 OS=Mus musculus GN=Sf3b3 PE=1 SV=148.30 0

TRINITY_DN51579_c0_g3sp|Q12556|AMO1_ASPNGAO-I Copper amine oxidase 1 OS=Aspergillus niger GN=AO-I PE=1 SV=248.30 0.00

TRINITY_DN5794_c0_g1sp|Q5U4X3|MEI3A_XENLAmeis3-a Homeobox protein meis3-A OS=Xenopus laevis GN=meis3-a PE=2 SV=148.30 0.00

TRINITY_DN14110_c0_g1sp|Q9Y3D8|KAD6_HUMANAK6 Adenylate kinase isoenzyme 6 OS=Homo sapiens GN=AK6 PE=1 SV=148.20 0.00

TRINITY_DN27658_c0_g1sp|Q9SF91|RAE1E_ARATHRABE1E Ras-related protein RABE1e OS=Arabidopsis thaliana GN=RABE1E PE=1 SV=148.20 0.00

TRINITY_DN28506_c0_g1sp|Q54X16|GID8_DICDIDDB_G0279265Glucose-induced degradation protein 8 homolog OS=Dictyostelium discoideum GN=DDB_G0279265 PE=3 SV=248.20 0.00

TRINITY_DN30165_c0_g1sp|B3DNN5|CDC16_ARATHAPC6 Anaphase-promoting complex subunit 6 OS=Arabidopsis thaliana GN=APC6 PE=2 SV=148.20 0.00

TRINITY_DN33421_c1_g1sp|Q54F15|NUBPL_DICDInubpl Iron-sulfur protein NUBPL OS=Dictyostelium discoideum GN=nubpl PE=3 SV=148.20 0.00

TRINITY_DN34473_c0_g10sp|O14002|MAK2_SCHPOmak2 Peroxide stress-activated histidine kinase mak2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak2 PE=3 SV=148.20 0.00

TRINITY_DN35720_c0_g7sp|Q2KJ28|PGPS1_BOVINPGS1 CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase, mitochondrial OS=Bos taurus GN=PGS1 PE=2 SV=248.20 0.00

TRINITY_DN36423_c0_g5sp|Q8T1E3|DCAM_DICDIamd1 S-adenosylmethionine decarboxylase proenzyme OS=Dictyostelium discoideum GN=amd1 PE=3 SV=348.20 0.00

TRINITY_DN37425_c0_g1sp|Q55F37|SRFC_DICDImef2A Transcription factor mef2A OS=Dictyostelium discoideum GN=mef2A PE=2 SV=248.20 0.00

TRINITY_DN38598_c1_g7sp|Q0WW26|COPG_ARATHAt4g34450Coatomer subunit gamma OS=Arabidopsis thaliana GN=At4g34450 PE=1 SV=248.20 0.00



TRINITY_DN38768_c0_g6sp|P04988|CYSP1_DICDIcprA Cysteine proteinase 1 OS=Dictyostelium discoideum GN=cprA PE=2 SV=248.20 0.00

TRINITY_DN39091_c0_g3sp|Q9P2E3|ZNFX1_HUMANZNFX1 NFX1-type zinc finger-containing protein 1 OS=Homo sapiens GN=ZNFX1 PE=2 SV=248.20 0.00

TRINITY_DN39149_c0_g6sp|Q5ZIW1|PEO1_CHICKPEO1 Twinkle protein, mitochondrial OS=Gallus gallus GN=PEO1 PE=2 SV=148.20 0.00

TRINITY_DN41005_c0_g2sp|B8BMI1|MCM7_ORYSIMCM7 DNA replication licensing factor MCM7 OS=Oryza sativa subsp. indica GN=MCM7 PE=3 SV=148.20 0.00

TRINITY_DN42130_c0_g2sp|Q8W1Y3|KN14F_ARATHKIN14F Kinesin-like protein KIN-14F OS=Arabidopsis thaliana GN=KIN14F PE=1 SV=248.20 0.00

TRINITY_DN42262_c1_g3sp|Q5ZIG2|SLU7_CHICKSLU7 Pre-mRNA-splicing factor SLU7 OS=Gallus gallus GN=SLU7 PE=2 SV=148.20 0.00

TRINITY_DN42458_c1_g6sp|Q54Y26|NDRA_DICDIndrA Probable serine/threonine-protein kinase ndrA OS=Dictyostelium discoideum GN=ndrA PE=3 SV=148.20 0.00

TRINITY_DN42737_c0_g1sp|Q9LNU4|PSD3A_ARATHRPN3A 26S proteasome non-ATPase regulatory subunit 3 homolog A OS=Arabidopsis thaliana GN=RPN3A PE=1 SV=348.20 0.00

TRINITY_DN43242_c0_g1sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=148.20 0.00

TRINITY_DN43645_c0_g1sp|P27516|CBR_DUNSACBR Carotene biosynthesis-related protein CBR, chloroplastic OS=Dunaliella salina GN=CBR PE=1 SV=148.20 0.00

TRINITY_DN43711_c1_g4sp|P47033|PRY3_YEASTPRY3 Cell wall protein PRY3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY3 PE=1 SV=148.20 0.00

TRINITY_DN44179_c1_g5sp|Q8R9W1|ACP_CALS4acpP Acyl carrier protein OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=acpP PE=3 SV=248.20 0.00

TRINITY_DN44374_c0_g4sp|Q54B33|PAKE_DICDIpakE Serine/threonine-protein kinase pakE OS=Dictyostelium discoideum GN=pakE PE=3 SV=148.20 0.00

TRINITY_DN44527_c1_g3sp|P54677|PI4K_DICDIpikD Phosphatidylinositol 4-kinase OS=Dictyostelium discoideum GN=pikD PE=3 SV=348.20 0.00

TRINITY_DN46417_c0_g2sp|P43292|SRK2G_ARATHSRK2G Serine/threonine-protein kinase SRK2G OS=Arabidopsis thaliana GN=SRK2G PE=1 SV=248.20 0.00

TRINITY_DN46975_c0_g1sp|Q8BW96|KCC1D_MOUSECamk1d Calcium/calmodulin-dependent protein kinase type 1D OS=Mus musculus GN=Camk1d PE=1 SV=248.20 0.00

TRINITY_DN47665_c0_g1sp|Q920A6|RISC_RATScpep1 Retinoid-inducible serine carboxypeptidase OS=Rattus norvegicus GN=Scpep1 PE=2 SV=148.20 0.00

TRINITY_DN47772_c0_g9sp|Q9FHN8|KN14E_ARATHKIN14E Kinesin-like protein KIN-14E OS=Arabidopsis thaliana GN=KIN14E PE=1 SV=148.20 0.00

TRINITY_DN47868_c1_g10sp|O04922|GPX2_ARATHGPX2 Probable glutathione peroxidase 2 OS=Arabidopsis thaliana GN=GPX2 PE=1 SV=148.20 0.00

TRINITY_DN48231_c1_g4sp|Q9FT74|RQL1_ARATHRECQL1 ATP-dependent DNA helicase Q-like 1 OS=Arabidopsis thaliana GN=RECQL1 PE=2 SV=148.20 0.00

TRINITY_DN48517_c0_g1sp|Q04336|YM54_YEASTYMR196W Uncharacterized protein YMR196W OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YMR196W PE=1 SV=148.20 0.00

TRINITY_DN49037_c0_g2sp|Q9NR09|BIRC6_HUMANBIRC6 Baculoviral IAP repeat-containing protein 6 OS=Homo sapiens GN=BIRC6 PE=1 SV=248.20 0.00

TRINITY_DN49288_c0_g3sp|Q9SCQ2|UPL7_ARATHUPL7 E3 ubiquitin-protein ligase UPL7 OS=Arabidopsis thaliana GN=UPL7 PE=2 SV=148.20 0.00

TRINITY_DN50332_c0_g3sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=348.20 0.00

TRINITY_DN50884_c1_g5sp|Q8GY23|UPL1_ARATHUPL1 E3 ubiquitin-protein ligase UPL1 OS=Arabidopsis thaliana GN=UPL1 PE=1 SV=348.20 0.00

TRINITY_DN51383_c0_g9sp|Q52KI8|SRRM1_MOUSESrrm1 Serine/arginine repetitive matrix protein 1 OS=Mus musculus GN=Srrm1 PE=1 SV=248.20 0.00

TRINITY_DN51478_c0_g1sp|Q9LT02|PDR2_ARATHPDR2 Probable manganese-transporting ATPase PDR2 OS=Arabidopsis thaliana GN=PDR2 PE=1 SV=148.20 0.00

TRINITY_DN51738_c0_g3sp|Q54VB4|HBX9_DICDIhbx9 Homeobox protein 9 OS=Dictyostelium discoideum GN=hbx9 PE=3 SV=148.20 0.00

TRINITY_DN5206_c0_g1sp|Q3T0X9|DPOD4_BOVINPOLD4 DNA polymerase delta subunit 4 OS=Bos taurus GN=POLD4 PE=1 SV=148.20 0.00

TRINITY_DN52162_c2_g4sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=248.20 0

TRINITY_DN52360_c1_g1sp|Q93Z51|NIC4_ARATHAt3g16190Probable inactive nicotinamidase At3g16190 OS=Arabidopsis thaliana GN=At3g16190 PE=2 SV=148.20 0.00

TRINITY_DN6725_c0_g1sp|Q9M354|AGD6_ARATHAGD6 Probable ADP-ribosylation factor GTPase-activating protein AGD6 OS=Arabidopsis thaliana GN=AGD6 PE=1 SV=148.20 0.00

TRINITY_DN8309_c0_g1sp|Q0WVF5|MCM4_ARATHMCM4 DNA replication licensing factor MCM4 OS=Arabidopsis thaliana GN=MCM4 PE=1 SV=148.20 0.00

TRINITY_DN13809_c0_g1sp|Q9UHL4|DPP2_HUMANDPP7 Dipeptidyl peptidase 2 OS=Homo sapiens GN=DPP7 PE=1 SV=348.10 0.00

TRINITY_DN15312_c0_g1sp|Q8X5X6|YDIF_ECO57ydiF Acetate CoA-transferase YdiF OS=Escherichia coli O157:H7 GN=ydiF PE=1 SV=148.10 0.00

TRINITY_DN1623_c0_g1sp|Q9XIE6|ALA3_ARATHALA3 Phospholipid-transporting ATPase 3 OS=Arabidopsis thaliana GN=ALA3 PE=1 SV=248.10 0.00

TRINITY_DN19710_c0_g1sp|B3RYG4|UFL1_TRIADTRIADDRAFT_25797E3 UFM1-protein ligase 1 homolog OS=Trichoplax adhaerens GN=TRIADDRAFT_25797 PE=3 SV=148.10 0.00

TRINITY_DN23340_c0_g2sp|P09012|SNRPA_HUMANSNRPA U1 small nuclear ribonucleoprotein A OS=Homo sapiens GN=SNRPA PE=1 SV=348.10 0.00

TRINITY_DN25333_c0_g1sp|Q54YN2|MAAI_DICDImai Maleylacetoacetate isomerase OS=Dictyostelium discoideum GN=mai PE=3 SV=148.10 0.00

TRINITY_DN26277_c0_g1sp|A6QLW2|TGDS_BOVINTGDS dTDP-D-glucose 4,6-dehydratase OS=Bos taurus GN=TGDS PE=2 SV=148.10 0.00

TRINITY_DN30099_c0_g1sp|P11873|HMGC_TETTH- High mobility group protein C OS=Tetrahymena thermophila PE=1 SV=148.10 0.00

TRINITY_DN30515_c0_g2sp|Q21286|YBF7_CAEELK07E3.7/K07E3.6Probable cation-transporting ATPase K07E3.7 OS=Caenorhabditis elegans GN=K07E3.7/K07E3.6 PE=3 SV=448.10 0.00

TRINITY_DN31041_c0_g1sp|Q55G18|POMP_DICDIpomp Proteasome maturation protein homolog OS=Dictyostelium discoideum GN=pomp PE=3 SV=148.10 0.00

TRINITY_DN31551_c0_g2sp|D5D8E3|FTSH_SULMDftsH ATP-dependent zinc metalloprotease FtsH OS=Sulcia muelleri (strain DMIN) GN=ftsH PE=3 SV=148.10 0.00

TRINITY_DN33323_c0_g1sp|Q9EPJ9|ARFG1_MOUSEArfgap1 ADP-ribosylation factor GTPase-activating protein 1 OS=Mus musculus GN=Arfgap1 PE=1 SV=248.10 0.00

TRINITY_DN34171_c0_g2sp|Q6GN11|DI3L1_XENLAdis3l DIS3-like exonuclease 1 OS=Xenopus laevis GN=dis3l PE=2 SV=248.10 0.00

TRINITY_DN35012_c0_g1sp|Q9SF91|RAE1E_ARATHRABE1E Ras-related protein RABE1e OS=Arabidopsis thaliana GN=RABE1E PE=1 SV=148.10 0.00

TRINITY_DN35416_c0_g4sp|Q54F23|MROH1_DICDImroh1 Maestro heat-like repeat-containing protein family member 1 OS=Dictyostelium discoideum GN=mroh1 PE=4 SV=148.10 0.00

TRINITY_DN35720_c0_g3sp|Q9HDW1|PGPS1_SCHPOpgs1 CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pgs1 PE=3 SV=248.10 0.00

TRINITY_DN36436_c0_g1sp|P04770|GLNA1_PHAVU- Glutamine synthetase PR-1 OS=Phaseolus vulgaris PE=2 SV=148.10 0.00

TRINITY_DN37061_c1_g9sp|O18998|DNAS1_RABITDNASE1 Deoxyribonuclease-1 OS=Oryctolagus cuniculus GN=DNASE1 PE=1 SV=148.10 0.00

TRINITY_DN37135_c0_g2sp|Q4U2V3|CBPC1_DANREagtpbp1 Cytosolic carboxypeptidase 1 OS=Danio rerio GN=agtpbp1 PE=2 SV=148.10 0.00

TRINITY_DN38640_c0_g4sp|Q9XTR8|LIP1_CAEELZK262.3 Lipase ZK262.3 OS=Caenorhabditis elegans GN=ZK262.3 PE=1 SV=148.10 0.00

TRINITY_DN39460_c0_g3sp|A8J666|CFA54_CHLRECFAP54 Cilia- and flagella-associated protein 54 OS=Chlamydomonas reinhardtii GN=CFAP54 PE=1 SV=148.10 0.00

TRINITY_DN39770_c0_g1sp|P27448|MARK3_HUMANMARK3 MAP/microtubule affinity-regulating kinase 3 OS=Homo sapiens GN=MARK3 PE=1 SV=448.10 0.00

TRINITY_DN39831_c0_g1sp|Q55BF2|NMD3_DICDInmd3 60S ribosomal export protein NMD3 OS=Dictyostelium discoideum GN=nmd3 PE=3 SV=148.10 0.00



TRINITY_DN40046_c0_g9sp|Q9FKB3|PANC_ARATHAt5g48840Pantoate--beta-alanine ligase OS=Arabidopsis thaliana GN=At5g48840 PE=1 SV=148.10 0.00

TRINITY_DN40230_c0_g1sp|P53538|SSU72_YEASTSSU72 RNA polymerase II subunit A C-terminal domain phosphatase SSU72 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SSU72 PE=1 SV=148.10 0.00

TRINITY_DN40367_c0_g2sp|O44006|KPYK_EIMTEPYK Pyruvate kinase OS=Eimeria tenella GN=PYK PE=2 SV=148.10 0.00

TRINITY_DN40375_c0_g1sp|Q9FYB7|RSZ32_ARATHRS2Z32 Serine/arginine-rich splicing factor RS2Z32 OS=Arabidopsis thaliana GN=RS2Z32 PE=1 SV=148.10 0.00

TRINITY_DN41203_c2_g3sp|Q14147|DHX34_HUMANDHX34 Probable ATP-dependent RNA helicase DHX34 OS=Homo sapiens GN=DHX34 PE=1 SV=248.10 0.00

TRINITY_DN41523_c0_g7sp|Q2HJI8|RAB8B_BOVINRAB8B Ras-related protein Rab-8B OS=Bos taurus GN=RAB8B PE=2 SV=148.10 0.00

TRINITY_DN42734_c0_g1sp|A0Q3H7|RIBBA_CLONNribBA Riboflavin biosynthesis protein RibBA OS=Clostridium novyi (strain NT) GN=ribBA PE=3 SV=148.10 0.00

TRINITY_DN42834_c1_g1sp|Q9M3G7|ATM_ARATHATM Serine/threonine-protein kinase ATM OS=Arabidopsis thaliana GN=ATM PE=2 SV=148.10 0.00

TRINITY_DN43001_c0_g1sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=248.10 0.00

TRINITY_DN43401_c1_g6sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=448.10 0.00

TRINITY_DN43880_c0_g2sp|Q0VA64|UBP16_XENTRusp16 Ubiquitin carboxyl-terminal hydrolase 16 OS=Xenopus tropicalis GN=usp16 PE=2 SV=248.10 0.00

TRINITY_DN44849_c0_g8sp|P15791|KCC2D_RATCamk2d Calcium/calmodulin-dependent protein kinase type II subunit delta OS=Rattus norvegicus GN=Camk2d PE=1 SV=148.10 0.00

TRINITY_DN45065_c1_g1sp|Q944K3|HDA2_ARATHHDA2 Histone deacetylase 2 OS=Arabidopsis thaliana GN=HDA2 PE=2 SV=248.10 0.00

TRINITY_DN46182_c0_g6sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=148.10 0.00

TRINITY_DN46303_c0_g5sp|P91660|L259_DROMEl(2)03659Probable multidrug resistance-associated protein lethal(2)03659 OS=Drosophila melanogaster GN=l(2)03659 PE=2 SV=448.10 0.00

TRINITY_DN46366_c0_g2sp|F4JZG9|TERC_ARATHTERC Thylakoid membrane protein TERC, chloroplastic OS=Arabidopsis thaliana GN=TERC PE=1 SV=148.10 0.00

TRINITY_DN46541_c0_g1sp|P48279|YCF39_CYAPAycf39 Uncharacterized protein ycf39 OS=Cyanophora paradoxa GN=ycf39 PE=3 SV=148.10 0.00

TRINITY_DN46691_c0_g3sp|C1C4M8|MTNB_LITCTapip Methylthioribulose-1-phosphate dehydratase OS=Lithobates catesbeiana GN=apip PE=2 SV=148.10 0.00

TRINITY_DN46881_c0_g1sp|Q8GWQ6|Y6344_ARATHAt5g63440UPF0235 protein At5g63440 OS=Arabidopsis thaliana GN=At5g63440 PE=1 SV=148.10 0.00

TRINITY_DN47286_c0_g4sp|Q9D6Z1|NOP56_MOUSENop56 Nucleolar protein 56 OS=Mus musculus GN=Nop56 PE=1 SV=248.10 0.00

TRINITY_DN47697_c1_g3sp|A6LPJ5|PTH_CLOB8pth Peptidyl-tRNA hydrolase OS=Clostridium beijerinckii (strain ATCC 51743 / NCIMB 8052) GN=pth PE=3 SV=148.10 0.00

TRINITY_DN48037_c1_g4sp|F4HXV6|NU155_ARATHNUP155 Nuclear pore complex protein NUP155 OS=Arabidopsis thaliana GN=NUP155 PE=1 SV=148.10 0.00

TRINITY_DN48170_c2_g1sp|Q9LZD0|NCS1_ARATHNCS1 Purine-uracil permease NCS1 OS=Arabidopsis thaliana GN=NCS1 PE=1 SV=148.10 0.00

TRINITY_DN49541_c0_g3sp|Q9DE13|BAZ2B_CHICKBAZ2B Bromodomain adjacent to zinc finger domain protein 2B OS=Gallus gallus GN=BAZ2B PE=2 SV=148.10 0.00

TRINITY_DN50119_c0_g5sp|Q54B82|CSN4_DICDIcsn4 COP9 signalosome complex subunit 4 OS=Dictyostelium discoideum GN=csn4 PE=2 SV=148.10 0.00

TRINITY_DN50458_c1_g3sp|A8GAB2|MTNK_SERP5mtnK Methylthioribose kinase OS=Serratia proteamaculans (strain 568) GN=mtnK PE=3 SV=148.10 0.00

TRINITY_DN50992_c0_g3sp|Q8UAA9|BLH_AGRFCblh Beta-lactamase hydrolase-like protein OS=Agrobacterium fabrum (strain C58 / ATCC 33970) GN=blh PE=2 SV=148.10 0.00

TRINITY_DN51146_c1_g3sp|Q54VI3|GLUD2_DICDIglud2 Glutamate dehydrogenase 2 OS=Dictyostelium discoideum GN=glud2 PE=1 SV=248.10 0.00

TRINITY_DN51560_c0_g1sp|P0CM38|ATG7_CRYNJATG7 Ubiquitin-like modifier-activating enzyme ATG7 OS=Cryptococcus neoformans var. neoformans serotype D (strain JEC21 / ATCC MYA-565) GN=ATG7 PE=3 SV=148.10 0.00

TRINITY_DN51885_c2_g1sp|Q6NWV3|IF122_MOUSEIft122 Intraflagellar transport protein 122 homolog OS=Mus musculus GN=Ift122 PE=1 SV=148.10 0

TRINITY_DN52323_c1_g3sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=148.10 0.00

TRINITY_DN6573_c0_g1sp|Q54CN7|CYSK_DICDIcysK Cysteine synthase OS=Dictyostelium discoideum GN=cysK PE=3 SV=148.10 0.00

TRINITY_DN14260_c0_g1sp|Q22XZ3|ATAT_TETTSTTHERM_00355780Alpha-tubulin N-acetyltransferase OS=Tetrahymena thermophila (strain SB210) GN=TTHERM_00355780 PE=3 SV=248.00 0.00

TRINITY_DN28958_c1_g2sp|P17609|YPT2_SCHPOypt2 GTP-binding protein ypt2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt2 PE=3 SV=148.00 0.00

TRINITY_DN31241_c0_g1sp|Q9STT2|VPS29_ARATHVPS29 Vacuolar protein sorting-associated protein 29 OS=Arabidopsis thaliana GN=VPS29 PE=2 SV=148.00 0.00

TRINITY_DN32334_c0_g1sp|Q86CR6|ATG12_DICDIatg12 Ubiquitin-like protein atg12 OS=Dictyostelium discoideum GN=atg12 PE=3 SV=148.00 0.00

TRINITY_DN32446_c0_g1sp|Q2KID7|OSTC_BOVINOSTC Oligosaccharyltransferase complex subunit OSTC OS=Bos taurus GN=OSTC PE=2 SV=148.00 0.00

TRINITY_DN33256_c0_g1sp|P49100|CYB5_ORYSJOs05g0108800Cytochrome b5 OS=Oryza sativa subsp. japonica GN=Os05g0108800 PE=2 SV=248.00 0.00

TRINITY_DN33499_c0_g1sp|Q9SK39|SBP3_ARATHMP3 Probable steroid-binding protein 3 OS=Arabidopsis thaliana GN=MP3 PE=1 SV=148.00 0.00

TRINITY_DN34279_c0_g1sp|Q810I1|TRI50_RATTrim50 E3 ubiquitin-protein ligase TRIM50 OS=Rattus norvegicus GN=Trim50 PE=2 SV=148.00 0.00

TRINITY_DN34539_c2_g6sp|A9GFF3|APT_SORC5apt Adenine phosphoribosyltransferase OS=Sorangium cellulosum (strain So ce56) GN=apt PE=3 SV=148.00 0.00

TRINITY_DN34728_c0_g1sp|O80725|AB4B_ARATHABCB4 ABC transporter B family member 4 OS=Arabidopsis thaliana GN=ABCB4 PE=1 SV=148.00 0.00

TRINITY_DN35173_c0_g3sp|Q5RBI3|PSD12_PONABPSMD12 26S proteasome non-ATPase regulatory subunit 12 OS=Pongo abelii GN=PSMD12 PE=2 SV=348.00 0.00

TRINITY_DN35300_c0_g1sp|Q14520|HABP2_HUMANHABP2 Hyaluronan-binding protein 2 OS=Homo sapiens GN=HABP2 PE=1 SV=148.00 0.00

TRINITY_DN35591_c1_g3sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=148.00 0.00

TRINITY_DN36202_c0_g4sp|Q9BZC7|ABCA2_HUMANABCA2 ATP-binding cassette sub-family A member 2 OS=Homo sapiens GN=ABCA2 PE=1 SV=348.00 0.00

TRINITY_DN36563_c0_g12sp|Q52JK6|VIP2_NICBEVIP2 Probable NOT transcription complex subunit VIP2 (Fragment) OS=Nicotiana benthamiana GN=VIP2 PE=1 SV=148.00 0.00

TRINITY_DN36775_c1_g10sp|Q9FJJ5|EB1B_ARATHEB1B Microtubule-associated protein RP/EB family member 1B OS=Arabidopsis thaliana GN=EB1B PE=1 SV=148.00 0.00

TRINITY_DN37322_c0_g1sp|Q500W7|PIGM_ARATHPIGM GPI mannosyltransferase 1 OS=Arabidopsis thaliana GN=PIGM PE=2 SV=148.00 0.00

TRINITY_DN38917_c0_g2sp|O60524|NEMF_HUMANNEMF Nuclear export mediator factor NEMF OS=Homo sapiens GN=NEMF PE=1 SV=448.00 0.00

TRINITY_DN39298_c0_g6sp|Q5WLQ1|RL24_BACSKrplX 50S ribosomal protein L24 OS=Bacillus clausii (strain KSM-K16) GN=rplX PE=3 SV=148.00 0.00

TRINITY_DN39515_c0_g1sp|Q9FE17|SIR1_ARATHSRT1 NAD-dependent protein deacetylase SRT1 OS=Arabidopsis thaliana GN=SRT1 PE=2 SV=148.00 0.00

TRINITY_DN39635_c0_g4sp|A0T0G3|RK21_PHATCrpl21 50S ribosomal protein L21, chloroplastic OS=Phaeodactylum tricornutum (strain CCAP 1055/1) GN=rpl21 PE=3 SV=148.00 0.00

TRINITY_DN40525_c0_g8sp|Q9STL4|CEP2_ARATHCEP2 KDEL-tailed cysteine endopeptidase CEP2 OS=Arabidopsis thaliana GN=CEP2 PE=1 SV=148.00 0.00

TRINITY_DN40770_c0_g1sp|Q22XZ3|ATAT_TETTSTTHERM_00355780Alpha-tubulin N-acetyltransferase OS=Tetrahymena thermophila (strain SB210) GN=TTHERM_00355780 PE=3 SV=248.00 0.00

TRINITY_DN40812_c1_g2sp|P52709|SYTC_CAEELtrs-1 Threonine--tRNA ligase, cytoplasmic OS=Caenorhabditis elegans GN=trs-1 PE=3 SV=148.00 0.00



TRINITY_DN40889_c0_g6sp|O59922|KAPR_EMENIpkaR cAMP-dependent protein kinase regulatory subunit OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=pkaR PE=3 SV=148.00 0.00

TRINITY_DN41597_c0_g4sp|O00116|ADAS_HUMANAGPS Alkyldihydroxyacetonephosphate synthase, peroxisomal OS=Homo sapiens GN=AGPS PE=1 SV=148.00 0.00

TRINITY_DN42090_c0_g1sp|Q7U2R3|Y150_MYCBOMb0150 Putative S-adenosyl-L-methionine-dependent methyltransferase Mb0150 OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=Mb0150 PE=3 SV=248.00 0.00

TRINITY_DN42942_c0_g2sp|P04066|FUCO_HUMANFUCA1 Tissue alpha-L-fucosidase OS=Homo sapiens GN=FUCA1 PE=1 SV=448.00 0.00

TRINITY_DN43259_c0_g6sp|Q9R1T3|CATZ_RATCtsz Cathepsin Z OS=Rattus norvegicus GN=Ctsz PE=1 SV=248.00 0.00

TRINITY_DN43496_c0_g1sp|Q39817|CALX_SOYBN- Calnexin homolog OS=Glycine max PE=2 SV=148.00 0.00

TRINITY_DN43664_c0_g1sp|Q7L273|KCTD9_HUMANKCTD9 BTB/POZ domain-containing protein KCTD9 OS=Homo sapiens GN=KCTD9 PE=1 SV=148.00 0.00

TRINITY_DN43783_c0_g4sp|Q38922|RAB1B_ARATHRABB1B Ras-related protein RABB1b OS=Arabidopsis thaliana GN=RABB1B PE=2 SV=148.00 0.00

TRINITY_DN43917_c1_g7sp|Q6QN10|NACA_CHILA- Nascent polypeptide-associated complex subunit alpha OS=Chinchilla lanigera PE=2 SV=148.00 0.00

TRINITY_DN44500_c0_g6sp|P28812|Y3568_PSEAEPA3568 Uncharacterized protein PA3568 OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA3568 PE=3 SV=248.00 0.00

TRINITY_DN45021_c0_g2sp|O57483|CAC1S_LITCT- Voltage-dependent L-type calcium channel subunit alpha-1S OS=Lithobates catesbeiana PE=2 SV=148.00 0.00

TRINITY_DN45035_c0_g2sp|E0X9N4|C3H69_ARATHAt3g63550Zinc finger CCCH domain-containing protein 69 OS=Arabidopsis thaliana GN=At3g63550 PE=3 SV=148.00 0.00

TRINITY_DN45057_c0_g2sp|P12759|RSP3_CHLRERSP3 Flagellar radial spoke protein 3 OS=Chlamydomonas reinhardtii GN=RSP3 PE=3 SV=148.00 0.00

TRINITY_DN45630_c0_g1sp|O76062|ERG24_HUMANTM7SF2 Delta(14)-sterol reductase OS=Homo sapiens GN=TM7SF2 PE=2 SV=348.00 0.00

TRINITY_DN45691_c0_g3sp|Q8W0Z9|CCR4A_ARATHCCR4-1 Carbon catabolite repressor protein 4 homolog 1 OS=Arabidopsis thaliana GN=CCR4-1 PE=2 SV=148.00 0.00

TRINITY_DN45750_c0_g1sp|P54150|MSRA4_ARATHMSR4 Peptide methionine sulfoxide reductase A4, chloroplastic OS=Arabidopsis thaliana GN=MSR4 PE=1 SV=248.00 0.00

TRINITY_DN46068_c0_g3sp|B9DGD6|ACS_ARATHACS Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomal OS=Arabidopsis thaliana GN=ACS PE=1 SV=148.00 0.00

TRINITY_DN47016_c0_g3sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=148.00 0.00

TRINITY_DN47551_c0_g1sp|Q84RR0|ARI7_ARATHARI7 Probable E3 ubiquitin-protein ligase ARI7 OS=Arabidopsis thaliana GN=ARI7 PE=2 SV=148.00 0.00

TRINITY_DN48033_c0_g3sp|B5FYY5|LTOR2_TAEGULAMTOR2 Ragulator complex protein LAMTOR2 OS=Taeniopygia guttata GN=LAMTOR2 PE=2 SV=148.00 0.00

TRINITY_DN48114_c0_g4sp|F5A894|DAAF3_CHLREDAB1 Dynein assembly factor 3, axonemal homolog OS=Chlamydomonas reinhardtii GN=DAB1 PE=3 SV=148.00 0.00

TRINITY_DN48315_c0_g4sp|Q2JMA8|SYDND_SYNJBaspS Aspartate--tRNA(Asp/Asn) ligase OS=Synechococcus sp. (strain JA-2-3B'a(2-13)) GN=aspS PE=3 SV=148.00 0.00

TRINITY_DN49101_c0_g1sp|Q3ZC01|CNOT7_BOVINCNOT7 CCR4-NOT transcription complex subunit 7 OS=Bos taurus GN=CNOT7 PE=2 SV=148.00 0.00

TRINITY_DN49170_c0_g1sp|P31584|YPTV1_VOLCAYPTV1 GTP-binding protein yptV1 OS=Volvox carteri GN=YPTV1 PE=3 SV=148.00 0.00

TRINITY_DN49187_c1_g2sp|O80885|ARASP_ARATHARASP Membrane metalloprotease ARASP, chloroplastic OS=Arabidopsis thaliana GN=ARASP PE=2 SV=148.00 0.00

TRINITY_DN49261_c0_g2sp|A2CES0|NEUFC_DANREcyb5d2 Neuferricin OS=Danio rerio GN=cyb5d2 PE=3 SV=148.00 0.00

TRINITY_DN49638_c0_g7sp|P53471|ACT2_SCHMA- Actin-2 OS=Schistosoma mansoni PE=2 SV=148.00 0.00

TRINITY_DN49701_c0_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=148.00 0.00

TRINITY_DN49784_c0_g1sp|Q6DFA8|GLD2B_XENLApapd4-b Poly(A) RNA polymerase GLD2-B OS=Xenopus laevis GN=papd4-b PE=1 SV=148.00 0.00

TRINITY_DN49858_c0_g3sp|Q61749|EI2BD_MOUSEEif2b4 Translation initiation factor eIF-2B subunit delta OS=Mus musculus GN=Eif2b4 PE=1 SV=248.00 0.00

TRINITY_DN50634_c0_g4sp|Q9C5S1|MKP1_ARATHMKP1 Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana GN=MKP1 PE=1 SV=148.00 0.00

TRINITY_DN50702_c0_g4sp|Q60389|Y079_METJAMJ0079 Uncharacterized protein MJ0079 OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ0079 PE=4 SV=148.00 0.00

TRINITY_DN50834_c1_g3sp|Q9T074|PCKA_ARATHPCKA Phosphoenolpyruvate carboxykinase [ATP] OS=Arabidopsis thaliana GN=PCKA PE=1 SV=148.00 0.00

TRINITY_DN51302_c1_g3sp|P22200|KPYC_SOLTU- Pyruvate kinase, cytosolic isozyme OS=Solanum tuberosum PE=2 SV=148.00 0.00

TRINITY_DN51503_c1_g6sp|O94489|EF3_SCHPOtef3 Elongation factor 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tef3 PE=1 SV=148.00 0.00

TRINITY_DN51868_c1_g1sp|Q15KI9|PHYLO_ARATHPHYLLO Protein PHYLLO, chloroplastic OS=Arabidopsis thaliana GN=PHYLLO PE=2 SV=248.00 0.00

TRINITY_DN1321_c0_g1sp|P00734|THRB_HUMANF2 Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=247.90 0.00

TRINITY_DN16214_c0_g2sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=147.90 0.00

TRINITY_DN18369_c0_g2sp|P50169|RDH3_RATRdh3 Retinol dehydrogenase 3 OS=Rattus norvegicus GN=Rdh3 PE=1 SV=147.90 0.00

TRINITY_DN20054_c0_g1sp|O00602|FCN1_HUMANFCN1 Ficolin-1 OS=Homo sapiens GN=FCN1 PE=1 SV=247.90 0.00

TRINITY_DN29006_c0_g1sp|Q9FLT5|AB9A_ARATHABCA9 ABC transporter A family member 9 OS=Arabidopsis thaliana GN=ABCA9 PE=1 SV=147.90 0.00

TRINITY_DN29429_c0_g1sp|Q5VJL3|GDT9_DICDIgdt9 Probable serine/threonine-protein kinase gdt9 OS=Dictyostelium discoideum GN=gdt9 PE=2 SV=247.90 0.00

TRINITY_DN29600_c1_g2sp|Q54TY5|RM17_DICDImrpl17 Probable 39S ribosomal protein L17, mitochondrial OS=Dictyostelium discoideum GN=mrpl17 PE=3 SV=147.90 0.00

TRINITY_DN30562_c0_g1sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=147.90 0.00

TRINITY_DN31782_c0_g1sp|Q9P959|AOX_EMENIalxA Alternative oxidase, mitochondrial OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=alxA PE=3 SV=247.90 0.00

TRINITY_DN31928_c0_g1sp|Q9Z2D1|MTMR2_MOUSEMtmr2 Myotubularin-related protein 2 OS=Mus musculus GN=Mtmr2 PE=1 SV=347.90 0.00

TRINITY_DN31937_c0_g1sp|Q54XA2|Y9099_DICDIDDB_G0279099DEP domain-containing protein DDB_G0279099 OS=Dictyostelium discoideum GN=DDB_G0279099 PE=3 SV=147.90 0.00

TRINITY_DN32192_c0_g2sp|E9PVA8|GCN1_MOUSEGcn1 eIF-2-alpha kinase activator GCN1 OS=Mus musculus GN=Gcn1 PE=1 SV=147.90 0.00

TRINITY_DN33404_c0_g2sp|Q54G06|XPP1_DICDIxpnpep1 Xaa-Pro aminopeptidase 1 OS=Dictyostelium discoideum GN=xpnpep1 PE=3 SV=147.90 0.00

TRINITY_DN34604_c0_g2sp|Q96GA7|SDSL_HUMANSDSL Serine dehydratase-like OS=Homo sapiens GN=SDSL PE=1 SV=147.90 0.00

TRINITY_DN35342_c0_g1sp|Q54W07|BUD32_DICDIbud32 EKC/KEOPS complex subunit bud32 OS=Dictyostelium discoideum GN=bud32 PE=3 SV=147.90 0.00

TRINITY_DN35864_c1_g3sp|Q5VJL3|GDT9_DICDIgdt9 Probable serine/threonine-protein kinase gdt9 OS=Dictyostelium discoideum GN=gdt9 PE=2 SV=247.90 0.00

TRINITY_DN35869_c0_g1sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=147.90 0.00

TRINITY_DN37062_c0_g1sp|Q4G338|PPIE_HAECO- Peptidyl-prolyl cis-trans isomerase E OS=Haemonchus contortus PE=1 SV=147.90 0.00

TRINITY_DN3766_c0_g1sp|P73623|Y1773_SYNY3sll1773 Putative quercetin 2,3-dioxygenase sll1773 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1773 PE=3 SV=147.90 0.00

TRINITY_DN37865_c1_g1sp|Q76NM1|ERD2_PLAF7ERD2 ER lumen protein-retaining receptor OS=Plasmodium falciparum (isolate 3D7) GN=ERD2 PE=3 SV=147.90 0.00



TRINITY_DN37871_c0_g4sp|Q2KI29|TM256_BOVINTMEM256 Transmembrane protein 256 OS=Bos taurus GN=TMEM256 PE=3 SV=147.90 0.00

TRINITY_DN38262_c0_g2sp|Q62JH0|ALLC1_BURMAalc1 Probable allantoicase 1 OS=Burkholderia mallei (strain ATCC 23344) GN=alc1 PE=3 SV=147.90 0.00

TRINITY_DN38993_c0_g2sp|Q25566|UMPS_NAEGRUMP Uridine 5'-monophosphate synthase OS=Naegleria gruberi GN=UMP PE=3 SV=147.90 0.00

TRINITY_DN39578_c0_g1sp|A7RZS0|BL1S2_NEMVEbloc1s2 Biogenesis of lysosome-related organelles complex 1 subunit 2 OS=Nematostella vectensis GN=bloc1s2 PE=3 SV=147.90 0.00

TRINITY_DN39650_c1_g1sp|Q54H97|Y8960_DICDIDDB_G0289609CBS domain-containing protein DDB_G0289609 OS=Dictyostelium discoideum GN=DDB_G0289609 PE=2 SV=147.90 0.00

TRINITY_DN40096_c0_g1sp|A1A6K6|NSRA_ARATHNSRA Nuclear speckle RNA-binding protein A OS=Arabidopsis thaliana GN=NSRA PE=2 SV=147.90 0.00

TRINITY_DN40402_c1_g5sp|Q6CRQ1|GRPE_KLULAmge1 GrpE protein homolog, mitochondrial OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=mge1 PE=3 SV=147.90 0.00

TRINITY_DN40912_c0_g7sp|Q54TW2|PDPKA_DICDIpdkA Probable serine/threonine-protein kinase pdkA OS=Dictyostelium discoideum GN=pdkA PE=3 SV=147.90 0.00

TRINITY_DN41392_c0_g3sp|O60524|NEMF_HUMANNEMF Nuclear export mediator factor NEMF OS=Homo sapiens GN=NEMF PE=1 SV=447.90 0.00

TRINITY_DN41917_c1_g1sp|P54672|AP2M_DICDIapm2 AP-2 complex subunit mu OS=Dictyostelium discoideum GN=apm2 PE=2 SV=247.90 0.00

TRINITY_DN43092_c0_g3sp|Q3B4G1|ZUPT_CHLL7zupT Zinc transporter ZupT OS=Chlorobium luteolum (strain DSM 273 / 2530) GN=zupT PE=3 SV=147.90 0.00

TRINITY_DN43498_c0_g1sp|Q9FIK7|THIC2_ARATHAt5g47720Probable acetyl-CoA acetyltransferase, cytosolic 2 OS=Arabidopsis thaliana GN=At5g47720 PE=2 SV=147.90 0.00

TRINITY_DN43569_c1_g1sp|Q8S0J7|IM30_ORYSJOs01g0895100Probable membrane-associated 30 kDa protein, chloroplastic OS=Oryza sativa subsp. japonica GN=Os01g0895100 PE=1 SV=147.90 0.00

TRINITY_DN43800_c0_g5sp|Q9M9U9|RKD1_ARATHRKD1 Protein RKD1 OS=Arabidopsis thaliana GN=RKD1 PE=3 SV=147.90 0.00

TRINITY_DN44093_c0_g3sp|Q42684|SODM_CHLRESODA Superoxide dismutase [Mn], mitochondrial OS=Chlamydomonas reinhardtii GN=SODA PE=2 SV=147.90 0.00

TRINITY_DN45013_c1_g5sp|Q7Z6E9|RBBP6_HUMANRBBP6 E3 ubiquitin-protein ligase RBBP6 OS=Homo sapiens GN=RBBP6 PE=1 SV=147.90 0.00

TRINITY_DN45141_c0_g4sp|A7SWH1|PESC_NEMVEv1g194255Pescadillo homolog OS=Nematostella vectensis GN=v1g194255 PE=3 SV=147.90 0.00

TRINITY_DN45216_c0_g3sp|P47033|PRY3_YEASTPRY3 Cell wall protein PRY3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY3 PE=1 SV=147.90 0.00

TRINITY_DN45940_c1_g4sp|P32090|MUTT_PROVUmutT 8-oxo-dGTP diphosphatase OS=Proteus vulgaris GN=mutT PE=3 SV=147.90 0.00

TRINITY_DN46536_c1_g6sp|Q66HB3|IFT80_RATIft80 Intraflagellar transport protein 80 homolog OS=Rattus norvegicus GN=Ift80 PE=2 SV=147.90 0.00

TRINITY_DN47569_c0_g1sp|Q94EY1|PR46B_CHLREPR46b Coiled-coil domain-containing protein 103 homolog OS=Chlamydomonas reinhardtii GN=PR46b PE=1 SV=147.90 0.00

TRINITY_DN48433_c0_g8sp|Q75LL6|TADA2_ORYSJADA2 Transcriptional adapter ADA2 OS=Oryza sativa subsp. japonica GN=ADA2 PE=2 SV=247.90 0.00

TRINITY_DN48509_c1_g2sp|Q6GQE7|ATG3_XENLAatg3 Ubiquitin-like-conjugating enzyme ATG3 OS=Xenopus laevis GN=atg3 PE=2 SV=147.90 0.00

TRINITY_DN49299_c0_g3sp|Q9Z9N7|BSAA_BACHDbsaA Glutathione peroxidase homolog BsaA OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=bsaA PE=3 SV=147.90 0.00

TRINITY_DN49961_c1_g6sp|Q9FVN0|AMT13_SOLLCAMT1-3 Ammonium transporter 1 member 3 OS=Solanum lycopersicum GN=AMT1-3 PE=2 SV=147.90 0.00

TRINITY_DN51067_c1_g5sp|Q9WUU7|CATZ_MOUSECtsz Cathepsin Z OS=Mus musculus GN=Ctsz PE=1 SV=147.90 0.00

TRINITY_DN51776_c1_g4sp|Q9V3A4|CSUP_DROMECatsup Protein catecholamines up OS=Drosophila melanogaster GN=Catsup PE=2 SV=147.90 0.00

TRINITY_DN53281_c0_g1sp|Q1INT9|GCSH_KORVEgcvH Glycine cleavage system H protein OS=Koribacter versatilis (strain Ellin345) GN=gcvH PE=3 SV=147.90 0.00

TRINITY_DN2382_c0_g1sp|Q39194|PSBW_ARATHPSBW Photosystem II reaction center W protein, chloroplastic OS=Arabidopsis thaliana GN=PSBW PE=1 SV=247.80 0.00

TRINITY_DN24138_c0_g2sp|Q54LE6|ABCC5_DICDIabcC5 ABC transporter C family member 5 OS=Dictyostelium discoideum GN=abcC5 PE=3 SV=147.80 0.00

TRINITY_DN2429_c0_g1sp|O23561|RAB1A_ARATHRABB1A Ras-related protein RABB1a OS=Arabidopsis thaliana GN=RABB1A PE=2 SV=147.80 0.00

TRINITY_DN26112_c0_g1sp|Q96P47|AGAP3_HUMANAGAP3 Arf-GAP with GTPase, ANK repeat and PH domain-containing protein 3 OS=Homo sapiens GN=AGAP3 PE=1 SV=247.80 0.00

TRINITY_DN28013_c0_g2sp|Q8WNR9|CYTA_FELCACSTA Cystatin-A OS=Felis catus GN=CSTA PE=1 SV=147.80 0.00

TRINITY_DN28789_c0_g1sp|Q9GLY5|ITIH3_RABITITIH3 Inter-alpha-trypsin inhibitor heavy chain H3 OS=Oryctolagus cuniculus GN=ITIH3 PE=2 SV=147.80 0.00

TRINITY_DN31339_c0_g1sp|Q54RA4|Y3291_DICDIDDB_G0283291Probable iron/ascorbate oxidoreductase DDB_G0283291 OS=Dictyostelium discoideum GN=DDB_G0283291 PE=3 SV=147.80 0.00

TRINITY_DN32949_c0_g1sp|Q5PQZ3|ZNT9_DANREslc30a9 Zinc transporter 9 OS=Danio rerio GN=slc30a9 PE=2 SV=147.80 0.00

TRINITY_DN33291_c0_g2sp|Q9SRR0|PEX13_ARATHPEX13 Peroxisomal membrane protein 13 OS=Arabidopsis thaliana GN=PEX13 PE=1 SV=147.80 0.00

TRINITY_DN33375_c0_g2sp|A7YT82|NMT2_DANREnmt2 Glycylpeptide N-tetradecanoyltransferase 2 OS=Danio rerio GN=nmt2 PE=2 SV=247.80 0.00

TRINITY_DN33389_c0_g1sp|Q54VB3|COQ7_DICDIcoq7 5-demethoxyubiquinone hydroxylase, mitochondrial OS=Dictyostelium discoideum GN=coq7 PE=2 SV=147.80 0.00

TRINITY_DN33980_c0_g1sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=147.80 0.00

TRINITY_DN33985_c0_g1sp|Q58D49|MMAB_BOVINMMAB Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Bos taurus GN=MMAB PE=2 SV=147.80 0.00

TRINITY_DN35118_c0_g4sp|C5CGT4|GLGA_KOSOTglgA Glycogen synthase OS=Kosmotoga olearia (strain TBF 19.5.1) GN=glgA PE=3 SV=147.80 0.00

TRINITY_DN35214_c0_g1sp|P36411|RAB7A_DICDIrab7A Ras-related protein Rab-7A OS=Dictyostelium discoideum GN=rab7A PE=1 SV=147.80 0.00

TRINITY_DN35229_c0_g2sp|Q0VCA7|OXSM_BOVINOXSM 3-oxoacyl-[acyl-carrier-protein] synthase, mitochondrial OS=Bos taurus GN=OXSM PE=2 SV=147.80 0.00

TRINITY_DN35755_c0_g8sp|Q28689|MRP2_RABITABCC2 Canalicular multispecific organic anion transporter 1 OS=Oryctolagus cuniculus GN=ABCC2 PE=2 SV=147.80 0.00

TRINITY_DN35787_c0_g1sp|Q9Y4W6|AFG32_HUMANAFG3L2 AFG3-like protein 2 OS=Homo sapiens GN=AFG3L2 PE=1 SV=247.80 0.00

TRINITY_DN35970_c1_g7sp|C0QTM4|RS15_PERMHrpsO 30S ribosomal protein S15 OS=Persephonella marina (strain DSM 14350 / EX-H1) GN=rpsO PE=3 SV=147.80 0.00

TRINITY_DN36258_c0_g11sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=147.80 0.00

TRINITY_DN36732_c0_g2sp|Q8RWB8|UPL6_ARATHUPL6 E3 ubiquitin-protein ligase UPL6 OS=Arabidopsis thaliana GN=UPL6 PE=2 SV=147.80 0.00

TRINITY_DN36740_c0_g10sp|P0CG53|UBB_BOVINUBB Polyubiquitin-B OS=Bos taurus GN=UBB PE=1 SV=147.80 0.00

TRINITY_DN37186_c3_g2sp|Q07G43|SDE2_XENTRsde2 Protein SDE2 homolog OS=Xenopus tropicalis GN=sde2 PE=2 SV=147.80 0.00

TRINITY_DN37521_c0_g2sp|Q54N38|UCHL5_DICDIuch2 Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS=Dictyostelium discoideum GN=uch2 PE=3 SV=147.80 0.00

TRINITY_DN38659_c0_g1sp|Q9M1I1|FB304_ARATHAt3g54460F-box protein At3g54460 OS=Arabidopsis thaliana GN=At3g54460 PE=2 SV=147.80 0.00

TRINITY_DN39319_c1_g2sp|Q9CQU8|IMP1L_MOUSEImmp1l Mitochondrial inner membrane protease subunit 1 OS=Mus musculus GN=Immp1l PE=1 SV=147.80 0.00

TRINITY_DN39452_c0_g6sp|O61463|RLA2_CRYST- 60S acidic ribosomal protein P2 OS=Cryptochiton stelleri PE=3 SV=147.80 0.00

TRINITY_DN39474_c0_g2sp|P08461|ODP2_RATDlat Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, mitochondrial OS=Rattus norvegicus GN=Dlat PE=1 SV=347.80 0.00



TRINITY_DN39537_c0_g3sp|Q9SYX1|LIL31_ARATHLIL3.1 Light-harvesting complex-like protein 3 isotype 1, chloroplastic OS=Arabidopsis thaliana GN=LIL3.1 PE=1 SV=147.80 0.00

TRINITY_DN40924_c0_g1sp|O88202|LPP60_RATAspg 60 kDa lysophospholipase OS=Rattus norvegicus GN=Aspg PE=1 SV=147.80 0.00

TRINITY_DN41954_c0_g2sp|Q9BIB3|PPME1_CAEELB0464.9 Probable protein phosphatase methylesterase 1 OS=Caenorhabditis elegans GN=B0464.9 PE=3 SV=147.80 0.00

TRINITY_DN42216_c0_g3sp|Q54PH5|CWC2_DICDIcwc2 Pre-mRNA-splicing factor cwc2 OS=Dictyostelium discoideum GN=cwc2 PE=3 SV=147.80 0.00

TRINITY_DN42340_c0_g3sp|Q9ASS2|FREE1_ARATHFREE1 Protein FREE1 OS=Arabidopsis thaliana GN=FREE1 PE=1 SV=147.80 0.00

TRINITY_DN43209_c0_g2sp|Q5ZJM3|NGLY1_CHICKNGLY1 Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase OS=Gallus gallus GN=NGLY1 PE=2 SV=147.80 0.00

TRINITY_DN43653_c0_g2sp|Q05922|DUS2_MOUSEDusp2 Dual specificity protein phosphatase 2 OS=Mus musculus GN=Dusp2 PE=1 SV=247.80 0.00

TRINITY_DN44109_c0_g7sp|Q54Q05|ELOC_DICDItceb1 Transcription elongation factor B polypeptide 1 OS=Dictyostelium discoideum GN=tceb1 PE=3 SV=147.80 0.00

TRINITY_DN44254_c1_g7sp|P00527|YES_AVISYV-YES Tyrosine-protein kinase transforming protein Yes (Fragment) OS=Avian sarcoma virus (strain Y73) GN=V-YES PE=3 SV=247.80 0.00

TRINITY_DN44527_c0_g1sp|Q9VN93|CPR1_DROMECG12163 Putative cysteine proteinase CG12163 OS=Drosophila melanogaster GN=CG12163 PE=2 SV=247.80 0.00

TRINITY_DN44727_c0_g2sp|A2YH41|ATR_ORYSIOsI_023634Serine/threonine-protein kinase ATR OS=Oryza sativa subsp. indica GN=OsI_023634 PE=3 SV=247.80 0.00

TRINITY_DN44949_c0_g7sp|Q8K2I4|MANBA_MOUSEManba Beta-mannosidase OS=Mus musculus GN=Manba PE=1 SV=147.80 0.00

TRINITY_DN45067_c1_g4sp|Q9TTC1|POL_KORVpro-pol Pro-Pol polyprotein OS=Koala retrovirus GN=pro-pol PE=3 SV=147.80 0.00

TRINITY_DN45303_c0_g4sp|Q2N2K1|PHYK1_SOYBN- Probable phytol kinase 1, chloroplastic OS=Glycine max PE=2 SV=147.80 0.00

TRINITY_DN45404_c0_g8sp|Q6ZR08|DYH12_HUMANDNAH12 Dynein heavy chain 12, axonemal OS=Homo sapiens GN=DNAH12 PE=2 SV=247.80 0.00

TRINITY_DN45433_c1_g2sp|P0A356|CSPA_LISINcspLA Cold shock-like protein CspLA OS=Listeria innocua serovar 6a (strain ATCC BAA-680 / CLIP 11262) GN=cspLA PE=3 SV=147.80 0.00

TRINITY_DN46000_c0_g1sp|P45951|ARP_ARATHARP DNA-(apurinic or apyrimidinic site) lyase, chloroplastic OS=Arabidopsis thaliana GN=ARP PE=1 SV=247.80 0.00

TRINITY_DN47155_c0_g3sp|Q641W7|TTLL9_RATTtll9 Probable tubulin polyglutamylase TTLL9 OS=Rattus norvegicus GN=Ttll9 PE=2 SV=147.80 0.00

TRINITY_DN47928_c0_g1sp|Q00834|CYSK_SPIOL- Cysteine synthase OS=Spinacia oleracea PE=1 SV=147.80 0.00

TRINITY_DN48291_c2_g6sp|Q09923|YAKC_SCHPOyakc Aldo-keto reductase yakc [NADP(+)] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yakc PE=1 SV=147.80 0.00

TRINITY_DN48370_c0_g3sp|Q9LKI5|XPF_ARATHUVH1 DNA repair endonuclease UVH1 OS=Arabidopsis thaliana GN=UVH1 PE=1 SV=247.80 0.00

TRINITY_DN49380_c0_g4sp|P53675|CLH2_HUMANCLTCL1 Clathrin heavy chain 2 OS=Homo sapiens GN=CLTCL1 PE=1 SV=247.80 0.00

TRINITY_DN49891_c0_g1sp|Q9SHL7|RP44A_ARATHRRP44A Exosome complex exonuclease RRP44 homolog A OS=Arabidopsis thaliana GN=RRP44A PE=2 SV=247.80 0.00

TRINITY_DN50327_c0_g2sp|Q9SNB4|PCL1_ARATHLUX Transcription factor LUX OS=Arabidopsis thaliana GN=LUX PE=1 SV=147.80 0.00

TRINITY_DN50577_c1_g1sp|Q55C16|UBA1_DICDIuba1 Ubiquitin-like modifier-activating enzyme 1 OS=Dictyostelium discoideum GN=uba1 PE=3 SV=147.80 0.00

TRINITY_DN50697_c4_g5sp|Q9LD55|EIF3A_ARATHTIF3A1 Eukaryotic translation initiation factor 3 subunit A OS=Arabidopsis thaliana GN=TIF3A1 PE=1 SV=147.80 0.00

TRINITY_DN50862_c2_g2sp|Q8IYB7|DI3L2_HUMANDIS3L2 DIS3-like exonuclease 2 OS=Homo sapiens GN=DIS3L2 PE=1 SV=447.80 0.00

TRINITY_DN50900_c2_g1sp|Q39586|METE_CHLRE- 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase OS=Chlamydomonas reinhardtii PE=2 SV=147.80 0.00

TRINITY_DN51425_c0_g3sp|Q9C509|SGPL_ARATHDPL1 Sphingosine-1-phosphate lyase OS=Arabidopsis thaliana GN=DPL1 PE=1 SV=147.80 0.00

TRINITY_DN51487_c0_g1sp|P25870|CLH_DICDIchcA Clathrin heavy chain OS=Dictyostelium discoideum GN=chcA PE=1 SV=147.80 0

TRINITY_DN51514_c0_g4sp|Q9BX10|GTPB2_HUMANGTPBP2 GTP-binding protein 2 OS=Homo sapiens GN=GTPBP2 PE=1 SV=147.80 0.00

TRINITY_DN11863_c0_g1sp|Q7Z7K6|CENPV_HUMANCENPV Centromere protein V OS=Homo sapiens GN=CENPV PE=1 SV=147.70 0.00

TRINITY_DN20331_c1_g1sp|Q9SA18|AKH1_ARATHAKHSDH1 Bifunctional aspartokinase/homoserine dehydrogenase 1, chloroplastic OS=Arabidopsis thaliana GN=AKHSDH1 PE=1 SV=147.70 0.00

TRINITY_DN23070_c0_g1sp|P70618|MK14_RATMapk14 Mitogen-activated protein kinase 14 OS=Rattus norvegicus GN=Mapk14 PE=1 SV=347.70 0.00

TRINITY_DN25267_c0_g1sp|Q08BV2|TYW5_DANREtyw5 tRNA wybutosine-synthesizing protein 5 OS=Danio rerio GN=tyw5 PE=2 SV=147.70 0.00

TRINITY_DN29899_c0_g1sp|Q54JI9|BECNB_DICDIatg6B Beclin-1-like protein B OS=Dictyostelium discoideum GN=atg6B PE=3 SV=147.70 0.00

TRINITY_DN31170_c0_g1sp|Q6NLH0|RPB9A_ARATHNRPB9A DNA-directed RNA polymerases II, IV and V subunit 9A OS=Arabidopsis thaliana GN=NRPB9A PE=1 SV=147.70 0.00

TRINITY_DN33483_c0_g2sp|Q5RIV4|ADAT2_DANREadat2 tRNA-specific adenosine deaminase 2 OS=Danio rerio GN=adat2 PE=2 SV=247.70 0.00

TRINITY_DN33681_c0_g1sp|Q55909|Y305_SYNY3slr0305 TVP38/TMEM64 family membrane protein slr0305 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0305 PE=3 SV=147.70 0.00

TRINITY_DN36711_c0_g2sp|Q8L6Z7|EXO1_ARATHEXO1 Exonuclease 1 OS=Arabidopsis thaliana GN=EXO1 PE=2 SV=247.70 0.00

TRINITY_DN36803_c0_g2sp|Q9UKK3|PARP4_HUMANPARP4 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=347.70 0.00

TRINITY_DN37514_c0_g1sp|P08740|NU2M_CHLREND2 NADH-ubiquinone oxidoreductase chain 2 OS=Chlamydomonas reinhardtii GN=ND2 PE=3 SV=147.70 0.00

TRINITY_DN37515_c0_g4sp|Q1HDT3|CHX16_ARATHCHX16 Cation/H(+) antiporter 16 OS=Arabidopsis thaliana GN=CHX16 PE=2 SV=147.70 0.00

TRINITY_DN38286_c0_g1sp|O22042|M3K3_ARATHANP3 Mitogen-activated protein kinase kinase kinase 3 OS=Arabidopsis thaliana GN=ANP3 PE=1 SV=147.70 0.00

TRINITY_DN39222_c0_g7sp|A5DNZ1|YPI1_PICGUYPI1 Type 1 phosphatases regulator YPI1 OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=YPI1 PE=3 SV=247.70 0.00

TRINITY_DN40700_c0_g6sp|O15442|MPPD1_HUMANMPPED1 Metallophosphoesterase domain-containing protein 1 OS=Homo sapiens GN=MPPED1 PE=2 SV=347.70 0.00

TRINITY_DN40782_c0_g2sp|Q5HKH9|PFLB_STAEQpflB Formate acetyltransferase OS=Staphylococcus epidermidis (strain ATCC 35984 / RP62A) GN=pflB PE=3 SV=147.70 0.00

TRINITY_DN41600_c0_g1sp|Q94A06|M2K1_ARATHMKK1 Mitogen-activated protein kinase kinase 1 OS=Arabidopsis thaliana GN=MKK1 PE=1 SV=247.70 0.00

TRINITY_DN41676_c0_g3sp|Q6Z6W2|MAD57_ORYSJMADS57 MADS-box transcription factor 57 OS=Oryza sativa subsp. japonica GN=MADS57 PE=2 SV=247.70 0.00

TRINITY_DN42200_c0_g6sp|Q9AR19|GCN5_ARATHHAG1 Histone acetyltransferase GCN5 OS=Arabidopsis thaliana GN=HAG1 PE=1 SV=147.70 0.00

TRINITY_DN42259_c0_g1sp|Q9SII8|DSK2B_ARATHDSK2B Ubiquitin domain-containing protein DSK2b OS=Arabidopsis thaliana GN=DSK2B PE=1 SV=147.70 0.00

TRINITY_DN42354_c1_g3sp|P21616|AVP_VIGRR- Pyrophosphate-energized vacuolar membrane proton pump OS=Vigna radiata var. radiata PE=1 SV=447.70 0.00

TRINITY_DN42376_c0_g1sp|Q6AEC0|DNAJ_LEIXXdnaJ Chaperone protein DnaJ OS=Leifsonia xyli subsp. xyli (strain CTCB07) GN=dnaJ PE=3 SV=147.70 0.00

TRINITY_DN42825_c0_g7sp|Q54SP4|DHKD_DICDIdhkD Hybrid signal transduction histidine kinase D OS=Dictyostelium discoideum GN=dhkD PE=2 SV=147.70 0.00

TRINITY_DN42832_c0_g8sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=147.70 0.00

TRINITY_DN42872_c0_g4sp|B9RAJ0|DNPEP_RICCORCOM_1506700Probable aspartyl aminopeptidase OS=Ricinus communis GN=RCOM_1506700 PE=2 SV=247.70 0.00



TRINITY_DN42975_c0_g1sp|Q9FKW9|MANA3_ARATHAt5g66150Probable alpha-mannosidase At5g66150 OS=Arabidopsis thaliana GN=At5g66150 PE=3 SV=147.70 0.00

TRINITY_DN44088_c0_g2sp|B3N4C7|EIF3I_DROERTrip1 Eukaryotic translation initiation factor 3 subunit I OS=Drosophila erecta GN=Trip1 PE=3 SV=147.70 0.00

TRINITY_DN44342_c0_g6sp|Q9GLW9|PRDX5_PAPHAPRDX5 Peroxiredoxin-5, mitochondrial OS=Papio hamadryas GN=PRDX5 PE=2 SV=147.70 0.00

TRINITY_DN44428_c0_g1sp|Q9NRK6|ABCBA_HUMANABCB10 ATP-binding cassette sub-family B member 10, mitochondrial OS=Homo sapiens GN=ABCB10 PE=1 SV=247.70 0.00

TRINITY_DN44459_c1_g2sp|Q84JL2|ODBA2_ARATHAt5g093002-oxoisovalerate dehydrogenase subunit alpha 2, mitochondrial OS=Arabidopsis thaliana GN=At5g09300 PE=1 SV=147.70 0.00

TRINITY_DN45786_c0_g6sp|A5FN17|RS11_FLAJ1rpsK 30S ribosomal protein S11 OS=Flavobacterium johnsoniae (strain ATCC 17061 / DSM 2064 / UW101) GN=rpsK PE=3 SV=147.70 0.00

TRINITY_DN45951_c1_g8sp|Q9M0F9|PFKA1_ARATHPFK1 ATP-dependent 6-phosphofructokinase 1 OS=Arabidopsis thaliana GN=PFK1 PE=1 SV=147.70 0.00

TRINITY_DN47153_c0_g8sp|P50526|SSP1_SCHPOssp1 Serine/threonine-protein kinase ssp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssp1 PE=1 SV=147.70 0.00

TRINITY_DN47218_c0_g2sp|Q9XEE9|ALG11_ARATHALG11 GDP-Man:Man(3)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase OS=Arabidopsis thaliana GN=ALG11 PE=1 SV=247.70 0.00

TRINITY_DN47287_c0_g4sp|F4HPZ9|LIG6_ARATHLIG6 DNA ligase 6 OS=Arabidopsis thaliana GN=LIG6 PE=2 SV=147.70 0.00

TRINITY_DN47428_c1_g3sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=147.70 0.00

TRINITY_DN47939_c0_g2sp|Q9FJD4|IMB1_ARATHKPNB1 Importin subunit beta-1 OS=Arabidopsis thaliana GN=KPNB1 PE=1 SV=147.70 0.00

TRINITY_DN48091_c1_g1sp|Q9LV91|DPE1_ARATHDPE1 4-alpha-glucanotransferase DPE1, chloroplastic/amyloplastic OS=Arabidopsis thaliana GN=DPE1 PE=1 SV=147.70 0.00

TRINITY_DN48258_c0_g4sp|O66381|SIGA_BACHDsigA RNA polymerase sigma factor SigA OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=sigA PE=3 SV=247.70 0.00

TRINITY_DN49362_c0_g3sp|Q9LSD6|ARP2_ARATHARP2 Actin-related protein 2 OS=Arabidopsis thaliana GN=ARP2 PE=1 SV=147.70 0.00

TRINITY_DN49453_c0_g3sp|Q67XX3|FB252_ARATHAt5g06550F-box protein At5g06550 OS=Arabidopsis thaliana GN=At5g06550 PE=2 SV=147.70 0.00

TRINITY_DN49671_c1_g2sp|Q9SMZ4|AASS_ARATHLKR/SDH Alpha-aminoadipic semialdehyde synthase OS=Arabidopsis thaliana GN=LKR/SDH PE=1 SV=147.70 0.00

TRINITY_DN49786_c0_g2sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=147.70 0.00

TRINITY_DN50016_c0_g4sp|P37039|NCPR_CAVPOPor NADPH--cytochrome P450 reductase OS=Cavia porcellus GN=Por PE=2 SV=247.70 0.00

TRINITY_DN50142_c0_g1sp|Q64541|AT1A4_RATAtp1a4 Sodium/potassium-transporting ATPase subunit alpha-4 OS=Rattus norvegicus GN=Atp1a4 PE=2 SV=147.70 0.00

TRINITY_DN50173_c1_g7sp|P39057|DYHC_HELCR- Dynein beta chain, ciliary OS=Heliocidaris crassispina PE=1 SV=147.70 0.00

TRINITY_DN50174_c0_g1sp|Q9M0E2|RL282_ARATHRPL28C 60S ribosomal protein L28-2 OS=Arabidopsis thaliana GN=RPL28C PE=2 SV=147.70 0.00

TRINITY_DN50458_c1_g1sp|Q9C6D2|MTK_ARATHMTK Methylthioribose kinase OS=Arabidopsis thaliana GN=MTK PE=1 SV=147.70 0.00

TRINITY_DN51022_c0_g1sp|Q86SQ9|DHDDS_HUMANDHDDS Dehydrodolichyl diphosphate synthase complex subunit DHDDS OS=Homo sapiens GN=DHDDS PE=1 SV=347.70 0.00

TRINITY_DN51222_c0_g3sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=247.70 0.00

TRINITY_DN52197_c2_g4sp|Q9C5X9|HAC1_ARATHHAC1 Histone acetyltransferase HAC1 OS=Arabidopsis thaliana GN=HAC1 PE=1 SV=247.70 0.00

TRINITY_DN52659_c1_g1sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=247.70 0.00

TRINITY_DN20654_c0_g1sp|Q41420|CALM3_SOLTUPCM3 Putative calmodulin-3 (Fragment) OS=Solanum tuberosum GN=PCM3 PE=5 SV=147.60 0.00

TRINITY_DN29600_c1_g1sp|Q45515|HYDA_GEOSE- D-hydantoinase OS=Geobacillus stearothermophilus PE=1 SV=147.60 0.00

TRINITY_DN31689_c0_g1sp|F0NBH8|KMT_SULIRSiRe_1449Protein-lysine N-methyltransferase OS=Sulfolobus islandicus (strain REY15A) GN=SiRe_1449 PE=1 SV=147.60 0.00

TRINITY_DN32750_c0_g3sp|Q91883|GRP78_XENLAhspa5 78 kDa glucose-regulated protein OS=Xenopus laevis GN=hspa5 PE=2 SV=147.60 0.00

TRINITY_DN33754_c1_g2sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=147.60 0.00

TRINITY_DN34685_c1_g1sp|P57072|YHGF_NEIMANMA0194 Uncharacterized protein NMA0194 OS=Neisseria meningitidis serogroup A / serotype 4A (strain Z2491) GN=NMA0194 PE=3 SV=147.60 0.00

TRINITY_DN35166_c0_g1sp|Q54NF1|VPS28_DICDIvps28 Vacuolar protein sorting-associated protein 28 OS=Dictyostelium discoideum GN=vps28 PE=3 SV=147.60 0.00

TRINITY_DN35177_c0_g1sp|Q05A13|S16C6_MOUSESdr16c6 Short-chain dehydrogenase/reductase family 16C member 6 OS=Mus musculus GN=Sdr16c6 PE=2 SV=147.60 0.00

TRINITY_DN36976_c0_g1sp|Q54BK1|GGPPS_DICDIggps1 Geranylgeranyl pyrophosphate synthase OS=Dictyostelium discoideum GN=ggps1 PE=3 SV=147.60 0.00

TRINITY_DN37067_c0_g4sp|P38624|PSB1_YEASTPRE3 Proteasome subunit beta type-1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRE3 PE=1 SV=247.60 0.00

TRINITY_DN37271_c0_g6sp|Q7RAV5|CDPK3_PLAYOCPK3 Calcium-dependent protein kinase 3 OS=Plasmodium yoelii yoelii GN=CPK3 PE=3 SV=147.60 0.00

TRINITY_DN37327_c0_g5sp|Q9AT72|FAD2_CALOFFAD2 Delta(12) fatty acid desaturase FAD2 OS=Calendula officinalis GN=FAD2 PE=2 SV=147.60 0.00

TRINITY_DN37522_c0_g12sp|Q9P2E2|KIF17_HUMANKIF17 Kinesin-like protein KIF17 OS=Homo sapiens GN=KIF17 PE=2 SV=347.60 0.00

TRINITY_DN37992_c0_g12sp|Q9XT54|PDE6D_CANLFPDE6D Retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase subunit delta OS=Canis lupus familiaris GN=PDE6D PE=2 SV=147.60 0.00

TRINITY_DN38050_c0_g3sp|O22785|PR19B_ARATHPRP19B Pre-mRNA-processing factor 19 homolog 2 OS=Arabidopsis thaliana GN=PRP19B PE=1 SV=347.60 0.00

TRINITY_DN38104_c0_g5sp|Q9LP45|PSD11_ARATHRPN6 26S proteasome non-ATPase regulatory subunit 11 homolog OS=Arabidopsis thaliana GN=RPN6 PE=1 SV=147.60 0.00

TRINITY_DN38725_c1_g5sp|O15442|MPPD1_HUMANMPPED1 Metallophosphoesterase domain-containing protein 1 OS=Homo sapiens GN=MPPED1 PE=2 SV=347.60 0.00

TRINITY_DN38812_c0_g2sp|Q86K21|CPNB_DICDIcpnB-1 Copine-B OS=Dictyostelium discoideum GN=cpnB-1 PE=2 SV=147.60 0.00

TRINITY_DN38843_c0_g2sp|P70705|ATP7A_RATAtp7a Copper-transporting ATPase 1 OS=Rattus norvegicus GN=Atp7a PE=1 SV=147.60 0.00

TRINITY_DN39248_c0_g1sp|O15269|SPTC1_HUMANSPTLC1 Serine palmitoyltransferase 1 OS=Homo sapiens GN=SPTLC1 PE=1 SV=147.60 0.00

TRINITY_DN39911_c0_g2sp|P45127|ETTA_HAEINettA Energy-dependent translational throttle protein EttA OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=ettA PE=1 SV=147.60 0.00

TRINITY_DN40146_c2_g2sp|Q5Z8P2|PUS2_ORYSJOs06g0717400RNA pseudouridine synthase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os06g0717400 PE=2 SV=147.60 0.00

TRINITY_DN40231_c1_g2sp|P0CQ45|REXO4_CRYNBREX4 RNA exonuclease 4 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=REX4 PE=3 SV=147.60 0.00

TRINITY_DN40285_c0_g10sp|Q6P3R8|NEK5_HUMANNEK5 Serine/threonine-protein kinase Nek5 OS=Homo sapiens GN=NEK5 PE=2 SV=147.60 0.00

TRINITY_DN40451_c0_g3sp|C0QRF9|GATA_PERMHgatA Glutamyl-tRNA(Gln) amidotransferase subunit A OS=Persephonella marina (strain DSM 14350 / EX-H1) GN=gatA PE=3 SV=147.60 0.00

TRINITY_DN42294_c0_g1sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=147.60 0.00

TRINITY_DN42385_c0_g1sp|Q8WZM0|GCN5_YARLIGCN5 Histone acetyltransferase GCN5 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=GCN5 PE=3 SV=147.60 0.00

TRINITY_DN43359_c1_g1sp|F1R345|DDX11_DANREddx11 ATP-dependent DNA helicase DDX11 OS=Danio rerio GN=ddx11 PE=2 SV=147.60 0.00

TRINITY_DN45080_c0_g3sp|A7MGW9|PEPB_CROS8pepB Peptidase B OS=Cronobacter sakazakii (strain ATCC BAA-894) GN=pepB PE=3 SV=147.60 0.00



TRINITY_DN45260_c0_g1sp|Q54U31|SHKD_DICDIshkD Dual specificity protein kinase shkD OS=Dictyostelium discoideum GN=shkD PE=3 SV=147.60 0.00

TRINITY_DN46445_c0_g1sp|P06766|DPOLB_RATPolb DNA polymerase beta OS=Rattus norvegicus GN=Polb PE=1 SV=447.60 0.00

TRINITY_DN46961_c0_g2sp|Q7Z4H3|HDDC2_HUMANHDDC2 HD domain-containing protein 2 OS=Homo sapiens GN=HDDC2 PE=1 SV=147.60 0.00

TRINITY_DN47802_c1_g4sp|P13607|ATNA_DROMEAtpalphaSodium/potassium-transporting ATPase subunit alpha OS=Drosophila melanogaster GN=Atpalpha PE=1 SV=347.60 0.00

TRINITY_DN48825_c0_g3sp|Q96MT7|CFA44_HUMANCFAP44 Cilia- and flagella-associated protein 44 OS=Homo sapiens GN=CFAP44 PE=1 SV=147.60 0.00

TRINITY_DN48896_c1_g2sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=147.60 0.00

TRINITY_DN51870_c0_g1sp|Q9ATY5|UVH3_ARATHUVH3 DNA repair protein UVH3 OS=Arabidopsis thaliana GN=UVH3 PE=2 SV=147.60 0.00

TRINITY_DN17104_c0_g1sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=247.50 0.00

TRINITY_DN22368_c0_g1sp|P48027|GACS_PSESYgacS Sensor protein GacS OS=Pseudomonas syringae pv. syringae GN=gacS PE=3 SV=147.50 0.00

TRINITY_DN23318_c0_g1sp|O94324|PPK31_SCHPOppk31 Serine/threonine-protein kinase ppk31 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ppk31 PE=1 SV=147.50 0.00

TRINITY_DN24025_c0_g1sp|Q54GS1|CL16A_DICDIDDB_G0289943Protein CLEC16A homolog OS=Dictyostelium discoideum GN=DDB_G0289943 PE=3 SV=147.50 0.00

TRINITY_DN31622_c0_g1sp|C1AB49|ENGB_GEMATengB Probable GTP-binding protein EngB OS=Gemmatimonas aurantiaca (strain T-27 / DSM 14586 / JCM 11422 / NBRC 100505) GN=engB PE=3 SV=147.50 0.00

TRINITY_DN32993_c0_g1sp|Q12526|RAS_EMENIrasA Ras-like protein OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=rasA PE=2 SV=247.50 0.00

TRINITY_DN33000_c0_g1sp|P53007|TXTP_HUMANSLC25A1 Tricarboxylate transport protein, mitochondrial OS=Homo sapiens GN=SLC25A1 PE=1 SV=247.50 0.00

TRINITY_DN34373_c0_g2sp|A1CBE6|ALG3_ASPCLalg3 Dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase OS=Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1) GN=alg3 PE=3 SV=147.50 0.00

TRINITY_DN34644_c0_g1sp|O22197|RHC1A_ARATHRHC1A Probable E3 ubiquitin-protein ligase RHC1A OS=Arabidopsis thaliana GN=RHC1A PE=2 SV=147.50 0.00

TRINITY_DN35676_c0_g4sp|Q41898|ATP5E_MAIZE- ATP synthase subunit epsilon, mitochondrial OS=Zea mays PE=3 SV=147.50 0.00

TRINITY_DN36034_c0_g2sp|Q95UQ1|GDIR1_DICDIrdiA Putative rho GDP-dissociation inhibitor 1 OS=Dictyostelium discoideum GN=rdiA PE=1 SV=147.50 0.00

TRINITY_DN36343_c1_g5sp|Q5T3U5|MRP7_HUMANABCC10 Multidrug resistance-associated protein 7 OS=Homo sapiens GN=ABCC10 PE=1 SV=147.50 0.00

TRINITY_DN36364_c0_g2sp|O43861|ATP9B_HUMANATP9B Probable phospholipid-transporting ATPase IIB OS=Homo sapiens GN=ATP9B PE=2 SV=447.50 0.00

TRINITY_DN36604_c0_g1sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=147.50 0.00

TRINITY_DN37593_c0_g1sp|Q8RWU7|PUX4_ARATHPUX4 Plant UBX domain-containing protein 4 OS=Arabidopsis thaliana GN=PUX4 PE=1 SV=147.50 0.00

TRINITY_DN37722_c1_g5sp|Q91VH6|MEMO1_MOUSEMemo1 Protein MEMO1 OS=Mus musculus GN=Memo1 PE=1 SV=147.50 0.00

TRINITY_DN37972_c1_g3sp|Q8BX07|CTDS2_MOUSECtdsp2 Carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase 2 OS=Mus musculus GN=Ctdsp2 PE=2 SV=147.50 0.00

TRINITY_DN38597_c0_g1sp|G0Y287|BOSS_BOTBRSSL-2 Botryococcus squalene synthase OS=Botryococcus braunii GN=SSL-2 PE=1 SV=147.50 0.00

TRINITY_DN3862_c0_g2sp|A8IZG4|CIAO1_CHLRECHLREDRAFT_130093Probable cytosolic iron-sulfur protein assembly protein CIAO1 homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_130093 PE=3 SV=147.50 0.00

TRINITY_DN38652_c0_g1sp|Q3MG79|RSGA_ANAVTrsgA Putative ribosome biogenesis GTPase RsgA OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=rsgA PE=3 SV=147.50 0.00

TRINITY_DN38740_c0_g7sp|Q2UGZ7|ATG1_ASPORatg1 Serine/threonine-protein kinase atg1 OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=atg1 PE=3 SV=147.50 0.00

TRINITY_DN39597_c0_g4sp|Q62559|IFT52_MOUSEIft52 Intraflagellar transport protein 52 homolog OS=Mus musculus GN=Ift52 PE=1 SV=247.50 0.00

TRINITY_DN39783_c1_g2sp|O08759|UBE3A_MOUSEUbe3a Ubiquitin-protein ligase E3A OS=Mus musculus GN=Ube3a PE=1 SV=247.50 0.00

TRINITY_DN40444_c0_g3sp|Q8TCQ1|MARH1_HUMANMARCH1 E3 ubiquitin-protein ligase MARCH1 OS=Homo sapiens GN=MARCH1 PE=1 SV=147.50 0.00

TRINITY_DN40686_c1_g5sp|Q9AST3|SBH2_ARATHSBH2 Sphinganine C4-monooxygenase 2 OS=Arabidopsis thaliana GN=SBH2 PE=1 SV=147.50 0.00

TRINITY_DN41502_c0_g1sp|Q2RBN7|CLH1_ORYSJOs11g0104900Clathrin heavy chain 1 OS=Oryza sativa subsp. japonica GN=Os11g0104900 PE=3 SV=147.50 0.00

TRINITY_DN41893_c1_g4sp|Q4V7N2|NSUN2_XENLAnsun2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Xenopus laevis GN=nsun2 PE=2 SV=147.50 0.00

TRINITY_DN42243_c0_g3sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=147.50 0.00

TRINITY_DN42291_c1_g1sp|Q6ZDQ1|AGM1_ORYSJOs07g0195400Phosphoacetylglucosamine mutase OS=Oryza sativa subsp. japonica GN=Os07g0195400 PE=2 SV=147.50 0.00

TRINITY_DN42624_c0_g3sp|Q9STX5|ENPL_ARATHHSP90-7 Endoplasmin homolog OS=Arabidopsis thaliana GN=HSP90-7 PE=1 SV=147.50 0.00

TRINITY_DN42748_c0_g7sp|P30839|AL3A2_RATAldh3a2 Fatty aldehyde dehydrogenase OS=Rattus norvegicus GN=Aldh3a2 PE=1 SV=147.50 0.00

TRINITY_DN43113_c0_g3sp|O22715|AP1M2_ARATHAP1M2 AP-1 complex subunit mu-2 OS=Arabidopsis thaliana GN=AP1M2 PE=1 SV=147.50 0.00

TRINITY_DN43683_c0_g1sp|O04331|PHB3_ARATHPHB3 Prohibitin-3, mitochondrial OS=Arabidopsis thaliana GN=PHB3 PE=1 SV=147.50 0.00

TRINITY_DN45236_c0_g4sp|Q6FS54|DBP3_CANGADBP3 ATP-dependent RNA helicase DBP3 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=DBP3 PE=3 SV=147.50 0.00

TRINITY_DN45275_c0_g1sp|Q9VXY0|CP4S3_DROMECyp4s3 Probable cytochrome P450 4s3 OS=Drosophila melanogaster GN=Cyp4s3 PE=3 SV=147.50 0.00

TRINITY_DN46201_c1_g9sp|A0AVT1|UBA6_HUMANUBA6 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=147.50 0.00

TRINITY_DN46493_c0_g1sp|Q9FZF1|PX11A_ARATHPEX11A Peroxisomal membrane protein 11A OS=Arabidopsis thaliana GN=PEX11A PE=1 SV=147.50 0.00

TRINITY_DN46758_c1_g1sp|Q6EUK7|PUB04_ORYSJPUB4 U-box domain-containing protein 4 OS=Oryza sativa subsp. japonica GN=PUB4 PE=2 SV=147.50 0.00

TRINITY_DN47864_c0_g5sp|Q7TXL8|PPSC_MYCBOppsC Phthiocerol/phenolphthiocerol synthesis polyketide synthase type I PpsC OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=ppsC PE=1 SV=147.50 0.00

TRINITY_DN48149_c0_g4sp|Q54TM6|GTAI_DICDIgtaI GATA zinc finger domain-containing protein 9 OS=Dictyostelium discoideum GN=gtaI PE=3 SV=147.50 0.00

TRINITY_DN49448_c0_g6sp|Q7XRV2|YSL6_ORYSJYSL6 Probable metal-nicotianamine transporter YSL6 OS=Oryza sativa subsp. japonica GN=YSL6 PE=2 SV=147.50 0.00

TRINITY_DN49735_c0_g4sp|Q9D273|MMAB_MOUSEMmab Cob(I)yrinic acid a,c-diamide adenosyltransferase, mitochondrial OS=Mus musculus GN=Mmab PE=1 SV=147.50 0.00

TRINITY_DN50209_c0_g1sp|Q8L6J5|RPO1B_TOBACRPOT1-TOMDNA-directed RNA polymerase 1B, mitochondrial OS=Nicotiana tabacum GN=RPOT1-TOM PE=2 SV=247.50 0.00

TRINITY_DN50422_c2_g1sp|Q66KD6|PHOP2_XENTRphospho2Probable phosphatase phospho2 OS=Xenopus tropicalis GN=phospho2 PE=2 SV=147.50 0.00

TRINITY_DN50921_c0_g4sp|Q3ZCE0|LSM8_BOVINLSM8 U6 snRNA-associated Sm-like protein LSm8 OS=Bos taurus GN=LSM8 PE=3 SV=347.50 0.00

TRINITY_DN51876_c0_g10sp|Q69U49|RMR2_ORYSJRMR1 Receptor homology region, transmembrane domain- and RING domain-containing protein 2 OS=Oryza sativa subsp. japonica GN=RMR1 PE=2 SV=247.50 0.00

TRINITY_DN51906_c1_g2sp|Q8GWT4|ANM15_ARATHPMRT15 Protein arginine N-methyltransferase 1.5 OS=Arabidopsis thaliana GN=PMRT15 PE=1 SV=247.50 0.00

TRINITY_DN52280_c2_g1sp|O94489|EF3_SCHPOtef3 Elongation factor 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tef3 PE=1 SV=147.50 0.00

TRINITY_DN53487_c0_g1sp|Q5E9I6|ARF3_BOVINARF3 ADP-ribosylation factor 3 OS=Bos taurus GN=ARF3 PE=2 SV=347.50 0.00



TRINITY_DN7087_c0_g1sp|Q94524|DYLT_DROMEDlc90F Dynein light chain Tctex-type OS=Drosophila melanogaster GN=Dlc90F PE=1 SV=147.50 0.00

TRINITY_DN15144_c0_g1sp|P56520|HDAC3_CHICKHDAC3 Histone deacetylase 3 OS=Gallus gallus GN=HDAC3 PE=2 SV=147.40 0.00

TRINITY_DN16343_c0_g1sp|Q9LJD8|M3KE1_ARATHM3KE1 MAP3K epsilon protein kinase 1 OS=Arabidopsis thaliana GN=M3KE1 PE=1 SV=147.40 0.00

TRINITY_DN27727_c0_g1sp|Q6BYZ4|PSF3_DEBHAPSF3 DNA replication complex GINS protein PSF3 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=PSF3 PE=3 SV=247.40 0.00

TRINITY_DN29406_c0_g1sp|Q6IMN8|ALRA_DICDIalrA Aldose reductase A OS=Dictyostelium discoideum GN=alrA PE=2 SV=147.40 0.00

TRINITY_DN29801_c0_g3sp|Q9UIF7|MUTYH_HUMANMUTYH Adenine DNA glycosylase OS=Homo sapiens GN=MUTYH PE=1 SV=147.40 0.00

TRINITY_DN31921_c0_g1sp|Q9P7N2|AP1S1_SCHPOvas2 AP-1 complex subunit sigma-1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vas2 PE=1 SV=147.40 0.00

TRINITY_DN32161_c0_g1sp|P82371|SCRK_LACLCscrK Fructokinase OS=Lactococcus lactis subsp. cremoris GN=scrK PE=3 SV=247.40 0.00

TRINITY_DN32381_c0_g2sp|Q8IBS5|CDPK4_PLAF7CPK4 Calcium-dependent protein kinase 4 OS=Plasmodium falciparum (isolate 3D7) GN=CPK4 PE=1 SV=347.40 0.00

TRINITY_DN32752_c0_g2sp|P38673|ACTZ_NEUCRro-4 Actin-like protein OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=ro-4 PE=3 SV=147.40 0.00

TRINITY_DN35048_c0_g2sp|Q54K81|TALB_DICDItalB Talin-B OS=Dictyostelium discoideum GN=talB PE=2 SV=147.40 0.00

TRINITY_DN36572_c0_g6sp|P54277|PMS1_HUMANPMS1 PMS1 protein homolog 1 OS=Homo sapiens GN=PMS1 PE=1 SV=147.40 0.00

TRINITY_DN36709_c0_g1sp|B7F9G7|ADPO1_ORYSJADIPOR1 Heptahelical transmembrane protein ADIPOR1 OS=Oryza sativa subsp. japonica GN=ADIPOR1 PE=2 SV=147.40 0.00

TRINITY_DN37406_c0_g1sp|Q9SRQ3|PE191_ARATHPEX19-1 Peroxisome biogenesis protein 19-1 OS=Arabidopsis thaliana GN=PEX19-1 PE=1 SV=147.40 0.00

TRINITY_DN37542_c1_g3sp|P29557|IF4E1_WHEAT- Eukaryotic translation initiation factor 4E-1 OS=Triticum aestivum PE=1 SV=347.40 0.00

TRINITY_DN39354_c0_g2sp|O64464|PSB1_ORYSJPBF1 Proteasome subunit beta type-1 OS=Oryza sativa subsp. japonica GN=PBF1 PE=2 SV=147.40 0.00

TRINITY_DN39635_c0_g2sp|Q2RRT3|MSRA_RHORTmsrA Peptide methionine sulfoxide reductase MsrA OS=Rhodospirillum rubrum (strain ATCC 11170 / ATH 1.1.1 / DSM 467 / LMG 4362 / NCIB 8255 / S1) GN=msrA PE=3 SV=147.40 0.00

TRINITY_DN40111_c0_g5sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=347.40 0.00

TRINITY_DN41142_c0_g1sp|Q8T6J1|ABCA6_DICDIabcA6 ABC transporter A family member 6 OS=Dictyostelium discoideum GN=abcA6 PE=3 SV=147.40 0.00

TRINITY_DN41905_c0_g5sp|Q10107|NEP1_SCHPOmra1 Ribosomal RNA small subunit methyltransferase mra1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mra1 PE=1 SV=247.40 0.00

TRINITY_DN42206_c1_g3sp|Q54NC1|NCB5R_DICDIcyb5r1 NADH-cytochrome b5 reductase 1 OS=Dictyostelium discoideum GN=cyb5r1 PE=3 SV=147.40 0.00

TRINITY_DN42353_c0_g1sp|Q9LXB4|Y5620_ARATHAt5g10620Putative RNA methyltransferase At5g10620 OS=Arabidopsis thaliana GN=At5g10620 PE=3 SV=147.40 0.00

TRINITY_DN42365_c0_g1sp|Q28ID3|GLRX3_XENTRglrx3 Glutaredoxin-3 OS=Xenopus tropicalis GN=glrx3 PE=2 SV=247.40 0.00

TRINITY_DN42444_c1_g6sp|Q0VGT4|ZGRF1_MOUSEZgrf1 Protein ZGRF1 OS=Mus musculus GN=Zgrf1 PE=1 SV=247.40 0.00

TRINITY_DN44094_c0_g1sp|Q46508|HNDD_DESFRhndD NADP-reducing hydrogenase subunit HndC OS=Desulfovibrio fructosivorans GN=hndD PE=1 SV=147.40 0.00

TRINITY_DN44767_c0_g1sp|Q56XG6|RH15_ARATHRH15 DEAD-box ATP-dependent RNA helicase 15 OS=Arabidopsis thaliana GN=RH15 PE=1 SV=347.40 0.00

TRINITY_DN44825_c0_g6sp|A8X6H4|CMK1_CAEBRcmk-1 Calcium/calmodulin-dependent protein kinase type 1 OS=Caenorhabditis briggsae GN=cmk-1 PE=3 SV=447.40 0.00

TRINITY_DN45205_c0_g5sp|O14976|GAK_HUMANGAK Cyclin-G-associated kinase OS=Homo sapiens GN=GAK PE=1 SV=247.40 0.00

TRINITY_DN45369_c0_g1sp|Q86IC8|CAMT2_DICDIomt6 Probable caffeoyl-CoA O-methyltransferase 2 OS=Dictyostelium discoideum GN=omt6 PE=1 SV=147.40 0.00

TRINITY_DN45402_c0_g5sp|Q9FE17|SIR1_ARATHSRT1 NAD-dependent protein deacetylase SRT1 OS=Arabidopsis thaliana GN=SRT1 PE=2 SV=147.40 0.00

TRINITY_DN45447_c0_g1sp|Q9M1H3|AB4F_ARATHABCF4 ABC transporter F family member 4 OS=Arabidopsis thaliana GN=ABCF4 PE=2 SV=147.40 0.00

TRINITY_DN45917_c1_g6sp|Q54QG9|UBA3_DICDIuba3 NEDD8-activating enzyme E1 catalytic subunit OS=Dictyostelium discoideum GN=uba3 PE=1 SV=147.40 0.00

TRINITY_DN46177_c1_g1sp|Q9FKT8|COX15_ARATHCOX15 Cytochrome c oxidase assembly protein COX15 OS=Arabidopsis thaliana GN=COX15 PE=2 SV=147.40 0.00

TRINITY_DN46221_c1_g2sp|Q8LAD0|PDX2_ARATHPDX2 Probable pyridoxal 5'-phosphate synthase subunit PDX2 OS=Arabidopsis thaliana GN=PDX2 PE=1 SV=147.40 0.00

TRINITY_DN46347_c0_g1sp|Q54LR3|Y6447_DICDIDDB_G0286447Uncharacterized protein DDB_G0286447 OS=Dictyostelium discoideum GN=DDB_G0286447 PE=4 SV=147.40 0.00

TRINITY_DN46617_c0_g2sp|Q5E9I8|DCA11_BOVINDCAF11 DDB1- and CUL4-associated factor 11 OS=Bos taurus GN=DCAF11 PE=2 SV=147.40 0.00

TRINITY_DN47051_c0_g2sp|Q3T0F2|TPPC2_BOVINTRAPPC2 Trafficking protein particle complex subunit 2 OS=Bos taurus GN=TRAPPC2 PE=2 SV=147.40 0.00

TRINITY_DN47181_c0_g11sp|Q6KC79|NIPBL_HUMANNIPBL Nipped-B-like protein OS=Homo sapiens GN=NIPBL PE=1 SV=247.40 0.00

TRINITY_DN48116_c0_g1sp|Q01657|RSP6_CHLRERSP6 Flagellar radial spoke protein 6 OS=Chlamydomonas reinhardtii GN=RSP6 PE=1 SV=147.40 0.00

TRINITY_DN49133_c0_g2sp|Q16584|M3K11_HUMANMAP3K11 Mitogen-activated protein kinase kinase kinase 11 OS=Homo sapiens GN=MAP3K11 PE=1 SV=147.40 0.00

TRINITY_DN49303_c0_g3sp|Q9M1H3|AB4F_ARATHABCF4 ABC transporter F family member 4 OS=Arabidopsis thaliana GN=ABCF4 PE=2 SV=147.40 0.00

TRINITY_DN49649_c0_g2sp|Q9SS38|GYRBP_ARATHGYRBC DNA gyrase subunit B, chloroplastic OS=Arabidopsis thaliana GN=GYRBC PE=2 SV=347.40 0.00

TRINITY_DN49816_c0_g1sp|P05205|HP1_DROMESu(var)205Heterochromatin protein 1 OS=Drosophila melanogaster GN=Su(var)205 PE=1 SV=247.40 0.00

TRINITY_DN49941_c0_g2sp|Q928R9|DCEB_LISINgadB Glutamate decarboxylase beta OS=Listeria innocua serovar 6a (strain ATCC BAA-680 / CLIP 11262) GN=gadB PE=3 SV=147.40 0.00

TRINITY_DN49992_c0_g1sp|Q8BI55|DYRK4_MOUSEDyrk4 Dual specificity tyrosine-phosphorylation-regulated kinase 4 OS=Mus musculus GN=Dyrk4 PE=2 SV=147.40 0.00

TRINITY_DN50992_c0_g5sp|Q8UAA9|BLH_AGRFCblh Beta-lactamase hydrolase-like protein OS=Agrobacterium fabrum (strain C58 / ATCC 33970) GN=blh PE=2 SV=147.40 0.00

TRINITY_DN51037_c2_g8sp|P0C7L7|YUM14_USTMAUMAG_11114Putative DEAH-box ATP-dependent helicase UM11114 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_11114 PE=3 SV=147.40 0.00

TRINITY_DN18086_c0_g1sp|Q9UVW9|ACTG_ACRCHACT Actin, gamma OS=Acremonium chrysogenum GN=ACT PE=3 SV=147.30 0.00

TRINITY_DN27966_c0_g1sp|O77302|RS10_LUMRURPS10 40S ribosomal protein S10 OS=Lumbricus rubellus GN=RPS10 PE=2 SV=147.30 0.00

TRINITY_DN33872_c0_g1sp|Q8L0X4|MEGL_FUSNPmgl L-methionine gamma-lyase OS=Fusobacterium nucleatum subsp. polymorphum GN=mgl PE=1 SV=147.30 0.00

TRINITY_DN34645_c0_g1sp|Q67XX3|FB252_ARATHAt5g06550F-box protein At5g06550 OS=Arabidopsis thaliana GN=At5g06550 PE=2 SV=147.30 0.00

TRINITY_DN3573_c0_g1sp|Q54TI6|UBC12_DICDIube2m NEDD8-conjugating enzyme Ubc12 OS=Dictyostelium discoideum GN=ube2m PE=3 SV=147.30 0.00

TRINITY_DN36774_c0_g5sp|Q54NA6|MYBL_DICDImybL Myb-like protein L OS=Dictyostelium discoideum GN=mybL PE=3 SV=147.30 0.00

TRINITY_DN36969_c0_g1sp|Q91VZ6|SMAP1_MOUSESmap1 Stromal membrane-associated protein 1 OS=Mus musculus GN=Smap1 PE=1 SV=147.30 0.00

TRINITY_DN37800_c0_g2sp|O81791|RKD5_ARATHRKD5 Protein RKD5 OS=Arabidopsis thaliana GN=RKD5 PE=3 SV=147.30 0.00

TRINITY_DN38065_c0_g2sp|Q9ZVJ2|AMERL_ARATHAt2g38710Uncharacterized protein At2g38710 OS=Arabidopsis thaliana GN=At2g38710 PE=2 SV=147.30 0.00



TRINITY_DN38478_c0_g4sp|P47736|RPGP1_HUMANRAP1GAP Rap1 GTPase-activating protein 1 OS=Homo sapiens GN=RAP1GAP PE=1 SV=247.30 0.00

TRINITY_DN38794_c0_g1sp|Q8L831|NUDT3_ARATHNUDT3 Nudix hydrolase 3 OS=Arabidopsis thaliana GN=NUDT3 PE=1 SV=147.30 0.00

TRINITY_DN39240_c0_g1sp|Q01890|YPT1_PHYINYPT1 Ras-like GTP-binding protein YPT1 OS=Phytophthora infestans GN=YPT1 PE=3 SV=147.30 0.00

TRINITY_DN39730_c0_g2sp|P54927|IMP2_SOLLCIMP2 Inositol monophosphatase 2 OS=Solanum lycopersicum GN=IMP2 PE=1 SV=147.30 0.00

TRINITY_DN40126_c0_g3sp|A1CDT9|DDI1_ASPCLddi1 DNA damage-inducible protein 1 OS=Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1) GN=ddi1 PE=3 SV=147.30 0.00

TRINITY_DN40617_c0_g2sp|Q5XG24|RNP1A_XENLArnps1-a RNA-binding protein with serine-rich domain 1-A OS=Xenopus laevis GN=rnps1-a PE=2 SV=147.30 0.00

TRINITY_DN40907_c0_g1sp|Q9FNY0|E2FA_ARATHE2FA Transcription factor E2FA OS=Arabidopsis thaliana GN=E2FA PE=1 SV=147.30 0.00

TRINITY_DN41005_c0_g4sp|Q8THP1|DAPA_METACdapA 4-hydroxy-tetrahydrodipicolinate synthase OS=Methanosarcina acetivorans (strain ATCC 35395 / DSM 2834 / JCM 12185 / C2A) GN=dapA PE=3 SV=147.30 0.00

TRINITY_DN41107_c0_g6sp|P42620|YQJG_ECOLIyqjG Glutathionyl-hydroquinone reductase YqjG OS=Escherichia coli (strain K12) GN=yqjG PE=1 SV=147.30 0.00

TRINITY_DN41502_c1_g7sp|P25870|CLH_DICDIchcA Clathrin heavy chain OS=Dictyostelium discoideum GN=chcA PE=1 SV=147.30 0.00

TRINITY_DN42154_c0_g1sp|Q8RX88|FACE1_ARATHFACE1 CAAX prenyl protease 1 homolog OS=Arabidopsis thaliana GN=FACE1 PE=1 SV=147.30 0.00

TRINITY_DN42217_c0_g6sp|P56701|PSMD2_BOVINPSMD2 26S proteasome non-ATPase regulatory subunit 2 OS=Bos taurus GN=PSMD2 PE=1 SV=247.30 0.00

TRINITY_DN43123_c0_g4sp|P41838|RAE1_SCHPOrae1 Poly(A)+ RNA export protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rae1 PE=1 SV=147.30 0.00

TRINITY_DN44876_c0_g5sp|B2GUS6|KDM8_XENTRkdm8 Lysine-specific demethylase 8 OS=Xenopus tropicalis GN=kdm8 PE=2 SV=147.30 0.00

TRINITY_DN45436_c0_g11sp|B9GE13|KN12F_ORYSJKIN12F Kinesin-like protein KIN-12F OS=Oryza sativa subsp. japonica GN=KIN12F PE=3 SV=147.30 0.00

TRINITY_DN46112_c0_g3sp|O88848|ARL6_MOUSEArl6 ADP-ribosylation factor-like protein 6 OS=Mus musculus GN=Arl6 PE=1 SV=147.30 0.00

TRINITY_DN46506_c1_g6sp|Q94AX5|GDT11_ARATHAt1g64150GDT1-like protein 1, chloroplastic OS=Arabidopsis thaliana GN=At1g64150 PE=2 SV=247.30 0.00

TRINITY_DN46803_c1_g4sp|Q54S77|VPS15_DICDIvps15 Probable serine/threonine-protein kinase vps15 OS=Dictyostelium discoideum GN=vps15 PE=3 SV=147.30 0.00

TRINITY_DN47110_c1_g2sp|Q7Z6W7|DNJB7_HUMANDNAJB7 DnaJ homolog subfamily B member 7 OS=Homo sapiens GN=DNAJB7 PE=2 SV=247.30 0.00

TRINITY_DN47289_c0_g2sp|Q8L7J2|BGL06_ORYSJBGLU6 Beta-glucosidase 6 OS=Oryza sativa subsp. japonica GN=BGLU6 PE=1 SV=147.30 0.00

TRINITY_DN49666_c1_g1sp|P26857|COX2_MARPOCOX2 Cytochrome c oxidase subunit 2 OS=Marchantia polymorpha GN=COX2 PE=3 SV=347.30 0.00

TRINITY_DN49919_c0_g2sp|Q9RUV2|SODM_DEIRAsodA Superoxide dismutase [Mn] OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=sodA PE=1 SV=347.30 0.00

TRINITY_DN50252_c0_g5sp|Q9D8S9|BOLA1_MOUSEBola1 BolA-like protein 1 OS=Mus musculus GN=Bola1 PE=1 SV=147.30 0.00

TRINITY_DN50687_c0_g1sp|B8LIX8|IFT25_CHLREIFT25 Intraflagellar transport protein 25 OS=Chlamydomonas reinhardtii GN=IFT25 PE=1 SV=147.30 0.00

TRINITY_DN51129_c0_g2sp|Q8VZR6|INT1_ARATHINT1 Inositol transporter 1 OS=Arabidopsis thaliana GN=INT1 PE=1 SV=147.30 0.00

TRINITY_DN51268_c1_g1sp|Q6GQP4|RAB31_RATRab31 Ras-related protein Rab-31 OS=Rattus norvegicus GN=Rab31 PE=1 SV=247.30 0.00

TRINITY_DN52536_c0_g1sp|P09207|TBB6_CHICK- Tubulin beta-6 chain OS=Gallus gallus PE=1 SV=147.30 0.00

TRINITY_DN52917_c0_g1sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=347.30 0.00

TRINITY_DN10619_c0_g1sp|Q82WB9|MDH_NITEUmdh Malate dehydrogenase OS=Nitrosomonas europaea (strain ATCC 19718 / CIP 103999 / KCTC 2705 / NBRC 14298) GN=mdh PE=3 SV=147.20 0.00

TRINITY_DN16632_c0_g2sp|O04486|RAA2A_ARATHRABA2A Ras-related protein RABA2a OS=Arabidopsis thaliana GN=RABA2A PE=2 SV=147.20 0.00

TRINITY_DN30362_c0_g2sp|Q15814|TBCC_HUMANTBCC Tubulin-specific chaperone C OS=Homo sapiens GN=TBCC PE=1 SV=247.20 0.00

TRINITY_DN30479_c0_g2sp|Q55FN5|HDA11_DICDIhdaA Type-1 histone deacetylase 1 OS=Dictyostelium discoideum GN=hdaA PE=2 SV=147.20 0.00

TRINITY_DN30506_c0_g1sp|Q54EY2|EI2BB_DICDIeif2b2 Translation initiation factor eIF-2B subunit beta OS=Dictyostelium discoideum GN=eif2b2 PE=3 SV=147.20 0.00

TRINITY_DN30591_c0_g1sp|O77323|TCPH_PLAF7MAL3P3.6T-complex protein 1 subunit eta OS=Plasmodium falciparum (isolate 3D7) GN=MAL3P3.6 PE=3 SV=147.20 0.00

TRINITY_DN31082_c0_g5sp|P9WH04|DEAD_MYCTOdeaD ATP-dependent RNA helicase DeaD OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=deaD PE=3 SV=147.20 0.00

TRINITY_DN31997_c0_g2sp|Q9S7L2|MYB98_ARATHMYB98 Transcription factor MYB98 OS=Arabidopsis thaliana GN=MYB98 PE=2 SV=147.20 0.00

TRINITY_DN32600_c0_g6sp|P54674|PI3K2_DICDIpikB Phosphatidylinositol 3-kinase 2 OS=Dictyostelium discoideum GN=pikB PE=2 SV=247.20 0.00

TRINITY_DN33598_c0_g1sp|Q9SXL4|AHK1_ARATHAHK1 Histidine kinase 1 OS=Arabidopsis thaliana GN=AHK1 PE=1 SV=247.20 0.00

TRINITY_DN34201_c0_g1sp|F4K5X6|RVE2_ARATHRVE2 Protein REVEILLE 2 OS=Arabidopsis thaliana GN=RVE2 PE=2 SV=147.20 0.00

TRINITY_DN35063_c0_g4sp|Q6Q1P4|SMC1_ARATHSMC1 Structural maintenance of chromosomes protein 1 OS=Arabidopsis thaliana GN=SMC1 PE=2 SV=247.20 0.00

TRINITY_DN35682_c0_g1sp|Q1LZ75|ERCC1_BOVINERCC1 DNA excision repair protein ERCC-1 OS=Bos taurus GN=ERCC1 PE=2 SV=147.20 0.00

TRINITY_DN36432_c0_g1sp|Q9V6L0|KDM4B_DROMEKdm4B Probable lysine-specific demethylase 4B OS=Drosophila melanogaster GN=Kdm4B PE=3 SV=347.20 0.00

TRINITY_DN37540_c1_g3sp|Q0TMD6|RSMA_CLOP1rsmA Ribosomal RNA small subunit methyltransferase A OS=Clostridium perfringens (strain ATCC 13124 / DSM 756 / JCM 1290 / NCIMB 6125 / NCTC 8237 / Type A) GN=rsmA PE=3 SV=147.20 0.00

TRINITY_DN38035_c0_g6sp|Q6NVS5|DCA13_XENTRdcaf13 DDB1- and CUL4-associated factor 13 OS=Xenopus tropicalis GN=dcaf13 PE=2 SV=147.20 0.00

TRINITY_DN38210_c0_g1sp|Q9SGW3|PSD8A_ARATHRPN12A 26S proteasome non-ATPase regulatory subunit 8 homolog A OS=Arabidopsis thaliana GN=RPN12A PE=1 SV=147.20 0.00

TRINITY_DN38269_c1_g2sp|Q8IBS5|CDPK4_PLAF7CPK4 Calcium-dependent protein kinase 4 OS=Plasmodium falciparum (isolate 3D7) GN=CPK4 PE=1 SV=347.20 0.00

TRINITY_DN38767_c0_g6sp|P37116|NCPR_VIGRR- NADPH--cytochrome P450 reductase OS=Vigna radiata var. radiata PE=1 SV=147.20 0.00

TRINITY_DN39518_c0_g5sp|F4J2J6|RVE7L_ARATHRVE7L Protein REVEILLE 7-like OS=Arabidopsis thaliana GN=RVE7L PE=3 SV=147.20 0.00



TRINITY_DN40203_c0_g1sp|Q5ZJ60|HIBCH_CHICKHIBCH 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Gallus gallus GN=HIBCH PE=2 SV=147.20 0.00

TRINITY_DN40451_c0_g6sp|Q54L63|GATA_DICDIgatA Glutamyl-tRNA(Gln) amidotransferase subunit A, mitochondrial OS=Dictyostelium discoideum GN=gatA PE=3 SV=147.20 0.00

TRINITY_DN41694_c0_g5sp|Q10039|SYG_CAEELgrs-1 Glycine--tRNA ligase OS=Caenorhabditis elegans GN=grs-1 PE=3 SV=247.20 0.00

TRINITY_DN42031_c0_g1sp|F4K4C5|KN14S_ARATHKIN14S Kinesin-like protein KIN-14S OS=Arabidopsis thaliana GN=KIN14S PE=3 SV=147.20 0.00

TRINITY_DN42703_c0_g5sp|Q1PE48|CDS3_ARATHCDS3 Phosphatidate cytidylyltransferase 3 OS=Arabidopsis thaliana GN=CDS3 PE=1 SV=147.20 0.00

TRINITY_DN42865_c1_g1sp|Q9LET7|CI111_ARATHCIP111 Calmodulin-interacting protein 111 OS=Arabidopsis thaliana GN=CIP111 PE=1 SV=147.20 0.00

TRINITY_DN43347_c0_g1sp|Q05469|LIPS_HUMANLIPE Hormone-sensitive lipase OS=Homo sapiens GN=LIPE PE=1 SV=447.20 0.00

TRINITY_DN43425_c0_g1sp|Q9SLD2|DGAT1_ARATHDGAT1 Diacylglycerol O-acyltransferase 1 OS=Arabidopsis thaliana GN=DGAT1 PE=1 SV=247.20 0.00

TRINITY_DN43748_c0_g1sp|Q9XFH8|TRXF1_ARATHAt3g02730Thioredoxin F1, chloroplastic OS=Arabidopsis thaliana GN=At3g02730 PE=1 SV=247.20 0.00

TRINITY_DN43838_c0_g7sp|P49355|FNTB_BOVINFNTB Protein farnesyltransferase subunit beta OS=Bos taurus GN=FNTB PE=2 SV=147.20 0.00

TRINITY_DN44179_c1_g4sp|Q43125|CRY1_ARATHCRY1 Cryptochrome-1 OS=Arabidopsis thaliana GN=CRY1 PE=1 SV=247.20 0.00

TRINITY_DN44221_c0_g5sp|P17610|YPT3_SCHPOypt3 GTP-binding protein ypt3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt3 PE=1 SV=147.20 0.00

TRINITY_DN44609_c0_g2sp|Q8AB53|Y258_BACTNBT_0258 Putative glucosamine-6-phosphate deaminase-like protein BT_0258 OS=Bacteroides thetaiotaomicron (strain ATCC 29148 / DSM 2079 / NCTC 10582 / E50 / VPI-5482) GN=BT_0258 PE=3 SV=147.20 0.00

TRINITY_DN44993_c0_g6sp|Q54LY6|ZNTB_DICDIzntB Protein zntB OS=Dictyostelium discoideum GN=zntB PE=2 SV=147.20 0.00

TRINITY_DN45041_c1_g4sp|O64644|SAP18_ARATHAt2g45640Histone deacetylase complex subunit SAP18 OS=Arabidopsis thaliana GN=At2g45640 PE=1 SV=147.20 0.00

TRINITY_DN45677_c0_g1sp|Q9ZT71|STA1_ARATHSTA1 Protein STABILIZED1 OS=Arabidopsis thaliana GN=STA1 PE=1 SV=147.20 0.00

TRINITY_DN47485_c1_g2sp|A2YW91|PLP2_ORYSIPLP2 Patatin-like protein 2 OS=Oryza sativa subsp. indica GN=PLP2 PE=3 SV=147.20 0.00

TRINITY_DN47490_c0_g3sp|Q9URY3|YLOH_SCHPOSPAC1952.17cTBC domain-containing protein C1952.17c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC1952.17c PE=3 SV=447.20 0.00

TRINITY_DN47543_c0_g1sp|Q9M291|SC24C_ARATHCEF Protein transport protein Sec24-like CEF OS=Arabidopsis thaliana GN=CEF PE=2 SV=347.20 0.00

TRINITY_DN48002_c1_g1sp|P25766|RLGP1_ORYSJRGP1 Ras-related protein RGP1 OS=Oryza sativa subsp. japonica GN=RGP1 PE=2 SV=247.20 0.00

TRINITY_DN48325_c0_g4sp|Q9FG68|RAX1_ARATHRAX1 Transcription factor RAX1 OS=Arabidopsis thaliana GN=RAX1 PE=2 SV=147.20 0.00

TRINITY_DN48649_c0_g2sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=247.20 0.00

TRINITY_DN48721_c0_g1sp|P37891|CBP3_ORYSJCBP3 Serine carboxypeptidase 3 OS=Oryza sativa subsp. japonica GN=CBP3 PE=2 SV=147.20 0.00

TRINITY_DN49345_c0_g1sp|Q54RC3|TOP1_DICDItop1 DNA topoisomerase 1 OS=Dictyostelium discoideum GN=top1 PE=3 SV=147.20 0.00

TRINITY_DN49412_c0_g1sp|Q9XI74|PUMP3_ARATHPUMP3 Mitochondrial uncoupling protein 3 OS=Arabidopsis thaliana GN=PUMP3 PE=2 SV=147.20 0.00

TRINITY_DN49593_c0_g6sp|Q94502|GANAB_DICDImodA Neutral alpha-glucosidase AB OS=Dictyostelium discoideum GN=modA PE=3 SV=147.20 0.00

TRINITY_DN49824_c0_g1sp|Q3URE1|ACSF3_MOUSEAcsf3 Acyl-CoA synthetase family member 3, mitochondrial OS=Mus musculus GN=Acsf3 PE=1 SV=247.20 0.00

TRINITY_DN49947_c0_g1sp|Q54WN0|AP3D_DICDIap3d1 AP-3 complex subunit delta OS=Dictyostelium discoideum GN=ap3d1 PE=3 SV=147.20 0.00

TRINITY_DN50151_c0_g1sp|Q9FZ36|M3K2_ARATHANP2 Mitogen-activated protein kinase kinase kinase 2 OS=Arabidopsis thaliana GN=ANP2 PE=2 SV=147.20 0.00

TRINITY_DN50156_c0_g5sp|Q7G8Y3|ISW2_ORYSJOs01g0367900Probable chromatin-remodeling complex ATPase chain OS=Oryza sativa subsp. japonica GN=Os01g0367900 PE=2 SV=247.20 0.00

TRINITY_DN50957_c2_g8sp|Q6P9G0|CB5D1_HUMANCYB5D1 Cytochrome b5 domain-containing protein 1 OS=Homo sapiens GN=CYB5D1 PE=2 SV=147.20 0.00

TRINITY_DN51247_c3_g3sp|Q9DBY8|NVL_MOUSENvl Nuclear valosin-containing protein-like OS=Mus musculus GN=Nvl PE=1 SV=147.20 0.00

TRINITY_DN51298_c0_g4sp|P0DKG9|NRT21_ORYSJNRT2.1 High-affinity nitrate transporter 2.1 OS=Oryza sativa subsp. japonica GN=NRT2.1 PE=1 SV=147.20 0.00

TRINITY_DN51686_c1_g1sp|Q9MA15|Y1796_ARATHAt1g79600Uncharacterized aarF domain-containing protein kinase At1g79600, chloroplastic OS=Arabidopsis thaliana GN=At1g79600 PE=2 SV=147.20 0.00

TRINITY_DN52344_c0_g1sp|Q89ZG1|CUTC_BACTNcutC Copper homeostasis protein CutC OS=Bacteroides thetaiotaomicron (strain ATCC 29148 / DSM 2079 / NCTC 10582 / E50 / VPI-5482) GN=cutC PE=3 SV=147.20 0.00

TRINITY_DN6773_c0_g1sp|Q54NC1|NCB5R_DICDIcyb5r1 NADH-cytochrome b5 reductase 1 OS=Dictyostelium discoideum GN=cyb5r1 PE=3 SV=147.20 0.00

TRINITY_DN821_c0_g1sp|Q9CFV1|GPO_LACLAgpo Glutathione peroxidase OS=Lactococcus lactis subsp. lactis (strain IL1403) GN=gpo PE=3 SV=247.20 0.00

TRINITY_DN19154_c1_g1sp|Q12697|YPK9_YEASTYPK9 Vacuolar cation-transporting ATPase YPK9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK9 PE=1 SV=147.10 0.00

TRINITY_DN19188_c0_g1sp|Q15RS7|ANMK_PSEA6anmK Anhydro-N-acetylmuramic acid kinase OS=Pseudoalteromonas atlantica (strain T6c / ATCC BAA-1087) GN=anmK PE=3 SV=147.10 0.00

TRINITY_DN29127_c0_g1sp|P0AEC7|BARA_ECO57barA Signal transduction histidine-protein kinase BarA OS=Escherichia coli O157:H7 GN=barA PE=3 SV=147.10 0.00

TRINITY_DN29182_c0_g1sp|Q08115|TBB_EUPOC- Tubulin beta chain OS=Euplotes octocarinatus PE=3 SV=147.10 0.00

TRINITY_DN30041_c0_g1sp|P34519|TXTP_CAEELK11H3.3 Putative tricarboxylate transport protein, mitochondrial OS=Caenorhabditis elegans GN=K11H3.3 PE=3 SV=147.10 0.00

TRINITY_DN31243_c0_g2sp|P30305|MPIP2_HUMANCDC25B M-phase inducer phosphatase 2 OS=Homo sapiens GN=CDC25B PE=1 SV=247.10 0.00

TRINITY_DN31675_c0_g1sp|Q01890|YPT1_PHYINYPT1 Ras-like GTP-binding protein YPT1 OS=Phytophthora infestans GN=YPT1 PE=3 SV=147.10 0.00

TRINITY_DN32725_c0_g1sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=347.10 0.00

TRINITY_DN33060_c0_g3sp|P30311|MPIP3_XENLAcdc25-3 M-phase inducer phosphatase 3 OS=Xenopus laevis GN=cdc25-3 PE=1 SV=147.10 0.00

TRINITY_DN33754_c1_g8sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=147.10 0.00

TRINITY_DN34083_c0_g3sp|F4JL11|IMPA2_ARATHIMPA2 Importin subunit alpha-2 OS=Arabidopsis thaliana GN=IMPA2 PE=1 SV=147.10 0.00

TRINITY_DN34547_c0_g1sp|O14735|CDIPT_HUMANCDIPT CDP-diacylglycerol--inositol 3-phosphatidyltransferase OS=Homo sapiens GN=CDIPT PE=1 SV=147.10 0.00

TRINITY_DN35385_c0_g1sp|Q9FYB7|RSZ32_ARATHRS2Z32 Serine/arginine-rich splicing factor RS2Z32 OS=Arabidopsis thaliana GN=RS2Z32 PE=1 SV=147.10 0.00

TRINITY_DN35561_c0_g5sp|Q9SUD3|CX6B3_ARATHCOX6B-3 Cytochrome c oxidase subunit 6b-3 OS=Arabidopsis thaliana GN=COX6B-3 PE=2 SV=247.10 0.00

TRINITY_DN35834_c0_g5sp|B4SQR6|PNP_STRM5pnp Polyribonucleotide nucleotidyltransferase OS=Stenotrophomonas maltophilia (strain R551-3) GN=pnp PE=3 SV=147.10 0.00

TRINITY_DN36460_c1_g2sp|P0CD65|PAN3_DICDIpan3 PAB-dependent poly(A)-specific ribonuclease subunit PAN3 OS=Dictyostelium discoideum GN=pan3 PE=3 SV=147.10 0.00

TRINITY_DN36499_c0_g7sp|O04294|IMPA3_ARATHIMPA3 Importin subunit alpha-3 OS=Arabidopsis thaliana GN=IMPA3 PE=1 SV=247.10 0.00

TRINITY_DN36522_c0_g2sp|Q9BZK7|TBL1R_HUMANTBL1XR1 F-box-like/WD repeat-containing protein TBL1XR1 OS=Homo sapiens GN=TBL1XR1 PE=1 SV=147.10 0.00

TRINITY_DN36826_c2_g4sp|Q54JS5|WDR24_DICDIwdr24 WD repeat-containing protein 24 homolog OS=Dictyostelium discoideum GN=wdr24 PE=3 SV=147.10 0.00



TRINITY_DN37107_c0_g2sp|Q54KH0|Y7435_DICDIDDB_G0287347Uncharacterized protein DDB_G0287347 OS=Dictyostelium discoideum GN=DDB_G0287347 PE=3 SV=247.10 0.00

TRINITY_DN37313_c0_g3sp|Q7ZYC4|ACBG2_XENLAacsbg2 Long-chain-fatty-acid--CoA ligase ACSBG2 OS=Xenopus laevis GN=acsbg2 PE=2 SV=147.10 0.00

TRINITY_DN37449_c0_g1sp|Q7XHL3|TYDC1_ORYSJOs07g0437500Tyrosine decarboxylase 1 OS=Oryza sativa subsp. japonica GN=Os07g0437500 PE=2 SV=147.10 0.00

TRINITY_DN37450_c1_g1sp|Q5EAD5|PGTB1_BOVINPGGT1B Geranylgeranyl transferase type-1 subunit beta OS=Bos taurus GN=PGGT1B PE=2 SV=147.10 0.00

TRINITY_DN37598_c0_g2sp|Q503E1|INT11_DANREcpsf3l Integrator complex subunit 11 OS=Danio rerio GN=cpsf3l PE=2 SV=147.10 0.00

TRINITY_DN38063_c0_g10sp|Q7RAH3|CDPK1_PLAYOCPK1 Calcium-dependent protein kinase 1 OS=Plasmodium yoelii yoelii GN=CPK1 PE=3 SV=347.10 0.00

TRINITY_DN38497_c0_g4sp|Q5ZKD1|CEPT1_CHICKCEPT1 Choline/ethanolaminephosphotransferase 1 OS=Gallus gallus GN=CEPT1 PE=2 SV=247.10 0.00

TRINITY_DN38888_c0_g1sp|Q9MAU6|PDI22_ARATHPDIL2-2 Protein disulfide-isomerase like 2-2 OS=Arabidopsis thaliana GN=PDIL2-2 PE=2 SV=247.10 0.00

TRINITY_DN38924_c1_g2sp|Q3SZP2|MARE2_BOVINMAPRE2 Microtubule-associated protein RP/EB family member 2 OS=Bos taurus GN=MAPRE2 PE=2 SV=147.10 0.00

TRINITY_DN40174_c1_g6sp|Q9FQ03|XRN3_ARATHXRN3 5'-3' exoribonuclease 3 OS=Arabidopsis thaliana GN=XRN3 PE=1 SV=147.10 0.00

TRINITY_DN40295_c1_g2sp|Q5CCK4|VAL2_ARATHVAL2 B3 domain-containing transcription repressor VAL2 OS=Arabidopsis thaliana GN=VAL2 PE=2 SV=147.10 0.00

TRINITY_DN40445_c0_g7sp|Q8AB53|Y258_BACTNBT_0258 Putative glucosamine-6-phosphate deaminase-like protein BT_0258 OS=Bacteroides thetaiotaomicron (strain ATCC 29148 / DSM 2079 / NCTC 10582 / E50 / VPI-5482) GN=BT_0258 PE=3 SV=147.10 0.00

TRINITY_DN40572_c0_g2sp|Q9XGX7|TIM9_ORYSJTIM9 Mitochondrial import inner membrane translocase subunit Tim9 OS=Oryza sativa subsp. japonica GN=TIM9 PE=3 SV=247.10 0.00

TRINITY_DN41014_c0_g3sp|Q9FPP4|PSBS_SOLSGPSBS Photosystem II 22 kDa protein, chloroplastic OS=Solanum sogarandinum GN=PSBS PE=2 SV=147.10 0.00

TRINITY_DN41246_c0_g3sp|Q9Z1Q9|SYVC_MOUSEVars Valine--tRNA ligase OS=Mus musculus GN=Vars PE=1 SV=147.10 0.00

TRINITY_DN41682_c1_g5sp|A6NNM8|TTL13_HUMANTTLL13P Tubulin polyglutamylase TTLL13P OS=Homo sapiens GN=TTLL13P PE=1 SV=247.10 0.00

TRINITY_DN41713_c0_g1sp|P15496|IDI1_YEASTIDI1 Isopentenyl-diphosphate Delta-isomerase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=IDI1 PE=1 SV=247.10 0.00

TRINITY_DN42819_c0_g5sp|Q6PD62|CTR9_HUMANCTR9 RNA polymerase-associated protein CTR9 homolog OS=Homo sapiens GN=CTR9 PE=1 SV=147.10 0.00

TRINITY_DN43207_c1_g3sp|Q9LZK5|DNJ19_ARATHERDJ3B DnaJ protein ERDJ3B OS=Arabidopsis thaliana GN=ERDJ3B PE=1 SV=147.10 0.00

TRINITY_DN43323_c1_g4sp|A1SPV1|ACYP_NOCSJacyP Acylphosphatase OS=Nocardioides sp. (strain ATCC BAA-499 / JS614) GN=acyP PE=3 SV=147.10 0.00

TRINITY_DN43518_c0_g1sp|Q7SHQ1|CYSKL_NEUCRcys-12 Cysteine synthase 2 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cys-12 PE=3 SV=147.10 0.00

TRINITY_DN43912_c0_g1sp|A4FVJ7|RBM48_DANRErbm48 RNA-binding protein 48 OS=Danio rerio GN=rbm48 PE=2 SV=147.10 0.00

TRINITY_DN44762_c0_g6sp|F4K2A1|FPGS1_ARATHFPGS1 Folylpolyglutamate synthase OS=Arabidopsis thaliana GN=FPGS1 PE=1 SV=147.10 0.00

TRINITY_DN45058_c1_g3sp|Q8K4Q6|NEIL1_MOUSENeil1 Endonuclease 8-like 1 OS=Mus musculus GN=Neil1 PE=2 SV=347.10 0.00

TRINITY_DN45225_c0_g5sp|P38095|LAMA_EMENIlamA Putative urea carboxylase OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=lamA PE=2 SV=247.10 0.00

TRINITY_DN45794_c1_g2sp|P09960|LKHA4_HUMANLTA4H Leukotriene A-4 hydrolase OS=Homo sapiens GN=LTA4H PE=1 SV=247.10 0.00

TRINITY_DN45801_c0_g2sp|Q5T9A4|ATD3B_HUMANATAD3B ATPase family AAA domain-containing protein 3B OS=Homo sapiens GN=ATAD3B PE=1 SV=147.10 0.00

TRINITY_DN45807_c0_g3sp|Q9EQV6|TPP1_RATTpp1 Tripeptidyl-peptidase 1 OS=Rattus norvegicus GN=Tpp1 PE=1 SV=147.10 0.00

TRINITY_DN46028_c0_g1sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=147.10 0.00

TRINITY_DN46385_c1_g3sp|Q7F0J0|CML13_ORYSJCML13 Probable calcium-binding protein CML13 OS=Oryza sativa subsp. japonica GN=CML13 PE=2 SV=147.10 0.00

TRINITY_DN46544_c2_g1sp|O82768|HIS2_ARATHHISN2 Histidine biosynthesis bifunctional protein hisIE, chloroplastic OS=Arabidopsis thaliana GN=HISN2 PE=1 SV=147.10 0.00

TRINITY_DN47080_c0_g3sp|A8JFU2|CFA65_CHLRECFAP65 Cilia- and flagella-associated protein 65 (Fragment) OS=Chlamydomonas reinhardtii GN=CFAP65 PE=1 SV=147.10 0.00

TRINITY_DN47357_c0_g4sp|P0AG16|PUR1_ECOLIpurF Amidophosphoribosyltransferase OS=Escherichia coli (strain K12) GN=purF PE=1 SV=247.10 0.00

TRINITY_DN47555_c0_g9sp|Q8BGF7|PAN2_MOUSEPan2 PAB-dependent poly(A)-specific ribonuclease subunit PAN2 OS=Mus musculus GN=Pan2 PE=1 SV=147.10 0.00

TRINITY_DN48075_c0_g5sp|Q8K057|IFT80_MOUSEIft80 Intraflagellar transport protein 80 homolog OS=Mus musculus GN=Ift80 PE=1 SV=147.10 0.00

TRINITY_DN48185_c0_g4sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=247.10 0

TRINITY_DN49138_c0_g1sp|Q54R82|MKKA_DICDImkkA Mitogen-activated protein kinase kinase kinase A OS=Dictyostelium discoideum GN=mkkA PE=1 SV=247.10 0.00

TRINITY_DN49543_c2_g5sp|Q9FXG8|BLH10_ARATHBLH10 BEL1-like homeodomain protein 10 OS=Arabidopsis thaliana GN=BLH10 PE=1 SV=147.10 0.00

TRINITY_DN49543_c2_g6sp|Q1PFD1|BLH11_ARATHBLH11 BEL1-like homeodomain protein 11 OS=Arabidopsis thaliana GN=BLH11 PE=2 SV=147.10 0.00

TRINITY_DN49765_c1_g1sp|Q7XQP4|SAPK7_ORYSJSAPK7 Serine/threonine-protein kinase SAPK7 OS=Oryza sativa subsp. japonica GN=SAPK7 PE=2 SV=247.10 0.00

TRINITY_DN49838_c0_g2sp|P52643|LDHD_ECOLIldhA D-lactate dehydrogenase OS=Escherichia coli (strain K12) GN=ldhA PE=1 SV=147.10 0.00

TRINITY_DN49945_c1_g1sp|Q9SHI1|IF2C_ARATHAt1g17220Translation initiation factor IF-2, chloroplastic OS=Arabidopsis thaliana GN=At1g17220 PE=2 SV=247.10 0.00

TRINITY_DN50128_c1_g3sp|Q6ZQ38|CAND1_MOUSECand1 Cullin-associated NEDD8-dissociated protein 1 OS=Mus musculus GN=Cand1 PE=1 SV=247.10 0.00

TRINITY_DN50559_c0_g1sp|F4K0A6|MYO2_ARATHVIII-2 Myosin-2 OS=Arabidopsis thaliana GN=VIII-2 PE=2 SV=147.10 0.00

TRINITY_DN50723_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=147.10 0.00

TRINITY_DN50797_c1_g2sp|Q92EH6|RLMN_LISINrlmN Probable dual-specificity RNA methyltransferase RlmN OS=Listeria innocua serovar 6a (strain ATCC BAA-680 / CLIP 11262) GN=rlmN PE=3 SV=147.10 0.00

TRINITY_DN51114_c1_g2sp|Q54JL7|CNRN_DICDIcnrN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase cnrN OS=Dictyostelium discoideum GN=cnrN PE=1 SV=147.10 0.00

TRINITY_DN51576_c0_g3sp|P51798|CLCN7_HUMANCLCN7 H(+)/Cl(-) exchange transporter 7 OS=Homo sapiens GN=CLCN7 PE=1 SV=247.10 0.00

TRINITY_DN53149_c0_g1sp|Q0P448|DPCD_DANREdpcd Protein DPCD OS=Danio rerio GN=dpcd PE=2 SV=147.10 0.00

TRINITY_DN53915_c0_g1sp|Q95PI2|DHKC_DICDIdhkC Hybrid signal transduction histidine kinase C OS=Dictyostelium discoideum GN=dhkC PE=1 SV=147.10 0.00

TRINITY_DN6829_c0_g1sp|Q7TMS5|ABCG2_MOUSEAbcg2 ATP-binding cassette sub-family G member 2 OS=Mus musculus GN=Abcg2 PE=1 SV=147.10 0.00

TRINITY_DN19306_c0_g1sp|P33967|BSR_BACCEbsr Blasticidin-S deaminase OS=Bacillus cereus GN=bsr PE=1 SV=147.00 0.00

TRINITY_DN20020_c0_g1sp|Q54QE6|SIR2A_DICDIsir2A NAD-dependent deacetylase sir2A OS=Dictyostelium discoideum GN=sir2A PE=2 SV=147.00 0.00

TRINITY_DN22228_c0_g1sp|Q9D864|ARP6_MOUSEActr6 Actin-related protein 6 OS=Mus musculus GN=Actr6 PE=1 SV=247.00 0.00

TRINITY_DN25932_c0_g1sp|Q5RGA4|MYSM1_DANREmysm1 Histone H2A deubiquitinase MYSM1 OS=Danio rerio GN=mysm1 PE=2 SV=247.00 0.00

TRINITY_DN31647_c0_g1sp|P45377|ALD2_MOUSEAkr1b8 Aldose reductase-related protein 2 OS=Mus musculus GN=Akr1b8 PE=1 SV=247.00 0.00



TRINITY_DN33361_c0_g1sp|P14772|BPT1_YEASTBPT1 Bile pigment transporter 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BPT1 PE=1 SV=247.00 0.00

TRINITY_DN33363_c0_g1sp|P49196|RS12_CAEELrps-12 40S ribosomal protein S12 OS=Caenorhabditis elegans GN=rps-12 PE=3 SV=247.00 0.00

TRINITY_DN33390_c0_g1sp|O70435|PSA3_MOUSEPsma3 Proteasome subunit alpha type-3 OS=Mus musculus GN=Psma3 PE=1 SV=347.00 0.00

TRINITY_DN33581_c0_g2sp|Q9C6D2|MTK_ARATHMTK Methylthioribose kinase OS=Arabidopsis thaliana GN=MTK PE=1 SV=147.00 0.00

TRINITY_DN34539_c2_g5sp|B0JZV4|CBPC5_XENTRagbl5 Cytosolic carboxypeptidase-like protein 5 OS=Xenopus tropicalis GN=agbl5 PE=2 SV=147.00 0.00

TRINITY_DN35336_c0_g2sp|Q9M028|LMBD2_ARATHAt5g01460LIMR family protein At5g01460 OS=Arabidopsis thaliana GN=At5g01460 PE=2 SV=147.00 0.00

TRINITY_DN35869_c0_g3sp|Q91VZ6|SMAP1_MOUSESmap1 Stromal membrane-associated protein 1 OS=Mus musculus GN=Smap1 PE=1 SV=147.00 0.00

TRINITY_DN37763_c0_g2sp|Q9V4N3|CYB5_DROMECyt-b5 Cytochrome b5 OS=Drosophila melanogaster GN=Cyt-b5 PE=2 SV=147.00 0.00

TRINITY_DN38003_c0_g7sp|Q54ES8|YKT6_DICDIykt6 Putative synaptobrevin homolog YKT6 OS=Dictyostelium discoideum GN=ykt6 PE=1 SV=147.00 0.00

TRINITY_DN38165_c0_g1sp|C5BSJ0|MTAD_TERTTmtaD 5-methylthioadenosine/S-adenosylhomocysteine deaminase OS=Teredinibacter turnerae (strain ATCC 39867 / T7901) GN=mtaD PE=3 SV=147.00 0.00

TRINITY_DN39518_c0_g2sp|F4JWS8|QCR72_ARATHQCR7-2 Cytochrome b-c1 complex subunit 7-2 OS=Arabidopsis thaliana GN=QCR7-2 PE=1 SV=147.00 0.00

TRINITY_DN40199_c0_g6sp|Q1NZ26|YSMU_CAEELF13E9.13Uncharacterized protein F13E9.13, mitochondrial OS=Caenorhabditis elegans GN=F13E9.13 PE=3 SV=147.00 0.00

TRINITY_DN40296_c0_g1sp|Q9M4B5|PFD4_ARATHAIP3 Probable prefoldin subunit 4 OS=Arabidopsis thaliana GN=AIP3 PE=1 SV=347.00 0.00

TRINITY_DN41353_c1_g1sp|Q7XA78|D27_ARATHD27 Beta-carotene isomerase D27, chloroplastic OS=Arabidopsis thaliana GN=D27 PE=1 SV=147.00 0.00

TRINITY_DN41705_c0_g1sp|K7IM66|EIF3D_NASVI- Eukaryotic translation initiation factor 3 subunit D OS=Nasonia vitripennis PE=1 SV=147.00 0.00

TRINITY_DN42182_c0_g2sp|Q05D32|CTSL2_HUMANCTDSPL2 CTD small phosphatase-like protein 2 OS=Homo sapiens GN=CTDSPL2 PE=1 SV=247.00 0.00

TRINITY_DN42848_c0_g4sp|Q15738|NSDHL_HUMANNSDHL Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating OS=Homo sapiens GN=NSDHL PE=1 SV=247.00 0.00

TRINITY_DN44949_c0_g6sp|Q95327|MANBA_CAPHIMANBA Beta-mannosidase OS=Capra hircus GN=MANBA PE=2 SV=147.00 0.00

TRINITY_DN44980_c0_g1sp|Q55DE2|SDA1_DICDIsdad1 Protein SDA1 homolog OS=Dictyostelium discoideum GN=sdad1 PE=3 SV=147.00 0.00

TRINITY_DN44997_c1_g3sp|Q92820|GGH_HUMANGGH Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=247.00 0.00

TRINITY_DN45508_c0_g1sp|Q9SS48|SDP6_ARATHSDP6 Glycerol-3-phosphate dehydrogenase SDP6, mitochondrial OS=Arabidopsis thaliana GN=SDP6 PE=1 SV=147.00 0.00

TRINITY_DN46893_c0_g2sp|O80358|FPG_ARATHFPG1 Formamidopyrimidine-DNA glycosylase OS=Arabidopsis thaliana GN=FPG1 PE=1 SV=147.00 0.00

TRINITY_DN47268_c0_g2sp|Q54TA3|MRKC_DICDImrkC Probable serine/threonine-protein kinase MARK-C OS=Dictyostelium discoideum GN=mrkC PE=3 SV=147.00 0.00

TRINITY_DN47434_c1_g2sp|Q9SX55|TO402_ARATHTOM40-2 Probable mitochondrial import receptor subunit TOM40-2 OS=Arabidopsis thaliana GN=TOM40-2 PE=1 SV=347.00 0.00

TRINITY_DN48501_c0_g9sp|Q9BSC4|NOL10_HUMANNOL10 Nucleolar protein 10 OS=Homo sapiens GN=NOL10 PE=1 SV=147.00 0.00

TRINITY_DN48568_c0_g5sp|O74856|CAF1_SCHPOcaf1 Poly(A) ribonuclease pop2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=caf1 PE=1 SV=247.00 0.00

TRINITY_DN49738_c1_g4sp|P37271|PSY_ARATHPSY1 Phytoene synthase, chloroplastic OS=Arabidopsis thaliana GN=PSY1 PE=1 SV=247.00 0.00

TRINITY_DN51222_c0_g4sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=247.00 0

TRINITY_DN51777_c0_g3sp|Q9H0A0|NAT10_HUMANNAT10 RNA cytidine acetyltransferase OS=Homo sapiens GN=NAT10 PE=1 SV=247.00 0.00

TRINITY_DN52613_c0_g1sp|Q3V0Q1|DYH12_MOUSEDnah12 Dynein heavy chain 12, axonemal OS=Mus musculus GN=Dnah12 PE=1 SV=247.00 0.00

TRINITY_DN52908_c0_g1sp|P0C582|M2OM_NEUCRmic-33 Putative mitochondrial 2-oxoglutarate/malate carrier protein OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=mic-33 PE=3 SV=147.00 0.00

TRINITY_DN53056_c0_g1sp|P36409|RAB2A_DICDIrab2A Ras-related protein Rab-2A OS=Dictyostelium discoideum GN=rab2A PE=2 SV=247.00 0.00

TRINITY_DN5452_c0_g1sp|Q1EA11|CCR4_COCIMCCR4 Glucose-repressible alcohol dehydrogenase transcriptional effector OS=Coccidioides immitis (strain RS) GN=CCR4 PE=3 SV=247.00 0.00

TRINITY_DN9675_c0_g1sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=147.00 0.00

TRINITY_DN25977_c0_g1sp|Q9S7L2|MYB98_ARATHMYB98 Transcription factor MYB98 OS=Arabidopsis thaliana GN=MYB98 PE=2 SV=146.90 0.00

TRINITY_DN28196_c0_g3sp|Q9ESR9|ABCA2_RATAbca2 ATP-binding cassette sub-family A member 2 OS=Rattus norvegicus GN=Abca2 PE=1 SV=146.90 0.00

TRINITY_DN31168_c0_g1sp|Q86KK2|FHIT_DICDIfhit Bis(5'-adenosyl)-triphosphatase OS=Dictyostelium discoideum GN=fhit PE=3 SV=146.90 0.00

TRINITY_DN32861_c0_g1sp|Q8R2Y9|SOSB1_MOUSENabp2 SOSS complex subunit B1 OS=Mus musculus GN=Nabp2 PE=1 SV=146.90 0.00

TRINITY_DN33813_c0_g4sp|A1L1R5|PTPC1_DANREptpdc1 Protein tyrosine phosphatase domain-containing protein 1 OS=Danio rerio GN=ptpdc1 PE=2 SV=146.90 0.00

TRINITY_DN34132_c0_g2sp|Q9V9A7|MCCB_DROMEl(2)04524Probable methylcrotonoyl-CoA carboxylase beta chain, mitochondrial OS=Drosophila melanogaster GN=l(2)04524 PE=2 SV=146.90 0.00

TRINITY_DN34964_c1_g1sp|B9N1F9|MTBC_POPTRPOPTR_0001s40980gProbable bifunctional methylthioribulose-1-phosphate dehydratase/enolase-phosphatase E1 OS=Populus trichocarpa GN=POPTR_0001s40980g PE=3 SV=246.90 0.00

TRINITY_DN35635_c0_g11sp|P21567|AMY1_SACFIALP1 Alpha-amylase OS=Saccharomycopsis fibuligera GN=ALP1 PE=3 SV=146.90 0.00

TRINITY_DN35856_c0_g9sp|O15865|CDPK2_PLAFKCPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=CPK2 PE=1 SV=346.90 0.00

TRINITY_DN36320_c0_g1sp|Q86HG0|GMPPA_DICDIgmppA Mannose-1-phosphate guanyltransferase alpha OS=Dictyostelium discoideum GN=gmppA PE=2 SV=146.90 0.00

TRINITY_DN36341_c0_g4sp|Q652N5|PHT44_ORYSJPHT4;4 Probable anion transporter 4, chloroplastic OS=Oryza sativa subsp. japonica GN=PHT4;4 PE=2 SV=146.90 0.00

TRINITY_DN37067_c0_g7sp|O43063|PSB1_SCHPOpre3 Probable proteasome subunit beta type-1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pre3 PE=3 SV=146.90 0.00

TRINITY_DN37772_c0_g1sp|O19998|HO_RHOVLpbsA Heme oxygenase OS=Rhodella violacea GN=pbsA PE=3 SV=146.90 0.00

TRINITY_DN38801_c0_g1sp|A8ILK1|CFA52_CHLRECFAP52 Cilia- and flagella-associated protein 52 OS=Chlamydomonas reinhardtii GN=CFAP52 PE=1 SV=146.90 0.00

TRINITY_DN39019_c0_g1sp|Q55BI3|OTU1_DICDIyod1 Ubiquitin thioesterase OTU1 OS=Dictyostelium discoideum GN=yod1 PE=3 SV=146.90 0.00

TRINITY_DN39021_c0_g3sp|Q9LDK9|APBLA_ARATHBETAA-ADBeta-adaptin-like protein A OS=Arabidopsis thaliana GN=BETAA-AD PE=1 SV=146.90 0.00

TRINITY_DN40157_c1_g2sp|Q55CJ3|PTPA1_DICDIppp2r4A Probable serine/threonine-protein phosphatase 2A activator 1 OS=Dictyostelium discoideum GN=ppp2r4A PE=3 SV=146.90 0.00

TRINITY_DN40204_c0_g5sp|Q9M209|CER7_ARATHRRP45B Exosome complex component RRP45B OS=Arabidopsis thaliana GN=RRP45B PE=2 SV=146.90 0.00

TRINITY_DN41547_c1_g9sp|O59737|GYP1_SCHPOgyp1 GTPase-activating protein gyp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gyp1 PE=3 SV=146.90 0.00

TRINITY_DN41735_c0_g1sp|Q7SXN5|DNM1L_DANREdnm1l Dynamin-1-like protein OS=Danio rerio GN=dnm1l PE=2 SV=146.90 0.00

TRINITY_DN41923_c0_g3sp|Q9UHI7|S23A1_HUMANSLC23A1 Solute carrier family 23 member 1 OS=Homo sapiens GN=SLC23A1 PE=1 SV=346.90 0.00

TRINITY_DN42944_c1_g3sp|Q52T38|ZDH22_ARATHPAT24 Protein S-acyltransferase 24 OS=Arabidopsis thaliana GN=PAT24 PE=2 SV=146.90 0.00



TRINITY_DN44344_c0_g1sp|Q9M9H7|SOL1_ARATHSOL1 Carboxypeptidase SOL1 OS=Arabidopsis thaliana GN=SOL1 PE=2 SV=146.90 0.00

TRINITY_DN44848_c0_g3sp|Q8BW72|KDM4A_MOUSEKdm4a Lysine-specific demethylase 4A OS=Mus musculus GN=Kdm4a PE=1 SV=346.90 0.00

TRINITY_DN44893_c0_g3sp|Q8XCG6|CYSQ_ECO57cysQ 3'(2'),5'-bisphosphate nucleotidase CysQ OS=Escherichia coli O157:H7 GN=cysQ PE=3 SV=146.90 0.00

TRINITY_DN45034_c0_g3sp|Q2RKZ8|OBG_MOOTAobg GTPase Obg OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=obg PE=3 SV=146.90 0.00

TRINITY_DN45246_c1_g2sp|Q8RY18|Y5436_ARATHAt5g43560MATH domain-containing protein At5g43560 OS=Arabidopsis thaliana GN=At5g43560 PE=1 SV=146.90 0.00

TRINITY_DN45886_c1_g2sp|Q9SZV3|FOLM_ARATHMitHPPK/DHPSFolate synthesis bifunctional protein, mitochondrial OS=Arabidopsis thaliana GN=MitHPPK/DHPS PE=2 SV=146.90 0.00

TRINITY_DN47507_c0_g2sp|Q5EA98|MFAP1_BOVINMFAP1 Microfibrillar-associated protein 1 OS=Bos taurus GN=MFAP1 PE=2 SV=146.90 0.00

TRINITY_DN47970_c0_g1sp|Q7TNG8|LDHD_MOUSELdhd Probable D-lactate dehydrogenase, mitochondrial OS=Mus musculus GN=Ldhd PE=1 SV=146.90 0.00

TRINITY_DN48045_c0_g4sp|Q54HX6|MYBI_DICDImybI Myb-like protein I OS=Dictyostelium discoideum GN=mybI PE=3 SV=146.90 0.00

TRINITY_DN48279_c0_g1sp|Q9SRL4|ENAS2_ARATHENGASE2 Cytosolic endo-beta-N-acetylglucosaminidase 2 OS=Arabidopsis thaliana GN=ENGASE2 PE=1 SV=146.90 0.00

TRINITY_DN48328_c0_g1sp|A8IUG5|CFA99_CHLRECFAP99 Cilia- and flagella-associated protein 99 OS=Chlamydomonas reinhardtii GN=CFAP99 PE=1 SV=146.90 0.00

TRINITY_DN48873_c0_g4sp|Q5D018|RBM8A_DANRErbm8a RNA-binding protein 8A OS=Danio rerio GN=rbm8a PE=2 SV=146.90 0.00

TRINITY_DN48887_c0_g7sp|P10243|MYBA_HUMANMYBL1 Myb-related protein A OS=Homo sapiens GN=MYBL1 PE=1 SV=246.90 0.00

TRINITY_DN48989_c0_g2sp|P09402|MLE_DICDImlcE Myosin, essential light chain OS=Dictyostelium discoideum GN=mlcE PE=2 SV=246.90 0.00

TRINITY_DN49511_c0_g1sp|Q10QR9|HEM4_ORYSJUROS Uroporphyrinogen-III synthase, chloroplastic OS=Oryza sativa subsp. japonica GN=UROS PE=2 SV=146.90 0.00

TRINITY_DN49730_c0_g4sp|Q9Y6M5|ZNT1_HUMANSLC30A1 Zinc transporter 1 OS=Homo sapiens GN=SLC30A1 PE=1 SV=346.90 0.00

TRINITY_DN50097_c1_g5sp|Q9STT8|AB4A_ARATHABCA4 ABC transporter A family member 4 OS=Arabidopsis thaliana GN=ABCA4 PE=3 SV=246.90 0.00

TRINITY_DN51759_c1_g2sp|Q8LCU7|MECR_ARATHAt3g45770Probable trans-2-enoyl-CoA reductase, mitochondrial OS=Arabidopsis thaliana GN=At3g45770 PE=1 SV=146.90 0.00

TRINITY_DN51787_c0_g2sp|Q9SX33|ALA9_ARATHALA9 Putative phospholipid-transporting ATPase 9 OS=Arabidopsis thaliana GN=ALA9 PE=3 SV=146.90 0.00

TRINITY_DN51859_c1_g2sp|Q54YG5|TPPC5_DICDItrappc5 Trafficking protein particle complex subunit 5 OS=Dictyostelium discoideum GN=trappc5 PE=3 SV=146.90 0.00

TRINITY_DN52058_c0_g3sp|Q9SPU7|TERT_ARATHTERT Telomerase reverse transcriptase OS=Arabidopsis thaliana GN=TERT PE=1 SV=146.90 0.00

TRINITY_DN52551_c2_g4sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=146.90 0.00

TRINITY_DN52590_c1_g3sp|Q10166|YAUB_SCHPOSPAC26A3.11Hydrolase C26A3.11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC26A3.11 PE=3 SV=146.90 0.00

TRINITY_DN52629_c0_g1sp|Q9SBJ1|PDK_ARATHPDK [Pyruvate dehydrogenase (acetyl-transferring)] kinase, mitochondrial OS=Arabidopsis thaliana GN=PDK PE=1 SV=146.90 0.00

TRINITY_DN16806_c0_g1sp|P53441|CATR_NAEGRCTN Caltractin OS=Naegleria gruberi GN=CTN PE=2 SV=146.80 0.00

TRINITY_DN22168_c0_g1sp|Q27802|DYHC2_TRIGRDYH1B Cytoplasmic dynein 2 heavy chain 1 OS=Tripneustes gratilla GN=DYH1B PE=2 SV=246.80 0.00

TRINITY_DN27721_c0_g2sp|O34984|YODQ_BACSUyodQ Uncharacterized metallohydrolase YodQ OS=Bacillus subtilis (strain 168) GN=yodQ PE=3 SV=146.80 0.00

TRINITY_DN31722_c0_g1sp|C6Y4D0|YCGV_SCHPOSPCC16C4.22Putative transcription factor C16C4.22 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC16C4.22 PE=3 SV=146.80 0.00

TRINITY_DN31857_c0_g2sp|D9HP20|CNR4_MAIZECNR4 Cell number regulator 4 OS=Zea mays GN=CNR4 PE=2 SV=146.80 0.00

TRINITY_DN32227_c0_g1sp|Q54DS4|Y2056_DICDIDDB_G0292056WD repeat-containing protein DDB_G0292056 OS=Dictyostelium discoideum GN=DDB_G0292056 PE=3 SV=146.80 0.00

TRINITY_DN33529_c0_g1sp|Q9CQ90|CI085_MOUSE- Uncharacterized protein C9orf85 homolog OS=Mus musculus PE=2 SV=146.80 0.00

TRINITY_DN34046_c0_g1sp|Q6FL81|RPE_CANGARPE1 Ribulose-phosphate 3-epimerase OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=RPE1 PE=3 SV=146.80 0.00

TRINITY_DN34190_c0_g1sp|Q0IIJ0|NAA50_BOVINNAA50 N-alpha-acetyltransferase 50 OS=Bos taurus GN=NAA50 PE=2 SV=146.80 0.00

TRINITY_DN34834_c0_g1sp|Q2TA14|PCP_BOVINPRCP Lysosomal Pro-X carboxypeptidase OS=Bos taurus GN=PRCP PE=2 SV=146.80 0.00

TRINITY_DN34942_c0_g1sp|P16064|ICI1_PHAAN- Subtilisin inhibitor 1 OS=Phaseolus angularis PE=1 SV=146.80 0.00

TRINITY_DN35330_c0_g6sp|Q23K29|TTL3D_TETTSTTLL3D Tubulin glycylase 3D OS=Tetrahymena thermophila (strain SB210) GN=TTLL3D PE=3 SV=246.80 0.00

TRINITY_DN35448_c0_g5sp|P09841|HGLB_SCHMA- Hemoglobinase OS=Schistosoma mansoni PE=1 SV=346.80 0.00

TRINITY_DN35922_c0_g1sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=146.80 0.00

TRINITY_DN36044_c0_g2sp|O28372|RL19E_ARCFUrpl19e 50S ribosomal protein L19e OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=rpl19e PE=3 SV=146.80 0.00

TRINITY_DN36842_c0_g1sp|Q7XUR2|LDL3_ORYSJOs04g0560300Lysine-specific histone demethylase 1 homolog 3 OS=Oryza sativa subsp. japonica GN=Os04g0560300 PE=2 SV=246.80 0.00

TRINITY_DN37175_c0_g1sp|Q7Y0F2|NRX12_ORYSJOs03g0405900Probable nucleoredoxin 1-2 OS=Oryza sativa subsp. japonica GN=Os03g0405900 PE=2 SV=146.80 0.00

TRINITY_DN37368_c0_g1sp|Q42440|PAI1_ARATHPAI1 N-(5'-phosphoribosyl)anthranilate isomerase 1, chloroplastic OS=Arabidopsis thaliana GN=PAI1 PE=2 SV=146.80 0.00

TRINITY_DN38419_c0_g1sp|Q9M8Z5|NSN1_ARATHNSN1 Guanine nucleotide-binding protein-like NSN1 OS=Arabidopsis thaliana GN=NSN1 PE=1 SV=146.80 0.00

TRINITY_DN39149_c0_g1sp|Q54RE8|KMO_DICDIkmo Kynurenine 3-monooxygenase OS=Dictyostelium discoideum GN=kmo PE=3 SV=146.80 0.00

TRINITY_DN39581_c0_g9sp|Q8IZY2|ABCA7_HUMANABCA7 ATP-binding cassette sub-family A member 7 OS=Homo sapiens GN=ABCA7 PE=1 SV=346.80 0.00

TRINITY_DN39595_c0_g3sp|Q8KPU2|MNME_SYNE7mnmE tRNA modification GTPase MnmE OS=Synechococcus elongatus (strain PCC 7942) GN=mnmE PE=3 SV=346.80 0.00

TRINITY_DN40152_c0_g7sp|Q42404|RU17_ARATHRNU1 U1 small nuclear ribonucleoprotein 70 kDa OS=Arabidopsis thaliana GN=RNU1 PE=1 SV=146.80 0.00

TRINITY_DN40227_c0_g2sp|F4JL28|EBS_ARATHEBS Chromatin remodeling protein EBS OS=Arabidopsis thaliana GN=EBS PE=1 SV=146.80 0.00

TRINITY_DN40400_c0_g1sp|Q7S045|NHP6_NEUCRnhp-1 Non-histone chromosomal protein 6 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=nhp-1 PE=3 SV=146.80 0.00

TRINITY_DN40427_c0_g1sp|Q55G10|PNCB_DICDInaprt Nicotinate phosphoribosyltransferase OS=Dictyostelium discoideum GN=naprt PE=2 SV=146.80 0.00

TRINITY_DN41008_c0_g2sp|P34147|RACA_DICDIracA Rho-related protein racA OS=Dictyostelium discoideum GN=racA PE=1 SV=246.80 0.00

TRINITY_DN41093_c1_g10sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=246.80 0.00

TRINITY_DN41777_c0_g3sp|Q9NU22|MDN1_HUMANMDN1 Midasin OS=Homo sapiens GN=MDN1 PE=1 SV=246.80 0.00

TRINITY_DN42203_c0_g1sp|Q942L2|PDI22_ORYSJPDIL2-2 Protein disulfide isomerase-like 2-2 OS=Oryza sativa subsp. japonica GN=PDIL2-2 PE=2 SV=146.80 0.00

TRINITY_DN42337_c0_g14sp|Q8WWF6|DNJB3_HUMANDNAJB3 DnaJ homolog subfamily B member 3 OS=Homo sapiens GN=DNAJB3 PE=1 SV=146.80 0.00

TRINITY_DN42367_c0_g10sp|B0G159|MCFC_DICDImcfC Mitochondrial substrate carrier family protein C OS=Dictyostelium discoideum GN=mcfC PE=2 SV=146.80 0.00



TRINITY_DN43514_c0_g3sp|Q06AN9|CD27A_ARATHCDC27A Cell division cycle protein 27 homolog A OS=Arabidopsis thaliana GN=CDC27A PE=1 SV=246.80 0.00

TRINITY_DN43721_c0_g3sp|Q5B1Q2|ATM1_EMENIatm1 Iron-sulfur clusters transporter atm1, mitochondrial OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=atm1 PE=3 SV=246.80 0.00

TRINITY_DN44172_c0_g1sp|O23140|AP2M_ARATHAP2M AP-2 complex subunit mu OS=Arabidopsis thaliana GN=AP2M PE=1 SV=146.80 0.00

TRINITY_DN45090_c0_g1sp|Q8C1A5|THOP1_MOUSEThop1 Thimet oligopeptidase OS=Mus musculus GN=Thop1 PE=1 SV=146.80 0.00

TRINITY_DN45421_c0_g5sp|F4K2E9|PRP16_ARATHCUV Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH7 OS=Arabidopsis thaliana GN=CUV PE=1 SV=146.80 0.00

TRINITY_DN45628_c0_g1sp|Q9FHR8|DCI1_ARATHDCI1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, peroxisomal OS=Arabidopsis thaliana GN=DCI1 PE=2 SV=146.80 0.00

TRINITY_DN46155_c1_g2sp|Q812E8|NADE_RATNadsyn1 Glutamine-dependent NAD(+) synthetase OS=Rattus norvegicus GN=Nadsyn1 PE=2 SV=146.80 0.00

TRINITY_DN46311_c0_g1sp|E4NKF8|PUB1_MEDTRPUB1 U-box domain-containing protein 1 OS=Medicago truncatula GN=PUB1 PE=1 SV=146.80 0.00

TRINITY_DN46594_c0_g3sp|Q8L7A9|AP4E_ARATHAt1g31730AP-4 complex subunit epsilon OS=Arabidopsis thaliana GN=At1g31730 PE=1 SV=146.80 0.00

TRINITY_DN46993_c0_g3sp|F4HPZ9|LIG6_ARATHLIG6 DNA ligase 6 OS=Arabidopsis thaliana GN=LIG6 PE=2 SV=146.80 0.00

TRINITY_DN47356_c0_g2sp|A4IFD8|MET14_BOVINMETTL14 N6-adenosine-methyltransferase subunit METTL14 OS=Bos taurus GN=METTL14 PE=2 SV=146.80 0.00

TRINITY_DN47409_c1_g3sp|Q2RFN6|RL1_MOOTArplA 50S ribosomal protein L1 OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=rplA PE=3 SV=146.80 0.00

TRINITY_DN47604_c0_g4sp|Q9FNE9|ATXR6_ARATHATXR6 Histone-lysine N-methyltransferase ATXR6 OS=Arabidopsis thaliana GN=ATXR6 PE=1 SV=146.80 0.00

TRINITY_DN47812_c0_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=146.80 0.00

TRINITY_DN48720_c0_g3sp|P22132|ACT2_PHYINACTB Actin-2 OS=Phytophthora infestans GN=ACTB PE=2 SV=146.80 0.00

TRINITY_DN48796_c0_g4sp|Q61749|EI2BD_MOUSEEif2b4 Translation initiation factor eIF-2B subunit delta OS=Mus musculus GN=Eif2b4 PE=1 SV=246.80 0.00

TRINITY_DN49034_c1_g1sp|O24467|LE14B_PRUAR- LEC14B homolog OS=Prunus armeniaca PE=2 SV=146.80 0.00

TRINITY_DN49134_c0_g5sp|O74507|YJD4_SCHPOSPCC594.04cUncharacterized protein C594.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC594.04c PE=3 SV=246.80 0.00

TRINITY_DN49312_c0_g1sp|P14646|PDE4B_RATPde4b cAMP-specific 3',5'-cyclic phosphodiesterase 4B OS=Rattus norvegicus GN=Pde4b PE=1 SV=446.80 0.00

TRINITY_DN49887_c1_g4sp|Q9SA23|SYP51_ARATHSYP51 Syntaxin-51 OS=Arabidopsis thaliana GN=SYP51 PE=1 SV=146.80 0.00

TRINITY_DN50539_c0_g3sp|Q9D8V0|HM13_MOUSEHm13 Minor histocompatibility antigen H13 OS=Mus musculus GN=Hm13 PE=1 SV=146.80 0.00

TRINITY_DN51067_c1_g1sp|Q9UBR2|CATZ_HUMANCTSZ Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=146.80 0.00

TRINITY_DN51315_c0_g1sp|Q9FVN0|AMT13_SOLLCAMT1-3 Ammonium transporter 1 member 3 OS=Solanum lycopersicum GN=AMT1-3 PE=2 SV=146.80 0.00

TRINITY_DN51609_c0_g1sp|Q949X0|ADS3_ARATHADS3 Palmitoyl-monogalactosyldiacylglycerol delta-7 desaturase, chloroplastic OS=Arabidopsis thaliana GN=ADS3 PE=1 SV=246.80 0.00

TRINITY_DN51760_c0_g1sp|Q9SU56|GLDH_ARATHGLDH L-galactono-1,4-lactone dehydrogenase, mitochondrial OS=Arabidopsis thaliana GN=GLDH PE=1 SV=146.80 0.00

TRINITY_DN6406_c0_g1sp|Q9W4J5|NEP1_DROMECG3527 Ribosomal RNA small subunit methyltransferase NEP1 OS=Drosophila melanogaster GN=CG3527 PE=3 SV=246.80 0.00

TRINITY_DN8595_c0_g1sp|Q8R4U2|PDIA1_CRIGRP4HB Protein disulfide-isomerase OS=Cricetulus griseus GN=P4HB PE=2 SV=146.80 0.00

TRINITY_DN15074_c0_g1sp|Q9M1Q9|AB21B_ARATHABCB21 ABC transporter B family member 21 OS=Arabidopsis thaliana GN=ABCB21 PE=1 SV=246.70 0.00

TRINITY_DN20176_c0_g1sp|Q6AB89|SYI_PROACileS Isoleucine--tRNA ligase OS=Propionibacterium acnes (strain KPA171202 / DSM 16379) GN=ileS PE=3 SV=146.70 0.00

TRINITY_DN21330_c0_g1sp|Q4JHE0|XB36_ORYSJXBOS36 Probable E3 ubiquitin-protein ligase XBOS36 OS=Oryza sativa subsp. japonica GN=XBOS36 PE=2 SV=146.70 0.00

TRINITY_DN25780_c0_g1sp|P19823|ITIH2_HUMANITIH2 Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens GN=ITIH2 PE=1 SV=246.70 0.00

TRINITY_DN30306_c0_g1sp|Q5TM57|RPP21_MACMURPP21 Ribonuclease P protein subunit p21 OS=Macaca mulatta GN=RPP21 PE=3 SV=146.70 0.00

TRINITY_DN30761_c0_g2sp|Q9FL33|MCM3_ARATHMCM3 DNA replication licensing factor MCM3 OS=Arabidopsis thaliana GN=MCM3 PE=1 SV=146.70 0.00

TRINITY_DN31116_c0_g1sp|Q8K4K4|TRIB1_MOUSETrib1 Tribbles homolog 1 OS=Mus musculus GN=Trib1 PE=2 SV=246.70 0.00

TRINITY_DN31686_c0_g2sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=146.70 0.00

TRINITY_DN31908_c0_g1sp|Q10479|ALG8_SCHPOalg8 Dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=alg8 PE=3 SV=146.70 0.00

TRINITY_DN33062_c0_g1sp|Q08DT6|RM47_BOVINMRPL47 39S ribosomal protein L47, mitochondrial OS=Bos taurus GN=MRPL47 PE=2 SV=146.70 0.00

TRINITY_DN33070_c0_g2sp|A5DLE0|DBP8_PICGUDBP8 ATP-dependent RNA helicase DBP8 OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=DBP8 PE=3 SV=246.70 0.00

TRINITY_DN34427_c0_g2sp|Q86HS0|COQ9_DICDIcoq9 Probable ubiquinone biosynthesis protein coq9, mitochondrial OS=Dictyostelium discoideum GN=coq9 PE=3 SV=246.70 0.00

TRINITY_DN35437_c0_g1sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=146.70 0.00

TRINITY_DN35537_c1_g1sp|O00487|PSDE_HUMANPSMD14 26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens GN=PSMD14 PE=1 SV=146.70 0.00

TRINITY_DN36163_c0_g8sp|P51153|RAB13_HUMANRAB13 Ras-related protein Rab-13 OS=Homo sapiens GN=RAB13 PE=1 SV=146.70 0.00

TRINITY_DN37147_c0_g2sp|O28837|RTCA_ARCFUrtcA RNA 3'-terminal phosphate cyclase OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=rtcA PE=3 SV=146.70 0.00

TRINITY_DN37618_c0_g4sp|A2BKH8|PIMT_HYPBUpcm Protein-L-isoaspartate O-methyltransferase OS=Hyperthermus butylicus (strain DSM 5456 / JCM 9403 / PLM1-5) GN=pcm PE=3 SV=146.70 0.00

TRINITY_DN37692_c0_g2sp|Q6I5Y0|CDKC1_ORYSJCDKC-1 Cyclin-dependent kinase C-1 OS=Oryza sativa subsp. japonica GN=CDKC-1 PE=2 SV=146.70 0.00

TRINITY_DN37974_c0_g1sp|Q9LJD8|M3KE1_ARATHM3KE1 MAP3K epsilon protein kinase 1 OS=Arabidopsis thaliana GN=M3KE1 PE=1 SV=146.70 0.00

TRINITY_DN38060_c0_g5sp|P12688|YPK1_YEASTYPK1 Serine/threonine-protein kinase YPK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK1 PE=1 SV=246.70 0.00

TRINITY_DN38437_c0_g1sp|Q8C627|F221B_MOUSEFam221b Protein FAM221B OS=Mus musculus GN=Fam221b PE=2 SV=146.70 0.00

TRINITY_DN38658_c0_g1sp|Q6GPV5|RN181_XENLArnf181 E3 ubiquitin-protein ligase RNF181 OS=Xenopus laevis GN=rnf181 PE=2 SV=146.70 0.00

TRINITY_DN39468_c0_g2sp|Q9PII5|DCDA_CAMJElysA Diaminopimelate decarboxylase OS=Campylobacter jejuni subsp. jejuni serotype O:2 (strain ATCC 700819 / NCTC 11168) GN=lysA PE=3 SV=146.70 0.00

TRINITY_DN39488_c0_g3sp|Q9I165|TREA_PSEAEtreA Periplasmic trehalase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=treA PE=3 SV=146.70 0.00

TRINITY_DN39926_c1_g1sp|Q9M0S5|ISOA3_ARATHISA3 Isoamylase 3, chloroplastic OS=Arabidopsis thaliana GN=ISA3 PE=1 SV=246.70 0.00

TRINITY_DN40183_c0_g1sp|Q9UTK2|RM19_SCHPOmrpl19 54S ribosomal protein L19, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mrpl19 PE=3 SV=146.70 0.00

TRINITY_DN40277_c0_g1sp|Q8L7K9|MAO2_ARATHNAD-ME2 NAD-dependent malic enzyme 2, mitochondrial OS=Arabidopsis thaliana GN=NAD-ME2 PE=1 SV=146.70 0.00

TRINITY_DN40817_c0_g2sp|Q9M0N1|PUX10_ARATHPUX10 Plant UBX domain-containing protein 10 OS=Arabidopsis thaliana GN=PUX10 PE=2 SV=146.70 0.00

TRINITY_DN40896_c1_g7sp|Q3T073|SERP2_BOVINSERP2 Stress-associated endoplasmic reticulum protein 2 OS=Bos taurus GN=SERP2 PE=3 SV=146.70 0.00



TRINITY_DN41235_c3_g2sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=246.70 0.00

TRINITY_DN41358_c1_g3sp|Q8GUK1|DGS1_ARATHDGS1 Protein DGS1, mitochondrial OS=Arabidopsis thaliana GN=DGS1 PE=1 SV=146.70 0.00

TRINITY_DN41440_c0_g1sp|Q9H0R3|TM222_HUMANTMEM222 Transmembrane protein 222 OS=Homo sapiens GN=TMEM222 PE=1 SV=246.70 0.00

TRINITY_DN43452_c0_g3sp|Q9C1X1|PWP2_SCHPOSPBC713.04cPeriodic tryptophan protein 2 homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC713.04c PE=1 SV=146.70 0.00

TRINITY_DN43515_c1_g1sp|Q84WM9|EF1B1_ARATHAt5g12110Elongation factor 1-beta 1 OS=Arabidopsis thaliana GN=At5g12110 PE=2 SV=246.70 0.00

TRINITY_DN43593_c2_g3sp|Q9SDS7|VATC_ARATHVHA-C V-type proton ATPase subunit C OS=Arabidopsis thaliana GN=VHA-C PE=1 SV=146.70 0.00

TRINITY_DN44391_c0_g1sp|O48520|DPOD2_ARATHPOLD2 DNA polymerase delta small subunit OS=Arabidopsis thaliana GN=POLD2 PE=2 SV=246.70 0.00

TRINITY_DN45385_c1_g1sp|Q0JL46|NCASE_ORYSJOs01g0624000Neutral ceramidase OS=Oryza sativa subsp. japonica GN=Os01g0624000 PE=1 SV=146.70 0.00

TRINITY_DN46028_c0_g2sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=146.70 0.00

TRINITY_DN46056_c0_g2sp|P23098|DYHC_TRIGR- Dynein beta chain, ciliary OS=Tripneustes gratilla PE=1 SV=146.70 0.00

TRINITY_DN46988_c0_g1sp|Q9JME5|AP3B2_MOUSEAp3b2 AP-3 complex subunit beta-2 OS=Mus musculus GN=Ap3b2 PE=1 SV=246.70 0.00

TRINITY_DN47487_c1_g1sp|Q99942|RNF5_HUMANRNF5 E3 ubiquitin-protein ligase RNF5 OS=Homo sapiens GN=RNF5 PE=1 SV=146.70 0.00

TRINITY_DN47530_c0_g2sp|Q6DC39|DESI2_DANREdesi2 Desumoylating isopeptidase 2 OS=Danio rerio GN=desi2 PE=2 SV=146.70 0.00

TRINITY_DN47977_c0_g4sp|Q69TY4|PR2E1_ORYSJPRXIIE-1Peroxiredoxin-2E-1, chloroplastic OS=Oryza sativa subsp. japonica GN=PRXIIE-1 PE=2 SV=146.70 0.00

TRINITY_DN48536_c0_g8sp|C3Y431|DDRGK_BRAFLBRAFLDRAFT_114851DDRGK domain-containing protein 1 OS=Branchiostoma floridae GN=BRAFLDRAFT_114851 PE=3 SV=146.70 0.00

TRINITY_DN48555_c0_g2sp|Q94K71|GPPL2_ARATHAt3g48420Haloacid dehalogenase-like hydrolase domain-containing protein At3g48420 OS=Arabidopsis thaliana GN=At3g48420 PE=1 SV=146.70 0.00

TRINITY_DN48575_c0_g3sp|P30839|AL3A2_RATAldh3a2 Fatty aldehyde dehydrogenase OS=Rattus norvegicus GN=Aldh3a2 PE=1 SV=146.70 0.00

TRINITY_DN49083_c1_g2sp|Q1H3L5|CYSG_METFKcysG Siroheme synthase OS=Methylobacillus flagellatus (strain KT / ATCC 51484 / DSM 6875) GN=cysG PE=3 SV=246.70 0.00

TRINITY_DN49555_c0_g2sp|Q5TYS0|LCE1B_DANRElace1b Lactation elevated protein 1 homolog B OS=Danio rerio GN=lace1b PE=2 SV=146.70 0.00

TRINITY_DN49629_c0_g5sp|Q9LRN8|RK3B_ARATHRPL3B 50S ribosomal protein L3-2, chloroplastic OS=Arabidopsis thaliana GN=RPL3B PE=2 SV=146.70 0.00

TRINITY_DN50173_c1_g10sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=246.70 0.00

TRINITY_DN50363_c0_g5sp|B7GY18|RLME_ACIB3rlmE Ribosomal RNA large subunit methyltransferase E OS=Acinetobacter baumannii (strain AB307-0294) GN=rlmE PE=3 SV=146.70 0.00

TRINITY_DN50430_c0_g1sp|O75027|ABCB7_HUMANABCB7 ATP-binding cassette sub-family B member 7, mitochondrial OS=Homo sapiens GN=ABCB7 PE=1 SV=246.70 0.00

TRINITY_DN50731_c0_g1sp|Q9LEF5|SSRP1_MAIZESSRP1 FACT complex subunit SSRP1 OS=Zea mays GN=SSRP1 PE=1 SV=146.70 0.00

TRINITY_DN51280_c0_g1sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=346.70 0.00

TRINITY_DN51421_c0_g1sp|Q9S775|PKL_ARATHPKL CHD3-type chromatin-remodeling factor PICKLE OS=Arabidopsis thaliana GN=PKL PE=1 SV=146.70 0.00

TRINITY_DN51598_c0_g5sp|Q641W7|TTLL9_RATTtll9 Probable tubulin polyglutamylase TTLL9 OS=Rattus norvegicus GN=Ttll9 PE=2 SV=146.70 0.00

TRINITY_DN51715_c0_g9sp|Q9UTI5|VPS29_SCHPOvps29 Vacuolar protein sorting-associated protein 29 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vps29 PE=3 SV=146.70 0.00

TRINITY_DN51985_c0_g2sp|O70196|PPCE_RATPrep Prolyl endopeptidase OS=Rattus norvegicus GN=Prep PE=1 SV=146.70 0.00

TRINITY_DN52028_c1_g2sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=146.70 0.00

TRINITY_DN52141_c0_g2sp|Q949X0|ADS3_ARATHADS3 Palmitoyl-monogalactosyldiacylglycerol delta-7 desaturase, chloroplastic OS=Arabidopsis thaliana GN=ADS3 PE=1 SV=246.70 0.00

TRINITY_DN52613_c1_g2sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=346.70 0.00

TRINITY_DN52870_c0_g1sp|P49093|ASNS2_LOTJAAS2 Asparagine synthetase [glutamine-hydrolyzing] 2 OS=Lotus japonicus GN=AS2 PE=2 SV=246.70 0.00

TRINITY_DN1275_c0_g1sp|B0BLT0|ZN593_XENTRznf593 Zinc finger protein 593 OS=Xenopus tropicalis GN=znf593 PE=2 SV=146.60 0.00

TRINITY_DN23302_c0_g4sp|Q4WAZ0|PSOF_ASPFUpsoF Dual-functional monooxygenase/methyltransferase psoF OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=psoF PE=1 SV=146.60 0.00

TRINITY_DN24081_c0_g2sp|P48027|GACS_PSESYgacS Sensor protein GacS OS=Pseudomonas syringae pv. syringae GN=gacS PE=3 SV=146.60 0.00

TRINITY_DN31440_c0_g1sp|Q9YGP6|SLBP2_XENLAslbp2 Oocyte-specific histone RNA stem-loop-binding protein 2 OS=Xenopus laevis GN=slbp2 PE=2 SV=146.60 0.00

TRINITY_DN32020_c0_g1sp|P24931|RUBY_DESVHrbr Rubrerythrin OS=Desulfovibrio vulgaris (strain Hildenborough / ATCC 29579 / DSM 644 / NCIMB 8303) GN=rbr PE=1 SV=146.60 0.00

TRINITY_DN33601_c0_g7sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=146.60 0.00

TRINITY_DN34348_c0_g1sp|Q9XFM6|MSBP1_ARATHMSBP1 Membrane steroid-binding protein 1 OS=Arabidopsis thaliana GN=MSBP1 PE=1 SV=246.60 0.00

TRINITY_DN34713_c0_g3sp|Q9UQ07|MOK_HUMANMOK MAPK/MAK/MRK overlapping kinase OS=Homo sapiens GN=MOK PE=2 SV=146.60 0.00

TRINITY_DN35548_c0_g7sp|Q62095|DDX3Y_MOUSEDdx3y ATP-dependent RNA helicase DDX3Y OS=Mus musculus GN=Ddx3y PE=1 SV=246.60 0.00

TRINITY_DN36499_c0_g6sp|Q8R3P7|CLUA1_MOUSECluap1 Clusterin-associated protein 1 OS=Mus musculus GN=Cluap1 PE=1 SV=146.60 0.00

TRINITY_DN36612_c1_g6sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=146.60 0.00

TRINITY_DN36748_c0_g1sp|Q55CM7|DDRGK_DICDIDDB_G0269994DDRGK domain-containing protein 1 OS=Dictyostelium discoideum GN=DDB_G0269994 PE=3 SV=146.60 0.00

TRINITY_DN36800_c0_g5sp|Q8TGM6|TAR1_YEASTTAR1 Protein TAR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TAR1 PE=2 SV=146.60 0.00

TRINITY_DN36870_c1_g4sp|Q55DA6|WBS22_DICDIDDB_G0269722Probable 18S rRNA (guanine-N(7))-methyltransferase OS=Dictyostelium discoideum GN=DDB_G0269722 PE=3 SV=146.60 0.00

TRINITY_DN37362_c0_g1sp|Q5U3V7|S2543_DANREslc25a43Solute carrier family 25 member 43 OS=Danio rerio GN=slc25a43 PE=2 SV=146.60 0.00

TRINITY_DN37706_c0_g3sp|Q9CYC6|DCP2_MOUSEDcp2 m7GpppN-mRNA hydrolase OS=Mus musculus GN=Dcp2 PE=1 SV=246.60 0.00

TRINITY_DN37726_c0_g1sp|Q55D90|CDSA_DICDIcdsA Probable phosphatidate cytidylyltransferase OS=Dictyostelium discoideum GN=cdsA PE=3 SV=146.60 0.00

TRINITY_DN38336_c1_g10sp|Q8CHC4|SYNJ1_MOUSESynj1 Synaptojanin-1 OS=Mus musculus GN=Synj1 PE=1 SV=346.60 0.00

TRINITY_DN38361_c2_g5sp|Q10R93|RMR1_ORYSJOs03g0167500Receptor homology region, transmembrane domain- and RING domain-containing protein 1 OS=Oryza sativa subsp. japonica GN=Os03g0167500 PE=2 SV=146.60 0.00

TRINITY_DN38728_c1_g7sp|Q9C9Q5|RRA2_ARATHRRA2 Arabinosyltransferase RRA2 OS=Arabidopsis thaliana GN=RRA2 PE=2 SV=146.60 0.00

TRINITY_DN39347_c0_g2sp|Q54UU1|TPPC4_DICDItrappc4 Trafficking protein particle complex subunit 4 OS=Dictyostelium discoideum GN=trappc4 PE=3 SV=146.60 0.00

TRINITY_DN39467_c0_g4sp|A1A5H6|CNOT1_DANREcnot1 CCR4-NOT transcription complex subunit 1 OS=Danio rerio GN=cnot1 PE=2 SV=146.60 0.00

TRINITY_DN39544_c0_g5sp|Q8L7U5|BSL1_ARATHBSL1 Serine/threonine-protein phosphatase BSL1 OS=Arabidopsis thaliana GN=BSL1 PE=1 SV=246.60 0.00



TRINITY_DN40181_c1_g5sp|Q9I347|PRMB_PSEAEprmB 50S ribosomal protein L3 glutamine methyltransferase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=prmB PE=3 SV=146.60 0.00

TRINITY_DN40511_c0_g2sp|Q9LUJ5|EBP2_ARATHEBP2 Probable rRNA-processing protein EBP2 homolog OS=Arabidopsis thaliana GN=EBP2 PE=1 SV=146.60 0.00

TRINITY_DN41606_c0_g3sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=146.60 0.00

TRINITY_DN41859_c0_g5sp|O08662|PI4KA_RATPi4ka Phosphatidylinositol 4-kinase alpha OS=Rattus norvegicus GN=Pi4ka PE=1 SV=246.60 0.00

TRINITY_DN42553_c0_g1sp|Q54RF5|KPYK_DICDIpyk Pyruvate kinase OS=Dictyostelium discoideum GN=pyk PE=1 SV=146.60 0.00

TRINITY_DN43252_c0_g9sp|E5R4J3|MAP22_LEPMJLema_P046670Methionine aminopeptidase 2-2 OS=Leptosphaeria maculans (strain JN3 / isolate v23.1.3 / race Av1-4-5-6-7-8) GN=Lema_P046670 PE=3 SV=146.60 0.00

TRINITY_DN43321_c0_g1sp|O80925|AGD7_ARATHAGD7 ADP-ribosylation factor GTPase-activating protein AGD7 OS=Arabidopsis thaliana GN=AGD7 PE=1 SV=146.60 0.00

TRINITY_DN43588_c1_g8sp|Q65JK6|CHEB_BACLDcheB Chemotaxis response regulator protein-glutamate methylesterase OS=Bacillus licheniformis (strain ATCC 14580 / DSM 13 / JCM 2505 / NBRC 12200 / NCIMB 9375 / NRRL NRS-1264 / Gibson 46) GN=cheB PE=3 SV=146.60 0.00

TRINITY_DN43797_c0_g2sp|Q54EC2|DDX55_DICDIddx55 Probable ATP-dependent RNA helicase ddx55 OS=Dictyostelium discoideum GN=ddx55 PE=3 SV=146.60 0.00

TRINITY_DN44552_c0_g4sp|Q8I7P9|POL5_DROMEpol Retrovirus-related Pol polyprotein from transposon opus OS=Drosophila melanogaster GN=pol PE=3 SV=146.60 0.00

TRINITY_DN45767_c0_g1sp|Q8RWT8|SYSM_ARATHOVA7 Serine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OVA7 PE=2 SV=146.60 0.00

TRINITY_DN47027_c0_g1sp|Q5RJG1|NOL10_MOUSENol10 Nucleolar protein 10 OS=Mus musculus GN=Nol10 PE=2 SV=146.60 0.00

TRINITY_DN47066_c0_g5sp|Q9WV04|KIF9_MOUSEKif9 Kinesin-like protein KIF9 OS=Mus musculus GN=Kif9 PE=1 SV=246.60 0.00

TRINITY_DN47782_c0_g2sp|O48649|ARF1_SALBAARF1 ADP-ribosylation factor 1 OS=Salix bakko GN=ARF1 PE=2 SV=346.60 0.00

TRINITY_DN47990_c1_g2sp|Q41342|ETR1_SOLLCETR1 Ethylene receptor 1 OS=Solanum lycopersicum GN=ETR1 PE=1 SV=146.60 0.00

TRINITY_DN48682_c0_g2sp|Q9S7H8|ICS1_ARATHICS1 Isochorismate synthase 1, chloroplastic OS=Arabidopsis thaliana GN=ICS1 PE=1 SV=246.60 0.00

TRINITY_DN49175_c0_g1sp|O22197|RHC1A_ARATHRHC1A Probable E3 ubiquitin-protein ligase RHC1A OS=Arabidopsis thaliana GN=RHC1A PE=2 SV=146.60 0.00

TRINITY_DN49351_c0_g1sp|Q72JM6|LON2_THET2lon2 Lon protease 2 OS=Thermus thermophilus (strain HB27 / ATCC BAA-163 / DSM 7039) GN=lon2 PE=3 SV=146.60 0.00

TRINITY_DN50001_c0_g5sp|Q9FJI1|KAD6_ARATHAAK6 Adenylate kinase isoenzyme 6 homolog OS=Arabidopsis thaliana GN=AAK6 PE=1 SV=146.60 0.00

TRINITY_DN50403_c0_g10sp|Q8LBA6|PIS1_ARATHPIS1 CDP-diacylglycerol--inositol 3-phosphatidyltransferase 1 OS=Arabidopsis thaliana GN=PIS1 PE=1 SV=246.60 0.00

TRINITY_DN51507_c0_g1sp|Q2QM47|BSL2_ORYSJBSL2 Serine/threonine-protein phosphatase BSL2 homolog OS=Oryza sativa subsp. japonica GN=BSL2 PE=2 SV=246.60 0.00

TRINITY_DN6722_c0_g1sp|Q0P436|TM14C_DANREtmem14c Transmembrane protein 14C OS=Danio rerio GN=tmem14c PE=3 SV=146.60 0.00

TRINITY_DN32292_c0_g1sp|A2YB34|TRMB_ORYSIOsI_22311tRNA (guanine-N(7)-)-methyltransferase OS=Oryza sativa subsp. indica GN=OsI_22311 PE=3 SV=146.50 0.00

TRINITY_DN33138_c0_g1sp|F4JLE5|SFH1_ARATHSFH1 Phosphatidylinositol/phosphatidylcholine transfer protein SFH1 OS=Arabidopsis thaliana GN=SFH1 PE=2 SV=146.50 0.00

TRINITY_DN33544_c0_g1sp|Q7ZW41|RPB7_DANREpolr2g DNA-directed RNA polymerase II subunit RPB7 OS=Danio rerio GN=polr2g PE=2 SV=146.50 0.00

TRINITY_DN33774_c0_g2sp|Q323Z6|RIBX_SHIBSybiA N-glycosidase YbiA OS=Shigella boydii serotype 4 (strain Sb227) GN=ybiA PE=3 SV=146.50 0.00

TRINITY_DN34302_c0_g1sp|Q556Y8|DUSPR_DICDIDDB_G0273199Probable rhodanese domain-containing dual specificity protein phosphatase OS=Dictyostelium discoideum GN=DDB_G0273199 PE=3 SV=146.50 0.00

TRINITY_DN34606_c0_g1sp|Q54N40|PEX12_DICDIpex12 Putative peroxisome assembly protein 12 OS=Dictyostelium discoideum GN=pex12 PE=3 SV=146.50 0.00

TRINITY_DN35489_c1_g2sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=146.50 0.00

TRINITY_DN35675_c0_g4sp|P56821|EIF3B_TOBACTIF3B1 Eukaryotic translation initiation factor 3 subunit B OS=Nicotiana tabacum GN=TIF3B1 PE=2 SV=146.50 0.00

TRINITY_DN36257_c0_g1sp|Q9SF47|PAH1_ARATHPAH1 Phosphatidate phosphatase PAH1 OS=Arabidopsis thaliana GN=PAH1 PE=1 SV=146.50 0.00

TRINITY_DN36305_c1_g7sp|Q3ZBZ8|STIP1_BOVINSTIP1 Stress-induced-phosphoprotein 1 OS=Bos taurus GN=STIP1 PE=2 SV=146.50 0.00

TRINITY_DN36509_c1_g7sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=346.50 0.00

TRINITY_DN38003_c0_g4sp|Q54IK2|TM120_DICDItmem120 Transmembrane protein 120 homolog OS=Dictyostelium discoideum GN=tmem120 PE=3 SV=146.50 0.00

TRINITY_DN39028_c0_g1sp|Q9FXT4|AGAL_ORYSJOs10g0493600Alpha-galactosidase OS=Oryza sativa subsp. japonica GN=Os10g0493600 PE=1 SV=146.50 0.00

TRINITY_DN39467_c0_g1sp|O35552|F263_RATPfkfb3 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 3 OS=Rattus norvegicus GN=Pfkfb3 PE=2 SV=146.50 0.00

TRINITY_DN39820_c0_g4sp|Q54KH0|Y7435_DICDIDDB_G0287347Uncharacterized protein DDB_G0287347 OS=Dictyostelium discoideum GN=DDB_G0287347 PE=3 SV=246.50 0.00

TRINITY_DN41038_c1_g3sp|O64750|EDA3_ARATHEDA3 Protein EMBRYO SAC DEVELOPMENT ARREST 3, chloroplastic OS=Arabidopsis thaliana GN=EDA3 PE=1 SV=146.50 0.00

TRINITY_DN41231_c1_g3sp|Q24595|XPC_DROMEXpc DNA repair protein complementing XP-C cells homolog OS=Drosophila melanogaster GN=Xpc PE=1 SV=246.50 0.00

TRINITY_DN41418_c1_g3sp|Q54S79|WDR3_DICDIwdr3 WD repeat-containing protein 3 homolog OS=Dictyostelium discoideum GN=wdr3 PE=3 SV=146.50 0.00

TRINITY_DN41696_c1_g3sp|Q54T06|Y8206_DICDIDDB_G0282067Probable zinc transporter protein DDB_G0282067 OS=Dictyostelium discoideum GN=DDB_G0282067 PE=2 SV=146.50 0.00

TRINITY_DN42007_c0_g1sp|Q6P3R8|NEK5_HUMANNEK5 Serine/threonine-protein kinase Nek5 OS=Homo sapiens GN=NEK5 PE=2 SV=146.50 0.00

TRINITY_DN42845_c0_g9sp|P31582|RAF2A_ARATHRABF2A Ras-related protein RABF2a OS=Arabidopsis thaliana GN=RABF2A PE=1 SV=146.50 0.00

TRINITY_DN43122_c0_g2sp|Q55AR8|SNR40_DICDIsnrnp40 U5 small nuclear ribonucleoprotein 40 kDa protein OS=Dictyostelium discoideum GN=snrnp40 PE=3 SV=146.50 0.00

TRINITY_DN43632_c0_g3sp|Q8VC42|MIC1_MOUSEMic1 Uncharacterized protein C18orf8 homolog OS=Mus musculus GN=Mic1 PE=2 SV=146.50 0.00

TRINITY_DN43899_c0_g4sp|Q8CC88|VWA8_MOUSEVwa8 von Willebrand factor A domain-containing protein 8 OS=Mus musculus GN=Vwa8 PE=1 SV=246.50 0.00

TRINITY_DN44499_c0_g1sp|Q45FA5|SRPK_PHYPO- Serine/threonine-protein kinase SRPK OS=Physarum polycephalum PE=1 SV=146.50 0.00

TRINITY_DN44499_c0_g3sp|B6IJ52|MTFP1_CAEBRmtp-18 Mitochondrial fission process protein 1 OS=Caenorhabditis briggsae GN=mtp-18 PE=3 SV=146.50 0.00

TRINITY_DN44660_c0_g1sp|Q9H553|ALG2_HUMANALG2 Alpha-1,3/1,6-mannosyltransferase ALG2 OS=Homo sapiens GN=ALG2 PE=1 SV=146.50 0.00

TRINITY_DN44827_c0_g2sp|P42784|CTPA_SYNP2ctpA Carboxyl-terminal-processing protease OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=ctpA PE=3 SV=246.50 0.00

TRINITY_DN45194_c1_g1sp|A6RDX3|RM04_AJECNMRPL4 54S ribosomal protein L4, mitochondrial OS=Ajellomyces capsulatus (strain NAm1 / WU24) GN=MRPL4 PE=3 SV=146.50 0.00

TRINITY_DN47308_c0_g1sp|P22189|ATC3_SCHPOcta3 Calcium-transporting ATPase 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cta3 PE=1 SV=146.50 0.00

TRINITY_DN47599_c0_g1sp|Q8BGC4|PTGR3_MOUSEZadh2 Prostaglandin reductase-3 OS=Mus musculus GN=Zadh2 PE=1 SV=146.50 0.00

TRINITY_DN48188_c0_g2sp|Q803C1|RNF8_DANRErnf8 E3 ubiquitin-protein ligase rnf8 OS=Danio rerio GN=rnf8 PE=2 SV=146.50 0.00

TRINITY_DN48802_c0_g2sp|A1A4L4|F188B_BOVINFAM188B Probable ubiquitin carboxyl-terminal hydrolase FAM188B OS=Bos taurus GN=FAM188B PE=2 SV=146.50 0.00

TRINITY_DN49971_c1_g10sp|P34036|DYHC_DICDIdhcA Dynein heavy chain, cytoplasmic OS=Dictyostelium discoideum GN=dhcA PE=1 SV=246.50 0.00



TRINITY_DN50156_c0_g3sp|C0SPB0|YTCI_BACSUytcI Uncharacterized acyl--CoA ligase YtcI OS=Bacillus subtilis (strain 168) GN=ytcI PE=3 SV=146.50 0.00

TRINITY_DN50313_c0_g2sp|Q9T0A0|LACS4_ARATHLACS4 Long chain acyl-CoA synthetase 4 OS=Arabidopsis thaliana GN=LACS4 PE=2 SV=146.50 0.00

TRINITY_DN50683_c0_g8sp|Q54FY7|CPNE_DICDIcpnE Copine-E OS=Dictyostelium discoideum GN=cpnE PE=2 SV=146.50 0.00

TRINITY_DN50790_c0_g2sp|Q8I5R7|SYP_PLAF7proRS Proline--tRNA ligase OS=Plasmodium falciparum (isolate 3D7) GN=proRS PE=1 SV=146.50 0.00

TRINITY_DN51900_c2_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=146.50 0.00

TRINITY_DN52129_c0_g2sp|Q75H77|SAPKA_ORYSJSAPK10 Serine/threonine-protein kinase SAPK10 OS=Oryza sativa subsp. japonica GN=SAPK10 PE=2 SV=146.50 0.00

TRINITY_DN9648_c0_g1sp|Q6QNM1|KC1_TOXGO- Casein kinase I OS=Toxoplasma gondii PE=2 SV=146.50 0.00

TRINITY_DN12251_c0_g1sp|Q8RXD4|BRCA1_ARATHBRCA1 Protein BREAST CANCER SUSCEPTIBILITY 1 homolog OS=Arabidopsis thaliana GN=BRCA1 PE=1 SV=146.40 0.00

TRINITY_DN16269_c0_g1sp|Q9H0R3|TM222_HUMANTMEM222 Transmembrane protein 222 OS=Homo sapiens GN=TMEM222 PE=1 SV=246.40 0.00

TRINITY_DN30936_c0_g2sp|A0BD73|RL72_PARTERpl7-2 60S ribosomal protein L7 2 OS=Paramecium tetraurelia GN=Rpl7-2 PE=3 SV=146.40 0.00

TRINITY_DN32517_c0_g1sp|Q6UDF0|CSLA1_CYATEManS Mannan synthase 1 OS=Cyamopsis tetragonoloba GN=ManS PE=1 SV=146.40 0.00

TRINITY_DN33051_c0_g2sp|Q54L00|LIMKA_DICDIDDB_G0287001Probable LIM domain-containing serine/threonine-protein kinase DDB_G0287001 OS=Dictyostelium discoideum GN=DDB_G0287001 PE=3 SV=146.40 0.00

TRINITY_DN33122_c0_g1sp|P45856|HBD_BACSUmmgB Probable 3-hydroxybutyryl-CoA dehydrogenase OS=Bacillus subtilis (strain 168) GN=mmgB PE=2 SV=146.40 0.00

TRINITY_DN33285_c0_g3sp|Q8K4F6|NSUN5_MOUSENsun5 Probable 28S rRNA (cytosine-C(5))-methyltransferase OS=Mus musculus GN=Nsun5 PE=2 SV=246.40 0.00

TRINITY_DN34074_c0_g1sp|Q96NR8|RDH12_HUMANRDH12 Retinol dehydrogenase 12 OS=Homo sapiens GN=RDH12 PE=1 SV=346.40 0.00

TRINITY_DN35062_c0_g2sp|P0CP67|CPK1_CRYNBCPK1 Mitogen-activated protein kinase CPK1 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=CPK1 PE=3 SV=146.40 0.00

TRINITY_DN35077_c0_g1sp|Q54PB4|MYLKE_DICDIDDB_G0284661Probable myosin light chain kinase DDB_G0284661 OS=Dictyostelium discoideum GN=DDB_G0284661 PE=3 SV=146.40 0.00

TRINITY_DN35931_c0_g1sp|Q6Z358|C3H49_ORYSJOs07g0281000Zinc finger CCCH domain-containing protein 49 OS=Oryza sativa subsp. japonica GN=Os07g0281000 PE=2 SV=146.40 0.00

TRINITY_DN35968_c0_g1sp|Q9LHG8|ELC_ARATHELC Protein ELC OS=Arabidopsis thaliana GN=ELC PE=1 SV=146.40 0.00

TRINITY_DN36108_c0_g5sp|Q9M8Z7|U80A2_ARATHUGT80A2 Sterol 3-beta-glucosyltransferase UGT80A2 OS=Arabidopsis thaliana GN=UGT80A2 PE=1 SV=146.40 0.00

TRINITY_DN36379_c0_g9sp|Q8RWA7|NDADA_ARATHMEE4 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 13-A OS=Arabidopsis thaliana GN=MEE4 PE=2 SV=146.40 0.00

TRINITY_DN36463_c0_g2sp|Q5E9H5|BCS1_BOVINBCS1L Mitochondrial chaperone BCS1 OS=Bos taurus GN=BCS1L PE=2 SV=146.40 0.00

TRINITY_DN37327_c0_g3sp|Q54MJ7|ALAM_DICDIgpt Probable alanine aminotransferase, mitochondrial OS=Dictyostelium discoideum GN=gpt PE=3 SV=146.40 0.00

TRINITY_DN37455_c1_g9sp|A8WGF4|IF122_XENTRift122 Intraflagellar transport protein 122 homolog OS=Xenopus tropicalis GN=ift122 PE=2 SV=146.40 0.00

TRINITY_DN37539_c0_g1sp|Q2RK09|RSGA_MOOTArsgA Putative ribosome biogenesis GTPase RsgA OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=rsgA PE=3 SV=146.40 0.00

TRINITY_DN38130_c0_g5sp|Q8W0Z9|CCR4A_ARATHCCR4-1 Carbon catabolite repressor protein 4 homolog 1 OS=Arabidopsis thaliana GN=CCR4-1 PE=2 SV=146.40 0.00

TRINITY_DN38800_c0_g6sp|O22218|ACA4_ARATHACA4 Calcium-transporting ATPase 4, plasma membrane-type OS=Arabidopsis thaliana GN=ACA4 PE=1 SV=146.40 0.00

TRINITY_DN39065_c0_g4sp|Q9P567|SUCB_NEUCRtca-9 Succinate--CoA ligase [ADP-forming] subunit beta, mitochondrial OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=tca-9 PE=3 SV=146.40 0.00

TRINITY_DN39518_c0_g3sp|O76173|RAB1C_DICDIRab1C Ras-related protein Rab-1C OS=Dictyostelium discoideum GN=Rab1C PE=2 SV=146.40 0.00

TRINITY_DN40108_c0_g1sp|A2APY7|NDUF5_MOUSENdufaf5 Arginine-hydroxylase NDUFAF5, mitochondrial OS=Mus musculus GN=Ndufaf5 PE=1 SV=146.40 0.00

TRINITY_DN40237_c0_g2sp|Q5RBT2|DNPEP_PONABDNPEP Aspartyl aminopeptidase OS=Pongo abelii GN=DNPEP PE=2 SV=146.40 0.00

TRINITY_DN40547_c0_g1sp|A2QCV4|NCB5R_ASPNCcbr1 NADH-cytochrome b5 reductase 1 OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=cbr1 PE=3 SV=146.40 0.00

TRINITY_DN40702_c1_g6sp|Q8H965|NPC6_ARATHNPC6 Non-specific phospholipase C6 OS=Arabidopsis thaliana GN=NPC6 PE=2 SV=146.40 0.00

TRINITY_DN40749_c0_g5sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=146.40 0.00

TRINITY_DN40827_c1_g1sp|Q5XGS8|GTPB1_XENLAgtpbp1 GTP-binding protein 1 OS=Xenopus laevis GN=gtpbp1 PE=2 SV=146.40 0.00

TRINITY_DN40972_c0_g1sp|Q54RB7|SHKA_DICDIshkA Dual specificity protein kinase shkA OS=Dictyostelium discoideum GN=shkA PE=2 SV=146.40 0.00

TRINITY_DN41311_c0_g1sp|A5D8Q0|XIAP_XENLAxiap E3 ubiquitin-protein ligase XIAP OS=Xenopus laevis GN=xiap PE=2 SV=246.40 0.00

TRINITY_DN41534_c0_g1sp|O74945|RIA1_SCHPOria1 Ribosome assembly protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ria1 PE=3 SV=146.40 0.00

TRINITY_DN41552_c0_g1sp|P32604|F26_YEASTFBP26 Fructose-2,6-bisphosphatase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FBP26 PE=1 SV=246.40 0.00

TRINITY_DN41659_c1_g3sp|O80358|FPG_ARATHFPG1 Formamidopyrimidine-DNA glycosylase OS=Arabidopsis thaliana GN=FPG1 PE=1 SV=146.40 0.00

TRINITY_DN41972_c0_g4sp|Q3AC47|ACKA_CARHZackA Acetate kinase OS=Carboxydothermus hydrogenoformans (strain ATCC BAA-161 / DSM 6008 / Z-2901) GN=ackA PE=3 SV=146.40 0.00

TRINITY_DN42282_c0_g2sp|Q2HJ88|RTCA_BOVINRTCA RNA 3'-terminal phosphate cyclase OS=Bos taurus GN=RTCA PE=2 SV=146.40 0.00

TRINITY_DN42511_c1_g2sp|Q8WUS8|D42E1_HUMANSDR42E1 Short-chain dehydrogenase/reductase family 42E member 1 OS=Homo sapiens GN=SDR42E1 PE=2 SV=246.40 0.00

TRINITY_DN43112_c0_g2sp|Q9LUG5|RPF2_ARATHAt3g23620Ribosome production factor 2 homolog OS=Arabidopsis thaliana GN=At3g23620 PE=2 SV=146.40 0.00

TRINITY_DN43139_c0_g5sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=246.40 0.00

TRINITY_DN43417_c0_g5sp|O04584|FD4L1_ARATHFAD4L1 Fatty acid desaturase 4-like 1, chloroplastic OS=Arabidopsis thaliana GN=FAD4L1 PE=3 SV=146.40 0.00

TRINITY_DN43507_c0_g1sp|Q54WT7|CTNS_DICDIctns Cystinosin homolog OS=Dictyostelium discoideum GN=ctns PE=3 SV=146.40 0.00

TRINITY_DN44583_c0_g1sp|Q9SKZ5|FBT1_ARATHAt2g32040Folate-biopterin transporter 1, chloroplastic OS=Arabidopsis thaliana GN=At2g32040 PE=1 SV=246.40 0.00

TRINITY_DN44914_c3_g2sp|P05383|KAPCB_PIGPRKACB cAMP-dependent protein kinase catalytic subunit beta OS=Sus scrofa GN=PRKACB PE=1 SV=346.40 0.00

TRINITY_DN45039_c1_g2sp|Q555H8|LTN1_DICDIrnf160 E3 ubiquitin-protein ligase listerin OS=Dictyostelium discoideum GN=rnf160 PE=3 SV=146.40 0.00

TRINITY_DN45126_c0_g4sp|Q9LKB9|MYO6_ARATHXI-2 Myosin-6 OS=Arabidopsis thaliana GN=XI-2 PE=1 SV=146.40 0.00

TRINITY_DN45416_c0_g2sp|P12688|YPK1_YEASTYPK1 Serine/threonine-protein kinase YPK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK1 PE=1 SV=246.40 0.00

TRINITY_DN47181_c0_g2sp|F1QBY1|NIPLB_DANREnipblb Nipped-B-like protein B OS=Danio rerio GN=nipblb PE=2 SV=146.40 0.00

TRINITY_DN47339_c0_g1sp|Q54YP4|VPS11_DICDIvps11 Vacuolar protein sorting-associated protein 11 homolog OS=Dictyostelium discoideum GN=vps11 PE=3 SV=146.40 0.00

TRINITY_DN47891_c0_g1sp|Q0UJJ7|NST1_PHANONST1 Stress response protein NST1 OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=NST1 PE=3 SV=346.40 0.00

TRINITY_DN47947_c0_g1sp|Q54TA3|MRKC_DICDImrkC Probable serine/threonine-protein kinase MARK-C OS=Dictyostelium discoideum GN=mrkC PE=3 SV=146.40 0.00



TRINITY_DN48459_c0_g7sp|Q55EU6|ACT23_DICDIact23 Putative actin-23 OS=Dictyostelium discoideum GN=act23 PE=1 SV=146.40 0.00

TRINITY_DN48827_c0_g4sp|Q95YL4|PEFB_DICDIpefB Penta-EF hand domain-containing protein 2 OS=Dictyostelium discoideum GN=pefB PE=1 SV=146.40 0.00

TRINITY_DN49002_c0_g2sp|Q9LMT1|P2C08_ARATHAt1g18030Probable protein phosphatase 2C 8 OS=Arabidopsis thaliana GN=At1g18030 PE=2 SV=246.40 0.00

TRINITY_DN49043_c0_g1sp|O15440|MRP5_HUMANABCC5 Multidrug resistance-associated protein 5 OS=Homo sapiens GN=ABCC5 PE=1 SV=246.40 0.00

TRINITY_DN50513_c1_g2sp|O23920|HPPD_DAUCA- 4-hydroxyphenylpyruvate dioxygenase OS=Daucus carota PE=2 SV=146.40 0.00

TRINITY_DN52367_c0_g7sp|P49964|SRP19_ORYSJSRP19 Signal recognition particle 19 kDa protein OS=Oryza sativa subsp. japonica GN=SRP19 PE=1 SV=146.40 0.00

TRINITY_DN52547_c1_g1sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=246.40 0

TRINITY_DN23830_c0_g1sp|P87064|DODA_AMAMUDODA DOPA 4,5-dioxygenase OS=Amanita muscaria GN=DODA PE=1 SV=146.30 0.00

TRINITY_DN25180_c0_g1sp|Q4IL82|INO80_GIBZEINO80 Putative DNA helicase INO80 OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=INO80 PE=3 SV=146.30 0.00

TRINITY_DN27141_c0_g2sp|Q91736|EPB1B_XENLAephb1-b Ephrin type-B receptor 1-B (Fragment) OS=Xenopus laevis GN=ephb1-b PE=1 SV=146.30 0.00

TRINITY_DN28089_c0_g1sp|Q42551|SCE1_ARATHSCE1 SUMO-conjugating enzyme SCE1 OS=Arabidopsis thaliana GN=SCE1 PE=1 SV=146.30 0.00

TRINITY_DN31643_c0_g1sp|F1MF74|MICA2_BOVINMICAL2 Protein-methionine sulfoxide oxidase MICAL2 OS=Bos taurus GN=MICAL2 PE=3 SV=246.30 0.00

TRINITY_DN32889_c0_g1sp|Q5XJ34|KC15L_DANREkctd15l BTB/POZ domain-containing protein kctd15-like OS=Danio rerio GN=kctd15l PE=1 SV=146.30 0.00

TRINITY_DN33973_c0_g1sp|Q54YD8|COPB2_DICDIcopb2 Coatomer subunit beta' OS=Dictyostelium discoideum GN=copb2 PE=3 SV=146.30 0.00

TRINITY_DN34166_c0_g5sp|O88803|LECT2_MOUSELect2 Leukocyte cell-derived chemotaxin-2 OS=Mus musculus GN=Lect2 PE=1 SV=146.30 0.00

TRINITY_DN35191_c0_g1sp|P0CH28|UBC_BOVINUBC Polyubiquitin-C OS=Bos taurus GN=UBC PE=1 SV=146.30 0.00

TRINITY_DN35883_c0_g1sp|O49639|CDS2_ARATHCDS2 Phosphatidate cytidylyltransferase 2 OS=Arabidopsis thaliana GN=CDS2 PE=1 SV=146.30 0.00

TRINITY_DN36036_c0_g8sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=146.30 0.00

TRINITY_DN36266_c0_g1sp|Q8VCF1|CANT1_MOUSECant1 Soluble calcium-activated nucleotidase 1 OS=Mus musculus GN=Cant1 PE=2 SV=146.30 0.00

TRINITY_DN37006_c0_g2sp|P42620|YQJG_ECOLIyqjG Glutathionyl-hydroquinone reductase YqjG OS=Escherichia coli (strain K12) GN=yqjG PE=1 SV=146.30 0.00

TRINITY_DN37018_c0_g4sp|Q7TSC3|NEK5_MOUSENek5 Serine/threonine-protein kinase Nek5 OS=Mus musculus GN=Nek5 PE=2 SV=146.30 0.00

TRINITY_DN37094_c0_g3sp|F4JZG9|TERC_ARATHTERC Thylakoid membrane protein TERC, chloroplastic OS=Arabidopsis thaliana GN=TERC PE=1 SV=146.30 0.00

TRINITY_DN37444_c0_g1sp|Q9UYB2|SUA5_PYRABsua5 Threonylcarbamoyl-AMP synthase OS=Pyrococcus abyssi (strain GE5 / Orsay) GN=sua5 PE=1 SV=146.30 0.00

TRINITY_DN37959_c1_g2sp|Q25AA3|MRE11_ORYSIH0410G08.11Double-strand break repair protein MRE11 OS=Oryza sativa subsp. indica GN=H0410G08.11 PE=3 SV=146.30 0.00

TRINITY_DN38526_c0_g8sp|A1SWB8|BGAL_PSYINlacZ Beta-galactosidase OS=Psychromonas ingrahamii (strain 37) GN=lacZ PE=3 SV=146.30 0.00

TRINITY_DN38806_c1_g3sp|Q116Q3|EFTS_TRIEItsf Elongation factor Ts OS=Trichodesmium erythraeum (strain IMS101) GN=tsf PE=3 SV=146.30 0.00

TRINITY_DN39211_c0_g3sp|Q553U5|CECR1_DICDIDDB_G0275179Adenosine deaminase CECR1 homolog OS=Dictyostelium discoideum GN=DDB_G0275179 PE=2 SV=146.30 0.00

TRINITY_DN39417_c0_g2sp|Q54N47|BCAT_DICDIbcaA Branched-chain-amino-acid aminotransferase OS=Dictyostelium discoideum GN=bcaA PE=3 SV=146.30 0.00

TRINITY_DN40040_c0_g7sp|Q07590|SAV_SULACsav Protein SAV OS=Sulfolobus acidocaldarius (strain ATCC 33909 / DSM 639 / JCM 8929 / NBRC 15157 / NCIMB 11770) GN=sav PE=3 SV=246.30 0.00

TRINITY_DN40241_c1_g1sp|Q5PP70|NTM1_ARATHAt5g44450Alpha N-terminal protein methyltransferase 1 OS=Arabidopsis thaliana GN=At5g44450 PE=2 SV=146.30 0.00

TRINITY_DN40362_c0_g5sp|Q39097|ERF1X_ARATHERF1-1 Eukaryotic peptide chain release factor subunit 1-1 OS=Arabidopsis thaliana GN=ERF1-1 PE=1 SV=246.30 0.00

TRINITY_DN40979_c1_g5sp|Q12094|TSR3_YEASTTSR3 Ribosome biogenesis protein TSR3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TSR3 PE=1 SV=146.30 0.00

TRINITY_DN41205_c0_g9sp|Q09818|YAC4_SCHPOSPAC16C9.04cPutative general negative regulator of transcription C16C9.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC16C9.04c PE=3 SV=146.30 0.00

TRINITY_DN41213_c0_g4sp|O95271|TNKS1_HUMANTNKS Tankyrase-1 OS=Homo sapiens GN=TNKS PE=1 SV=246.30 0.00

TRINITY_DN41833_c0_g3sp|Q9LJX0|AB19B_ARATHABCB19 ABC transporter B family member 19 OS=Arabidopsis thaliana GN=ABCB19 PE=1 SV=146.30 0.00

TRINITY_DN42590_c1_g2sp|Q9SL70|TCX6_ARATHTCX6 Protein tesmin/TSO1-like CXC 6 OS=Arabidopsis thaliana GN=TCX6 PE=1 SV=146.30 0.00

TRINITY_DN42618_c1_g1sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=146.30 0.00

TRINITY_DN42812_c0_g2sp|Q9FL33|MCM3_ARATHMCM3 DNA replication licensing factor MCM3 OS=Arabidopsis thaliana GN=MCM3 PE=1 SV=146.30 0.00

TRINITY_DN43690_c0_g2sp|Q9S7L2|MYB98_ARATHMYB98 Transcription factor MYB98 OS=Arabidopsis thaliana GN=MYB98 PE=2 SV=146.30 0.00

TRINITY_DN44155_c1_g8sp|Q9HBH5|RDH14_HUMANRDH14 Retinol dehydrogenase 14 OS=Homo sapiens GN=RDH14 PE=1 SV=146.30 0.00

TRINITY_DN44205_c0_g3sp|F4J0A8|P4H6_ARATHP4H6 Probable prolyl 4-hydroxylase 6 OS=Arabidopsis thaliana GN=P4H6 PE=2 SV=146.30 0.00

TRINITY_DN44549_c0_g1sp|Q2TBX2|PFD3_BOVINVBP1 Prefoldin subunit 3 OS=Bos taurus GN=VBP1 PE=2 SV=146.30 0.00

TRINITY_DN44727_c0_g3sp|Q8GXN9|TGH_ARATHTGH G patch domain-containing protein TGH OS=Arabidopsis thaliana GN=TGH PE=1 SV=146.30 0.00

TRINITY_DN44971_c1_g4sp|P20133|PGTB2_YEASTBET2 Geranylgeranyl transferase type-2 subunit beta OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BET2 PE=1 SV=346.30 0.00

TRINITY_DN45321_c0_g1sp|Q9HFV1|CYB5_RHIST- Cytochrome b5 OS=Rhizopus stolonifer PE=2 SV=146.30 0.00

TRINITY_DN45405_c1_g7sp|Q6Y7W6|PERQ2_HUMANGIGYF2 PERQ amino acid-rich with GYF domain-containing protein 2 OS=Homo sapiens GN=GIGYF2 PE=1 SV=146.30 0.00

TRINITY_DN45457_c0_g3sp|C5FP68|SCONB_ARTOCsconB Probable E3 ubiquitin ligase complex SCF subunit sconB OS=Arthroderma otae (strain ATCC MYA-4605 / CBS 113480) GN=sconB PE=3 SV=146.30 0.00

TRINITY_DN45713_c1_g8sp|B0G107|SAMH1_DICDIDDB_G0272484Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 homolog OS=Dictyostelium discoideum GN=DDB_G0272484 PE=3 SV=146.30 0.00

TRINITY_DN46191_c2_g2sp|Q9FJH9|LPAH1_ARATHAt5g60760P-loop NTPase domain-containing protein LPA1 homolog 1 OS=Arabidopsis thaliana GN=At5g60760 PE=2 SV=146.30 0.00

TRINITY_DN47067_c1_g3sp|Q8R151|ZNFX1_MOUSEZnfx1 NFX1-type zinc finger-containing protein 1 OS=Mus musculus GN=Znfx1 PE=1 SV=346.30 0.00

TRINITY_DN48307_c0_g8sp|P45973|CBX5_HUMANCBX5 Chromobox protein homolog 5 OS=Homo sapiens GN=CBX5 PE=1 SV=146.30 0.00

TRINITY_DN48801_c0_g1sp|Q9C639|LHCA5_ARATHLHCA5 Photosystem I chlorophyll a/b-binding protein 5, chloroplastic OS=Arabidopsis thaliana GN=LHCA5 PE=1 SV=146.30 0.00

TRINITY_DN48913_c0_g7sp|O22042|M3K3_ARATHANP3 Mitogen-activated protein kinase kinase kinase 3 OS=Arabidopsis thaliana GN=ANP3 PE=1 SV=146.30 0.00

TRINITY_DN49815_c0_g3sp|P69315|UBIQP_LINUS- Polyubiquitin (Fragment) OS=Linum usitatissimum PE=3 SV=246.30 0.00

TRINITY_DN50564_c0_g9sp|Q61035|SYHC_MOUSEHars Histidine--tRNA ligase, cytoplasmic OS=Mus musculus GN=Hars PE=1 SV=246.30 0.00

TRINITY_DN51203_c1_g4sp|Q8L500|APRR9_ARATHAPRR9 Two-component response regulator-like APRR9 OS=Arabidopsis thaliana GN=APRR9 PE=1 SV=246.30 0.00



TRINITY_DN51572_c1_g1sp|C1C3R6|UBE2S_LITCTube2s Ubiquitin-conjugating enzyme E2 S OS=Lithobates catesbeiana GN=ube2s PE=2 SV=146.30 0.00

TRINITY_DN51583_c1_g9sp|Q6NTV9|NHP2_XENLAnhp2 H/ACA ribonucleoprotein complex subunit 2-like protein OS=Xenopus laevis GN=nhp2 PE=2 SV=146.30 0.00

TRINITY_DN51801_c0_g2sp|F4JIF5|TCX2_ARATHTCX2 Protein tesmin/TSO1-like CXC 2 OS=Arabidopsis thaliana GN=TCX2 PE=1 SV=146.30 0.00

TRINITY_DN52814_c0_g1sp|Q9Y3A0|COQ4_HUMANCOQ4 Ubiquinone biosynthesis protein COQ4 homolog, mitochondrial OS=Homo sapiens GN=COQ4 PE=1 SV=346.30 0.00

TRINITY_DN54075_c0_g1sp|O75695|XRP2_HUMANRP2 Protein XRP2 OS=Homo sapiens GN=RP2 PE=1 SV=446.30 0.00

TRINITY_DN5566_c0_g1sp|F4JTF6|CHR7_ARATHCHR7 CHD3-type chromatin-remodeling factor CHR7 OS=Arabidopsis thaliana GN=CHR7 PE=2 SV=146.30 0.00

TRINITY_DN14107_c0_g2sp|Q9Y6D5|BIG2_HUMANARFGEF2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Homo sapiens GN=ARFGEF2 PE=1 SV=346.20 0.00

TRINITY_DN15851_c0_g1sp|Q9C723|NADE_ARATHAt1g55090Glutamine-dependent NAD(+) synthetase OS=Arabidopsis thaliana GN=At1g55090 PE=2 SV=146.20 0.00

TRINITY_DN16212_c0_g1sp|Q27504|CAH3_CAEELcah-3 Putative carbonic anhydrase 3 OS=Caenorhabditis elegans GN=cah-3 PE=3 SV=146.20 0.00

TRINITY_DN19694_c0_g1sp|Q9FE17|SIR1_ARATHSRT1 NAD-dependent protein deacetylase SRT1 OS=Arabidopsis thaliana GN=SRT1 PE=2 SV=146.20 0.00

TRINITY_DN23679_c0_g1sp|Q2KID0|EXOS2_BOVINEXOSC2 Exosome complex component RRP4 OS=Bos taurus GN=EXOSC2 PE=2 SV=146.20 0.00

TRINITY_DN26492_c1_g2sp|Q54I48|CTL2_DICDIslc44a2 Choline transporter-like protein 2 OS=Dictyostelium discoideum GN=slc44a2 PE=3 SV=146.20 0.00

TRINITY_DN26937_c0_g3sp|Q042B4|TRML_LACGALGAS_1346Putative RNA (cytidine(34)-2'-O)-methyltransferase OS=Lactobacillus gasseri (strain ATCC 33323 / DSM 20243 / JCM 1131 / NCIMB 11718 / AM63) GN=LGAS_1346 PE=3 SV=246.20 0.00

TRINITY_DN28356_c0_g2sp|Q9M8D3|PUR4_ARATHAt1g74260Probable phosphoribosylformylglycinamidine synthase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At1g74260 PE=2 SV=346.20 0.00

TRINITY_DN28660_c0_g1sp|Q54KH0|Y7435_DICDIDDB_G0287347Uncharacterized protein DDB_G0287347 OS=Dictyostelium discoideum GN=DDB_G0287347 PE=3 SV=246.20 0.00

TRINITY_DN28940_c0_g1sp|P52876|Y615_SYNY3sll0615 GDT1-like protein sll0615 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0615 PE=3 SV=146.20 0.00

TRINITY_DN30238_c0_g3sp|Q9N2D0|FETUA_PANTRAHSG Alpha-2-HS-glycoprotein OS=Pan troglodytes GN=AHSG PE=3 SV=146.20 0.00

TRINITY_DN31145_c0_g2sp|Q01289|POR_PEA3PCR Protochlorophyllide reductase, chloroplastic OS=Pisum sativum GN=3PCR PE=1 SV=146.20 0.00

TRINITY_DN31191_c0_g1sp|Q7F0J0|CML13_ORYSJCML13 Probable calcium-binding protein CML13 OS=Oryza sativa subsp. japonica GN=CML13 PE=2 SV=146.20 0.00

TRINITY_DN31626_c0_g1sp|O96624|ARPC3_DICDIarcC Actin-related protein 2/3 complex subunit 3 OS=Dictyostelium discoideum GN=arcC PE=1 SV=146.20 0.00

TRINITY_DN32810_c0_g1sp|Q9UT08|2AAA_SCHPOpaa1 Protein phosphatase PP2A regulatory subunit A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=paa1 PE=3 SV=146.20 0.00

TRINITY_DN33332_c0_g4sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=146.20 0.00

TRINITY_DN35468_c0_g2sp|Q557J5|NIT1_DICDInit1-1 Nitrilase homolog 1 OS=Dictyostelium discoideum GN=nit1-1 PE=3 SV=146.20 0.00

TRINITY_DN35561_c0_g7sp|Q2HH48|GAR1_CHAGBGAR1 H/ACA ribonucleoprotein complex subunit 1 OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=GAR1 PE=3 SV=146.20 0.00

TRINITY_DN35954_c0_g10sp|Q11010|AMPN_STRLIpepN Aminopeptidase N OS=Streptomyces lividans GN=pepN PE=1 SV=146.20 0.00

TRINITY_DN36036_c0_g2sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=146.20 0.00

TRINITY_DN36081_c1_g6sp|Q9M047|WLI2B_ARATHWLIM2B LIM domain-containing protein WLIM2b OS=Arabidopsis thaliana GN=WLIM2B PE=1 SV=146.20 0.00

TRINITY_DN36660_c0_g2sp|Q54P40|ISCA2_DICDIisca2 Iron-sulfur cluster assembly 2 homolog, mitochondrial OS=Dictyostelium discoideum GN=isca2 PE=3 SV=146.20 0.00

TRINITY_DN36884_c0_g3sp|E1BP36|MMS19_BOVINMMS19 MMS19 nucleotide excision repair protein homolog OS=Bos taurus GN=MMS19 PE=2 SV=346.20 0.00

TRINITY_DN37129_c0_g9sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=146.20 0.00

TRINITY_DN37166_c0_g1sp|Q86H36|RPA1_DICDIpolr1a DNA-directed RNA polymerase I subunit rpa1 OS=Dictyostelium discoideum GN=polr1a PE=3 SV=146.20 0.00

TRINITY_DN37412_c0_g2sp|Q9VIF1|MUT7_DROMENbr Exonuclease mut-7 homolog OS=Drosophila melanogaster GN=Nbr PE=1 SV=146.20 0.00

TRINITY_DN37503_c0_g7sp|Q5TC84|OGRL1_HUMANOGFRL1 Opioid growth factor receptor-like protein 1 OS=Homo sapiens GN=OGFRL1 PE=2 SV=146.20 0.00

TRINITY_DN37656_c0_g1sp|Q6WWW4|UPL3_ARATHUPL3 E3 ubiquitin-protein ligase UPL3 OS=Arabidopsis thaliana GN=UPL3 PE=1 SV=146.20 0.00

TRINITY_DN37780_c0_g5sp|P34470|HCP3_CAEELhcp-3 Histone H3-like centromeric protein hcp-3 OS=Caenorhabditis elegans GN=hcp-3 PE=1 SV=146.20 0.00

TRINITY_DN37942_c0_g2sp|Q0WPK3|AT18D_ARATHATG18D Autophagy-related protein 18d OS=Arabidopsis thaliana GN=ATG18D PE=2 SV=146.20 0.00

TRINITY_DN38088_c0_g2sp|Q12887|COX10_HUMANCOX10 Protoheme IX farnesyltransferase, mitochondrial OS=Homo sapiens GN=COX10 PE=1 SV=346.20 0.00

TRINITY_DN38287_c0_g8sp|P58165|AT2B2_OREMOatp2b2 Plasma membrane calcium-transporting ATPase 2 (Fragment) OS=Oreochromis mossambicus GN=atp2b2 PE=2 SV=146.20 0.00

TRINITY_DN38337_c0_g3sp|Q4R7Y4|GBLP_MACFAGNB2L1 Guanine nucleotide-binding protein subunit beta-2-like 1 OS=Macaca fascicularis GN=GNB2L1 PE=2 SV=346.20 0.00

TRINITY_DN38628_c0_g1sp|O70496|CLCN7_MOUSEClcn7 H(+)/Cl(-) exchange transporter 7 OS=Mus musculus GN=Clcn7 PE=1 SV=146.20 0.00

TRINITY_DN39252_c0_g3sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=146.20 0.00

TRINITY_DN39787_c0_g2sp|Q32L94|D42E1_BOVINSDR42E1 Short-chain dehydrogenase/reductase family 42E member 1 OS=Bos taurus GN=SDR42E1 PE=2 SV=246.20 0.00

TRINITY_DN39830_c0_g2sp|Q94K66|ELIP2_ARATHELIP2 Early light-induced protein 2, chloroplastic OS=Arabidopsis thaliana GN=ELIP2 PE=1 SV=146.20 0.00

TRINITY_DN39978_c1_g4sp|Q9NXL6|SIDT1_HUMANSIDT1 SID1 transmembrane family member 1 OS=Homo sapiens GN=SIDT1 PE=2 SV=246.20 0.00

TRINITY_DN40906_c0_g3sp|Q7S565|COQ1_NEUCRNCU02305Probable hexaprenyl pyrophosphate synthase, mitochondrial OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=NCU02305 PE=3 SV=146.20 0.00

TRINITY_DN41210_c0_g1sp|O13870|NOT3_SCHPOnot3 General negative regulator of transcription subunit 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=not3 PE=1 SV=246.20 0.00

TRINITY_DN41239_c0_g1sp|Q6P2Q9|PRP8_HUMANPRPF8 Pre-mRNA-processing-splicing factor 8 OS=Homo sapiens GN=PRPF8 PE=1 SV=246.20 0.00

TRINITY_DN41610_c0_g3sp|Q8LPJ3|MANA2_ARATHAt5g13980Probable alpha-mannosidase At5g13980 OS=Arabidopsis thaliana GN=At5g13980 PE=2 SV=146.20 0.00

TRINITY_DN41810_c1_g2sp|P11633|NHP6B_YEASTNHP6B Non-histone chromosomal protein 6B OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NHP6B PE=1 SV=346.20 0.00

TRINITY_DN41880_c1_g1sp|A7KAL8|ATG7_PENRWatg7 Ubiquitin-like modifier-activating enzyme atg7 OS=Penicillium rubens (strain ATCC 28089 / DSM 1075 / NRRL 1951 / Wisconsin 54-1255) GN=atg7 PE=3 SV=146.20 0.00

TRINITY_DN42036_c0_g1sp|Q1QZX5|MUTS_CHRSDmutS DNA mismatch repair protein MutS OS=Chromohalobacter salexigens (strain DSM 3043 / ATCC BAA-138 / NCIMB 13768) GN=mutS PE=3 SV=146.20 0.00

TRINITY_DN42474_c1_g7sp|Q8LAD0|PDX2_ARATHPDX2 Probable pyridoxal 5'-phosphate synthase subunit PDX2 OS=Arabidopsis thaliana GN=PDX2 PE=1 SV=146.20 0.00

TRINITY_DN42535_c1_g2sp|Q8TC12|RDH11_HUMANRDH11 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=246.20 0.00

TRINITY_DN42722_c0_g1sp|Q5U5Z8|CBPC2_HUMANAGBL2 Cytosolic carboxypeptidase 2 OS=Homo sapiens GN=AGBL2 PE=1 SV=246.20 0.00

TRINITY_DN42929_c0_g6sp|G5E829|AT2B1_MOUSEAtp2b1 Plasma membrane calcium-transporting ATPase 1 OS=Mus musculus GN=Atp2b1 PE=1 SV=146.20 0.00

TRINITY_DN43286_c1_g4sp|A5PKP9|UB2D4_XENLAube2d4 Ubiquitin-conjugating enzyme E2 D4 OS=Xenopus laevis GN=ube2d4 PE=1 SV=146.20 0.00



TRINITY_DN43372_c0_g6sp|Q6CE12|TRMB_YARLITRM8 tRNA (guanine-N(7)-)-methyltransferase OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=TRM8 PE=3 SV=146.20 0.00

TRINITY_DN43669_c0_g1sp|Q54HS9|AP1M_DICDIapm1 AP-1 complex subunit mu OS=Dictyostelium discoideum GN=apm1 PE=1 SV=146.20 0.00

TRINITY_DN43840_c0_g9sp|Q7U0G9|FBIC_MYCBOfbiC FO synthase OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=fbiC PE=3 SV=146.20 0.00

TRINITY_DN44425_c0_g3sp|Q03251|RBG8_ARATHRBG8 Glycine-rich RNA-binding protein 8 OS=Arabidopsis thaliana GN=RBG8 PE=1 SV=146.20 0.00

TRINITY_DN45157_c0_g3sp|Q0WML0|AB27B_ARATHABCB27 ABC transporter B family member 27 OS=Arabidopsis thaliana GN=ABCB27 PE=1 SV=146.20 0.00

TRINITY_DN45363_c0_g2sp|B8ACH9|IPCS_ORYSIERH1 Phosphatidylinositol:ceramide inositolphosphotransferase OS=Oryza sativa subsp. indica GN=ERH1 PE=3 SV=146.20 0.00

TRINITY_DN46033_c1_g7sp|Q6DJ25|MED10_XENTRmed10 Mediator of RNA polymerase II transcription subunit 10 OS=Xenopus tropicalis GN=med10 PE=2 SV=146.20 0.00

TRINITY_DN46250_c0_g4sp|A0RUI8|SYP_CENSYproS Proline--tRNA ligase OS=Cenarchaeum symbiosum (strain A) GN=proS PE=3 SV=146.20 0.00

TRINITY_DN46494_c1_g1sp|Q9CR16|PPID_MOUSEPpid Peptidyl-prolyl cis-trans isomerase D OS=Mus musculus GN=Ppid PE=1 SV=346.20 0.00

TRINITY_DN46807_c2_g4sp|Q28QC6|DER_JANSCder GTPase Der OS=Jannaschia sp. (strain CCS1) GN=der PE=3 SV=146.20 0.00

TRINITY_DN46955_c1_g2sp|Q0DWT8|RH1_ORYSJOs02g0795900DEAD-box ATP-dependent RNA helicase 1 OS=Oryza sativa subsp. japonica GN=Os02g0795900 PE=2 SV=146.20 0.00

TRINITY_DN47225_c0_g5sp|Q9M643|CCI1_ARATHCPI1 Cycloeucalenol cycloisomerase OS=Arabidopsis thaliana GN=CPI1 PE=2 SV=146.20 0.00

TRINITY_DN47942_c0_g2sp|Q8JZW4|CPNE5_MOUSECpne5 Copine-5 OS=Mus musculus GN=Cpne5 PE=1 SV=146.20 0.00

TRINITY_DN48185_c0_g1sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=246.20 0.00

TRINITY_DN48851_c0_g1sp|O04034|CCX5_ARATHCCX5 Cation/calcium exchanger 5 OS=Arabidopsis thaliana GN=CCX5 PE=2 SV=146.20 0.00

TRINITY_DN49593_c0_g3sp|Q94502|GANAB_DICDImodA Neutral alpha-glucosidase AB OS=Dictyostelium discoideum GN=modA PE=3 SV=146.20 0.00

TRINITY_DN49694_c1_g4sp|Q75HV0|CCP31_ORYSJCYCP3-1 Cyclin-P3-1 OS=Oryza sativa subsp. japonica GN=CYCP3-1 PE=3 SV=146.20 0.00

TRINITY_DN50172_c0_g1sp|Q3SX07|PUS3_BOVINPUS3 tRNA pseudouridine(38/39) synthase OS=Bos taurus GN=PUS3 PE=2 SV=146.20 0.00

TRINITY_DN50448_c0_g2sp|Q58WW2|DCAF6_HUMANDCAF6 DDB1- and CUL4-associated factor 6 OS=Homo sapiens GN=DCAF6 PE=1 SV=146.20 0.00

TRINITY_DN51465_c0_g3sp|Q16720|AT2B3_HUMANATP2B3 Plasma membrane calcium-transporting ATPase 3 OS=Homo sapiens GN=ATP2B3 PE=1 SV=346.20 0.00

TRINITY_DN51490_c0_g9sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=146.20 0.00

TRINITY_DN52906_c0_g1sp|O54965|RNF13_MOUSERnf13 E3 ubiquitin-protein ligase RNF13 OS=Mus musculus GN=Rnf13 PE=1 SV=246.20 0.00

TRINITY_DN7642_c0_g1sp|Q54PW5|DPH1_DICDIdph1 Diphthamide biosynthesis protein 1 OS=Dictyostelium discoideum GN=dph1 PE=3 SV=146.20 0.00

TRINITY_DN9037_c0_g1sp|Q16566|KCC4_HUMANCAMK4 Calcium/calmodulin-dependent protein kinase type IV OS=Homo sapiens GN=CAMK4 PE=1 SV=146.20 0.00

TRINITY_DN12516_c0_g1sp|Q7K0E3|MOB4_DROMEMob4 MOB kinase activator-like 4 OS=Drosophila melanogaster GN=Mob4 PE=2 SV=146.10 0.00

TRINITY_DN25966_c0_g1sp|Q9VLU5|WWOX_DROMEWwox WW domain-containing oxidoreductase OS=Drosophila melanogaster GN=Wwox PE=2 SV=146.10 0.00

TRINITY_DN27871_c0_g1sp|O94972|TRI37_HUMANTRIM37 E3 ubiquitin-protein ligase TRIM37 OS=Homo sapiens GN=TRIM37 PE=1 SV=246.10 0.00

TRINITY_DN28514_c0_g2sp|Q54S77|VPS15_DICDIvps15 Probable serine/threonine-protein kinase vps15 OS=Dictyostelium discoideum GN=vps15 PE=3 SV=146.10 0.00

TRINITY_DN28953_c0_g1sp|E1C656|HACE1_CHICKHACE1 E3 ubiquitin-protein ligase HACE1 OS=Gallus gallus GN=HACE1 PE=2 SV=146.10 0.00

TRINITY_DN30788_c0_g1sp|Q40191|RB11A_LOTJARAB11A Ras-related protein Rab11A OS=Lotus japonicus GN=RAB11A PE=2 SV=146.10 0.00

TRINITY_DN30870_c0_g1sp|P62822|RAB1A_CANLFRAB1A Ras-related protein Rab-1A OS=Canis lupus familiaris GN=RAB1A PE=1 SV=346.10 0.00

TRINITY_DN30870_c0_g2sp|P49103|RAB2A_MAIZERAB2A Ras-related protein Rab-2-A OS=Zea mays GN=RAB2A PE=2 SV=146.10 0.00

TRINITY_DN31116_c1_g2sp|O22932|CIPKB_ARATHCIPK11 CBL-interacting serine/threonine-protein kinase 11 OS=Arabidopsis thaliana GN=CIPK11 PE=1 SV=146.10 0.00

TRINITY_DN31_c0_g1sp|P32386|YBT1_YEASTYBT1 ATP-dependent bile acid permease OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YBT1 PE=1 SV=246.10 0.00

TRINITY_DN33572_c0_g1sp|P42524|CCNB_DICDIcycB G2/mitotic-specific cyclin-B OS=Dictyostelium discoideum GN=cycB PE=1 SV=146.10 0.00

TRINITY_DN35795_c0_g1sp|P34109|MYOD_DICDImyoD Myosin ID heavy chain OS=Dictyostelium discoideum GN=myoD PE=1 SV=246.10 0.00

TRINITY_DN36675_c0_g4sp|P77258|NEMA_ECOLInemA N-ethylmaleimide reductase OS=Escherichia coli (strain K12) GN=nemA PE=2 SV=146.10 0.00

TRINITY_DN37118_c1_g2sp|P55853|SUMO_CAEELsmo-1 Small ubiquitin-related modifier OS=Caenorhabditis elegans GN=smo-1 PE=1 SV=146.10 0.00

TRINITY_DN37837_c0_g2sp|Q555Z5|ABCA4_DICDIabcA4 ABC transporter A family member 4 OS=Dictyostelium discoideum GN=abcA4 PE=3 SV=146.10 0.00

TRINITY_DN38482_c0_g2sp|P26642|EF1GA_XENLAeef1g-a Elongation factor 1-gamma-A OS=Xenopus laevis GN=eef1g-a PE=1 SV=146.10 0.00

TRINITY_DN38487_c0_g5sp|Q965T1|TM258_CAEELY57E12AM.1Transmembrane protein 258 homolog OS=Caenorhabditis elegans GN=Y57E12AM.1 PE=3 SV=146.10 0.00

TRINITY_DN38628_c0_g4sp|O70496|CLCN7_MOUSEClcn7 H(+)/Cl(-) exchange transporter 7 OS=Mus musculus GN=Clcn7 PE=1 SV=146.10 0.00

TRINITY_DN38966_c0_g7sp|Q61YG1|LMLN_CAEBRCBG03556Leishmanolysin-like peptidase OS=Caenorhabditis briggsae GN=CBG03556 PE=3 SV=246.10 0.00

TRINITY_DN39458_c0_g2sp|A6QLH5|ERI3_BOVINERI3 ERI1 exoribonuclease 3 OS=Bos taurus GN=ERI3 PE=2 SV=146.10 0.00

TRINITY_DN39834_c0_g4sp|Q86IV5|CTNA_DICDIctnA Countin-1 OS=Dictyostelium discoideum GN=ctnA PE=1 SV=146.10 0.00

TRINITY_DN40269_c1_g1sp|Q8W250|DXR_ORYSJDXR 1-deoxy-D-xylulose 5-phosphate reductoisomerase, chloroplastic OS=Oryza sativa subsp. japonica GN=DXR PE=2 SV=246.10 0.00

TRINITY_DN40525_c0_g7sp|Q9STL4|CEP2_ARATHCEP2 KDEL-tailed cysteine endopeptidase CEP2 OS=Arabidopsis thaliana GN=CEP2 PE=1 SV=146.10 0.00

TRINITY_DN40797_c1_g8sp|O80513|CCU41_ARATHCYCU4-1 Cyclin-U4-1 OS=Arabidopsis thaliana GN=CYCU4-1 PE=1 SV=146.10 0.00

TRINITY_DN41999_c0_g1sp|P46200|MYB_BOVINMYB Transcriptional activator Myb OS=Bos taurus GN=MYB PE=2 SV=146.10 0.00

TRINITY_DN42261_c0_g2sp|Q54KM3|CDH1_DICDIcdh1 Anaphase-promoting complex subunit cdh1 OS=Dictyostelium discoideum GN=cdh1 PE=3 SV=146.10 0.00

TRINITY_DN42338_c0_g1sp|Q54GT6|SPYA_DICDIagxt Serine--pyruvate aminotransferase OS=Dictyostelium discoideum GN=agxt PE=3 SV=146.10 0.00

TRINITY_DN42626_c0_g1sp|O48850|VA725_ARATHVAMP725 Vesicle-associated membrane protein 725 OS=Arabidopsis thaliana GN=VAMP725 PE=2 SV=246.10 0.00

TRINITY_DN44163_c0_g2sp|Q7Z7K6|CENPV_HUMANCENPV Centromere protein V OS=Homo sapiens GN=CENPV PE=1 SV=146.10 0.00

TRINITY_DN44569_c0_g2sp|Q6NPM8|HIS7_ARATHHISN7 Bifunctional phosphatase IMPL2, chloroplastic OS=Arabidopsis thaliana GN=HISN7 PE=1 SV=146.10 0.00

TRINITY_DN48144_c0_g2sp|Q68J42|LIPS_PIGLIPE Hormone-sensitive lipase OS=Sus scrofa GN=LIPE PE=2 SV=146.10 0.00

TRINITY_DN48353_c0_g2sp|Q9P6P3|PPK15_SCHPOppk15 Serine/threonine-protein kinase ppk15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ppk15 PE=1 SV=146.10 0.00



TRINITY_DN48566_c0_g1sp|Q93WI0|STR12_ARATHAt5g19370Rhodanese-like/PpiC domain-containing protein 12, chloroplastic OS=Arabidopsis thaliana GN=At5g19370 PE=1 SV=146.10 0.00

TRINITY_DN48650_c0_g1sp|Q9VU95|AGT2L_DROMECG8745 Alanine--glyoxylate aminotransferase 2-like OS=Drosophila melanogaster GN=CG8745 PE=2 SV=246.10 0.00

TRINITY_DN49234_c0_g1sp|D9R4W7|HFLX_CLOSWhflX GTPase HflX OS=Clostridium saccharolyticum (strain ATCC 35040 / DSM 2544 / NRCC 2533 / WM1) GN=hflX PE=3 SV=146.10 0.00

TRINITY_DN49681_c0_g3sp|Q9SI52|P4KG7_ARATHPI4KG7 Phosphatidylinositol 4-kinase gamma 7 OS=Arabidopsis thaliana GN=PI4KG7 PE=1 SV=246.10 0.00

TRINITY_DN49869_c0_g1sp|A3EWL3|REV1_ARATHREV1 DNA repair protein REV1 OS=Arabidopsis thaliana GN=REV1 PE=2 SV=146.10 0.00

TRINITY_DN50332_c0_g2sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=346.10 0.00

TRINITY_DN50794_c0_g1sp|Q149F3|ERF3B_MOUSEGspt2 Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Mus musculus GN=Gspt2 PE=1 SV=146.10 0.00

TRINITY_DN51137_c0_g1sp|C0LGN2|Y3148_ARATHLRR-RLK Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840 OS=Arabidopsis thaliana GN=LRR-RLK PE=2 SV=146.10 0.00

TRINITY_DN10774_c0_g1sp|Q9FE17|SIR1_ARATHSRT1 NAD-dependent protein deacetylase SRT1 OS=Arabidopsis thaliana GN=SRT1 PE=2 SV=146.00 0.00

TRINITY_DN24008_c0_g2sp|Q9UJK0|TSR3_HUMANTSR3 Ribosome biogenesis protein TSR3 homolog OS=Homo sapiens GN=TSR3 PE=1 SV=146.00 0.00

TRINITY_DN26292_c0_g2sp|Q8LBU2|GPX8_ARATHGPX8 Probable glutathione peroxidase 8 OS=Arabidopsis thaliana GN=GPX8 PE=2 SV=146.00 0.00

TRINITY_DN31743_c0_g1sp|Q9LIG6|NIFU4_ARATHNIFU4 NifU-like protein 4, mitochondrial OS=Arabidopsis thaliana GN=NIFU4 PE=2 SV=146.00 0.00

TRINITY_DN32067_c0_g2sp|P26446|PARP1_CHICKPARP1 Poly [ADP-ribose] polymerase 1 OS=Gallus gallus GN=PARP1 PE=1 SV=246.00 0.00

TRINITY_DN35678_c0_g1sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=146.00 0.00

TRINITY_DN35872_c0_g6sp|P42566|EPS15_HUMANEPS15 Epidermal growth factor receptor substrate 15 OS=Homo sapiens GN=EPS15 PE=1 SV=246.00 0.00

TRINITY_DN35875_c0_g2sp|Q9R0Q6|ARC1A_MOUSEArpc1a Actin-related protein 2/3 complex subunit 1A OS=Mus musculus GN=Arpc1a PE=1 SV=146.00 0.00

TRINITY_DN36260_c0_g1sp|A6Q486|DNAJ_NITSBdnaJ Chaperone protein DnaJ OS=Nitratiruptor sp. (strain SB155-2) GN=dnaJ PE=3 SV=146.00 0.00

TRINITY_DN3678_c0_g1sp|A6QLJ0|ERCC2_BOVINERCC2 TFIIH basal transcription factor complex helicase XPD subunit OS=Bos taurus GN=ERCC2 PE=2 SV=146.00 0.00

TRINITY_DN36801_c0_g4sp|Q5E9D0|IF2B_BOVINEIF2S2 Eukaryotic translation initiation factor 2 subunit 2 OS=Bos taurus GN=EIF2S2 PE=2 SV=146.00 0.00

TRINITY_DN37519_c1_g1sp|O07575|YHDF_BACSUyhdF Uncharacterized oxidoreductase YhdF OS=Bacillus subtilis (strain 168) GN=yhdF PE=3 SV=146.00 0.00

TRINITY_DN37732_c0_g4sp|Q7YXU4|CPNA_DICDIcpnA Copine-A OS=Dictyostelium discoideum GN=cpnA PE=2 SV=146.00 0.00

TRINITY_DN37838_c0_g8sp|Q9M8R4|DJ1D_ARATHDJ1D Protein DJ-1 homolog D OS=Arabidopsis thaliana GN=DJ1D PE=1 SV=146.00 0.00

TRINITY_DN38035_c0_g4sp|Q7KWL3|DCA13_DICDIwdsof1 DDB1- and CUL4-associated factor 13 OS=Dictyostelium discoideum GN=wdsof1 PE=3 SV=146.00 0.00

TRINITY_DN38431_c0_g6sp|A8I9E8|CFA45_CHLRECFAP45 Cilia- and flagella-associated protein 45 OS=Chlamydomonas reinhardtii GN=CFAP45 PE=1 SV=146.00 0.00

TRINITY_DN39596_c0_g7sp|Q11207|PARP2_ARATHPARP2 Poly [ADP-ribose] polymerase 2 OS=Arabidopsis thaliana GN=PARP2 PE=2 SV=146.00 0.00

TRINITY_DN39823_c0_g1sp|Q13356|PPIL2_HUMANPPIL2 Peptidyl-prolyl cis-trans isomerase-like 2 OS=Homo sapiens GN=PPIL2 PE=1 SV=146.00 0.00

TRINITY_DN39963_c0_g5sp|P77526|YFCG_ECOLIyfcG Disulfide-bond oxidoreductase YfcG OS=Escherichia coli (strain K12) GN=yfcG PE=1 SV=146.00 0.00

TRINITY_DN40097_c0_g3sp|Q86YA3|ZGRF1_HUMANZGRF1 Protein ZGRF1 OS=Homo sapiens GN=ZGRF1 PE=1 SV=346.00 0.00

TRINITY_DN40177_c0_g4sp|Q9NW13|RBM28_HUMANRBM28 RNA-binding protein 28 OS=Homo sapiens GN=RBM28 PE=1 SV=346.00 0.00

TRINITY_DN40522_c0_g2sp|Q1RMX9|DCNL5_BOVINDCUN1D5 DCN1-like protein 5 OS=Bos taurus GN=DCUN1D5 PE=2 SV=146.00 0.00

TRINITY_DN40590_c0_g1sp|Q558K8|ICMT_DICDIicmt-1 Protein-S-isoprenylcysteine O-methyltransferase OS=Dictyostelium discoideum GN=icmt-1 PE=2 SV=246.00 0.00

TRINITY_DN40622_c0_g1sp|P28583|CDPK_SOYBN- Calcium-dependent protein kinase SK5 OS=Glycine max PE=1 SV=146.00 0.00

TRINITY_DN40731_c0_g1sp|Q6X5Y6|WRI1_ARATHWRI1 Ethylene-responsive transcription factor WRI1 OS=Arabidopsis thaliana GN=WRI1 PE=2 SV=146.00 0.00

TRINITY_DN40863_c1_g3sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=346.00 0.00

TRINITY_DN41321_c1_g4sp|Q9EQ06|DHB11_MOUSEHsd17b11Estradiol 17-beta-dehydrogenase 11 OS=Mus musculus GN=Hsd17b11 PE=1 SV=146.00 0.00

TRINITY_DN41504_c0_g1sp|Q8C7R4|UBA6_MOUSEUba6 Ubiquitin-like modifier-activating enzyme 6 OS=Mus musculus GN=Uba6 PE=1 SV=146.00 0.00

TRINITY_DN42110_c1_g5sp|F4IAE9|Y1591_ARATHAt1g05910ATPase family AAA domain-containing protein At1g05910 OS=Arabidopsis thaliana GN=At1g05910 PE=2 SV=146.00 0.00

TRINITY_DN42442_c0_g1sp|Q6M9M7|Y1998_PARUWpc1998 Uncharacterized RNA methyltransferase pc1998 OS=Protochlamydia amoebophila (strain UWE25) GN=pc1998 PE=3 SV=146.00 0.00

TRINITY_DN42937_c1_g3sp|O22704|CYP5F_ARATHCB5LP Cytochrome B5-like protein OS=Arabidopsis thaliana GN=CB5LP PE=2 SV=146.00 0.00

TRINITY_DN43657_c0_g5sp|Q99MH9|BBS2_RATBbs2 Bardet-Biedl syndrome 2 protein homolog OS=Rattus norvegicus GN=Bbs2 PE=2 SV=146.00 0.00

TRINITY_DN43801_c0_g2sp|Q9LEW8|FN3KR_ARATHAt3g61080Protein-ribulosamine 3-kinase, chloroplastic OS=Arabidopsis thaliana GN=At3g61080 PE=1 SV=246.00 0.00

TRINITY_DN43832_c1_g9sp|O81098|RPB5A_ARATHNRPB5A DNA-directed RNA polymerases II and IV subunit 5A OS=Arabidopsis thaliana GN=NRPB5A PE=1 SV=146.00 0.00

TRINITY_DN43899_c0_g1sp|Q9Z336|DYLT1_RATDynlt1 Dynein light chain Tctex-type 1 OS=Rattus norvegicus GN=Dynlt1 PE=1 SV=146.00 0.00

TRINITY_DN44213_c0_g1sp|F4K1J4|ATXR7_ARATHATXR7 Histone-lysine N-methyltransferase ATXR7 OS=Arabidopsis thaliana GN=ATXR7 PE=2 SV=146.00 0.00

TRINITY_DN44373_c1_g1sp|P74334|ACOX_SYNY3sll1541 Apocarotenoid-15,15'-oxygenase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1541 PE=1 SV=146.00 0.00

TRINITY_DN44703_c0_g2sp|Q9C5Z2|EIF3H_ARATHTIF3H1 Eukaryotic translation initiation factor 3 subunit H OS=Arabidopsis thaliana GN=TIF3H1 PE=1 SV=246.00 0.00

TRINITY_DN45297_c0_g5sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=246.00 0.00

TRINITY_DN45838_c2_g2sp|Q567W6|DPH1_DANREdph1 Diphthamide biosynthesis protein 1 OS=Danio rerio GN=dph1 PE=2 SV=146.00 0.00

TRINITY_DN45973_c0_g3sp|Q9NDJ2|DOM_DROMEdom Helicase domino OS=Drosophila melanogaster GN=dom PE=1 SV=246.00 0.00

TRINITY_DN46001_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=146.00 0.00

TRINITY_DN46198_c0_g5sp|P52624|UPP1_MOUSEUpp1 Uridine phosphorylase 1 OS=Mus musculus GN=Upp1 PE=1 SV=246.00 0.00

TRINITY_DN46367_c0_g4sp|Q54ZR7|SRPRA_DICDIsrpra Signal recognition particle receptor subunit alpha OS=Dictyostelium discoideum GN=srpra PE=3 SV=146.00 0.00

TRINITY_DN46927_c0_g6sp|Q54CX6|3HIDH_DICDIhibA Probable 3-hydroxyisobutyrate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=hibA PE=3 SV=146.00 0.00

TRINITY_DN47662_c2_g4sp|Q94CJ5|RER4_ARATHRER4 Protein RETICULATA-RELATED 4, chloroplastic OS=Arabidopsis thaliana GN=RER4 PE=2 SV=146.00 0.00

TRINITY_DN48158_c1_g2sp|Q10058|YAM3_SCHPOSPAC1F5.03cPutative oxidoreductase C1F5.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC1F5.03c PE=3 SV=146.00 0.00

TRINITY_DN48293_c0_g1sp|Q8RVL1|DEK1_MAIZEDEK1 Calpain-type cysteine protease DEK1 OS=Zea mays GN=DEK1 PE=1 SV=246.00 0.00



TRINITY_DN48713_c0_g2sp|Q32NW2|LENG8_XENLAleng8 Leukocyte receptor cluster member 8 homolog OS=Xenopus laevis GN=leng8 PE=2 SV=146.00 0.00

TRINITY_DN49311_c0_g2sp|Q9ZQH0|COAE_ARATHCOAE Dephospho-CoA kinase OS=Arabidopsis thaliana GN=COAE PE=2 SV=146.00 0.00

TRINITY_DN50249_c0_g2sp|Q8LF21|DRP1C_ARATHDRP1C Dynamin-related protein 1C OS=Arabidopsis thaliana GN=DRP1C PE=1 SV=246.00 0.00

TRINITY_DN50289_c0_g2sp|Q9P4X3|UTP7_SCHPOutp7 Probable U3 small nucleolar RNA-associated protein 7 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=utp7 PE=3 SV=146.00 0.00

TRINITY_DN51027_c0_g1sp|Q9BZE9|ASPC1_HUMANASPSCR1 Tether containing UBX domain for GLUT4 OS=Homo sapiens GN=ASPSCR1 PE=1 SV=146.00 0.00

TRINITY_DN52028_c1_g1sp|Q17QQ4|TAF9_BOVINTAF9 Transcription initiation factor TFIID subunit 9 OS=Bos taurus GN=TAF9 PE=2 SV=146.00 0.00

TRINITY_DN52548_c0_g4sp|Q8TFM8|THIO_FUSCU- Thioredoxin-like protein OS=Fusarium culmorum PE=1 SV=146.00 0.00

TRINITY_DN53502_c0_g1sp|Q6TPK4|CYT1_ACTDE- Cysteine proteinase inhibitor 1 OS=Actinidia deliciosa PE=1 SV=146.00 0.00

TRINITY_DN27294_c0_g1sp|D0N761|GATB_PHYITPITG_07062Glutamyl-tRNA(Gln) amidotransferase subunit B, mitochondrial OS=Phytophthora infestans (strain T30-4) GN=PITG_07062 PE=3 SV=145.90 0.00

TRINITY_DN27821_c0_g1sp|P51644|ARF4_XENLAarf4 ADP-ribosylation factor 4 OS=Xenopus laevis GN=arf4 PE=1 SV=245.90 0.00

TRINITY_DN29303_c0_g2sp|O59821|CSL4_SCHPOcsl4 Exosome complex component csl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=csl4 PE=3 SV=245.90 0.00

TRINITY_DN32022_c0_g1sp|F4IRW0|ATG1C_ARATHATG1C Serine/threonine-protein kinase ATG1c OS=Arabidopsis thaliana GN=ATG1C PE=2 SV=145.90 0.00

TRINITY_DN33526_c1_g6sp|O22922|RU2B1_ARATHU2B'' U2 small nuclear ribonucleoprotein B'' OS=Arabidopsis thaliana GN=U2B'' PE=1 SV=145.90 0.00

TRINITY_DN33641_c0_g1sp|F4K687|NMNAT_ARATHNMNAT Nicotinamide/nicotinic acid mononucleotide adenylyltransferase OS=Arabidopsis thaliana GN=NMNAT PE=2 SV=145.90 0.00

TRINITY_DN34782_c0_g5sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=245.90 0.00

TRINITY_DN34783_c0_g1sp|Q54DU1|MCFP_DICDImcfP Mitochondrial substrate carrier family protein P OS=Dictyostelium discoideum GN=mcfP PE=3 SV=145.90 0.00

TRINITY_DN34921_c0_g1sp|G3MWR8|MICA3_BOVINMICAL3 Protein-methionine sulfoxide oxidase MICAL3 OS=Bos taurus GN=MICAL3 PE=3 SV=145.90 0.00

TRINITY_DN35114_c0_g1sp|Q9MB58|F26_ARATHFKFBP 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase OS=Arabidopsis thaliana GN=FKFBP PE=1 SV=145.90 0.00

TRINITY_DN35259_c0_g3sp|Q0IIK5|DDX1_BOVINDDX1 ATP-dependent RNA helicase DDX1 OS=Bos taurus GN=DDX1 PE=2 SV=145.90 0.00

TRINITY_DN35291_c0_g6sp|Q15650|TRIP4_HUMANTRIP4 Activating signal cointegrator 1 OS=Homo sapiens GN=TRIP4 PE=1 SV=445.90 0.00

TRINITY_DN35344_c0_g1sp|Q7WHW5|HMP_BORBRhmp Flavohemoprotein OS=Bordetella bronchiseptica (strain ATCC BAA-588 / NCTC 13252 / RB50) GN=hmp PE=3 SV=145.90 0.00

TRINITY_DN35384_c0_g1sp|Q5U4Y8|SEH1_XENTRseh1l Nucleoporin seh1 OS=Xenopus tropicalis GN=seh1l PE=2 SV=145.90 0.00

TRINITY_DN35823_c0_g1sp|Q2H2V8|END3_CHAGBEND3 Actin cytoskeleton-regulatory complex protein END3 OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=END3 PE=3 SV=145.90 0.00

TRINITY_DN36096_c0_g1sp|D0NLC2|TRM5_PHYITPITG_12867tRNA (guanine(37)-N1)-methyltransferase OS=Phytophthora infestans (strain T30-4) GN=PITG_12867 PE=3 SV=145.90 0.00

TRINITY_DN36773_c0_g2sp|A5D7F5|DJC27_BOVINDNAJC27 DnaJ homolog subfamily C member 27 OS=Bos taurus GN=DNAJC27 PE=2 SV=145.90 0.00

TRINITY_DN36986_c0_g9sp|Q6P2Y3|DNJC2_XENTRdnajc2 DnaJ homolog subfamily C member 2 OS=Xenopus tropicalis GN=dnajc2 PE=2 SV=245.90 0.00

TRINITY_DN37459_c0_g1sp|P47990|XDH_CHICKXDH Xanthine dehydrogenase/oxidase OS=Gallus gallus GN=XDH PE=1 SV=145.90 0.00

TRINITY_DN37569_c0_g11sp|Q86HN7|PLK_DICDIPLK Probable serine/threonine-protein kinase PLK OS=Dictyostelium discoideum GN=PLK PE=3 SV=145.90 0.00

TRINITY_DN37693_c0_g3sp|Q1ENB6|FOLC_ARATHCytHPPK/DHPSFolate synthesis bifunctional protein OS=Arabidopsis thaliana GN=CytHPPK/DHPS PE=1 SV=145.90 0.00

TRINITY_DN38000_c0_g1sp|Q8T664|ABCH2_DICDIabcH2 ABC transporter H family member 2 OS=Dictyostelium discoideum GN=abcH2 PE=3 SV=145.90 0.00

TRINITY_DN38781_c2_g4sp|Q54IA0|COX19_DICDIcox19 Cytochrome c oxidase assembly protein COX19 OS=Dictyostelium discoideum GN=cox19 PE=3 SV=145.90 0.00

TRINITY_DN38977_c0_g3sp|Q5T655|CFA58_HUMANCFAP58 Cilia- and flagella-associated protein 58 OS=Homo sapiens GN=CFAP58 PE=1 SV=145.90 0.00

TRINITY_DN39675_c0_g1sp|P27366|SUBI_SYNE7sbpA Sulfate-binding protein OS=Synechococcus elongatus (strain PCC 7942) GN=sbpA PE=2 SV=145.90 0.00

TRINITY_DN40017_c1_g5sp|Q9FZ36|M3K2_ARATHANP2 Mitogen-activated protein kinase kinase kinase 2 OS=Arabidopsis thaliana GN=ANP2 PE=2 SV=145.90 0.00

TRINITY_DN40231_c1_g9sp|Q9XGU0|RAC9_ARATHARAC9 Rac-like GTP-binding protein ARAC9 OS=Arabidopsis thaliana GN=ARAC9 PE=1 SV=145.90 0.00

TRINITY_DN40284_c0_g1sp|C6A382|OGT_THESMogt Methylated-DNA--protein-cysteine methyltransferase OS=Thermococcus sibiricus (strain MM 739 / DSM 12597) GN=ogt PE=3 SV=145.90 0.00

TRINITY_DN41107_c0_g2sp|A6LM32|DNAK_THEM4dnaK Chaperone protein DnaK OS=Thermosipho melanesiensis (strain DSM 12029 / CIP 104789 / BI429) GN=dnaK PE=3 SV=145.90 0.00

TRINITY_DN41251_c0_g1sp|P36776|LONM_HUMANLONP1 Lon protease homolog, mitochondrial OS=Homo sapiens GN=LONP1 PE=1 SV=245.90 0.00

TRINITY_DN41426_c0_g3sp|Q94AW8|DNAJ3_ARATHATJ3 Chaperone protein dnaJ 3 OS=Arabidopsis thaliana GN=ATJ3 PE=1 SV=245.90 0.00

TRINITY_DN42155_c0_g1sp|P49633|RL40_ACACA- Ubiquitin-60S ribosomal protein L40 OS=Acanthamoeba castellanii PE=2 SV=245.90 0.00

TRINITY_DN42756_c1_g4sp|A8HUA1|CFA58_CHLRECFAP58 Cilia- and flagella-associated protein 58 OS=Chlamydomonas reinhardtii GN=CFAP58 PE=1 SV=145.90 0.00

TRINITY_DN43056_c1_g5sp|Q9Y6U7|RN215_HUMANRNF215 RING finger protein 215 OS=Homo sapiens GN=RNF215 PE=3 SV=245.90 0.00

TRINITY_DN43213_c0_g1sp|B6JCI1|GRPE_OLICOgrpE Protein GrpE OS=Oligotropha carboxidovorans (strain ATCC 49405 / DSM 1227 / KCTC 32145 / OM5) GN=grpE PE=3 SV=145.90 0.00

TRINITY_DN43421_c1_g3sp|O49453|Y4844_ARATHAt4g28440Uncharacterized protein At4g28440 OS=Arabidopsis thaliana GN=At4g28440 PE=1 SV=145.90 0.00

TRINITY_DN44051_c0_g1sp|O34812|YFMJ_BACSUyfmJ Putative NADP-dependent oxidoreductase YfmJ OS=Bacillus subtilis (strain 168) GN=yfmJ PE=2 SV=145.90 0.00

TRINITY_DN44846_c0_g6sp|P35169|TOR1_YEASTTOR1 Serine/threonine-protein kinase TOR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TOR1 PE=1 SV=345.90 0.00

TRINITY_DN44943_c0_g2sp|B1XHW6|RS20_SYNP2rpsT 30S ribosomal protein S20 OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=rpsT PE=3 SV=145.90 0.00

TRINITY_DN45164_c0_g4sp|Q55BR7|RPTOR_DICDIraptor Protein raptor homolog OS=Dictyostelium discoideum GN=raptor PE=1 SV=145.90 0.00

TRINITY_DN45228_c0_g1sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=245.90 0.00

TRINITY_DN45467_c0_g1sp|Q54ZR7|SRPRA_DICDIsrpra Signal recognition particle receptor subunit alpha OS=Dictyostelium discoideum GN=srpra PE=3 SV=145.90 0.00

TRINITY_DN45669_c0_g3sp|P54375|SODM_BACSUsodA Superoxide dismutase [Mn] OS=Bacillus subtilis (strain 168) GN=sodA PE=1 SV=545.90 0.00

TRINITY_DN45780_c0_g2sp|Q9C5M0|DTC_ARATHDTC Mitochondrial dicarboxylate/tricarboxylate transporter DTC OS=Arabidopsis thaliana GN=DTC PE=1 SV=145.90 0.00

TRINITY_DN45801_c0_g4sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=345.90 0.00

TRINITY_DN46025_c1_g3sp|Q8H7F6|GRS16_ARATHGRXS16 Bifunctional monothiol glutaredoxin-S16, chloroplastic OS=Arabidopsis thaliana GN=GRXS16 PE=1 SV=245.90 0.00

TRINITY_DN46241_c1_g1sp|Q6K431|TRX1_ORYSJTRX1 Histone-lysine N-methyltransferase TRX1 OS=Oryza sativa subsp. japonica GN=TRX1 PE=1 SV=145.90 0.00

TRINITY_DN46428_c1_g2sp|Q54II8|U553_DICDIDDB_G0288723UPF0553 protein OS=Dictyostelium discoideum GN=DDB_G0288723 PE=3 SV=145.90 0.00



TRINITY_DN46615_c0_g1sp|P40692|MLH1_HUMANMLH1 DNA mismatch repair protein Mlh1 OS=Homo sapiens GN=MLH1 PE=1 SV=145.90 0.00

TRINITY_DN47105_c0_g6sp|P41004|SMC4_SCHPOcut3 Structural maintenance of chromosomes protein 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cut3 PE=1 SV=245.90 0.00

TRINITY_DN47629_c1_g3sp|Q29466|VPP1_BOVINATP6V0A1V-type proton ATPase 116 kDa subunit a isoform 1 OS=Bos taurus GN=ATP6V0A1 PE=2 SV=145.90 0.00

TRINITY_DN47961_c0_g5sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=345.90 0.00

TRINITY_DN48762_c1_g3sp|O48713|SMU2_ARATHSMU2 Suppressor of mec-8 and unc-52 protein homolog 2 OS=Arabidopsis thaliana GN=SMU2 PE=1 SV=145.90 0.00

TRINITY_DN48896_c1_g3sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=145.90 0.00

TRINITY_DN49590_c1_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=345.90 0.00

TRINITY_DN50206_c0_g1sp|Q55FE3|FAM45_DICDIfam45 Protein FAM45 homolog OS=Dictyostelium discoideum GN=fam45 PE=3 SV=145.90 0.00

TRINITY_DN50534_c0_g1sp|O43093|KINH_SYNRA- Kinesin heavy chain OS=Syncephalastrum racemosum PE=2 SV=145.90 0.00

TRINITY_DN51311_c1_g5sp|A7GSJ9|FOLD_BACCNfolD Bifunctional protein FolD OS=Bacillus cytotoxicus (strain DSM 22905 / CIP 110041 / 391-98 / NVH 391-98) GN=folD PE=3 SV=145.90 0.00

TRINITY_DN51559_c0_g1sp|Q28717|PTPA_RABITPPP2R4 Serine/threonine-protein phosphatase 2A activator OS=Oryctolagus cuniculus GN=PPP2R4 PE=1 SV=145.90 0.00

TRINITY_DN52915_c0_g1sp|O60739|EIF1B_HUMANEIF1B Eukaryotic translation initiation factor 1b OS=Homo sapiens GN=EIF1B PE=1 SV=245.90 0.00

TRINITY_DN11836_c0_g1sp|P71019|FABD_BACSUfabD Malonyl CoA-acyl carrier protein transacylase OS=Bacillus subtilis (strain 168) GN=fabD PE=3 SV=245.80 0.00

TRINITY_DN12359_c0_g1sp|Q323Z6|RIBX_SHIBSybiA N-glycosidase YbiA OS=Shigella boydii serotype 4 (strain Sb227) GN=ybiA PE=3 SV=145.80 0.00

TRINITY_DN1479_c0_g1sp|P50238|CRIP1_HUMANCRIP1 Cysteine-rich protein 1 OS=Homo sapiens GN=CRIP1 PE=1 SV=345.80 0.00

TRINITY_DN19724_c0_g1sp|Q3UDE2|TTL12_MOUSETtll12 Tubulin--tyrosine ligase-like protein 12 OS=Mus musculus GN=Ttll12 PE=1 SV=145.80 0.00

TRINITY_DN2095_c0_g1sp|O95563|MPC2_HUMANMPC2 Mitochondrial pyruvate carrier 2 OS=Homo sapiens GN=MPC2 PE=1 SV=145.80 0.00

TRINITY_DN27131_c0_g1sp|O14976|GAK_HUMANGAK Cyclin-G-associated kinase OS=Homo sapiens GN=GAK PE=1 SV=245.80 0.00

TRINITY_DN28233_c0_g1sp|Q8L9A0|RM21_ARATHRPL21M 50S ribosomal protein L21, mitochondrial OS=Arabidopsis thaliana GN=RPL21M PE=2 SV=145.80 0.00

TRINITY_DN32091_c0_g1sp|Q6Y1H2|HACD2_HUMANHACD2 Very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase 2 OS=Homo sapiens GN=HACD2 PE=1 SV=145.80 0.00

TRINITY_DN32120_c0_g4sp|Q9XWZ2|ACD11_CAEELacdh-11 Acyl-CoA dehydrogenase family member 11 OS=Caenorhabditis elegans GN=acdh-11 PE=1 SV=145.80 0.00

TRINITY_DN34143_c0_g1sp|A0KKF0|RLMI_AERHHrlmI Ribosomal RNA large subunit methyltransferase I OS=Aeromonas hydrophila subsp. hydrophila (strain ATCC 7966 / DSM 30187 / JCM 1027 / KCTC 2358 / NCIMB 9240) GN=rlmI PE=3 SV=245.80 0.00

TRINITY_DN35098_c0_g2sp|Q5F3N1|PIMT_CHICKPCMT1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Gallus gallus GN=PCMT1 PE=2 SV=345.80 0.00

TRINITY_DN35465_c0_g6sp|Q9FF90|RL133_ARATHRPL13D 60S ribosomal protein L13-3 OS=Arabidopsis thaliana GN=RPL13D PE=1 SV=145.80 0.00

TRINITY_DN35705_c0_g1sp|P13952|CCNB_SPISO- G2/mitotic-specific cyclin-B OS=Spisula solidissima PE=2 SV=145.80 0.00

TRINITY_DN35975_c1_g3sp|A7TSF4|TRM13_VANPOTRM13 tRNA:m(4)X modification enzyme TRM13 OS=Vanderwaltozyma polyspora (strain ATCC 22028 / DSM 70294) GN=TRM13 PE=3 SV=145.80 0.00

TRINITY_DN36479_c0_g7sp|P14755|CRYL1_RABITCRYL1 Lambda-crystallin OS=Oryctolagus cuniculus GN=CRYL1 PE=1 SV=345.80 0.00

TRINITY_DN36826_c2_g3sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=445.80 0.00

TRINITY_DN36933_c1_g1sp|P05725|DNE1_CHLRE- DNA endonuclease I-CreI OS=Chlamydomonas reinhardtii PE=1 SV=245.80 0.00

TRINITY_DN37105_c0_g3sp|B5FZ63|ENY2_TAEGUENY2 Transcription and mRNA export factor ENY2 OS=Taeniopygia guttata GN=ENY2 PE=3 SV=145.80 0.00

TRINITY_DN37852_c0_g3sp|Q55FT1|DPYD_DICDIpyd1 Dihydropyrimidine dehydrogenase [NADP(+)] OS=Dictyostelium discoideum GN=pyd1 PE=2 SV=145.80 0.00

TRINITY_DN38802_c0_g4sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=145.80 0.00

TRINITY_DN38842_c0_g1sp|Q9P7X8|RPA2_SCHPOrpa2 Probable DNA-directed RNA polymerase I subunit RPA2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa2 PE=3 SV=245.80 0.00

TRINITY_DN38856_c0_g3sp|Q4R537|NOB1_MACFANOB1 RNA-binding protein NOB1 OS=Macaca fascicularis GN=NOB1 PE=2 SV=145.80 0.00

TRINITY_DN39167_c0_g1sp|Q7XKV4|BGL12_ORYSJBGLU12 Beta-glucosidase 12 OS=Oryza sativa subsp. japonica GN=BGLU12 PE=1 SV=245.80 0.00

TRINITY_DN39298_c0_g1sp|Q91819|AURAB_XENLAaurka-b Aurora kinase A-B OS=Xenopus laevis GN=aurka-b PE=2 SV=345.80 0.00

TRINITY_DN40168_c0_g3sp|P00439|PH4H_HUMANPAH Phenylalanine-4-hydroxylase OS=Homo sapiens GN=PAH PE=1 SV=145.80 0.00

TRINITY_DN41234_c1_g4sp|Q9UKK3|PARP4_HUMANPARP4 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=345.80 0.00

TRINITY_DN41648_c1_g7sp|O94659|NOG1_SCHPOnog1 Probable nucleolar GTP-binding protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nog1 PE=1 SV=245.80 0.00

TRINITY_DN41662_c1_g5sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=145.80 0.00

TRINITY_DN42060_c1_g4sp|Q94464|DYNA_DICDIdymA Dynamin-A OS=Dictyostelium discoideum GN=dymA PE=1 SV=245.80 0.00

TRINITY_DN42085_c0_g7sp|Q9MB58|F26_ARATHFKFBP 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase OS=Arabidopsis thaliana GN=FKFBP PE=1 SV=145.80 0.00

TRINITY_DN42551_c0_g1sp|C6HQ17|UTP25_AJECHUTP25 U3 small nucleolar RNA-associated protein 25 OS=Ajellomyces capsulatus (strain H143) GN=UTP25 PE=3 SV=245.80 0.00

TRINITY_DN42604_c0_g6sp|Q9ZRZ8|RH28_ARATHRH28 DEAD-box ATP-dependent RNA helicase 28 OS=Arabidopsis thaliana GN=RH28 PE=2 SV=145.80 0.00

TRINITY_DN43109_c0_g5sp|Q92903|CDS1_HUMANCDS1 Phosphatidate cytidylyltransferase 1 OS=Homo sapiens GN=CDS1 PE=2 SV=245.80 0.00

TRINITY_DN43505_c0_g3sp|Q8TC12|RDH11_HUMANRDH11 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=245.80 0.00

TRINITY_DN43593_c2_g1sp|Q99MZ7|PECR_MOUSEPecr Peroxisomal trans-2-enoyl-CoA reductase OS=Mus musculus GN=Pecr PE=1 SV=145.80 0.00

TRINITY_DN43614_c0_g1sp|Q9NGQ2|KIF1_DICDIkif1 Kinesin-related protein 1 OS=Dictyostelium discoideum GN=kif1 PE=1 SV=145.80 0.00

TRINITY_DN44070_c0_g4sp|P58599|GUN_RALSOegl Endoglucanase OS=Ralstonia solanacearum (strain GMI1000) GN=egl PE=3 SV=145.80 0.00

TRINITY_DN44109_c0_g6sp|B3E5M9|HLDE_GEOLShldE Bifunctional protein HldE OS=Geobacter lovleyi (strain ATCC BAA-1151 / DSM 17278 / SZ) GN=hldE PE=3 SV=145.80 0.00

TRINITY_DN44171_c0_g4sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=345.80 0.00

TRINITY_DN44194_c0_g5sp|F4IY62|UGPA3_ARATHUGP3 UTP--glucose-1-phosphate uridylyltransferase 3, chloroplastic OS=Arabidopsis thaliana GN=UGP3 PE=1 SV=145.80 0.00

TRINITY_DN45142_c0_g1sp|Q54GE3|VPS45_DICDIvps45 Vacuolar protein sorting-associated protein 45 OS=Dictyostelium discoideum GN=vps45 PE=1 SV=145.80 0.00

TRINITY_DN45263_c0_g1sp|Q5ATG5|APDG_EMENIapdG Acyl-CoA dehydrogenase apdG OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=apdG PE=2 SV=145.80 0.00

TRINITY_DN45401_c0_g1sp|Q8MVR1|GBPC_DICDIgbpC Cyclic GMP-binding protein C OS=Dictyostelium discoideum GN=gbpC PE=1 SV=145.80 0.00

TRINITY_DN46503_c0_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=345.80 0.00



TRINITY_DN46513_c0_g1sp|P81372|FERA_ALOMA- Ferredoxin-A OS=Alocasia macrorrhizos PE=1 SV=145.80 0.00

TRINITY_DN46844_c2_g3sp|Q9XZJ3|CUL2_DICDIculB Cullin-2 OS=Dictyostelium discoideum GN=culB PE=2 SV=145.80 0.00

TRINITY_DN47662_c2_g9sp|Q8LCQ3|SPT41_ARATHAt5g08565Transcription elongation factor SPT4 homolog 1 OS=Arabidopsis thaliana GN=At5g08565 PE=2 SV=345.80 0.00

TRINITY_DN47931_c1_g1sp|Q69SA9|PDI54_ORYSJPDIL5-4 Protein disulfide isomerase-like 5-4 OS=Oryza sativa subsp. japonica GN=PDIL5-4 PE=2 SV=145.80 0.00

TRINITY_DN4841_c0_g1sp|Q10169|DSK2_SCHPOdph1 Deubiquitination-protection protein dph1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dph1 PE=3 SV=145.80 0.00

TRINITY_DN48583_c0_g2sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=145.80 0.00

TRINITY_DN49469_c0_g1sp|Q8LAN3|P4H4_ARATHP4H4 Probable prolyl 4-hydroxylase 4 OS=Arabidopsis thaliana GN=P4H4 PE=2 SV=145.80 0.00

TRINITY_DN50385_c1_g2sp|Q9FJX0|PPIL2_ARATHCYP65 Peptidyl-prolyl cis-trans isomerase CYP65 OS=Arabidopsis thaliana GN=CYP65 PE=2 SV=145.80 0.00

TRINITY_DN51635_c1_g2sp|Q5CC93|UCRIA_CYAPApetC-1 Cytochrome b6-f complex iron-sulfur subunit 1, cyanelle OS=Cyanophora paradoxa GN=petC-1 PE=2 SV=145.80 0.00

TRINITY_DN10805_c0_g1sp|Q9M8R4|DJ1D_ARATHDJ1D Protein DJ-1 homolog D OS=Arabidopsis thaliana GN=DJ1D PE=1 SV=145.70 0.00

TRINITY_DN14504_c0_g1sp|Q04264|PDS5_YEASTPDS5 Sister chromatid cohesion protein PDS5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PDS5 PE=1 SV=145.70 0.00

TRINITY_DN16063_c0_g1sp|P09102|PDIA1_CHICKP4HB Protein disulfide-isomerase OS=Gallus gallus GN=P4HB PE=1 SV=345.70 0.00

TRINITY_DN19328_c0_g2sp|P80585|TBCA_CHICKTBCA Tubulin-specific chaperone A OS=Gallus gallus GN=TBCA PE=1 SV=245.70 0.00

TRINITY_DN24151_c0_g1sp|P13705|MSH3_MOUSEMsh3 DNA mismatch repair protein Msh3 OS=Mus musculus GN=Msh3 PE=2 SV=345.70 0.00

TRINITY_DN24324_c0_g2sp|A0AUS0|WSDU1_DANREwdsub1 WD repeat, SAM and U-box domain-containing protein 1 OS=Danio rerio GN=wdsub1 PE=2 SV=145.70 0.00

TRINITY_DN25101_c0_g1sp|Q8WUD1|RAB2B_HUMANRAB2B Ras-related protein Rab-2B OS=Homo sapiens GN=RAB2B PE=1 SV=145.70 0.00

TRINITY_DN28562_c0_g2sp|Q5RGU1|COQ8A_DANREcoq8a Atypical kinase COQ8A, mitochondrial OS=Danio rerio GN=coq8a PE=2 SV=245.70 0.00

TRINITY_DN31549_c0_g2sp|P13234|KCC4_RATCamk4 Calcium/calmodulin-dependent protein kinase type IV OS=Rattus norvegicus GN=Camk4 PE=1 SV=345.70 0.00

TRINITY_DN32600_c0_g1sp|P54674|PI3K2_DICDIpikB Phosphatidylinositol 3-kinase 2 OS=Dictyostelium discoideum GN=pikB PE=2 SV=245.70 0.00

TRINITY_DN33326_c0_g2sp|Q54T76|DUSP4_DICDIDDB_G0281963Probable dual specificity protein phosphatase DDB_G0281963 OS=Dictyostelium discoideum GN=DDB_G0281963 PE=3 SV=145.70 0.00

TRINITY_DN34295_c1_g15sp|Q13393|PLD1_HUMANPLD1 Phospholipase D1 OS=Homo sapiens GN=PLD1 PE=1 SV=145.70 0.00

TRINITY_DN35473_c0_g1sp|Q54T48|UCHL_DICDIuch1 Probable ubiquitin carboxyl-terminal hydrolase OS=Dictyostelium discoideum GN=uch1 PE=3 SV=145.70 0.00

TRINITY_DN35856_c0_g1sp|P81126|SNAB_BOVINNAPB Beta-soluble NSF attachment protein OS=Bos taurus GN=NAPB PE=1 SV=145.70 0.00

TRINITY_DN36526_c0_g2sp|Q7DM58|AB4C_ARATHABCC4 ABC transporter C family member 4 OS=Arabidopsis thaliana GN=ABCC4 PE=2 SV=245.70 0.00

TRINITY_DN36703_c0_g1sp|Q08BW0|OTU5A_DANREotud5a OTU domain-containing protein 5-A OS=Danio rerio GN=otud5a PE=2 SV=145.70 0.00

TRINITY_DN37523_c0_g4sp|A5HII1|ACTN_ACTDE- Actinidain OS=Actinidia deliciosa PE=1 SV=145.70 0.00

TRINITY_DN37831_c0_g11sp|O75592|MYCB2_HUMANMYCBP2 E3 ubiquitin-protein ligase MYCBP2 OS=Homo sapiens GN=MYCBP2 PE=1 SV=345.70 0.00

TRINITY_DN37931_c1_g1sp|Q54CB2|XPO6_DICDIxpo6 Exportin-6 OS=Dictyostelium discoideum GN=xpo6 PE=3 SV=145.70 0.00

TRINITY_DN38485_c3_g3sp|Q9NU22|MDN1_HUMANMDN1 Midasin OS=Homo sapiens GN=MDN1 PE=1 SV=245.70 0.00

TRINITY_DN38696_c0_g5sp|Q9FMJ0|P4KB1_ARATHPI4KB1 Phosphatidylinositol 4-kinase beta 1 OS=Arabidopsis thaliana GN=PI4KB1 PE=1 SV=145.70 0.00

TRINITY_DN38995_c0_g2sp|Q8NSH8|PRPB1_CORGLprpB1 Probable 2-methylisocitrate lyase 1 OS=Corynebacterium glutamicum (strain ATCC 13032 / DSM 20300 / JCM 1318 / LMG 3730 / NCIMB 10025) GN=prpB1 PE=3 SV=145.70 0.00

TRINITY_DN39064_c0_g1sp|P43644|DNJH_ATRNU- DnaJ protein homolog ANJ1 OS=Atriplex nummularia PE=2 SV=145.70 0.00

TRINITY_DN39169_c0_g3sp|Q54VW1|SCPL2_DICDIDDB_G0280105Serine carboxypeptidase S10 family member 2 OS=Dictyostelium discoideum GN=DDB_G0280105 PE=3 SV=145.70 0.00

TRINITY_DN39229_c0_g2sp|O22944|NTAQ1_ARATHAt2g41760Protein N-terminal glutamine amidohydrolase OS=Arabidopsis thaliana GN=At2g41760 PE=1 SV=145.70 0.00

TRINITY_DN39659_c0_g2sp|Q6GNT2|CL049_XENLA- UPF0454 protein C12orf49 homolog OS=Xenopus laevis PE=2 SV=145.70 0.00

TRINITY_DN39888_c0_g1sp|Q0JL44|SGT1_ORYSJSGT1 Protein SGT1 homolog OS=Oryza sativa subsp. japonica GN=SGT1 PE=1 SV=145.70 0.00

TRINITY_DN40326_c0_g3sp|Q84XG9|ILL1_ORYSIILL1 IAA-amino acid hydrolase ILR1-like 1 OS=Oryza sativa subsp. indica GN=ILL1 PE=2 SV=145.70 0.00

TRINITY_DN41418_c1_g1sp|Q24208|IF2G_DROMEeIF-2gammaEukaryotic translation initiation factor 2 subunit 3 OS=Drosophila melanogaster GN=eIF-2gamma PE=2 SV=145.70 0.00

TRINITY_DN42465_c0_g4sp|Q20117|GSH1_CAEELgcs-1 Glutamate--cysteine ligase OS=Caenorhabditis elegans GN=gcs-1 PE=1 SV=245.70 0.00

TRINITY_DN43445_c0_g3sp|P42321|CATA_PROMIkatA Catalase OS=Proteus mirabilis GN=katA PE=1 SV=145.70 0.00

TRINITY_DN43495_c0_g6sp|O58762|TRET_PYRHOtreT Trehalose synthase OS=Pyrococcus horikoshii (strain ATCC 700860 / DSM 12428 / JCM 9974 / NBRC 100139 / OT-3) GN=treT PE=1 SV=245.70 0.00

TRINITY_DN43819_c0_g1sp|P53173|ERV14_YEASTERV14 ER-derived vesicles protein ERV14 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ERV14 PE=1 SV=345.70 0.00

TRINITY_DN44092_c0_g4sp|Q9SCY5|KINB2_ARATHKINB2 SNF1-related protein kinase regulatory subunit beta-2 OS=Arabidopsis thaliana GN=KINB2 PE=1 SV=145.70 0.00

TRINITY_DN45509_c1_g5sp|Q39604|IDLC_CHLREIDA4 28 kDa inner dynein arm light chain, axonemal OS=Chlamydomonas reinhardtii GN=IDA4 PE=1 SV=145.70 0.00

TRINITY_DN45978_c0_g1sp|Q9BX63|FANCJ_HUMANBRIP1 Fanconi anemia group J protein OS=Homo sapiens GN=BRIP1 PE=1 SV=145.70 0.00

TRINITY_DN46001_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=145.70 0.00

TRINITY_DN46441_c1_g1sp|Q7XVB3|BASS1_ORYSJBASS1 Probable sodium/metabolite cotransporter BASS1, chloroplastic OS=Oryza sativa subsp. japonica GN=BASS1 PE=2 SV=245.70 0.00

TRINITY_DN46691_c0_g2sp|Q9M8Z7|U80A2_ARATHUGT80A2 Sterol 3-beta-glucosyltransferase UGT80A2 OS=Arabidopsis thaliana GN=UGT80A2 PE=1 SV=145.70 0.00

TRINITY_DN46705_c0_g10sp|Q9FNE2|GRXC2_ARATHGRXC2 Glutaredoxin-C2 OS=Arabidopsis thaliana GN=GRXC2 PE=2 SV=145.70 0.00

TRINITY_DN47633_c0_g1sp|Q54S38|RCL1_DICDIrcl1 Probable RNA 3'-terminal phosphate cyclase-like protein OS=Dictyostelium discoideum GN=rcl1 PE=1 SV=245.70 0.00

TRINITY_DN48483_c0_g1sp|Q8GWE1|UCH3_ARATHUCH3 Ubiquitin carboxyl-terminal hydrolase 3 OS=Arabidopsis thaliana GN=UCH3 PE=2 SV=145.70 0.00

TRINITY_DN49545_c0_g2sp|Q75QI0|CFDP1_CHICKCFDP1 Craniofacial development protein 1 OS=Gallus gallus GN=CFDP1 PE=2 SV=145.70 0.00

TRINITY_DN50111_c0_g1sp|A1A4J6|ATP9B_BOVINATP9B Probable phospholipid-transporting ATPase IIB OS=Bos taurus GN=ATP9B PE=2 SV=145.70 0.00

TRINITY_DN50232_c1_g2sp|Q8N118|CP4X1_HUMANCYP4X1 Cytochrome P450 4X1 OS=Homo sapiens GN=CYP4X1 PE=2 SV=145.70 0.00

TRINITY_DN50275_c0_g7sp|Q8C196|CPSM_MOUSECps1 Carbamoyl-phosphate synthase [ammonia], mitochondrial OS=Mus musculus GN=Cps1 PE=1 SV=245.70 0.00

TRINITY_DN51034_c0_g1sp|Q0VA06|LETM1_XENTRletm1 LETM1 and EF-hand domain-containing protein 1, mitochondrial OS=Xenopus tropicalis GN=letm1 PE=2 SV=145.70 0.00



TRINITY_DN51143_c0_g3sp|Q9MAH3|DJ1B_ARATHDJ1B Protein DJ-1 homolog B OS=Arabidopsis thaliana GN=DJ1B PE=1 SV=145.70 0.00

TRINITY_DN51269_c1_g4sp|Q8L970|P4H7_ARATHP4H7 Probable prolyl 4-hydroxylase 7 OS=Arabidopsis thaliana GN=P4H7 PE=2 SV=145.70 0.00

TRINITY_DN51411_c0_g3sp|Q0JJS8|HF101_ORYSJHCF101 Fe-S cluster assembly factor HCF101, chloroplastic OS=Oryza sativa subsp. japonica GN=HCF101 PE=3 SV=345.70 0.00

TRINITY_DN51708_c0_g2sp|P26221|GUN4_THEFUcelD Endoglucanase E-4 OS=Thermobifida fusca GN=celD PE=1 SV=245.70 0.00

TRINITY_DN51743_c0_g2sp|Q9FJL0|SMC4_ARATHSMC4 Structural maintenance of chromosomes protein 4 OS=Arabidopsis thaliana GN=SMC4 PE=1 SV=145.70 0.00

TRINITY_DN51754_c1_g6sp|Q9HGM3|YTA12_SCHPOyta12 Mitochondrial respiratory chain complexes assembly protein rca1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yta12 PE=3 SV=145.70 0.00

TRINITY_DN51763_c0_g2sp|Q54HL6|CSN2_DICDIcsn2 COP9 signalosome complex subunit 2 OS=Dictyostelium discoideum GN=csn2 PE=1 SV=145.70 0.00

TRINITY_DN51853_c0_g5sp|O44006|KPYK_EIMTEPYK Pyruvate kinase OS=Eimeria tenella GN=PYK PE=2 SV=145.70 0.00

TRINITY_DN52590_c2_g4sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=345.70 0.00

TRINITY_DN53241_c0_g1sp|Q22SV3|RL38_TETTSRPL38 60S ribosomal protein L38 OS=Tetrahymena thermophila (strain SB210) GN=RPL38 PE=1 SV=245.70 0.00

TRINITY_DN10459_c0_g1sp|P92523|M860_ARATHAtMg00860Uncharacterized mitochondrial protein AtMg00860 OS=Arabidopsis thaliana GN=AtMg00860 PE=4 SV=145.60 0.00

TRINITY_DN118_c0_g1sp|P35131|UBC8_ARATHUBC8 Ubiquitin-conjugating enzyme E2 8 OS=Arabidopsis thaliana GN=UBC8 PE=1 SV=145.60 0.00

TRINITY_DN16587_c0_g1sp|Q05935|MYBA_XENLAmybl1 Myb-related protein A OS=Xenopus laevis GN=mybl1 PE=2 SV=145.60 0.00

TRINITY_DN17353_c0_g1sp|Q07326|PIGF_HUMANPIGF Phosphatidylinositol-glycan biosynthesis class F protein OS=Homo sapiens GN=PIGF PE=1 SV=145.60 0.00

TRINITY_DN1765_c0_g1sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=345.60 0.00

TRINITY_DN20070_c0_g1sp|Q12697|YPK9_YEASTYPK9 Vacuolar cation-transporting ATPase YPK9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK9 PE=1 SV=145.60 0.00

TRINITY_DN21690_c0_g2sp|Q6CGL4|APTH1_YARLIYALI0A18337gAcyl-protein thioesterase 1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=YALI0A18337g PE=3 SV=145.60 0.00

TRINITY_DN2227_c0_g1sp|Q3ZCF6|APC11_BOVINANAPC11 Anaphase-promoting complex subunit 11 OS=Bos taurus GN=ANAPC11 PE=3 SV=145.60 0.00

TRINITY_DN22741_c0_g1sp|A8AFT6|TREA_CITK8treA Periplasmic trehalase OS=Citrobacter koseri (strain ATCC BAA-895 / CDC 4225-83 / SGSC4696) GN=treA PE=3 SV=145.60 0.00

TRINITY_DN24550_c0_g1sp|Q6Z8B9|P2C12_ORYSJOs02g0224100Probable protein phosphatase 2C 12 OS=Oryza sativa subsp. japonica GN=Os02g0224100 PE=2 SV=145.60 0.00

TRINITY_DN2580_c0_g1sp|P53619|COPD_BOVINARCN1 Coatomer subunit delta OS=Bos taurus GN=ARCN1 PE=1 SV=145.60 0.00

TRINITY_DN28411_c0_g1sp|O60162|YG23_SCHPOSPBC19F5.03Uncharacterized protein C19F5.03 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC19F5.03 PE=1 SV=145.60 0.00

TRINITY_DN30895_c0_g1sp|Q7ZV60|BCS1_DANREbcs1l Mitochondrial chaperone BCS1 OS=Danio rerio GN=bcs1l PE=2 SV=245.60 0.00

TRINITY_DN32027_c0_g1sp|O48670|RER1A_ARATHRER1A Protein RER1A OS=Arabidopsis thaliana GN=RER1A PE=1 SV=145.60 0.00

TRINITY_DN32197_c0_g1sp|Q7S455|RCF1_NEUCRrcf1 Respiratory supercomplex factor 1, mitochondrial OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=rcf1 PE=3 SV=245.60 0.00

TRINITY_DN33422_c0_g2sp|Q23915|KINX_DICDIkinX Probable serine/threonine-protein kinase kinX OS=Dictyostelium discoideum GN=kinX PE=3 SV=245.60 0.00

TRINITY_DN34593_c1_g1sp|Q7RAV5|CDPK3_PLAYOCPK3 Calcium-dependent protein kinase 3 OS=Plasmodium yoelii yoelii GN=CPK3 PE=3 SV=145.60 0.00

TRINITY_DN35404_c0_g2sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=345.60 0.00

TRINITY_DN35454_c0_g4sp|Q9FMJ0|P4KB1_ARATHPI4KB1 Phosphatidylinositol 4-kinase beta 1 OS=Arabidopsis thaliana GN=PI4KB1 PE=1 SV=145.60 0.00

TRINITY_DN35896_c0_g4sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=145.60 0.00

TRINITY_DN35981_c0_g6sp|O23657|RABC1_ARATHRABC1 Ras-related protein RABC1 OS=Arabidopsis thaliana GN=RABC1 PE=1 SV=145.60 0.00

TRINITY_DN36142_c0_g7sp|Q5VJL3|GDT9_DICDIgdt9 Probable serine/threonine-protein kinase gdt9 OS=Dictyostelium discoideum GN=gdt9 PE=2 SV=245.60 0.00

TRINITY_DN37288_c0_g3sp|Q8LCU7|MECR_ARATHAt3g45770Probable trans-2-enoyl-CoA reductase, mitochondrial OS=Arabidopsis thaliana GN=At3g45770 PE=1 SV=145.60 0.00

TRINITY_DN37352_c0_g6sp|Q54T76|DUSP4_DICDIDDB_G0281963Probable dual specificity protein phosphatase DDB_G0281963 OS=Dictyostelium discoideum GN=DDB_G0281963 PE=3 SV=145.60 0.00

TRINITY_DN37828_c1_g9sp|Q2GZQ4|ESF2_CHAGBESF2 Pre-rRNA-processing protein ESF2 OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=ESF2 PE=3 SV=245.60 0.00

TRINITY_DN38093_c1_g9sp|Q42540|UBC7_ARATHUBC7 Ubiquitin-conjugating enzyme E2 7 OS=Arabidopsis thaliana GN=UBC7 PE=1 SV=145.60 0.00

TRINITY_DN38689_c0_g1sp|Q2R2P7|KN7L_ORYSJKIN7L Kinesin-like protein KIN-7L OS=Oryza sativa subsp. japonica GN=KIN7L PE=2 SV=145.60 0.00

TRINITY_DN39441_c0_g9sp|Q9H477|RBSK_HUMANRBKS Ribokinase OS=Homo sapiens GN=RBKS PE=1 SV=145.60 0.00

TRINITY_DN39443_c0_g2sp|Q38806|HSP22_ARATHHSP22.0 22.0 kDa heat shock protein OS=Arabidopsis thaliana GN=HSP22.0 PE=2 SV=145.60 0.00

TRINITY_DN39622_c0_g7sp|Q86YS7|C2CD5_HUMANC2CD5 C2 domain-containing protein 5 OS=Homo sapiens GN=C2CD5 PE=1 SV=145.60 0.00

TRINITY_DN40425_c0_g3sp|O28142|SERB_ARCFUAF_2138 Phosphoserine phosphatase OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_2138 PE=3 SV=145.60 0.00

TRINITY_DN40745_c1_g4sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=145.60 0.00

TRINITY_DN40762_c0_g2sp|P29446|THIO2_DICDItrxB Thioredoxin-2 (Fragment) OS=Dictyostelium discoideum GN=trxB PE=2 SV=145.60 0.00

TRINITY_DN40907_c0_g5sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=245.60 0.00

TRINITY_DN41730_c1_g3sp|Q9UT85|YIPC_SCHPOSPAC343.04cUncharacterized WD repeat-containing protein C343.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC343.04c PE=3 SV=145.60 0.00

TRINITY_DN41770_c0_g1sp|Q941I6|PMS1_ARATHPMS1 DNA mismatch repair protein PMS1 OS=Arabidopsis thaliana GN=PMS1 PE=1 SV=145.60 0.00

TRINITY_DN41920_c0_g4sp|A3QJU3|COQ8B_DANREcoq8b Atypical kinase COQ8B, mitochondrial OS=Danio rerio GN=coq8b PE=3 SV=245.60 0.00

TRINITY_DN42096_c0_g4sp|P53331|REXO1_YEASTRNH70 RNA exonuclease 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RNH70 PE=1 SV=145.60 0.00

TRINITY_DN42109_c0_g8sp|Q9WXX0|RBSA1_THEMArbsA1 Ribose import ATP-binding protein RbsA 1 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=rbsA1 PE=3 SV=145.60 0.00

TRINITY_DN42342_c3_g2sp|Q9LN20|P4H3_ARATHP4H3 Probable prolyl 4-hydroxylase 3 OS=Arabidopsis thaliana GN=P4H3 PE=2 SV=145.60 0.00

TRINITY_DN42599_c0_g3sp|P54872|HMCSA_DICDIhgsA Hydroxymethylglutaryl-CoA synthase A OS=Dictyostelium discoideum GN=hgsA PE=1 SV=245.60 0.00

TRINITY_DN42755_c0_g5sp|O24308|TOP2_PEATOP2 DNA topoisomerase 2 OS=Pisum sativum GN=TOP2 PE=2 SV=145.60 0.00

TRINITY_DN44945_c1_g1sp|A0JPP8|CCD61_RATCcdc61 Coiled-coil domain-containing protein 61 OS=Rattus norvegicus GN=Ccdc61 PE=1 SV=145.60 0.00

TRINITY_DN45724_c0_g8sp|Q03145|EPHA2_MOUSEEpha2 Ephrin type-A receptor 2 OS=Mus musculus GN=Epha2 PE=1 SV=345.60 0.00

TRINITY_DN45981_c0_g1sp|Q6GMH0|PRP18_DANREprpf18 Pre-mRNA-splicing factor 18 OS=Danio rerio GN=prpf18 PE=2 SV=145.60 0.00

TRINITY_DN46309_c0_g3sp|Q9FJL3|FKB65_ARATHFKBP65 Peptidyl-prolyl cis-trans isomerase FKBP65 OS=Arabidopsis thaliana GN=FKBP65 PE=1 SV=145.60 0.00



TRINITY_DN46751_c0_g5sp|Q8T158|FAM91_DICDIfam91 Protein FAM91 homolog OS=Dictyostelium discoideum GN=fam91 PE=3 SV=245.60 0.00

TRINITY_DN46775_c0_g4sp|Q9LZM1|ORP3A_ARATHORP3A Oxysterol-binding protein-related protein 3A OS=Arabidopsis thaliana GN=ORP3A PE=1 SV=145.60 0.00

TRINITY_DN46912_c0_g1sp|O82462|SYEC_ARATHAt5g26707Glutamate--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At5g26707 PE=1 SV=145.60 0.00

TRINITY_DN47621_c0_g6sp|Q9ASQ6|Y1972_ARATHRFK1 Probable LRR receptor-like serine/threonine-protein kinase At1g29720 OS=Arabidopsis thaliana GN=RFK1 PE=2 SV=345.60 0.00

TRINITY_DN47955_c0_g1sp|Q99385|VCX1_YEASTVCX1 Vacuolar calcium ion transporter OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VCX1 PE=1 SV=145.60 0.00

TRINITY_DN48218_c1_g1sp|Q9FWT2|UBC16_ARATHUBC16 Probable ubiquitin-conjugating enzyme E2 16 OS=Arabidopsis thaliana GN=UBC16 PE=2 SV=145.60 0.00

TRINITY_DN48519_c0_g3sp|P29618|CDKA1_ORYSJCDKA-1 Cyclin-dependent kinase A-1 OS=Oryza sativa subsp. japonica GN=CDKA-1 PE=1 SV=145.60 0.00

TRINITY_DN48606_c1_g4sp|P33204|ARPC4_YEASTARC19 Actin-related protein 2/3 complex subunit 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ARC19 PE=1 SV=245.60 0.00

TRINITY_DN48997_c0_g3sp|Q55DA0|ABCGM_DICDIabcG22 ABC transporter G family member 22 OS=Dictyostelium discoideum GN=abcG22 PE=2 SV=145.60 0.00

TRINITY_DN49219_c0_g2sp|O00186|STXB3_HUMANSTXBP3 Syntaxin-binding protein 3 OS=Homo sapiens GN=STXBP3 PE=1 SV=245.60 0.00

TRINITY_DN49869_c0_g5sp|A3EWL3|REV1_ARATHREV1 DNA repair protein REV1 OS=Arabidopsis thaliana GN=REV1 PE=2 SV=145.60 0.00

TRINITY_DN50102_c2_g3sp|P74373|DFA3_SYNY3dfa3 Putative diflavin flavoprotein A 3 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=dfa3 PE=3 SV=145.60 0.00

TRINITY_DN50169_c0_g6sp|Q5JVL4|EFHC1_HUMANEFHC1 EF-hand domain-containing protein 1 OS=Homo sapiens GN=EFHC1 PE=1 SV=145.60 0.00

TRINITY_DN51033_c0_g1sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=245.60 0.00

TRINITY_DN51234_c1_g1sp|O94680|PDAT_SCHPOplh1 Phospholipid:diacylglycerol acyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=plh1 PE=1 SV=245.60 0.00

TRINITY_DN51512_c1_g4sp|Q9M8Z7|U80A2_ARATHUGT80A2 Sterol 3-beta-glucosyltransferase UGT80A2 OS=Arabidopsis thaliana GN=UGT80A2 PE=1 SV=145.60 0.00

TRINITY_DN51677_c1_g4sp|Q10E64|KN8B_ORYSJKIN8B Kinesin-like protein KIN-8B OS=Oryza sativa subsp. japonica GN=KIN8B PE=2 SV=145.60 0.00

TRINITY_DN51972_c1_g1sp|Q10MJ1|CGEP_ORYSJGEP Probable glutamyl endopeptidase, chloroplastic OS=Oryza sativa subsp. japonica GN=GEP PE=2 SV=145.60 0.00

TRINITY_DN52257_c0_g3sp|O65023|EAAC_ARATHEAAC Probable envelope ADP,ATP carrier protein, chloroplastic OS=Arabidopsis thaliana GN=EAAC PE=2 SV=245.60 0.00

TRINITY_DN19393_c0_g1sp|B9A1H3|TRXR1_EMIHUSEP1 Thioredoxin reductase SEP1 OS=Emiliania huxleyi GN=SEP1 PE=1 SV=145.50 0.00

TRINITY_DN27429_c0_g2sp|P97612|FAAH1_RATFaah Fatty-acid amide hydrolase 1 OS=Rattus norvegicus GN=Faah PE=1 SV=145.50 0.00

TRINITY_DN28812_c0_g1sp|Q9UII4|HERC5_HUMANHERC5 E3 ISG15--protein ligase HERC5 OS=Homo sapiens GN=HERC5 PE=1 SV=245.50 0.00

TRINITY_DN29652_c0_g3sp|Q8BZQ7|ANC2_MOUSEAnapc2 Anaphase-promoting complex subunit 2 OS=Mus musculus GN=Anapc2 PE=1 SV=245.50 0.00

TRINITY_DN32161_c0_g2sp|Q03417|SCRK_ZYMMOfrk Fructokinase OS=Zymomonas mobilis subsp. mobilis (strain ATCC 31821 / ZM4 / CP4) GN=frk PE=3 SV=145.50 0.00

TRINITY_DN33804_c0_g1sp|O81263|KITH_ORYSJTK Thymidine kinase OS=Oryza sativa subsp. japonica GN=TK PE=2 SV=245.50 0.00

TRINITY_DN33814_c0_g2sp|Q39079|DNJ13_ARATHATJ13 Chaperone protein dnaJ 13 OS=Arabidopsis thaliana GN=ATJ13 PE=1 SV=245.50 0.00

TRINITY_DN34104_c0_g1sp|P31320|KAPR_BLAEMPKAR cAMP-dependent protein kinase regulatory subunit OS=Blastocladiella emersonii GN=PKAR PE=2 SV=145.50 0.00

TRINITY_DN34313_c0_g1sp|O43861|ATP9B_HUMANATP9B Probable phospholipid-transporting ATPase IIB OS=Homo sapiens GN=ATP9B PE=2 SV=445.50 0.00

TRINITY_DN34850_c0_g11sp|P39109|YCFI_YEASTYCF1 Metal resistance protein YCF1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YCF1 PE=1 SV=245.50 0.00

TRINITY_DN35426_c0_g8sp|Q28689|MRP2_RABITABCC2 Canalicular multispecific organic anion transporter 1 OS=Oryctolagus cuniculus GN=ABCC2 PE=2 SV=145.50 0.00

TRINITY_DN35577_c0_g3sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=245.50 0.00

TRINITY_DN35672_c0_g2sp|P54654|CAP_DICDIcap Adenylyl cyclase-associated protein OS=Dictyostelium discoideum GN=cap PE=1 SV=145.50 0.00

TRINITY_DN35918_c1_g6sp|Q9QXE5|TSSP_MOUSEPrss16 Thymus-specific serine protease OS=Mus musculus GN=Prss16 PE=2 SV=145.50 0.00

TRINITY_DN36885_c1_g2sp|Q755N4|DBP2_ASHGODBP2 ATP-dependent RNA helicase DBP2 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=DBP2 PE=3 SV=245.50 0.00

TRINITY_DN37260_c0_g1sp|F1Q4S1|ATP9B_DANREatp9b Probable phospholipid-transporting ATPase IIB OS=Danio rerio GN=atp9b PE=3 SV=145.50 0.00

TRINITY_DN37623_c1_g5sp|P93411|CCC11_ORYSJOs09g0504400Cyclin-C1-1 OS=Oryza sativa subsp. japonica GN=Os09g0504400 PE=2 SV=145.50 0.00

TRINITY_DN37857_c1_g3sp|Q8W4E1|RH47_ARATHRH47 DEAD-box ATP-dependent RNA helicase 47, mitochondrial OS=Arabidopsis thaliana GN=RH47 PE=1 SV=245.50 0.00

TRINITY_DN37984_c0_g7sp|P48612|PELO_DROMEpelo Protein pelota OS=Drosophila melanogaster GN=pelo PE=2 SV=245.50 0.00

TRINITY_DN38198_c1_g4sp|O61125|STK4_DICDIkrsA Serine/threonine-protein kinase 4 homolog A OS=Dictyostelium discoideum GN=krsA PE=1 SV=145.50 0.00

TRINITY_DN38455_c0_g7sp|Q49GP3|PI4KB_DANREpi4kb Phosphatidylinositol 4-kinase beta OS=Danio rerio GN=pi4kb PE=2 SV=245.50 0.00

TRINITY_DN38631_c0_g1sp|E3QBI3|UTP25_COLGMUTP25 U3 small nucleolar RNA-associated protein 25 OS=Colletotrichum graminicola (strain M1.001 / M2 / FGSC 10212) GN=UTP25 PE=3 SV=145.50 0.00

TRINITY_DN38899_c0_g6sp|Q10185|ABC2_SCHPOabc2 ATP-binding cassette transporter abc2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=abc2 PE=1 SV=145.50 0.00

TRINITY_DN39185_c0_g1sp|P0CR39|SEC23_CRYNBSEC23 Protein transport protein SEC23 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=SEC23 PE=3 SV=145.50 0.00

TRINITY_DN39731_c0_g1sp|Q9A8Z4|Y1201_CAUCRCC_1201 Putative aldolase class 2 protein CC_1201 OS=Caulobacter crescentus (strain ATCC 19089 / CB15) GN=CC_1201 PE=3 SV=245.50 0.00

TRINITY_DN40221_c0_g1sp|Q8T2H0|FAM49_DICDIfam49 Protein FAM49 homolog OS=Dictyostelium discoideum GN=fam49 PE=3 SV=245.50 0.00

TRINITY_DN40843_c0_g2sp|Q94A03|CDS4_ARATHCDS4 Phosphatidate cytidylyltransferase 4, chloroplastic OS=Arabidopsis thaliana GN=CDS4 PE=1 SV=145.50 0.00

TRINITY_DN41261_c1_g3sp|P87294|TCP4_SCHPOSPAC16A10.02Putative RNA polymerase II transcriptional coactivator OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC16A10.02 PE=1 SV=145.50 0.00

TRINITY_DN41545_c0_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=245.50 0

TRINITY_DN41996_c0_g2sp|Q8IYD1|ERF3B_HUMANGSPT2 Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Homo sapiens GN=GSPT2 PE=1 SV=245.50 0.00

TRINITY_DN42039_c0_g3sp|Q9UI08|EVL_HUMANEVL Ena/VASP-like protein OS=Homo sapiens GN=EVL PE=1 SV=245.50 0.00

TRINITY_DN42312_c1_g2sp|Q8RWZ5|SD25_ARATHSD25 G-type lectin S-receptor-like serine/threonine-protein kinase SD2-5 OS=Arabidopsis thaliana GN=SD25 PE=1 SV=145.50 0.00

TRINITY_DN43087_c1_g1sp|P74388|BQMT_SYNY3sll0418 2-methyl-6-phytyl-1,4-hydroquinone methyltransferase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0418 PE=1 SV=145.50 0.00

TRINITY_DN43126_c0_g5sp|Q7L8A9|VASH1_HUMANVASH1 Vasohibin-1 OS=Homo sapiens GN=VASH1 PE=1 SV=145.50 0.00

TRINITY_DN43545_c1_g5sp|P25776|ORYA_ORYSJOs04g0650000Oryzain alpha chain OS=Oryza sativa subsp. japonica GN=Os04g0650000 PE=1 SV=245.50 0.00

TRINITY_DN43616_c0_g2sp|P0A440|PURU_ECOL6purU Formyltetrahydrofolate deformylase OS=Escherichia coli O6:H1 (strain CFT073 / ATCC 700928 / UPEC) GN=purU PE=3 SV=145.50 0.00

TRINITY_DN43656_c1_g1sp|Q4V8C9|LRC56_RATLrrc56 Leucine-rich repeat-containing protein 56 OS=Rattus norvegicus GN=Lrrc56 PE=2 SV=145.50 0.00



TRINITY_DN43908_c0_g11sp|Q54G57|ASCC3_DICDIascc3 Activating signal cointegrator 1 complex subunit 3 OS=Dictyostelium discoideum GN=ascc3 PE=3 SV=145.50 0.00

TRINITY_DN45019_c0_g1sp|Q65XK0|ILV5_ORYSJOs05g0573700Ketol-acid reductoisomerase, chloroplastic OS=Oryza sativa subsp. japonica GN=Os05g0573700 PE=1 SV=145.50 0.00

TRINITY_DN45043_c0_g1sp|Q0WWQ1|ATG3_ARATHATG3 Autophagy-related protein 3 OS=Arabidopsis thaliana GN=ATG3 PE=1 SV=245.50 0.00

TRINITY_DN45113_c1_g1sp|Q9LST6|PSB2_ORYSJPBD1 Proteasome subunit beta type-2 OS=Oryza sativa subsp. japonica GN=PBD1 PE=2 SV=245.50 0.00

TRINITY_DN45997_c0_g1sp|U3KRF2|DHQS_ACTCHDHQS 3-dehydroquinate synthase, chloroplastic OS=Actinidia chinensis GN=DHQS PE=1 SV=245.50 0.00

TRINITY_DN46021_c0_g1sp|Q3ZBR5|TTC1_BOVINTTC1 Tetratricopeptide repeat protein 1 OS=Bos taurus GN=TTC1 PE=2 SV=145.50 0.00

TRINITY_DN46657_c0_g5sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=145.50 0.00

TRINITY_DN47098_c0_g1sp|Q8BG09|T184B_MOUSETmem184bTransmembrane protein 184B OS=Mus musculus GN=Tmem184b PE=2 SV=145.50 0.00

TRINITY_DN47199_c0_g3sp|Q9FR53|TOR_ARATHTOR Serine/threonine-protein kinase TOR OS=Arabidopsis thaliana GN=TOR PE=1 SV=145.50 0.00

TRINITY_DN47217_c1_g1sp|Q8IVS2|FABD_HUMANMCAT Malonyl-CoA-acyl carrier protein transacylase, mitochondrial OS=Homo sapiens GN=MCAT PE=1 SV=245.50 0.00

TRINITY_DN47340_c0_g1sp|P48622|FAD3D_ARATHFAD8 Temperature-sensitive sn-2 acyl-lipid omega-3 desaturase (ferredoxin), chloroplastic OS=Arabidopsis thaliana GN=FAD8 PE=1 SV=145.50 0.00

TRINITY_DN47473_c0_g1sp|P46794|CBS_DICDIcysB Cystathionine beta-synthase OS=Dictyostelium discoideum GN=cysB PE=2 SV=245.50 0.00

TRINITY_DN47518_c1_g6sp|Q7NDW3|RNZ_GLOVIrnz Ribonuclease Z OS=Gloeobacter violaceus (strain PCC 7421) GN=rnz PE=3 SV=145.50 0.00

TRINITY_DN47759_c0_g1sp|F4J220|LPPE1_ARATHLPPE1 Lipid phosphate phosphatase epsilon 1, chloroplastic OS=Arabidopsis thaliana GN=LPPE1 PE=1 SV=145.50 0.00

TRINITY_DN47874_c1_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=145.50 0.00

TRINITY_DN47934_c0_g1sp|Q9SJF3|DCP1_ARATHAt1g08370mRNA-decapping enzyme-like protein OS=Arabidopsis thaliana GN=At1g08370 PE=1 SV=245.50 0.00

TRINITY_DN48186_c1_g8sp|B2V6N0|LON_SULSYlon Lon protease OS=Sulfurihydrogenibium sp. (strain YO3AOP1) GN=lon PE=3 SV=145.50 0.00

TRINITY_DN48296_c0_g2sp|Q9ZMM5|APBC_HELPJmrp Iron-sulfur cluster carrier protein OS=Helicobacter pylori (strain J99 / ATCC 700824) GN=mrp PE=3 SV=145.50 0.00

TRINITY_DN48308_c0_g2sp|Q8VZZ4|AB6C_ARATHABCC6 ABC transporter C family member 6 OS=Arabidopsis thaliana GN=ABCC6 PE=2 SV=345.50 0.00

TRINITY_DN48623_c0_g4sp|O42646|UBC6_SCHPOubc6 Ubiquitin-conjugating enzyme E2 6 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubc6 PE=2 SV=145.50 0.00

TRINITY_DN48637_c0_g2sp|Q8LFD1|LPP3_ARATHLPP3 Putative lipid phosphate phosphatase 3, chloroplastic OS=Arabidopsis thaliana GN=LPP3 PE=2 SV=145.50 0.00

TRINITY_DN49190_c1_g2sp|Q6MAS9|GLGA_PARUWglgA Glycogen synthase OS=Protochlamydia amoebophila (strain UWE25) GN=glgA PE=3 SV=145.50 0.00

TRINITY_DN49263_c0_g6sp|Q96UP6|RAD52_EMENIradC DNA repair and recombination protein radC OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=radC PE=3 SV=145.50 0.00

TRINITY_DN50365_c0_g8sp|Q27873|PIMT_CAEELpcm-1 Protein-L-isoaspartate O-methyltransferase OS=Caenorhabditis elegans GN=pcm-1 PE=2 SV=145.50 0.00

TRINITY_DN51303_c0_g1sp|Q8LAN3|P4H4_ARATHP4H4 Probable prolyl 4-hydroxylase 4 OS=Arabidopsis thaliana GN=P4H4 PE=2 SV=145.50 0.00

TRINITY_DN51420_c0_g1sp|Q8TD26|CHD6_HUMANCHD6 Chromodomain-helicase-DNA-binding protein 6 OS=Homo sapiens GN=CHD6 PE=1 SV=445.50 0.00

TRINITY_DN51846_c0_g3sp|Q9ZVN9|TF2H2_ARATHGTF2H2 General transcription factor IIH subunit 2 OS=Arabidopsis thaliana GN=GTF2H2 PE=1 SV=145.50 0.00

TRINITY_DN51942_c2_g7sp|Q6K431|TRX1_ORYSJTRX1 Histone-lysine N-methyltransferase TRX1 OS=Oryza sativa subsp. japonica GN=TRX1 PE=1 SV=145.50 0.00

TRINITY_DN52418_c0_g5sp|O54408|RELA_BACSUrelA GTP pyrophosphokinase OS=Bacillus subtilis (strain 168) GN=relA PE=1 SV=345.50 0.00

TRINITY_DN5683_c0_g1sp|P61017|RAB4B_CANLFRAB4B Ras-related protein Rab-4B OS=Canis lupus familiaris GN=RAB4B PE=2 SV=145.50 0.00

TRINITY_DN5862_c0_g1sp|P46283|S17P_ARATHAt3g55800Sedoheptulose-1,7-bisphosphatase, chloroplastic OS=Arabidopsis thaliana GN=At3g55800 PE=2 SV=145.50 0.00

TRINITY_DN22088_c0_g4sp|Q8W117|SMU1_ARATHSMU1 Suppressor of mec-8 and unc-52 protein homolog 1 OS=Arabidopsis thaliana GN=SMU1 PE=1 SV=145.40 0.00

TRINITY_DN31587_c0_g1sp|P22278|RAS1_MUCCLRAS1 Ras-like protein 1 OS=Mucor circinelloides f. lusitanicus GN=RAS1 PE=2 SV=145.40 0.00

TRINITY_DN35115_c0_g3sp|Q53FA7|QORX_HUMANTP53I3 Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=245.40 0.00

TRINITY_DN36581_c0_g1sp|Q9JJF3|NO66_MOUSENo66 Bifunctional lysine-specific demethylase and histidyl-hydroxylase NO66 OS=Mus musculus GN=No66 PE=1 SV=245.40 0.00

TRINITY_DN37127_c0_g4sp|P34138|PTP2_DICDIptpB Tyrosine-protein phosphatase 2 OS=Dictyostelium discoideum GN=ptpB PE=2 SV=145.40 0.00

TRINITY_DN38082_c0_g1sp|P32826|SCP49_ARATHSCPL49 Serine carboxypeptidase-like 49 OS=Arabidopsis thaliana GN=SCPL49 PE=2 SV=245.40 0.00

TRINITY_DN39386_c0_g1sp|Q9P275|UBP36_HUMANUSP36 Ubiquitin carboxyl-terminal hydrolase 36 OS=Homo sapiens GN=USP36 PE=1 SV=345.40 0.00

TRINITY_DN39804_c0_g7sp|Q9FMH8|RD21B_ARATHRD21B Probable cysteine protease RD21B OS=Arabidopsis thaliana GN=RD21B PE=1 SV=145.40 0.00

TRINITY_DN40392_c0_g2sp|Q54N47|BCAT_DICDIbcaA Branched-chain-amino-acid aminotransferase OS=Dictyostelium discoideum GN=bcaA PE=3 SV=145.40 0.00

TRINITY_DN41464_c0_g4sp|Q7RAH3|CDPK1_PLAYOCPK1 Calcium-dependent protein kinase 1 OS=Plasmodium yoelii yoelii GN=CPK1 PE=3 SV=345.40 0.00

TRINITY_DN41793_c0_g8sp|O59826|KCAB_SCHPOSPCC965.06Putative voltage-gated potassium channel subunit beta OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC965.06 PE=3 SV=145.40 0.00

TRINITY_DN41915_c0_g1sp|P26489|FIXL_AZOC5fixL Sensor protein FixL OS=Azorhizobium caulinodans (strain ATCC 43989 / DSM 5975 / JCM 20966 / NBRC 14845 / NCIMB 13405 / ORS 571) GN=fixL PE=3 SV=145.40 0.00

TRINITY_DN42475_c0_g7sp|Q76P07|Y7165_DICDIDDB_G0277165Probable serine/threonine-protein kinase DDB_G0277165 OS=Dictyostelium discoideum GN=DDB_G0277165 PE=3 SV=145.40 0.00

TRINITY_DN42561_c0_g1sp|P13607|ATNA_DROMEAtpalphaSodium/potassium-transporting ATPase subunit alpha OS=Drosophila melanogaster GN=Atpalpha PE=1 SV=345.40 0.00

TRINITY_DN43429_c0_g2sp|Q84UQ1|RH42_ORYSJOs08g0159900DEAD-box ATP-dependent RNA helicase 42 OS=Oryza sativa subsp. japonica GN=Os08g0159900 PE=2 SV=145.40 0.00

TRINITY_DN44369_c1_g2sp|Q9UDY4|DNJB4_HUMANDNAJB4 DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=145.40 0.00

TRINITY_DN45780_c0_g5sp|Q8L727|GSTT2_ARATHGSTT2 Glutathione S-transferase T2 OS=Arabidopsis thaliana GN=GSTT2 PE=2 SV=145.40 0.00



TRINITY_DN48201_c0_g1sp|Q01813|PFKAP_HUMANPFKP ATP-dependent 6-phosphofructokinase, platelet type OS=Homo sapiens GN=PFKP PE=1 SV=245.40 0.00

TRINITY_DN49507_c0_g2sp|Q9LT68|NHD1_ARATHNHD1 Sodium/proton antiporter 1 OS=Arabidopsis thaliana GN=NHD1 PE=2 SV=145.40 0.00

TRINITY_DN49724_c0_g2sp|Q5ZL33|STRAP_CHICKSTRAP Serine-threonine kinase receptor-associated protein OS=Gallus gallus GN=STRAP PE=2 SV=245.40 0.00

TRINITY_DN50173_c1_g6sp|P23098|DYHC_TRIGR- Dynein beta chain, ciliary OS=Tripneustes gratilla PE=1 SV=145.40 0

TRINITY_DN50461_c1_g1sp|F4JJJ3|NDB3_ARATHNDB3 External alternative NAD(P)H-ubiquinone oxidoreductase B3, mitochondrial OS=Arabidopsis thaliana GN=NDB3 PE=2 SV=145.40 0.00

TRINITY_DN51313_c0_g1sp|Q54DF7|Y2354_DICDIDDB_G0292354Probable serine/threonine-protein kinase DDB_G0292354 OS=Dictyostelium discoideum GN=DDB_G0292354 PE=3 SV=145.40 0.00

TRINITY_DN51458_c0_g9sp|P54639|CYSP4_DICDIcprD Cysteine proteinase 4 OS=Dictyostelium discoideum GN=cprD PE=2 SV=245.40 0.00

TRINITY_DN52197_c2_g5sp|Q9FWQ5|HAC12_ARATHHAC12 Histone acetyltransferase HAC12 OS=Arabidopsis thaliana GN=HAC12 PE=2 SV=245.40 0.00

TRINITY_DN14523_c0_g1sp|Q9FM86|ADT5_ARATHAt5g56450Probable ADP,ATP carrier protein At5g56450 OS=Arabidopsis thaliana GN=At5g56450 PE=2 SV=145.30 0.00

TRINITY_DN20238_c0_g1sp|Q3ZBP8|CO040_BOVIN- UPF0235 protein C15orf40 homolog OS=Bos taurus PE=2 SV=145.30 0.00

TRINITY_DN30936_c0_g1sp|A0BD73|RL72_PARTERpl7-2 60S ribosomal protein L7 2 OS=Paramecium tetraurelia GN=Rpl7-2 PE=3 SV=145.30 0.00

TRINITY_DN32140_c0_g1sp|Q0IQB6|CML3_ORYSJCML3 Calmodulin-like protein 3 OS=Oryza sativa subsp. japonica GN=CML3 PE=2 SV=145.30 0.00

TRINITY_DN33713_c2_g2sp|Q00075|TPSA_ASPNGtpsA Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 1 OS=Aspergillus niger GN=tpsA PE=3 SV=145.30 0.00

TRINITY_DN34560_c0_g1sp|Q6NRM7|CHMP3_XENLAchmp3 Charged multivesicular body protein 3 OS=Xenopus laevis GN=chmp3 PE=2 SV=345.30 0.00

TRINITY_DN35133_c0_g4sp|A0PJE2|DHR12_HUMANDHRS12 Dehydrogenase/reductase SDR family member 12 OS=Homo sapiens GN=DHRS12 PE=2 SV=245.30 0.00

TRINITY_DN35185_c0_g2sp|Q3TX08|TRM1_MOUSETrmt1 tRNA (guanine(26)-N(2))-dimethyltransferase OS=Mus musculus GN=Trmt1 PE=1 SV=245.30 0.00

TRINITY_DN35933_c0_g1sp|P35478|CYTX_BOVIN- Stefin-C OS=Bos taurus PE=1 SV=145.30 0.00

TRINITY_DN35953_c0_g1sp|Q86A77|VATD_DICDIatp6v1d V-type proton ATPase subunit D OS=Dictyostelium discoideum GN=atp6v1d PE=1 SV=145.30 0.00

TRINITY_DN3672_c0_g2sp|Q58DD4|SDC2_BOVINSDC2 Syndecan-2 OS=Bos taurus GN=SDC2 PE=2 SV=145.30 0.00

TRINITY_DN37138_c0_g7sp|Q9LZX8|BIG2_ARATHBIG2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Arabidopsis thaliana GN=BIG2 PE=2 SV=145.30 0.00

TRINITY_DN37298_c0_g2sp|Q9ZRF1|MTDH_FRAANCAD Probable mannitol dehydrogenase OS=Fragaria ananassa GN=CAD PE=2 SV=145.30 0.00

TRINITY_DN37518_c0_g1sp|Q9ZRF1|MTDH_FRAANCAD Probable mannitol dehydrogenase OS=Fragaria ananassa GN=CAD PE=2 SV=145.30 0.00

TRINITY_DN37656_c0_g2sp|Q75JQ1|SYDC1_DICDIaspS1 Aspartate--tRNA ligase, cytoplasmic 1 OS=Dictyostelium discoideum GN=aspS1 PE=3 SV=145.30 0.00

TRINITY_DN37732_c0_g1sp|Q9HCH3|CPNE5_HUMANCPNE5 Copine-5 OS=Homo sapiens GN=CPNE5 PE=1 SV=245.30 0.00

TRINITY_DN38768_c0_g5sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=145.30 0.00

TRINITY_DN39048_c0_g8sp|Q80XP9|WNK3_MOUSEWnk3 Serine/threonine-protein kinase WNK3 OS=Mus musculus GN=Wnk3 PE=1 SV=345.30 0.00

TRINITY_DN39983_c0_g4sp|Q7TSC3|NEK5_MOUSENek5 Serine/threonine-protein kinase Nek5 OS=Mus musculus GN=Nek5 PE=2 SV=145.30 0.00

TRINITY_DN40097_c0_g1sp|Q0VGT4|ZGRF1_MOUSEZgrf1 Protein ZGRF1 OS=Mus musculus GN=Zgrf1 PE=1 SV=245.30 0.00

TRINITY_DN40196_c0_g2sp|Q4VBS4|MAP12_DANREmetap1d Methionine aminopeptidase 1D, mitochondrial OS=Danio rerio GN=metap1d PE=2 SV=145.30 0.00

TRINITY_DN41023_c1_g6sp|Q9C5Y4|SMC21_ARATHSMC2-1 Structural maintenance of chromosomes protein 2-1 OS=Arabidopsis thaliana GN=SMC2-1 PE=2 SV=245.30 0.00

TRINITY_DN41769_c0_g5sp|A7Z050|VIP1_BOVINPPIP5K1 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1 OS=Bos taurus GN=PPIP5K1 PE=2 SV=145.30 0.00

TRINITY_DN42054_c2_g4sp|Q84LM4|AARE_ARATHAARE Acylamino-acid-releasing enzyme OS=Arabidopsis thaliana GN=AARE PE=1 SV=145.30 0.00

TRINITY_DN42147_c0_g2sp|Q92021|NF7B_XENLA- Nuclear factor 7, brain OS=Xenopus laevis PE=1 SV=145.30 0.00

TRINITY_DN42166_c0_g4sp|P14198|AAC4_DICDIAAC4 AAC-rich mRNA clone AAC4 protein OS=Dictyostelium discoideum GN=AAC4 PE=2 SV=345.30 0.00

TRINITY_DN42178_c0_g2sp|Q54QG5|Y3893_DICDIDDB_G0283893Probable E3 ubiquitin-protein ligase DDB_G0283893 OS=Dictyostelium discoideum GN=DDB_G0283893 PE=3 SV=245.30 0.00

TRINITY_DN42731_c0_g3sp|P51957|NEK4_HUMANNEK4 Serine/threonine-protein kinase Nek4 OS=Homo sapiens GN=NEK4 PE=1 SV=245.30 0.00

TRINITY_DN43515_c1_g2sp|Q9GRF8|EF1B_DICDIefa1B Elongation factor 1-beta OS=Dictyostelium discoideum GN=efa1B PE=1 SV=145.30 0.00

TRINITY_DN43535_c0_g11sp|O82221|RUXG_ARATHAt2g23930Probable small nuclear ribonucleoprotein G OS=Arabidopsis thaliana GN=At2g23930 PE=2 SV=145.30 0.00

TRINITY_DN43588_c1_g1sp|Q54Q69|DHKG_DICDIdhkG Hybrid signal transduction histidine kinase G OS=Dictyostelium discoideum GN=dhkG PE=3 SV=145.30 0.00

TRINITY_DN44050_c2_g3sp|Q9ER72|SYCC_MOUSECars Cysteine--tRNA ligase, cytoplasmic OS=Mus musculus GN=Cars PE=1 SV=245.30 0.00

TRINITY_DN44126_c0_g1sp|A8IRJ7|CFA53_CHLRECFAP53 Cilia- and flagella-associated protein 53 OS=Chlamydomonas reinhardtii GN=CFAP53 PE=1 SV=145.30 0.00

TRINITY_DN44365_c0_g1sp|P73245|Y1917_SYNY3sll1917 Oxygen-independent coproporphyrinogen-III oxidase-like protein sll1917 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1917 PE=2 SV=145.30 0.00

TRINITY_DN44557_c0_g1sp|Q5UNW9|YR718_MIMIVMIMI_R718Uncharacterized protein R718 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R718 PE=4 SV=145.30 0.00

TRINITY_DN44589_c0_g2sp|Q55DR6|FCSA_DICDIfcsA Fatty acyl-CoA synthetase A OS=Dictyostelium discoideum GN=fcsA PE=1 SV=145.30 0.00

TRINITY_DN44685_c1_g1sp|O49354|COQ3_ARATHCOQ3 Ubiquinone biosynthesis O-methyltransferase, mitochondrial OS=Arabidopsis thaliana GN=COQ3 PE=2 SV=245.30 0.00

TRINITY_DN45011_c0_g2sp|P11883|AL3A1_RATAldh3a1 Aldehyde dehydrogenase, dimeric NADP-preferring OS=Rattus norvegicus GN=Aldh3a1 PE=1 SV=345.30 0.00

TRINITY_DN45413_c0_g3sp|Q9ZR37|DUS1_ARATHDSPTP1 Dual specificity protein phosphatase 1 OS=Arabidopsis thaliana GN=DSPTP1 PE=1 SV=145.30 0.00

TRINITY_DN46182_c0_g2sp|O43520|AT8B1_HUMANATP8B1 Phospholipid-transporting ATPase IC OS=Homo sapiens GN=ATP8B1 PE=1 SV=345.30 0.00

TRINITY_DN46338_c0_g2sp|O04035|AT74H_ARATHAt1g08940Phosphoglycerate mutase-like protein AT74H OS=Arabidopsis thaliana GN=At1g08940 PE=3 SV=245.30 0.00

TRINITY_DN46552_c0_g2sp|Q9U5L1|SRPRA_DROMEGtp-bp Signal recognition particle receptor subunit alpha homolog OS=Drosophila melanogaster GN=Gtp-bp PE=1 SV=245.30 0.00

TRINITY_DN47159_c0_g2sp|Q62780|DDX46_RATDdx46 Probable ATP-dependent RNA helicase DDX46 OS=Rattus norvegicus GN=Ddx46 PE=1 SV=145.30 0.00

TRINITY_DN47433_c0_g1sp|Q6GQT0|CC14A_MOUSECdc14a Dual specificity protein phosphatase CDC14A OS=Mus musculus GN=Cdc14a PE=2 SV=245.30 0.00

TRINITY_DN47631_c0_g1sp|Q8IUF1|CBWD2_HUMANCBWD2 COBW domain-containing protein 2 OS=Homo sapiens GN=CBWD2 PE=2 SV=145.30 0.00

TRINITY_DN48364_c1_g7sp|P08761|MSRA_DROMEEip71CD Peptide methionine sulfoxide reductase OS=Drosophila melanogaster GN=Eip71CD PE=2 SV=245.30 0.00

TRINITY_DN48738_c0_g2sp|Q9M101|CDPKN_ARATHCPK23 Calcium-dependent protein kinase 23 OS=Arabidopsis thaliana GN=CPK23 PE=1 SV=145.30 0.00

TRINITY_DN49046_c0_g2sp|Q9LDM2|CER7L_ARATHRRP45A Exosome complex component RRP45A OS=Arabidopsis thaliana GN=RRP45A PE=2 SV=145.30 0.00



TRINITY_DN49815_c0_g2sp|Q67PF5|RNC_SYMTHrnc Ribonuclease 3 OS=Symbiobacterium thermophilum (strain T / IAM 14863) GN=rnc PE=3 SV=145.30 0.00

TRINITY_DN50131_c0_g1sp|Q96HH6|TMM19_HUMANTMEM19 Transmembrane protein 19 OS=Homo sapiens GN=TMEM19 PE=1 SV=145.30 0.00

TRINITY_DN50230_c0_g1sp|P93025|PHOT2_ARATHPHOT2 Phototropin-2 OS=Arabidopsis thaliana GN=PHOT2 PE=1 SV=245.30 0.00

TRINITY_DN50782_c0_g2sp|P52551|MYBB_XENLAmybl2 Myb-related protein B OS=Xenopus laevis GN=mybl2 PE=2 SV=245.30 0.00

TRINITY_DN51004_c2_g4sp|Q0DWT8|RH1_ORYSJOs02g0795900DEAD-box ATP-dependent RNA helicase 1 OS=Oryza sativa subsp. japonica GN=Os02g0795900 PE=2 SV=145.30 0.00

TRINITY_DN51136_c0_g1sp|Q9NJU9|CDPK3_PLAF7CPK3 Calcium-dependent protein kinase 3 OS=Plasmodium falciparum (isolate 3D7) GN=CPK3 PE=1 SV=145.30 0.00

TRINITY_DN51270_c1_g7sp|P80884|ANAN_ANACOAN1 Ananain OS=Ananas comosus GN=AN1 PE=1 SV=245.30 0.00

TRINITY_DN51300_c0_g1sp|Q8TV04|PTH_METKApth Peptidyl-tRNA hydrolase OS=Methanopyrus kandleri (strain AV19 / DSM 6324 / JCM 9639 / NBRC 100938) GN=pth PE=3 SV=145.30 0.00

TRINITY_DN51448_c1_g1sp|Q8GWU0|PGP2_ARATHPGLP2 Phosphoglycolate phosphatase 2 OS=Arabidopsis thaliana GN=PGLP2 PE=1 SV=145.30 0.00

TRINITY_DN51484_c1_g2sp|Q94CL6|NAR1_ARATHNAR1 Protein NAR1 OS=Arabidopsis thaliana GN=NAR1 PE=1 SV=145.30 0.00

TRINITY_DN52077_c0_g1sp|Q9NTG7|SIR3_HUMANSIRT3 NAD-dependent protein deacetylase sirtuin-3, mitochondrial OS=Homo sapiens GN=SIRT3 PE=1 SV=245.30 0.00

TRINITY_DN52673_c0_g3sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=145.30 0.00

TRINITY_DN6125_c0_g1sp|Q54E34|Y6398_DICDIDDB_G0291842Probable protein kinase DDB_G0291842 OS=Dictyostelium discoideum GN=DDB_G0291842 PE=3 SV=145.30 0.00

TRINITY_DN16915_c0_g1sp|Q91YQ1|RAB7L_MOUSERab29 Ras-related protein Rab-7L1 OS=Mus musculus GN=Rab29 PE=1 SV=145.20 0.00

TRINITY_DN19843_c0_g2sp|Q4L7N4|Y1032_STAHJSH1032 Uncharacterized protein SH1032 OS=Staphylococcus haemolyticus (strain JCSC1435) GN=SH1032 PE=3 SV=145.20 0.00

TRINITY_DN22815_c0_g1sp|Q9C168|CAT1_NEUCRcat-1 Catalase-1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cat-1 PE=1 SV=245.20 0.00

TRINITY_DN23774_c0_g2sp|Q13177|PAK2_HUMANPAK2 Serine/threonine-protein kinase PAK 2 OS=Homo sapiens GN=PAK2 PE=1 SV=345.20 0.00

TRINITY_DN2411_c0_g1sp|P13709|FSH_DROMEfs(1)h Homeotic protein female sterile OS=Drosophila melanogaster GN=fs(1)h PE=1 SV=245.20 0.00

TRINITY_DN28783_c0_g1sp|P11035|NIA2_ARATHNIA2 Nitrate reductase [NADH] 2 OS=Arabidopsis thaliana GN=NIA2 PE=1 SV=145.20 0.00

TRINITY_DN32337_c0_g2sp|Q54P13|ABCC8_DICDIabcC8 ABC transporter C family member 8 OS=Dictyostelium discoideum GN=abcC8 PE=3 SV=145.20 0.00

TRINITY_DN32949_c0_g2sp|Q6DCE3|ZNT9_XENLAslc30a9 Zinc transporter 9 OS=Xenopus laevis GN=slc30a9 PE=2 SV=145.20 0.00

TRINITY_DN34404_c0_g5sp|P21817|RYR1_HUMANRYR1 Ryanodine receptor 1 OS=Homo sapiens GN=RYR1 PE=1 SV=345.20 0.00

TRINITY_DN34416_c0_g2sp|Q09JZ4|DAAF1_CHLREODA7 Leucine-rich repeat-containing protein ODA7 OS=Chlamydomonas reinhardtii GN=ODA7 PE=1 SV=145.20 0.00

TRINITY_DN37018_c0_g3sp|P51956|NEK3_HUMANNEK3 Serine/threonine-protein kinase Nek3 OS=Homo sapiens GN=NEK3 PE=1 SV=245.20 0.00

TRINITY_DN37516_c1_g1sp|Q9C9R4|BRTL2_ARATHAt1g78180Probable mitochondrial adenine nucleotide transporter BTL2 OS=Arabidopsis thaliana GN=At1g78180 PE=2 SV=145.20 0.00

TRINITY_DN38345_c0_g4sp|Q6Q152|CPY57_ARATHCYP57 Peptidyl-prolyl cis-trans isomerase CYP57 OS=Arabidopsis thaliana GN=CYP57 PE=1 SV=145.20 0.00

TRINITY_DN38475_c0_g3sp|O95671|ASML_HUMANASMTL N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=345.20 0.00

TRINITY_DN38823_c0_g1sp|P45974|UBP5_HUMANUSP5 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=245.20 0.00

TRINITY_DN38871_c0_g2sp|Q11120|OFD1_SCHPOofd1 Prolyl 3,4-dihydroxylase ofd1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ofd1 PE=1 SV=145.20 0.00

TRINITY_DN39184_c0_g2sp|Q8C2E7|STRUM_MOUSEKiaa0196WASH complex subunit strumpellin OS=Mus musculus GN=Kiaa0196 PE=1 SV=245.20 0.00

TRINITY_DN39345_c0_g2sp|Q5BJZ6|CARME_RATCarnmt1 Carnosine N-methyltransferase OS=Rattus norvegicus GN=Carnmt1 PE=1 SV=145.20 0.00

TRINITY_DN39804_c0_g3sp|P06797|CATL1_MOUSECtsl Cathepsin L1 OS=Mus musculus GN=Ctsl PE=1 SV=245.20 0.00

TRINITY_DN39879_c0_g4sp|Q8H0V6|AB3F_ARATHABCF3 ABC transporter F family member 3 OS=Arabidopsis thaliana GN=ABCF3 PE=1 SV=145.20 0.00

TRINITY_DN39910_c0_g5sp|A2YFR6|OHK1_ORYSIHK1 Probable histidine kinase 1 OS=Oryza sativa subsp. indica GN=HK1 PE=3 SV=145.20 0.00

TRINITY_DN39990_c0_g3sp|P0ADT7|YGIC_ECO57ygiC Putative acid--amine ligase YgiC OS=Escherichia coli O157:H7 GN=ygiC PE=3 SV=145.20 0.00

TRINITY_DN40302_c0_g3sp|Q6R567|RMA1_CAPANRMA1H1 E3 ubiquitin-protein ligase RMA1H1 OS=Capsicum annuum GN=RMA1H1 PE=1 SV=145.20 0.00

TRINITY_DN40848_c0_g2sp|Q91WM3|U3IP2_MOUSERrp9 U3 small nucleolar RNA-interacting protein 2 OS=Mus musculus GN=Rrp9 PE=1 SV=145.20 0.00

TRINITY_DN41240_c1_g3sp|O08623|SQSTM_RATSqstm1 Sequestosome-1 OS=Rattus norvegicus GN=Sqstm1 PE=1 SV=145.20 0.00

TRINITY_DN41966_c0_g5sp|O23403|PPD1_ARATHPPD1 PsbP domain-containing protein 1, chloroplastic OS=Arabidopsis thaliana GN=PPD1 PE=1 SV=145.20 0.00

TRINITY_DN42455_c0_g1sp|Q5BKM3|CHMP3_XENTRchmp3 Charged multivesicular body protein 3 OS=Xenopus tropicalis GN=chmp3 PE=2 SV=445.20 0.00

TRINITY_DN42582_c0_g1sp|B2S9M3|DER_BRUA1der GTPase Der OS=Brucella abortus (strain S19) GN=der PE=3 SV=145.20 0.00

TRINITY_DN42667_c0_g4sp|Q2JIE6|MNME_SYNJBmnmE tRNA modification GTPase MnmE OS=Synechococcus sp. (strain JA-2-3B'a(2-13)) GN=mnmE PE=3 SV=145.20 0.00

TRINITY_DN43822_c0_g2sp|Q9VVN6|CP312_DROMECyp312a1Probable cytochrome P450 312a1 OS=Drosophila melanogaster GN=Cyp312a1 PE=2 SV=145.20 0.00

TRINITY_DN44605_c0_g8sp|P42322|CANB1_NAEGRCNB1 Calcineurin subunit B OS=Naegleria gruberi GN=CNB1 PE=3 SV=145.20 0.00

TRINITY_DN44698_c0_g1sp|Q55GV3|PAKC_DICDIpakC Serine/threonine-protein kinase pakC OS=Dictyostelium discoideum GN=pakC PE=1 SV=245.20 0.00

TRINITY_DN45938_c0_g3sp|A1L1P7|DNLZ_DANREdnlz DNL-type zinc finger protein OS=Danio rerio GN=dnlz PE=2 SV=145.20 0.00

TRINITY_DN46242_c0_g1sp|Q8RWB8|UPL6_ARATHUPL6 E3 ubiquitin-protein ligase UPL6 OS=Arabidopsis thaliana GN=UPL6 PE=2 SV=145.20 0.00

TRINITY_DN46947_c0_g1sp|P84466|ERG7_BOVINLSS Lanosterol synthase OS=Bos taurus GN=LSS PE=1 SV=245.20 0.00

TRINITY_DN47275_c1_g9sp|Q2LAE1|ASHH2_ARATHASHH2 Histone-lysine N-methyltransferase ASHH2 OS=Arabidopsis thaliana GN=ASHH2 PE=1 SV=145.20 0.00

TRINITY_DN48531_c0_g5sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=145.20 0.00

TRINITY_DN48978_c1_g1sp|Q8H1S6|RU2B2_ARATHAt1g06960U2 small nuclear ribonucleoprotein B'' 2 OS=Arabidopsis thaliana GN=At1g06960 PE=1 SV=145.20 0.00

TRINITY_DN49217_c0_g4sp|A2YFR6|OHK1_ORYSIHK1 Probable histidine kinase 1 OS=Oryza sativa subsp. indica GN=HK1 PE=3 SV=145.20 0.00

TRINITY_DN49268_c1_g1sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=145.20 0.00

TRINITY_DN49671_c1_g4sp|P31927|SPSA_MAIZESPS Sucrose-phosphate synthase OS=Zea mays GN=SPS PE=1 SV=145.20 0.00

TRINITY_DN51869_c1_g2sp|P9WPZ4|DAPC_MYCTOdapC Probable N-succinyldiaminopimelate aminotransferase DapC OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=dapC PE=1 SV=145.20 0.00

TRINITY_DN51950_c0_g2sp|Q7ZXF1|MTMR4_XENLAmtmr4 Myotubularin-related protein 4 OS=Xenopus laevis GN=mtmr4 PE=2 SV=145.20 0.00



TRINITY_DN52011_c2_g3sp|P39724|AIM1_YEASTAIM1 Altered inheritance of mitochondria protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AIM1 PE=1 SV=145.20 0.00

TRINITY_DN52485_c1_g2sp|Q9P2E3|ZNFX1_HUMANZNFX1 NFX1-type zinc finger-containing protein 1 OS=Homo sapiens GN=ZNFX1 PE=2 SV=245.20 0.00

TRINITY_DN5887_c0_g1sp|Q2TA14|PCP_BOVINPRCP Lysosomal Pro-X carboxypeptidase OS=Bos taurus GN=PRCP PE=2 SV=145.20 0.00

TRINITY_DN12669_c0_g1sp|Q54QI8|MCFR_DICDImcfR Mitochondrial substrate carrier family protein R OS=Dictyostelium discoideum GN=mcfR PE=3 SV=145.10 0.00

TRINITY_DN28235_c0_g1sp|Q9VFP2|RDX_DROMErdx Protein roadkill OS=Drosophila melanogaster GN=rdx PE=1 SV=245.10 0.00

TRINITY_DN30068_c0_g4sp|P42686|SRK1_SPOLASRK1 Tyrosine-protein kinase isoform SRK1 OS=Spongilla lacustris GN=SRK1 PE=2 SV=145.10 0.00

TRINITY_DN31709_c0_g1sp|Q4Z1L3|ACT1_PLABAPB000323.01.0Actin-1 OS=Plasmodium berghei (strain Anka) GN=PB000323.01.0 PE=1 SV=145.10 0.00

TRINITY_DN31875_c0_g1sp|P54243|G6PI_OENSHPGIC Glucose-6-phosphate isomerase, cytosolic OS=Oenothera sinuata var. hirsuta GN=PGIC PE=3 SV=145.10 0.00

TRINITY_DN32545_c0_g2sp|Q6G3L5|CTAA_BARHEctaA Heme A synthase OS=Bartonella henselae (strain ATCC 49882 / DSM 28221 / Houston 1) GN=ctaA PE=3 SV=145.10 0.00

TRINITY_DN32547_c0_g2sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=145.10 0.00

TRINITY_DN32980_c0_g1sp|Q32PI5|2AAA_BOVINPPP2R1A Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Bos taurus GN=PPP2R1A PE=1 SV=145.10 0.00

TRINITY_DN34192_c0_g1sp|O59922|KAPR_EMENIpkaR cAMP-dependent protein kinase regulatory subunit OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=pkaR PE=3 SV=145.10 0.00

TRINITY_DN34719_c0_g1sp|B5X0W9|ISOC1_SALSAisoc1 Isochorismatase domain-containing protein 1 OS=Salmo salar GN=isoc1 PE=2 SV=145.10 0.00

TRINITY_DN35764_c1_g4sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=245.10 0.00

TRINITY_DN35898_c0_g10sp|Q3TYU2|AT135_MOUSEAtp13a5 Probable cation-transporting ATPase 13A5 OS=Mus musculus GN=Atp13a5 PE=2 SV=245.10 0.00

TRINITY_DN36237_c2_g9sp|Q54FM3|EI2BD_DICDIeif2b4 Translation initiation factor eIF-2B subunit delta OS=Dictyostelium discoideum GN=eif2b4 PE=3 SV=145.10 0.00

TRINITY_DN36263_c0_g1sp|Q54YT4|MECR_DICDImecr Trans-2-enoyl-CoA reductase, mitochondrial OS=Dictyostelium discoideum GN=mecr PE=3 SV=145.10 0.00

TRINITY_DN36850_c0_g12sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=145.10 0.00

TRINITY_DN37299_c0_g6sp|B8J1A5|RL1_DESDArplA 50S ribosomal protein L1 OS=Desulfovibrio desulfuricans (strain ATCC 27774 / DSM 6949) GN=rplA PE=3 SV=145.10 0.00

TRINITY_DN38478_c0_g6sp|Q9P2F8|SI1L2_HUMANSIPA1L2 Signal-induced proliferation-associated 1-like protein 2 OS=Homo sapiens GN=SIPA1L2 PE=1 SV=245.10 0.00

TRINITY_DN38942_c0_g1sp|Q869T1|TWF_DICDItwfA Twinfilin OS=Dictyostelium discoideum GN=twfA PE=1 SV=145.10 0.00

TRINITY_DN3927_c0_g1sp|Q8CFP6|DJC27_MOUSEDnajc27 DnaJ homolog subfamily C member 27 OS=Mus musculus GN=Dnajc27 PE=1 SV=145.10 0.00

TRINITY_DN39396_c0_g6sp|B9DFX7|HMA8_ARATHPAA2 Copper-transporting ATPase PAA2, chloroplastic OS=Arabidopsis thaliana GN=PAA2 PE=2 SV=145.10 0.00

TRINITY_DN39711_c0_g4sp|Q5ATG5|APDG_EMENIapdG Acyl-CoA dehydrogenase apdG OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=apdG PE=2 SV=145.10 0.00

TRINITY_DN39891_c3_g1sp|P00854|ATP6_YEASTATP6 ATP synthase subunit a OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ATP6 PE=1 SV=245.10 0.00

TRINITY_DN41083_c0_g1sp|Q8H116|MNS2_ARATHMNS2 Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS2 OS=Arabidopsis thaliana GN=MNS2 PE=1 SV=145.10 0.00

TRINITY_DN41193_c0_g2sp|Q60GC1|EXO1_ORYSJEXO1 Exonuclease 1 OS=Oryza sativa subsp. japonica GN=EXO1 PE=2 SV=145.10 0.00

TRINITY_DN42602_c0_g2sp|O13974|OTU1_SCHPOotu1 Putative ubiquitin thioesterase otu1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=otu1 PE=1 SV=145.10 0.00

TRINITY_DN42689_c0_g1sp|O31826|YNGI_BACSUyngI Putative acyl-CoA synthetase YngI OS=Bacillus subtilis (strain 168) GN=yngI PE=3 SV=145.10 0.00

TRINITY_DN42980_c0_g1sp|Q54X16|GID8_DICDIDDB_G0279265Glucose-induced degradation protein 8 homolog OS=Dictyostelium discoideum GN=DDB_G0279265 PE=3 SV=245.10 0.00

TRINITY_DN43398_c0_g1sp|Q653V6|NRAM3_ORYSJNRAMP3 Metal transporter Nramp3 OS=Oryza sativa subsp. japonica GN=NRAMP3 PE=2 SV=145.10 0.00

TRINITY_DN43643_c0_g2sp|Q8L770|CLPR3_ARATHCLPR3 ATP-dependent Clp protease proteolytic subunit-related protein 3, chloroplastic OS=Arabidopsis thaliana GN=CLPR3 PE=1 SV=145.10 0.00

TRINITY_DN4394_c0_g1sp|Q54IV7|RFT1_DICDIrft1 Protein RFT1 homolog OS=Dictyostelium discoideum GN=rft1 PE=3 SV=145.10 0.00

TRINITY_DN44580_c1_g6sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=145.10 0.00

TRINITY_DN44760_c0_g1sp|Q6NPC9|BIN3D_ARATHAt5g51130Probable RNA methyltransferase At5g51130 OS=Arabidopsis thaliana GN=At5g51130 PE=2 SV=145.10 0.00

TRINITY_DN45080_c0_g5sp|P54697|MYOJ_DICDImyoJ Myosin-J heavy chain OS=Dictyostelium discoideum GN=myoJ PE=3 SV=245.10 0.00

TRINITY_DN45159_c0_g3sp|Q9KX73|XYOA_STRSIxyoA Xylitol oxidase OS=Streptomyces sp. (strain IKD472 / FERM P-14339) GN=xyoA PE=1 SV=145.10 0.00

TRINITY_DN45441_c0_g3sp|Q7XIT1|IRE1_ORYSJIRE1 Serine/threonine-protein kinase/endoribonuclease IRE1 OS=Oryza sativa subsp. japonica GN=IRE1 PE=1 SV=145.10 0.00

TRINITY_DN45590_c2_g3sp|O74866|RIFK_SCHPOfmn1 Riboflavin kinase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fmn1 PE=1 SV=145.10 0.00

TRINITY_DN45763_c0_g1sp|O04104|URIC2_SOYBN- Uricase-2 isozyme 2 OS=Glycine max PE=1 SV=145.10 0.00

TRINITY_DN45887_c0_g3sp|A3KMV5|UBA1_BOVINUBA1 Ubiquitin-like modifier-activating enzyme 1 OS=Bos taurus GN=UBA1 PE=2 SV=145.10 0.00

TRINITY_DN45986_c0_g2sp|Q67XX3|FB252_ARATHAt5g06550F-box protein At5g06550 OS=Arabidopsis thaliana GN=At5g06550 PE=2 SV=145.10 0.00

TRINITY_DN46076_c0_g6sp|Q3E9C0|CDPKY_ARATHCPK34 Calcium-dependent protein kinase 34 OS=Arabidopsis thaliana GN=CPK34 PE=2 SV=145.10 0.00

TRINITY_DN46702_c1_g1sp|Q67XQ0|Y4424_ARATHCBSDUF1 DUF21 domain-containing protein At4g14240 OS=Arabidopsis thaliana GN=CBSDUF1 PE=1 SV=145.10 0.00

TRINITY_DN46757_c0_g1sp|Q8K2U2|ALKB6_MOUSEAlkbh6 Alpha-ketoglutarate-dependent dioxygenase alkB homolog 6 OS=Mus musculus GN=Alkbh6 PE=2 SV=345.10 0.00

TRINITY_DN47413_c0_g3sp|Q0WVD6|ANM3_ARATHPRMT3 Probable protein arginine N-methyltransferase 3 OS=Arabidopsis thaliana GN=PRMT3 PE=2 SV=145.10 0.00

TRINITY_DN47545_c1_g2sp|Q9SEU4|SRC33_ARATHSCL33 Serine/arginine-rich SC35-like splicing factor SCL33 OS=Arabidopsis thaliana GN=SCL33 PE=1 SV=145.10 0.00

TRINITY_DN48209_c0_g2sp|Q5Z6X0|CIPKP_ORYSJCIPK25 CBL-interacting protein kinase 25 OS=Oryza sativa subsp. japonica GN=CIPK25 PE=2 SV=145.10 0.00

TRINITY_DN48840_c0_g1sp|P54677|PI4K_DICDIpikD Phosphatidylinositol 4-kinase OS=Dictyostelium discoideum GN=pikD PE=3 SV=345.10 0.00

TRINITY_DN49054_c0_g5sp|Q09390|HMG12_CAEELhmg-1.2 High mobility group protein 1.2 OS=Caenorhabditis elegans GN=hmg-1.2 PE=1 SV=245.10 0.00

TRINITY_DN49465_c0_g3sp|Q54SS0|ECH1_DICDIech1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Dictyostelium discoideum GN=ech1 PE=3 SV=145.10 0.00

TRINITY_DN49753_c0_g3sp|Q8T2T7|TOP3_DICDItop3 DNA topoisomerase 3 OS=Dictyostelium discoideum GN=top3 PE=3 SV=145.10 0.00

TRINITY_DN50005_c0_g1sp|O81850|IRT2_ARATHIRT2 Fe(2+) transport protein 2 OS=Arabidopsis thaliana GN=IRT2 PE=1 SV=145.10 0.00

TRINITY_DN50529_c1_g1sp|Q9P791|YN8C_SCHPOSPBP35G2.12Uncharacterized Nudix hydrolase P35G2.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBP35G2.12 PE=3 SV=145.10 0.00

TRINITY_DN50732_c0_g1sp|P16588|PROA_VIBALproA Alkaline serine exoprotease A OS=Vibrio alginolyticus GN=proA PE=3 SV=145.10 0.00

TRINITY_DN50920_c0_g1sp|O94235|MPH1L_SCHPOmph1 Serine/threonine-protein kinase mph1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mph1 PE=2 SV=145.10 0.00



TRINITY_DN50991_c1_g3sp|O49289|RH29_ARATHRH29 Putative DEAD-box ATP-dependent RNA helicase 29 OS=Arabidopsis thaliana GN=RH29 PE=3 SV=145.10 0.00

TRINITY_DN5123_c0_g1sp|F1QC45|XRP2_DANRErp2 Protein XRP2 OS=Danio rerio GN=rp2 PE=1 SV=145.10 0.00

TRINITY_DN51277_c0_g1sp|Q96MP8|KCTD7_HUMANKCTD7 BTB/POZ domain-containing protein KCTD7 OS=Homo sapiens GN=KCTD7 PE=1 SV=145.10 0.00

TRINITY_DN51544_c0_g1sp|Q8CCP0|NEMF_MOUSENemf Nuclear export mediator factor Nemf OS=Mus musculus GN=Nemf PE=1 SV=245.10 0.00

TRINITY_DN51816_c1_g3sp|A4IIB1|SDA1_XENTRsdad1 Protein SDA1 homolog OS=Xenopus tropicalis GN=sdad1 PE=2 SV=145.10 0.00

TRINITY_DN52258_c2_g1sp|Q4VBI2|IR3IP_DANREier3ip1 Immediate early response 3-interacting protein 1 OS=Danio rerio GN=ier3ip1 PE=3 SV=145.10 0.00

TRINITY_DN5787_c0_g2sp|D2QZ34|FTSH_PIRSDftsH ATP-dependent zinc metalloprotease FtsH OS=Pirellula staleyi (strain ATCC 27377 / DSM 6068 / ICPB 4128) GN=ftsH PE=3 SV=145.10 0.00

TRINITY_DN7126_c0_g1sp|Q8SSQ0|GEFR_DICDIgefR Ras guanine nucleotide exchange factor R OS=Dictyostelium discoideum GN=gefR PE=1 SV=145.10 0.00

TRINITY_DN7128_c1_g1sp|P53838|BOR1_YEASTBOR1 Boron transporter 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BOR1 PE=1 SV=145.10 0.00

TRINITY_DN879_c0_g1sp|P87313|TMA20_SCHPOtma20 Translation machinery-associated protein 20 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tma20 PE=3 SV=545.10 0.00

TRINITY_DN11413_c0_g1sp|Q9H093|NUAK2_HUMANNUAK2 NUAK family SNF1-like kinase 2 OS=Homo sapiens GN=NUAK2 PE=1 SV=145.00 0.00

TRINITY_DN12167_c0_g1sp|Q54IA4|PIGM_DICDIpigm GPI mannosyltransferase 1 OS=Dictyostelium discoideum GN=pigm PE=3 SV=145.00 0.00

TRINITY_DN22885_c0_g1sp|Q54K81|TALB_DICDItalB Talin-B OS=Dictyostelium discoideum GN=talB PE=2 SV=145.00 0.00

TRINITY_DN23870_c0_g1sp|Q9UK45|LSM7_HUMANLSM7 U6 snRNA-associated Sm-like protein LSm7 OS=Homo sapiens GN=LSM7 PE=1 SV=145.00 0.00

TRINITY_DN32631_c0_g1sp|Q96NC0|ZMAT2_HUMANZMAT2 Zinc finger matrin-type protein 2 OS=Homo sapiens GN=ZMAT2 PE=1 SV=145.00 0.00

TRINITY_DN33799_c0_g4sp|Q6GQ39|TM135_XENLAtmem135 Transmembrane protein 135 OS=Xenopus laevis GN=tmem135 PE=2 SV=145.00 0.00

TRINITY_DN35193_c0_g1sp|Q6TJY3|KS6B1_BOVINRPS6KB1 Ribosomal protein S6 kinase beta-1 OS=Bos taurus GN=RPS6KB1 PE=2 SV=145.00 0.00

TRINITY_DN35637_c0_g2sp|P16894|GPA1_DICDIgpaA Guanine nucleotide-binding protein alpha-1 subunit OS=Dictyostelium discoideum GN=gpaA PE=2 SV=145.00 0.00

TRINITY_DN35648_c1_g6sp|Q9UNH5|CC14A_HUMANCDC14A Dual specificity protein phosphatase CDC14A OS=Homo sapiens GN=CDC14A PE=1 SV=145.00 0.00

TRINITY_DN35792_c0_g1sp|Q54K81|TALB_DICDItalB Talin-B OS=Dictyostelium discoideum GN=talB PE=2 SV=145.00 0.00

TRINITY_DN36352_c0_g1sp|Q9WYX8|Y508_THEMATM_0508 Uncharacterized protein TM_0508 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0508 PE=3 SV=145.00 0.00

TRINITY_DN36538_c2_g5sp|Q94A06|M2K1_ARATHMKK1 Mitogen-activated protein kinase kinase 1 OS=Arabidopsis thaliana GN=MKK1 PE=1 SV=245.00 0.00

TRINITY_DN36850_c0_g6sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=245.00 0.00

TRINITY_DN36903_c0_g10sp|Q6S7B0|TAF5_ARATHTAF5 Transcription initiation factor TFIID subunit 5 OS=Arabidopsis thaliana GN=TAF5 PE=1 SV=145.00 0.00

TRINITY_DN37607_c0_g2sp|Q9XYS3|NOXA_DICDInoxA Superoxide-generating NADPH oxidase heavy chain subunit A OS=Dictyostelium discoideum GN=noxA PE=2 SV=145.00 0.00

TRINITY_DN38078_c0_g4sp|P17844|DDX5_HUMANDDX5 Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens GN=DDX5 PE=1 SV=145.00 0.00

TRINITY_DN38144_c1_g3sp|Q9FWX7|AB11B_ARATHABCB11 ABC transporter B family member 11 OS=Arabidopsis thaliana GN=ABCB11 PE=2 SV=145.00 0.00

TRINITY_DN38396_c1_g1sp|Q12362|RIB2_YEASTRIB2 Bifunctional protein RIB2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RIB2 PE=1 SV=145.00 0.00

TRINITY_DN38553_c0_g9sp|O27352|DNAJ_METTHdnaJ Chaperone protein DnaJ OS=Methanothermobacter thermautotrophicus (strain ATCC 29096 / DSM 1053 / JCM 10044 / NBRC 100330 / Delta H) GN=dnaJ PE=3 SV=145.00 0.00

TRINITY_DN39098_c0_g3sp|Q9LMX8|6PGL1_ARATHAt1g13700Probable 6-phosphogluconolactonase 1 OS=Arabidopsis thaliana GN=At1g13700 PE=2 SV=145.00 0.00

TRINITY_DN40349_c0_g1sp|Q9LXX5|PPD6_ARATHPPD6 PsbP domain-containing protein 6, chloroplastic OS=Arabidopsis thaliana GN=PPD6 PE=1 SV=145.00 0.00

TRINITY_DN41763_c0_g1sp|Q9S9T7|VP282_ARATHVPS28-2 Vacuolar protein sorting-associated protein 28 homolog 2 OS=Arabidopsis thaliana GN=VPS28-2 PE=1 SV=245.00 0.00

TRINITY_DN42349_c0_g2sp|Q54P77|4CL1_DICDI4cl1 Probable 4-coumarate--CoA ligase 1 OS=Dictyostelium discoideum GN=4cl1 PE=3 SV=145.00 0.00

TRINITY_DN42482_c1_g1sp|F4J0A8|P4H6_ARATHP4H6 Probable prolyl 4-hydroxylase 6 OS=Arabidopsis thaliana GN=P4H6 PE=2 SV=145.00 0.00

TRINITY_DN44566_c0_g10sp|Q8T158|FAM91_DICDIfam91 Protein FAM91 homolog OS=Dictyostelium discoideum GN=fam91 PE=3 SV=245.00 0.00

TRINITY_DN45013_c1_g2sp|Q8VXZ5|XG113_ARATHXEG113 Arabinosyltransferase XEG113 OS=Arabidopsis thaliana GN=XEG113 PE=2 SV=145.00 0.00

TRINITY_DN45089_c0_g7sp|P16051|GPA2_DICDIgpaB Guanine nucleotide-binding protein alpha-2 subunit OS=Dictyostelium discoideum GN=gpaB PE=1 SV=345.00 0.00

TRINITY_DN45260_c0_g3sp|Q8H0V6|AB3F_ARATHABCF3 ABC transporter F family member 3 OS=Arabidopsis thaliana GN=ABCF3 PE=1 SV=145.00 0.00

TRINITY_DN45764_c0_g1sp|P54773|PSBS_SOLLCPSBS Photosystem II 22 kDa protein, chloroplastic OS=Solanum lycopersicum GN=PSBS PE=3 SV=145.00 0.00

TRINITY_DN46056_c0_g1sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=245.00 0

TRINITY_DN46648_c1_g4sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=145.00 0.00

TRINITY_DN46668_c0_g3sp|O62768|TRXR1_BOVINTXNRD1 Thioredoxin reductase 1, cytoplasmic OS=Bos taurus GN=TXNRD1 PE=2 SV=345.00 0.00

TRINITY_DN48005_c1_g4sp|Q5EA98|MFAP1_BOVINMFAP1 Microfibrillar-associated protein 1 OS=Bos taurus GN=MFAP1 PE=2 SV=145.00 0.00

TRINITY_DN48460_c0_g1sp|Q8K582|DUS1L_RATDus1l tRNA-dihydrouridine(16/17) synthase [NAD(P)(+)]-like OS=Rattus norvegicus GN=Dus1l PE=2 SV=145.00 0.00

TRINITY_DN48641_c0_g6sp|O80653|SKIP_ARATHSKIP SNW/SKI-interacting protein OS=Arabidopsis thaliana GN=SKIP PE=1 SV=145.00 0.00

TRINITY_DN49336_c0_g1sp|Q54BK0|NFX1_DICDInfx1 Transcriptional repressor NF-X1 homolog OS=Dictyostelium discoideum GN=nfx1 PE=3 SV=145.00 0.00

TRINITY_DN49377_c0_g6sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=145.00 0.00

TRINITY_DN49438_c1_g1sp|Q9P6J2|PCL1_SCHPOpcl1 Fe(2+)/Mn(2+) transporter pcl1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pcl1 PE=1 SV=145.00 0.00

TRINITY_DN49590_c0_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=345.00 0.00

TRINITY_DN49657_c4_g6sp|Q41709|FRI2_VIGUNPFE2 Ferritin-2, chloroplastic OS=Vigna unguiculata GN=PFE2 PE=2 SV=245.00 0.00

TRINITY_DN50203_c1_g1sp|Q9LYG3|MAOP2_ARATHNADP-ME2NADP-dependent malic enzyme 2 OS=Arabidopsis thaliana GN=NADP-ME2 PE=1 SV=145.00 0.00

TRINITY_DN50365_c0_g9sp|A5PJU6|HYKK_BOVINHYKK Hydroxylysine kinase OS=Bos taurus GN=HYKK PE=2 SV=145.00 0.00

TRINITY_DN50448_c0_g1sp|Q41898|ATP5E_MAIZE- ATP synthase subunit epsilon, mitochondrial OS=Zea mays PE=3 SV=145.00 0.00

TRINITY_DN51246_c0_g1sp|Q9FT51|AB27G_ARATHABCG27 ABC transporter G family member 27 OS=Arabidopsis thaliana GN=ABCG27 PE=2 SV=145.00 0.00

TRINITY_DN51597_c0_g3sp|Q54SP4|DHKD_DICDIdhkD Hybrid signal transduction histidine kinase D OS=Dictyostelium discoideum GN=dhkD PE=2 SV=145.00 0.00

TRINITY_DN21836_c0_g3sp|Q9Z321|TOP3B_MOUSETop3b DNA topoisomerase 3-beta-1 OS=Mus musculus GN=Top3b PE=1 SV=144.90 0.00



TRINITY_DN22523_c0_g1sp|O48901|DPOD1_SOYBNPOLD1 DNA polymerase delta catalytic subunit OS=Glycine max GN=POLD1 PE=2 SV=144.90 0.00

TRINITY_DN23570_c0_g1sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=144.90 0.00

TRINITY_DN28813_c1_g1sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=144.90 0.00

TRINITY_DN30462_c0_g1sp|Q6DI51|NDK6_DANREnme6 Nucleoside diphosphate kinase 6 OS=Danio rerio GN=nme6 PE=2 SV=144.90 0.00

TRINITY_DN31584_c0_g2sp|F4IVL6|GRV2_ARATHGRV2 DnaJ homolog subfamily C GRV2 OS=Arabidopsis thaliana GN=GRV2 PE=1 SV=144.90 0.00

TRINITY_DN32007_c0_g1sp|Q9M0V0|MFDX1_ARATHMFDX1 Adrenodoxin-like protein 1, mitochondrial OS=Arabidopsis thaliana GN=MFDX1 PE=1 SV=144.90 0.00

TRINITY_DN32275_c0_g1sp|Q8VZY6|FIE2_MAIZEFIE2 Polycomb group protein FIE2 OS=Zea mays GN=FIE2 PE=2 SV=144.90 0.00

TRINITY_DN34733_c0_g1sp|Q54P13|ABCC8_DICDIabcC8 ABC transporter C family member 8 OS=Dictyostelium discoideum GN=abcC8 PE=3 SV=144.90 0.00

TRINITY_DN34918_c0_g3sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=144.90 0.00

TRINITY_DN35207_c0_g2sp|Q63651|RK_RATGrk1 Rhodopsin kinase OS=Rattus norvegicus GN=Grk1 PE=1 SV=144.90 0.00

TRINITY_DN35332_c1_g10sp|Q62651|ECH1_RATEch1 Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrial OS=Rattus norvegicus GN=Ech1 PE=1 SV=244.90 0.00

TRINITY_DN35680_c0_g1sp|Q1RMJ7|TSAP1_BOVINTRNAU1APtRNA selenocysteine 1-associated protein 1 OS=Bos taurus GN=TRNAU1AP PE=2 SV=144.90 0.00

TRINITY_DN36000_c0_g1sp|A9KH99|LON_CLOPHlon Lon protease OS=Clostridium phytofermentans (strain ATCC 700394 / DSM 18823 / ISDg) GN=lon PE=3 SV=144.90 0.00

TRINITY_DN36009_c1_g8sp|P55201|BRPF1_HUMANBRPF1 Peregrin OS=Homo sapiens GN=BRPF1 PE=1 SV=244.90 0.00

TRINITY_DN36036_c0_g7sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=144.90 0.00

TRINITY_DN36212_c0_g3sp|Q7G188|FIMB1_ARATHFIM1 Fimbrin-1 OS=Arabidopsis thaliana GN=FIM1 PE=1 SV=244.90 0.00

TRINITY_DN37530_c0_g2sp|P52875|TM165_MOUSETmem165 Transmembrane protein 165 OS=Mus musculus GN=Tmem165 PE=1 SV=244.90 0.00

TRINITY_DN38166_c1_g6sp|Q8L7M0|TUN_ARATHTUN UDP-glycosyltransferase TURAN OS=Arabidopsis thaliana GN=TUN PE=2 SV=144.90 0.00

TRINITY_DN38329_c0_g1sp|Q9WTL7|LYPA2_MOUSELypla2 Acyl-protein thioesterase 2 OS=Mus musculus GN=Lypla2 PE=1 SV=144.90 0.00

TRINITY_DN38381_c0_g1sp|Q7ZYQ6|DCA13_XENLAdcaf13 DDB1- and CUL4-associated factor 13 OS=Xenopus laevis GN=dcaf13 PE=2 SV=144.90 0.00

TRINITY_DN38757_c0_g1sp|Q6AYJ1|RECQ1_RATRecql ATP-dependent DNA helicase Q1 OS=Rattus norvegicus GN=Recql PE=1 SV=144.90 0.00

TRINITY_DN39485_c0_g2sp|Q95327|MANBA_CAPHIMANBA Beta-mannosidase OS=Capra hircus GN=MANBA PE=2 SV=144.90 0.00

TRINITY_DN39498_c0_g3sp|Q9M2L4|ACA11_ARATHACA11 Putative calcium-transporting ATPase 11, plasma membrane-type OS=Arabidopsis thaliana GN=ACA11 PE=1 SV=144.90 0.00

TRINITY_DN39709_c0_g1sp|O94738|ALG2_RHIPUALG2 Alpha-1,3/1,6-mannosyltransferase ALG2 OS=Rhizomucor pusillus GN=ALG2 PE=1 SV=144.90 0.00

TRINITY_DN40017_c1_g3sp|Q9LJD8|M3KE1_ARATHM3KE1 MAP3K epsilon protein kinase 1 OS=Arabidopsis thaliana GN=M3KE1 PE=1 SV=144.90 0.00

TRINITY_DN40555_c0_g5sp|Q96FX7|TRM61_HUMANTRMT61A tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61A OS=Homo sapiens GN=TRMT61A PE=1 SV=144.90 0.00

TRINITY_DN40969_c0_g1sp|F1QH17|MCA3A_DANREmical3a Protein-methionine sulfoxide oxidase mical3a OS=Danio rerio GN=mical3a PE=2 SV=244.90 0.00

TRINITY_DN40992_c0_g2sp|Q54N48|CLP1_DICDIclp1 Protein CLP1 homolog OS=Dictyostelium discoideum GN=clp1 PE=3 SV=144.90 0.00

TRINITY_DN41212_c0_g2sp|O04716|MSH6_ARATHMSH6 DNA mismatch repair protein MSH6 OS=Arabidopsis thaliana GN=MSH6 PE=1 SV=244.90 0.00

TRINITY_DN41609_c0_g10sp|Q55C57|GLKA_DICDIglkA Probable serine/threonine-protein kinase glkA OS=Dictyostelium discoideum GN=glkA PE=3 SV=144.90 0.00

TRINITY_DN42003_c0_g1sp|Q9VCU9|DCR1_DROMEDcr-1 Endoribonuclease Dcr-1 OS=Drosophila melanogaster GN=Dcr-1 PE=1 SV=144.90 0.00

TRINITY_DN42080_c0_g1sp|Q5ATG5|APDG_EMENIapdG Acyl-CoA dehydrogenase apdG OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=apdG PE=2 SV=144.90 0.00

TRINITY_DN42186_c1_g15sp|Q54P51|CPNC_DICDIcpnC Copine-C OS=Dictyostelium discoideum GN=cpnC PE=2 SV=144.90 0.00

TRINITY_DN42815_c1_g4sp|O22267|CKI1_ARATHCKI1 Histidine kinase CKI1 OS=Arabidopsis thaliana GN=CKI1 PE=1 SV=144.90 0.00

TRINITY_DN42829_c0_g3sp|Q9LXN4|HIRA_ARATHHIRA Protein HIRA OS=Arabidopsis thaliana GN=HIRA PE=1 SV=244.90 0.00

TRINITY_DN43928_c0_g1sp|Q9P0L2|MARK1_HUMANMARK1 Serine/threonine-protein kinase MARK1 OS=Homo sapiens GN=MARK1 PE=1 SV=244.90 0.00

TRINITY_DN44866_c0_g1sp|Q76NV1|DYRK1_DICDIdyrk1 Probable serine/threonine-protein kinase dyrk1 OS=Dictyostelium discoideum GN=dyrk1 PE=3 SV=144.90 0.00

TRINITY_DN44910_c0_g2sp|Q9VYG2|BAP60_DROMEBap60 Brahma-associated protein of 60 kDa OS=Drosophila melanogaster GN=Bap60 PE=1 SV=144.90 0.00

TRINITY_DN45200_c1_g3sp|P73627|Y1770_SYNY3sll1770 Uncharacterized protein sll1770 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1770 PE=3 SV=144.90 0.00

TRINITY_DN46341_c1_g5sp|Q8BW72|KDM4A_MOUSEKdm4a Lysine-specific demethylase 4A OS=Mus musculus GN=Kdm4a PE=1 SV=344.90 0.00

TRINITY_DN46487_c0_g1sp|Q7TMW6|NARFL_MOUSENarfl Cytosolic Fe-S cluster assembly factor NARFL OS=Mus musculus GN=Narfl PE=1 SV=244.90 0.00

TRINITY_DN47208_c0_g5sp|Q94K66|ELIP2_ARATHELIP2 Early light-induced protein 2, chloroplastic OS=Arabidopsis thaliana GN=ELIP2 PE=1 SV=144.90 0.00

TRINITY_DN47288_c2_g4sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=144.90 0.00

TRINITY_DN47567_c0_g7sp|Q6AXU3|I20L2_RATIsg20l2 Interferon-stimulated 20 kDa exonuclease-like 2 OS=Rattus norvegicus GN=Isg20l2 PE=2 SV=144.90 0.00

TRINITY_DN48237_c0_g2sp|Q9M2Q6|SPL15_ARATHSPL15 Squamosa promoter-binding-like protein 15 OS=Arabidopsis thaliana GN=SPL15 PE=2 SV=144.90 0.00

TRINITY_DN48351_c0_g5sp|P23324|UBIQP_EUPEU- Polyubiquitin OS=Euplotes eurystomus PE=3 SV=244.90 0.00

TRINITY_DN48353_c0_g1sp|Q9P6P3|PPK15_SCHPOppk15 Serine/threonine-protein kinase ppk15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ppk15 PE=1 SV=144.90 0.00

TRINITY_DN48662_c0_g1sp|Q9SJL6|MEM11_ARATHMEMB11 Membrin-11 OS=Arabidopsis thaliana GN=MEMB11 PE=1 SV=144.90 0.00

TRINITY_DN48833_c1_g4sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=244.90 0.00

TRINITY_DN48909_c0_g3sp|Q9LMI0|TPS7_ARATHTPS7 Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 7 OS=Arabidopsis thaliana GN=TPS7 PE=1 SV=144.90 0.00

TRINITY_DN49371_c0_g1sp|O74452|SCW1_SCHPOscw1 Cell wall integrity protein scw1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=scw1 PE=1 SV=144.90 0.00

TRINITY_DN49632_c1_g1sp|Q9SRU7|TRM2_ARATHAt3g02320Probable tRNA (guanine(26)-N(2))-dimethyltransferase 2 OS=Arabidopsis thaliana GN=At3g02320 PE=2 SV=344.90 0.00

TRINITY_DN50651_c1_g1sp|Q9ZGI3|PIKA3_STRVZpikAIII Narbonolide/10-deoxymethynolide synthase PikA3, module 5 OS=Streptomyces venezuelae GN=pikAIII PE=1 SV=144.90 0.00

TRINITY_DN5088_c0_g1sp|Q76NM1|ERD2_PLAF7ERD2 ER lumen protein-retaining receptor OS=Plasmodium falciparum (isolate 3D7) GN=ERD2 PE=3 SV=144.90 0.00

TRINITY_DN51530_c1_g1sp|Q9ZUM2|TOM3_ARATHTOM3 Tobamovirus multiplication protein 3 OS=Arabidopsis thaliana GN=TOM3 PE=1 SV=244.90 0.00

TRINITY_DN52346_c1_g1sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=144.90 0.00



TRINITY_DN53150_c0_g1sp|A4QNX6|CTL2B_DANREctdspl2bCTD small phosphatase-like protein 2-B OS=Danio rerio GN=ctdspl2b PE=2 SV=144.90 0.00

TRINITY_DN23302_c0_g3sp|P12015|CHMO_ACISP- Cyclohexanone 1,2-monooxygenase OS=Acinetobacter sp. PE=1 SV=244.80 0.00

TRINITY_DN27766_c0_g3sp|Q10GB1|NEK1_ORYSJNEK1 Serine/threonine-protein kinase Nek1 OS=Oryza sativa subsp. japonica GN=NEK1 PE=2 SV=144.80 0.00

TRINITY_DN32347_c0_g1sp|Q8R0K2|TRI31_MOUSETrim31 E3 ubiquitin-protein ligase TRIM31 OS=Mus musculus GN=Trim31 PE=1 SV=144.80 0.00

TRINITY_DN32834_c0_g1sp|Q9SFV2|FHA2_ARATHFHA2 FHA domain-containing protein FHA2 OS=Arabidopsis thaliana GN=FHA2 PE=1 SV=144.80 0.00

TRINITY_DN33124_c0_g2sp|Q54GI9|PHB1_DICDIphbA Prohibitin-1, mitochondrial OS=Dictyostelium discoideum GN=phbA PE=3 SV=144.80 0.00

TRINITY_DN33802_c0_g1sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=244.80 0.00

TRINITY_DN35006_c0_g1sp|Q5TJF3|RING1_CANLFRING1 E3 ubiquitin-protein ligase RING1 OS=Canis lupus familiaris GN=RING1 PE=3 SV=244.80 0.00

TRINITY_DN35537_c1_g6sp|A6QR55|UBP4_BOVINUSP4 Ubiquitin carboxyl-terminal hydrolase 4 OS=Bos taurus GN=USP4 PE=2 SV=144.80 0.00

TRINITY_DN36063_c0_g1sp|Q55DV2|GDT6_DICDIgdt6 Probable inactive serine/threonine-protein kinase gdt6 OS=Dictyostelium discoideum GN=gdt6 PE=3 SV=144.80 0.00

TRINITY_DN36176_c0_g1sp|Q01JD1|SPL7_ORYSISPL7 Squamosa promoter-binding-like protein 7 OS=Oryza sativa subsp. indica GN=SPL7 PE=2 SV=144.80 0.00

TRINITY_DN37037_c0_g1sp|B8AJT9|MRS2I_ORYSIMRS2-I Magnesium transporter MRS2-I OS=Oryza sativa subsp. indica GN=MRS2-I PE=3 SV=144.80 0.00

TRINITY_DN37607_c0_g3sp|Q9XYS3|NOXA_DICDInoxA Superoxide-generating NADPH oxidase heavy chain subunit A OS=Dictyostelium discoideum GN=noxA PE=2 SV=144.80 0.00

TRINITY_DN38139_c0_g2sp|P29557|IF4E1_WHEAT- Eukaryotic translation initiation factor 4E-1 OS=Triticum aestivum PE=1 SV=344.80 0.00

TRINITY_DN38187_c0_g1sp|Q54P78|4CL2_DICDI4cl2 Probable 4-coumarate--CoA ligase 2 OS=Dictyostelium discoideum GN=4cl2 PE=3 SV=144.80 0.00

TRINITY_DN39665_c2_g2sp|Q8W250|DXR_ORYSJDXR 1-deoxy-D-xylulose 5-phosphate reductoisomerase, chloroplastic OS=Oryza sativa subsp. japonica GN=DXR PE=2 SV=244.80 0.00

TRINITY_DN40234_c1_g2sp|C0LGN2|Y3148_ARATHLRR-RLK Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840 OS=Arabidopsis thaliana GN=LRR-RLK PE=2 SV=144.80 0.00

TRINITY_DN40418_c1_g5sp|Q9NR30|DDX21_HUMANDDX21 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=544.80 0.00

TRINITY_DN41157_c0_g2sp|O23016|KCAB_ARATHKAB1 Probable voltage-gated potassium channel subunit beta OS=Arabidopsis thaliana GN=KAB1 PE=1 SV=144.80 0.00

TRINITY_DN41262_c0_g2sp|Q8LPU5|CMT3_MAIZEDMT105 DNA (cytosine-5)-methyltransferase 3 OS=Zea mays GN=DMT105 PE=2 SV=144.80 0.00

TRINITY_DN41508_c2_g1sp|Q7V6T7|ISPT_PROMMuppS Isoprenyl transferase OS=Prochlorococcus marinus (strain MIT 9313) GN=uppS PE=3 SV=144.80 0.00

TRINITY_DN42087_c0_g2sp|A7SNN9|U553_NEMVEv1g230591UPF0553 protein v1g230591 OS=Nematostella vectensis GN=v1g230591 PE=3 SV=144.80 0.00

TRINITY_DN42357_c0_g8sp|Q99LG0|UBP16_MOUSEUsp16 Ubiquitin carboxyl-terminal hydrolase 16 OS=Mus musculus GN=Usp16 PE=1 SV=244.80 0.00

TRINITY_DN42485_c1_g2sp|Q9FMW9|ICMTA_ARATHICMTA Protein-S-isoprenylcysteine O-methyltransferase A OS=Arabidopsis thaliana GN=ICMTA PE=1 SV=144.80 0.00

TRINITY_DN42819_c0_g1sp|F4KBF3|AAE17_ARATHAAE17 Probable acyl-activating enzyme 17, peroxisomal OS=Arabidopsis thaliana GN=AAE17 PE=2 SV=144.80 0.00

TRINITY_DN43300_c0_g1sp|Q54YQ9|MVD1_DICDImvd Diphosphomevalonate decarboxylase OS=Dictyostelium discoideum GN=mvd PE=3 SV=144.80 0.00

TRINITY_DN43766_c0_g2sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=244.80 0.00

TRINITY_DN44307_c0_g2sp|Q0VCC1|PQLC1_BOVINPQLC1 PQ-loop repeat-containing protein 1 OS=Bos taurus GN=PQLC1 PE=2 SV=144.80 0.00

TRINITY_DN44660_c1_g4sp|Q94JX5|WLIM1_ARATHWLIM1 LIM domain-containing protein WLIM1 OS=Arabidopsis thaliana GN=WLIM1 PE=1 SV=144.80 0.00

TRINITY_DN44910_c0_g1sp|Q8BKZ9|ODPX_MOUSEPdhx Pyruvate dehydrogenase protein X component, mitochondrial OS=Mus musculus GN=Pdhx PE=1 SV=144.80 0.00

TRINITY_DN44922_c0_g1sp|Q7XRV2|YSL6_ORYSJYSL6 Probable metal-nicotianamine transporter YSL6 OS=Oryza sativa subsp. japonica GN=YSL6 PE=2 SV=144.80 0.00

TRINITY_DN45646_c0_g7sp|Q9X3X7|TOP1_ZYMMOtopA DNA topoisomerase 1 OS=Zymomonas mobilis subsp. mobilis (strain ATCC 31821 / ZM4 / CP4) GN=topA PE=3 SV=344.80 0.00

TRINITY_DN46129_c1_g7sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=144.80 0.00

TRINITY_DN47075_c0_g2sp|Q6ZMW3|EMAL6_HUMANEML6 Echinoderm microtubule-associated protein-like 6 OS=Homo sapiens GN=EML6 PE=2 SV=244.80 0.00

TRINITY_DN47318_c0_g5sp|Q9SHL7|RP44A_ARATHRRP44A Exosome complex exonuclease RRP44 homolog A OS=Arabidopsis thaliana GN=RRP44A PE=2 SV=244.80 0.00

TRINITY_DN47640_c0_g14sp|Q9V968|U195B_DROMECG30152 MIP18 family protein CG30152 OS=Drosophila melanogaster GN=CG30152 PE=1 SV=144.80 0.00

TRINITY_DN48580_c0_g3sp|O65220|CPY28_ARATHCYP28 Peptidyl-prolyl cis-trans isomerase CYP28, chloroplastic OS=Arabidopsis thaliana GN=CYP28 PE=1 SV=144.80 0.00

TRINITY_DN49964_c2_g2sp|Q0VCH8|TMM65_BOVINTMEM65 Transmembrane protein 65 OS=Bos taurus GN=TMEM65 PE=2 SV=144.80 0.00

TRINITY_DN50202_c1_g4sp|Q69VD9|P2C57_ORYSJOs06g0597200Probable protein phosphatase 2C 57 OS=Oryza sativa subsp. japonica GN=Os06g0597200 PE=2 SV=144.80 0.00

TRINITY_DN50537_c0_g1sp|P46870|KLP1_CHLREKLP1 Kinesin-like protein KLP1 OS=Chlamydomonas reinhardtii GN=KLP1 PE=2 SV=144.80 0.00

TRINITY_DN50564_c0_g3sp|Q8ICR0|CDPK2_PLAF7CPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate 3D7) GN=CPK2 PE=2 SV=344.80 0.00

TRINITY_DN51075_c1_g3sp|P41234|ABCA2_MOUSEAbca2 ATP-binding cassette sub-family A member 2 OS=Mus musculus GN=Abca2 PE=1 SV=444.80 0.00

TRINITY_DN51864_c0_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=144.80 0.00

TRINITY_DN52046_c1_g1sp|P0C6F1|DYH2_MOUSEDnah2 Dynein heavy chain 2, axonemal OS=Mus musculus GN=Dnah2 PE=1 SV=144.80 0

TRINITY_DN52346_c0_g1sp|F4I7I0|ALAT1_ARATHALAAT1 Alanine aminotransferase 1, mitochondrial OS=Arabidopsis thaliana GN=ALAAT1 PE=1 SV=144.80 0.00

TRINITY_DN52369_c0_g1sp|Q01061|PDE1B_BOVINPDE1B Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1B OS=Bos taurus GN=PDE1B PE=1 SV=144.80 0.00

TRINITY_DN13058_c0_g1sp|A1A5G2|UBP47_XENTRusp47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Xenopus tropicalis GN=usp47 PE=2 SV=144.70 0.00

TRINITY_DN2283_c0_g1sp|P49098|CYB5_TOBAC- Cytochrome b5 OS=Nicotiana tabacum PE=2 SV=144.70 0.00

TRINITY_DN28473_c0_g1sp|P46283|S17P_ARATHAt3g55800Sedoheptulose-1,7-bisphosphatase, chloroplastic OS=Arabidopsis thaliana GN=At3g55800 PE=2 SV=144.70 0.00

TRINITY_DN29168_c0_g1sp|Q5UQA6|ADPRM_MIMIVMIMI_L543Putative ADP-ribosyl glycohydrolase L543 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L543 PE=3 SV=144.70 0.00

TRINITY_DN30831_c2_g7sp|P42698|DR111_ARATHDRT111 DNA-damage-repair/toleration protein DRT111, chloroplastic OS=Arabidopsis thaliana GN=DRT111 PE=1 SV=244.70 0.00

TRINITY_DN31299_c0_g1sp|Q3MIT2|PUS10_HUMANPUS10 Putative tRNA pseudouridine synthase Pus10 OS=Homo sapiens GN=PUS10 PE=1 SV=144.70 0.00

TRINITY_DN31382_c0_g2sp|Q9STT2|VPS29_ARATHVPS29 Vacuolar protein sorting-associated protein 29 OS=Arabidopsis thaliana GN=VPS29 PE=2 SV=144.70 0.00

TRINITY_DN32056_c0_g2sp|Q6PIW4|FIGL1_HUMANFIGNL1 Fidgetin-like protein 1 OS=Homo sapiens GN=FIGNL1 PE=1 SV=244.70 0.00

TRINITY_DN32879_c0_g2sp|Q550C1|TAPT1_DICDIDDB_G0277313Protein TAPT1 homolog OS=Dictyostelium discoideum GN=DDB_G0277313 PE=3 SV=244.70 0.00

TRINITY_DN33799_c0_g2sp|A2BEA6|ARI3A_DANREarid3a AT-rich interactive domain-containing protein 3A OS=Danio rerio GN=arid3a PE=1 SV=144.70 0.00



TRINITY_DN34562_c0_g1sp|Q9BIB3|PPME1_CAEELB0464.9 Probable protein phosphatase methylesterase 1 OS=Caenorhabditis elegans GN=B0464.9 PE=3 SV=144.70 0.00

TRINITY_DN35626_c1_g3sp|Q13620|CUL4B_HUMANCUL4B Cullin-4B OS=Homo sapiens GN=CUL4B PE=1 SV=444.70 0.00

TRINITY_DN36575_c1_g11sp|Q9FGQ6|EB1C_ARATHEB1C Microtubule-associated protein RP/EB family member 1C OS=Arabidopsis thaliana GN=EB1C PE=1 SV=144.70 0.00

TRINITY_DN36879_c0_g4sp|Q39491|PTP3_CHLMOVH-PTP13Dual specificity protein phosphatase OS=Chlamydomonas moewusii GN=VH-PTP13 PE=1 SV=144.70 0.00

TRINITY_DN37166_c0_g2sp|Q86H36|RPA1_DICDIpolr1a DNA-directed RNA polymerase I subunit rpa1 OS=Dictyostelium discoideum GN=polr1a PE=3 SV=144.70 0.00

TRINITY_DN37332_c0_g5sp|Q3TUF7|YETS2_MOUSEYeats2 YEATS domain-containing protein 2 OS=Mus musculus GN=Yeats2 PE=1 SV=244.70 0.00

TRINITY_DN37379_c0_g2sp|Q5F448|GPHR_CHICKGPR89 Golgi pH regulator OS=Gallus gallus GN=GPR89 PE=2 SV=144.70 0.00

TRINITY_DN37454_c0_g2sp|F4NUJ6|TRM5_BATDJTRM5 tRNA (guanine(37)-N1)-methyltransferase OS=Batrachochytrium dendrobatidis (strain JAM81 / FGSC 10211) GN=TRM5 PE=3 SV=144.70 0.00

TRINITY_DN37888_c0_g2sp|Q8GWT4|ANM15_ARATHPMRT15 Protein arginine N-methyltransferase 1.5 OS=Arabidopsis thaliana GN=PMRT15 PE=1 SV=244.70 0.00

TRINITY_DN38232_c1_g7sp|Q28BX9|C2CD5_XENTRc2cd5 C2 domain-containing protein 5 OS=Xenopus tropicalis GN=c2cd5 PE=2 SV=144.70 0.00

TRINITY_DN38478_c0_g5sp|Q6UK63|PIRA_DICDIpirA Protein pirA OS=Dictyostelium discoideum GN=pirA PE=1 SV=144.70 0.00

TRINITY_DN38833_c0_g2sp|Q8LPS1|LACS6_ARATHLACS6 Long chain acyl-CoA synthetase 6, peroxisomal OS=Arabidopsis thaliana GN=LACS6 PE=1 SV=144.70 0.00

TRINITY_DN39737_c0_g5sp|Q54TA3|MRKC_DICDImrkC Probable serine/threonine-protein kinase MARK-C OS=Dictyostelium discoideum GN=mrkC PE=3 SV=144.70 0.00

TRINITY_DN39804_c0_g8sp|P25776|ORYA_ORYSJOs04g0650000Oryzain alpha chain OS=Oryza sativa subsp. japonica GN=Os04g0650000 PE=1 SV=244.70 0.00

TRINITY_DN39972_c0_g1sp|Q8LPQ5|BTS_ARATHBTS Zinc finger protein BRUTUS OS=Arabidopsis thaliana GN=BTS PE=1 SV=144.70 0.00

TRINITY_DN40315_c1_g2sp|Q8VZB2|HACD_ARATHPAS2 Very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase PASTICCINO 2 OS=Arabidopsis thaliana GN=PAS2 PE=1 SV=144.70 0.00

TRINITY_DN40771_c2_g4sp|Q9SB68|ADPRM_ARATHAt4g24730Manganese-dependent ADP-ribose/CDP-alcohol diphosphatase OS=Arabidopsis thaliana GN=At4g24730 PE=2 SV=144.70 0.00

TRINITY_DN41185_c0_g1sp|Q24246|DYIN_DROMEsw Cytoplasmic dynein 1 intermediate chain OS=Drosophila melanogaster GN=sw PE=1 SV=344.70 0.00

TRINITY_DN41507_c0_g1sp|Q7T070|RHBG_DANRErhbg Ammonium transporter Rh type B OS=Danio rerio GN=rhbg PE=2 SV=144.70 0.00

TRINITY_DN42289_c1_g5sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=344.70 0.00

TRINITY_DN42790_c1_g5sp|Q5NCF2|TPPC1_MOUSETrappc1 Trafficking protein particle complex subunit 1 OS=Mus musculus GN=Trappc1 PE=1 SV=144.70 0.00

TRINITY_DN43710_c0_g2sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=144.70 0.00

TRINITY_DN44632_c0_g2sp|Q37627|NU4LM_PROWIND4L NADH-ubiquinone oxidoreductase chain 4L OS=Prototheca wickerhamii GN=ND4L PE=3 SV=144.70 0.00

TRINITY_DN45596_c1_g4sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=244.70 0.00

TRINITY_DN46056_c0_g3sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=144.70 0.00

TRINITY_DN46136_c0_g2sp|Q9WU03|SPIT2_MOUSESpint2 Kunitz-type protease inhibitor 2 OS=Mus musculus GN=Spint2 PE=1 SV=144.70 0.00

TRINITY_DN46252_c1_g7sp|Q9LT25|PR40C_ARATHMED35C Pre-mRNA-processing protein 40C OS=Arabidopsis thaliana GN=MED35C PE=1 SV=144.70 0.00

TRINITY_DN46376_c0_g1sp|P41151|HFA1A_ARATHHSFA1A Heat stress transcription factor A-1a OS=Arabidopsis thaliana GN=HSFA1A PE=1 SV=244.70 0.00

TRINITY_DN47099_c1_g1sp|Q9ZPY1|PPOX2_ARATHPPOX2 Pyridoxine/pyridoxamine 5'-phosphate oxidase 2 OS=Arabidopsis thaliana GN=PPOX2 PE=1 SV=244.70 0.00

TRINITY_DN47555_c0_g3sp|Q55G91|U160_DICDIDDB_G0267768UPF0160 protein OS=Dictyostelium discoideum GN=DDB_G0267768 PE=3 SV=144.70 0.00

TRINITY_DN48346_c0_g1sp|Q54VG0|DHTK1_DICDIodhA Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1 homolog, mitochondrial OS=Dictyostelium discoideum GN=odhA PE=3 SV=144.70 0.00

TRINITY_DN48542_c0_g4sp|Q6DN14|MCTP1_HUMANMCTP1 Multiple C2 and transmembrane domain-containing protein 1 OS=Homo sapiens GN=MCTP1 PE=2 SV=244.70 0.00

TRINITY_DN48575_c0_g1sp|Q8LB10|CLPR4_ARATHCLPR4 ATP-dependent Clp protease proteolytic subunit-related protein 4, chloroplastic OS=Arabidopsis thaliana GN=CLPR4 PE=1 SV=144.70 0.00

TRINITY_DN49394_c0_g3sp|A2ZVG7|FTSH9_ORYSJFTSH9 ATP-dependent zinc metalloprotease FTSH 9, chloroplastic/mitochondrial OS=Oryza sativa subsp. japonica GN=FTSH9 PE=3 SV=144.70 0.00

TRINITY_DN49726_c1_g1sp|Q8GY91|APX6_ARATHAPX6 Putative L-ascorbate peroxidase 6 OS=Arabidopsis thaliana GN=APX6 PE=2 SV=144.70 0.00

TRINITY_DN50693_c0_g3sp|Q8VYN6|PFKA5_ARATHPFK5 ATP-dependent 6-phosphofructokinase 5, chloroplastic OS=Arabidopsis thaliana GN=PFK5 PE=1 SV=144.70 0.00

TRINITY_DN50873_c0_g1sp|Q3Y416|KKCC_CAEELckk-1 Calcium/calmodulin-dependent protein kinase kinase OS=Caenorhabditis elegans GN=ckk-1 PE=1 SV=244.70 0.00

TRINITY_DN52007_c1_g1sp|Q9LMT2|PAPS1_ARATHPAPS1 Nuclear poly(A) polymerase 1 OS=Arabidopsis thaliana GN=PAPS1 PE=1 SV=144.70 0.00

TRINITY_DN52250_c1_g1sp|Q8L850|PI5K9_ARATHPIP5K9 Phosphatidylinositol 4-phosphate 5-kinase 9 OS=Arabidopsis thaliana GN=PIP5K9 PE=1 SV=244.70 0.00

TRINITY_DN52668_c2_g2sp|P92519|M810_ARATHAtMg00810Uncharacterized mitochondrial protein AtMg00810 OS=Arabidopsis thaliana GN=AtMg00810 PE=4 SV=144.70 0.00

TRINITY_DN52669_c6_g1sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=144.70 0.00

TRINITY_DN52836_c0_g1sp|Q6DDX8|CEP76_XENLAcep76 Centrosomal protein of 76 kDa OS=Xenopus laevis GN=cep76 PE=2 SV=144.70 0.00

TRINITY_DN17029_c1_g1sp|P52712|CBPX_ORYSJCBP31 Serine carboxypeptidase-like OS=Oryza sativa subsp. japonica GN=CBP31 PE=2 SV=244.60 0.00

TRINITY_DN23344_c0_g2sp|Q6ZNF0|ACP7_HUMANACP7 Acid phosphatase type 7 OS=Homo sapiens GN=ACP7 PE=2 SV=244.60 0.00

TRINITY_DN27121_c0_g1sp|Q94A40|COPA1_ARATHAt1g62020Coatomer subunit alpha-1 OS=Arabidopsis thaliana GN=At1g62020 PE=2 SV=244.60 0.00

TRINITY_DN27885_c1_g2sp|Q9V853|SMUF1_DROMElack E3 ubiquitin-protein ligase Smurf1 OS=Drosophila melanogaster GN=lack PE=1 SV=344.60 0.00

TRINITY_DN31200_c1_g4sp|Q9Y664|KPTN_HUMANKPTN Kaptin OS=Homo sapiens GN=KPTN PE=1 SV=244.60 0.00

TRINITY_DN32233_c0_g1sp|Q02AL5|KHSE_SOLUEthrB Homoserine kinase OS=Solibacter usitatus (strain Ellin6076) GN=thrB PE=3 SV=144.60 0.00

TRINITY_DN32239_c0_g1sp|P34121|COAA_DICDIcoaA Coactosin OS=Dictyostelium discoideum GN=coaA PE=1 SV=144.60 0.00

TRINITY_DN32388_c0_g1sp|Q9CB01|RABF1_ARATHRABF1 Ras-related protein RABF1 OS=Arabidopsis thaliana GN=RABF1 PE=1 SV=144.60 0.00

TRINITY_DN33197_c0_g2sp|Q54RM0|EAF3_DICDIDDB_G0283075NuA4 complex subunit EAF3 homolog OS=Dictyostelium discoideum GN=DDB_G0283075 PE=3 SV=144.60 0.00

TRINITY_DN33848_c0_g1sp|Q54MH0|FHKD_DICDIfhkD Probable serine/threonine-protein kinase fhkD OS=Dictyostelium discoideum GN=fhkD PE=3 SV=144.60 0.00

TRINITY_DN36499_c0_g10sp|Q8R3P7|CLUA1_MOUSECluap1 Clusterin-associated protein 1 OS=Mus musculus GN=Cluap1 PE=1 SV=144.60 0.00

TRINITY_DN36848_c1_g2sp|Q5UPG6|YL092_MIMIVMIMI_L92Putative ankyrin repeat protein L92 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L92 PE=3 SV=144.60 0.00

TRINITY_DN36865_c0_g7sp|Q9LJ98|PFD2_ARATHAt3g22480Probable prefoldin subunit 2 OS=Arabidopsis thaliana GN=At3g22480 PE=2 SV=144.60 0.00

TRINITY_DN37136_c0_g1sp|Q9WYX8|Y508_THEMATM_0508 Uncharacterized protein TM_0508 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0508 PE=3 SV=144.60 0.00



TRINITY_DN37313_c0_g1sp|Q5ZKR7|ACBG2_CHICKACSBG2 Long-chain-fatty-acid--CoA ligase ACSBG2 OS=Gallus gallus GN=ACSBG2 PE=2 SV=244.60 0.00

TRINITY_DN37540_c1_g4sp|O65090|DIM1C_ARATHPFC1 Ribosomal RNA small subunit methyltransferase, chloroplastic OS=Arabidopsis thaliana GN=PFC1 PE=2 SV=144.60 0.00

TRINITY_DN37769_c0_g3sp|Q5HJT5|DUS_STAACdus Probable tRNA-dihydrouridine synthase OS=Staphylococcus aureus (strain COL) GN=dus PE=3 SV=244.60 0.00

TRINITY_DN38032_c0_g1sp|P42762|CLPD_ARATHCLPD Chaperone protein ClpD, chloroplastic OS=Arabidopsis thaliana GN=CLPD PE=1 SV=144.60 0.00

TRINITY_DN38577_c0_g8sp|Q8DWN5|PTH_STRMUpth Peptidyl-tRNA hydrolase OS=Streptococcus mutans serotype c (strain ATCC 700610 / UA159) GN=pth PE=3 SV=144.60 0.00

TRINITY_DN38834_c0_g11sp|Q24C27|RL14_TETTSRPL14 60S ribosomal protein L14 OS=Tetrahymena thermophila (strain SB210) GN=RPL14 PE=1 SV=244.60 0.00

TRINITY_DN39290_c0_g7sp|Q54BW4|CPAS2_DICDIcpras2 Circularly permutated Ras protein 2 OS=Dictyostelium discoideum GN=cpras2 PE=3 SV=144.60 0.00

TRINITY_DN39498_c0_g4sp|P20020|AT2B1_HUMANATP2B1 Plasma membrane calcium-transporting ATPase 1 OS=Homo sapiens GN=ATP2B1 PE=1 SV=344.60 0.00

TRINITY_DN39529_c1_g3sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=144.60 0.00

TRINITY_DN39640_c0_g1sp|O81004|Y2287_ARATHEMB2001 GTP-binding protein At2g22870 OS=Arabidopsis thaliana GN=EMB2001 PE=2 SV=244.60 0.00

TRINITY_DN39717_c2_g3sp|Q8H852|COPG1_ORYSJOs03g0227000Coatomer subunit gamma-1 OS=Oryza sativa subsp. japonica GN=Os03g0227000 PE=2 SV=244.60 0.00

TRINITY_DN4013_c0_g1sp|Q89EA6|NPD2_BRADUcobB2 NAD-dependent protein deacetylase 2 OS=Bradyrhizobium diazoefficiens (strain JCM 10833 / IAM 13628 / NBRC 14792 / USDA 110) GN=cobB2 PE=3 SV=244.60 0.00

TRINITY_DN40461_c3_g1sp|Q94JX9|NACA2_ARATHAt3g49470Nascent polypeptide-associated complex subunit alpha-like protein 2 OS=Arabidopsis thaliana GN=At3g49470 PE=2 SV=244.60 0.00

TRINITY_DN40525_c0_g3sp|P25251|CYSP4_BRANA- Cysteine proteinase COT44 (Fragment) OS=Brassica napus PE=2 SV=144.60 0.00

TRINITY_DN40619_c1_g2sp|O18823|AOAH_RABITAOAH Acyloxyacyl hydrolase OS=Oryctolagus cuniculus GN=AOAH PE=2 SV=144.60 0.00

TRINITY_DN40773_c0_g1sp|B4S4J4|MEND_PROA2menD 2-succinyl-5-enolpyruvyl-6-hydroxy-3-cyclohexene-1-carboxylate synthase OS=Prosthecochloris aestuarii (strain DSM 271 / SK 413) GN=menD PE=3 SV=144.60 0.00

TRINITY_DN40998_c0_g3sp|A1RYD8|SYP_THEPDproS Proline--tRNA ligase OS=Thermofilum pendens (strain Hrk 5) GN=proS PE=3 SV=144.60 0.00

TRINITY_DN41859_c0_g4sp|Q2LAE1|ASHH2_ARATHASHH2 Histone-lysine N-methyltransferase ASHH2 OS=Arabidopsis thaliana GN=ASHH2 PE=1 SV=144.60 0.00

TRINITY_DN41927_c0_g2sp|Q9S3Q0|PCRA_LEUCIpcrA ATP-dependent DNA helicase PcrA OS=Leuconostoc citreum GN=pcrA PE=3 SV=144.60 0.00

TRINITY_DN42128_c0_g5sp|B8BDV1|LONP2_ORYSILON1 Lon protease homolog 2, peroxisomal OS=Oryza sativa subsp. indica GN=LON1 PE=2 SV=144.60 0.00

TRINITY_DN42172_c0_g1sp|Q54BM8|U652_DICDIDDB_G0293552UPF0652 protein OS=Dictyostelium discoideum GN=DDB_G0293552 PE=3 SV=144.60 0.00

TRINITY_DN42559_c0_g2sp|P49643|PRI2_HUMANPRIM2 DNA primase large subunit OS=Homo sapiens GN=PRIM2 PE=1 SV=244.60 0.00

TRINITY_DN43602_c0_g1sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=144.60 0.00

TRINITY_DN43750_c0_g2sp|Q7XJ96|GAS8_CHLREGAS8 Growth arrest-specific protein 8 homolog OS=Chlamydomonas reinhardtii GN=GAS8 PE=1 SV=144.60 0.00

TRINITY_DN43856_c0_g1sp|Q9Y7R4|SET1_SCHPOset1 Histone-lysine N-methyltransferase, H3 lysine-4 specific OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=set1 PE=1 SV=144.60 0.00

TRINITY_DN43915_c0_g3sp|O42643|PRP22_SCHPOprp22 Pre-mRNA-splicing factor ATP-dependent RNA helicase prp22 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=prp22 PE=1 SV=144.60 0.00

TRINITY_DN44001_c0_g3sp|O50314|BCHH_CHLP8bchH Magnesium-chelatase subunit H OS=Chlorobaculum parvum (strain NCIB 8327) GN=bchH PE=3 SV=244.60 0.00

TRINITY_DN44473_c0_g5sp|Q54MA5|COMD6_DICDIcommd6 COMM domain-containing protein 6 OS=Dictyostelium discoideum GN=commd6 PE=3 SV=244.60 0.00

TRINITY_DN44714_c0_g1sp|Q54TA3|MRKC_DICDImrkC Probable serine/threonine-protein kinase MARK-C OS=Dictyostelium discoideum GN=mrkC PE=3 SV=144.60 0.00

TRINITY_DN44763_c1_g5sp|Q9FR53|TOR_ARATHTOR Serine/threonine-protein kinase TOR OS=Arabidopsis thaliana GN=TOR PE=1 SV=144.60 0.00

TRINITY_DN44792_c0_g7sp|Q9Y232|CDYL1_HUMANCDYL Chromodomain Y-like protein OS=Homo sapiens GN=CDYL PE=1 SV=244.60 0.00

TRINITY_DN44907_c0_g1sp|Q9Y2Y0|AR2BP_HUMANARL2BP ADP-ribosylation factor-like protein 2-binding protein OS=Homo sapiens GN=ARL2BP PE=1 SV=144.60 0.00

TRINITY_DN45773_c1_g9sp|Q54JE4|ODO1_DICDIogdh 2-oxoglutarate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=ogdh PE=3 SV=144.60 0.00

TRINITY_DN46456_c0_g2sp|Q22557|SPRTN_CAEELdvc-1 SprT-like domain-containing protein Spartan OS=Caenorhabditis elegans GN=dvc-1 PE=1 SV=144.60 0.00

TRINITY_DN46741_c0_g2sp|Q6ING7|FLAD1_XENLAflad1 FAD synthase OS=Xenopus laevis GN=flad1 PE=2 SV=144.60 0.00

TRINITY_DN47049_c1_g3sp|Q11HQ9|RL16_CHESBrplP 50S ribosomal protein L16 OS=Chelativorans sp. (strain BNC1) GN=rplP PE=3 SV=144.60 0.00

TRINITY_DN47485_c1_g5sp|F4HX15|LPAI_ARATHPLA1 Phospholipase A I OS=Arabidopsis thaliana GN=PLA1 PE=2 SV=144.60 0.00

TRINITY_DN47893_c1_g1sp|Q9FJ79|TOP1B_ARATHTOP1B DNA topoisomerase 1 beta OS=Arabidopsis thaliana GN=TOP1B PE=1 SV=144.60 0.00

TRINITY_DN49181_c2_g1sp|Q9XFR5|SR30_ARATHSR30 Serine/arginine-rich splicing factor SR30 OS=Arabidopsis thaliana GN=SR30 PE=1 SV=144.60 0.00

TRINITY_DN49260_c0_g7sp|P70704|AT8A1_MOUSEAtp8a1 Phospholipid-transporting ATPase IA OS=Mus musculus GN=Atp8a1 PE=1 SV=244.60 0.00

TRINITY_DN49486_c1_g5sp|Q04924|GLU2B_YEASTGTB1 Glucosidase 2 subunit beta OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GTB1 PE=1 SV=144.60 0.00

TRINITY_DN49657_c1_g1sp|O62252|U195_CAEELF45G2.10MIP18 family protein F45G2.10 OS=Caenorhabditis elegans GN=F45G2.10 PE=1 SV=144.60 0.00

TRINITY_DN49876_c0_g1sp|Q69Q02|DPE2_ORYSJDPE2 4-alpha-glucanotransferase DPE2 OS=Oryza sativa subsp. japonica GN=DPE2 PE=2 SV=144.60 0.00

TRINITY_DN50108_c0_g1sp|P49754|VPS41_HUMANVPS41 Vacuolar protein sorting-associated protein 41 homolog OS=Homo sapiens GN=VPS41 PE=1 SV=344.60 0.00

TRINITY_DN50612_c0_g1sp|Q54ZR7|SRPRA_DICDIsrpra Signal recognition particle receptor subunit alpha OS=Dictyostelium discoideum GN=srpra PE=3 SV=144.60 0.00

TRINITY_DN50683_c0_g1sp|O60264|SMCA5_HUMANSMARCA5 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5 OS=Homo sapiens GN=SMARCA5 PE=1 SV=144.60 0.00

TRINITY_DN50793_c0_g5sp|Q9BWU0|NADAP_HUMANSLC4A1APKanadaptin OS=Homo sapiens GN=SLC4A1AP PE=1 SV=144.60 0.00

TRINITY_DN52328_c0_g6sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=344.60 0.00

TRINITY_DN52385_c0_g1sp|B8BM17|KPYC2_ORYSIOsI_37456Pyruvate kinase 2, cytosolic OS=Oryza sativa subsp. indica GN=OsI_37456 PE=3 SV=144.60 0.00

TRINITY_DN53575_c0_g1sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=344.60 0.00

TRINITY_DN26767_c0_g1sp|Q90965|RAB2A_CHICKRAB2A Ras-related protein Rab-2A OS=Gallus gallus GN=RAB2A PE=2 SV=144.50 0.00

TRINITY_DN33408_c0_g1sp|Q38929|IDI1_ARATHIPP1 Isopentenyl-diphosphate Delta-isomerase I, chloroplastic OS=Arabidopsis thaliana GN=IPP1 PE=2 SV=344.50 0.00

TRINITY_DN34158_c0_g6sp|O94511|YN67_SCHPOSPBC646.07cPutative enoyl reductase C646.07c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC646.07c PE=3 SV=144.50 0.00

TRINITY_DN34611_c0_g1sp|Q39571|YPTC1_CHLREYPTC1 GTP-binding protein YPTC1 OS=Chlamydomonas reinhardtii GN=YPTC1 PE=3 SV=144.50 0.00

TRINITY_DN36155_c1_g3sp|Q9LSU6|DCAM3_ARATHSAMDC3 S-adenosylmethionine decarboxylase proenzyme 3 OS=Arabidopsis thaliana GN=SAMDC3 PE=2 SV=144.50 0.00

TRINITY_DN36605_c0_g1sp|Q54LN4|GGHA_DICDIgghA Gamma-glutamyl hydrolase A OS=Dictyostelium discoideum GN=gghA PE=3 SV=144.50 0.00



TRINITY_DN36650_c0_g1sp|B8G418|END4_CHLADnfo Probable endonuclease 4 OS=Chloroflexus aggregans (strain MD-66 / DSM 9485) GN=nfo PE=3 SV=144.50 0.00

TRINITY_DN37700_c2_g3sp|Q8L3Z8|FZR2_ARATHFZR2 Protein FIZZY-RELATED 2 OS=Arabidopsis thaliana GN=FZR2 PE=1 SV=144.50 0.00

TRINITY_DN38255_c1_g2sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=144.50 0.00

TRINITY_DN38414_c0_g4sp|Q11067|PDIA6_CAEELtag-320 Probable protein disulfide-isomerase A6 OS=Caenorhabditis elegans GN=tag-320 PE=3 SV=144.50 0.00

TRINITY_DN38564_c0_g1sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=244.50 0.00

TRINITY_DN38564_c0_g6sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=244.50 0.00

TRINITY_DN38963_c0_g8sp|Q9VX98|DENR_DROMEDENR Density-regulated protein homolog OS=Drosophila melanogaster GN=DENR PE=1 SV=344.50 0.00

TRINITY_DN39978_c0_g3sp|P12688|YPK1_YEASTYPK1 Serine/threonine-protein kinase YPK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK1 PE=1 SV=244.50 0.00

TRINITY_DN40649_c0_g1sp|Q9W590|LSG1_DROMENs3 Large subunit GTPase 1 homolog OS=Drosophila melanogaster GN=Ns3 PE=1 SV=144.50 0.00

TRINITY_DN41606_c0_g1sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=144.50 0.00

TRINITY_DN41916_c0_g2sp|Q9M3H5|HMA1_ARATHHMA1 Probable cadmium/zinc-transporting ATPase HMA1, chloroplastic OS=Arabidopsis thaliana GN=HMA1 PE=2 SV=244.50 0.00

TRINITY_DN43240_c1_g3sp|Q5NTH3|SK2_ORYSJSK2 Shikimate kinase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=SK2 PE=1 SV=144.50 0.00

TRINITY_DN43763_c1_g3sp|Q96NR8|RDH12_HUMANRDH12 Retinol dehydrogenase 12 OS=Homo sapiens GN=RDH12 PE=1 SV=344.50 0.00

TRINITY_DN43867_c0_g1sp|Q924H5|RA51C_MOUSERad51c DNA repair protein RAD51 homolog 3 OS=Mus musculus GN=Rad51c PE=2 SV=144.50 0.00

TRINITY_DN43938_c1_g2sp|Q8N5Z0|AADAT_HUMANAADAT Kynurenine/alpha-aminoadipate aminotransferase, mitochondrial OS=Homo sapiens GN=AADAT PE=1 SV=244.50 0.00

TRINITY_DN44815_c1_g4sp|Q8H0W0|LPA3_ARATHLPA3 Protein LOW PSII ACCUMULATION 3, chloroplastic OS=Arabidopsis thaliana GN=LPA3 PE=1 SV=144.50 0.00

TRINITY_DN45329_c1_g1sp|Q8L539|5FCL_ARATH5FCL 5-formyltetrahydrofolate cyclo-ligase, mitochondrial OS=Arabidopsis thaliana GN=5FCL PE=1 SV=144.50 0.00

TRINITY_DN46701_c1_g2sp|Q1XDU5|YCF52_PYRYEycf52 Uncharacterized N-acetyltransferase ycf52 OS=Pyropia yezoensis GN=ycf52 PE=3 SV=144.50 0.00

TRINITY_DN46803_c1_g3sp|Q4PE39|SEC23_USTMASEC23 Protein transport protein SEC23 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=SEC23 PE=3 SV=144.50 0.00

TRINITY_DN47492_c0_g1sp|Q0JL73|RH26_ORYSJOs01g0618500DEAD-box ATP-dependent RNA helicase 26 OS=Oryza sativa subsp. japonica GN=Os01g0618500 PE=2 SV=144.50 0.00

TRINITY_DN47704_c0_g1sp|Q7TX14|NUDC_MYCBOnudC NADH pyrophosphatase OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=nudC PE=3 SV=144.50 0.00

TRINITY_DN48505_c0_g2sp|Q9FMU5|UTP18_ARATHAt5g14050U3 small nucleolar RNA-associated protein 18 homolog OS=Arabidopsis thaliana GN=At5g14050 PE=1 SV=144.50 0.00

TRINITY_DN48740_c0_g6sp|Q9PUE4|COPG2_DANREcopg2 Coatomer subunit gamma-2 OS=Danio rerio GN=copg2 PE=2 SV=244.50 0.00

TRINITY_DN48812_c1_g3sp|P55204|GUC2C_PIGGUCY2C Heat-stable enterotoxin receptor OS=Sus scrofa GN=GUCY2C PE=2 SV=244.50 0.00

TRINITY_DN50206_c0_g3sp|Q5VQ78|COB21_ORYSJOs06g0143900Coatomer subunit beta'-1 OS=Oryza sativa subsp. japonica GN=Os06g0143900 PE=2 SV=144.50 0.00

TRINITY_DN51358_c0_g1sp|O74828|ESF1_SCHPOesf1 Pre-rRNA-processing protein esf1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=esf1 PE=1 SV=144.50 0.00

TRINITY_DN51473_c0_g2sp|P61017|RAB4B_CANLFRAB4B Ras-related protein Rab-4B OS=Canis lupus familiaris GN=RAB4B PE=2 SV=144.50 0.00

TRINITY_DN51915_c2_g2sp|O80396|M2K3_ARATHMKK3 Mitogen-activated protein kinase kinase 3 OS=Arabidopsis thaliana GN=MKK3 PE=1 SV=144.50 0.00

TRINITY_DN52172_c1_g2sp|Q7X659|VP35A_ARATHVPS35A Vacuolar protein sorting-associated protein 35A OS=Arabidopsis thaliana GN=VPS35A PE=1 SV=144.50 0.00

TRINITY_DN11749_c0_g1sp|C4YKT4|RAS1_CANAWRAS1 Ras-like protein 1 OS=Candida albicans (strain WO-1) GN=RAS1 PE=3 SV=144.40 0.00

TRINITY_DN16364_c0_g1sp|Q6T486|RBRA_DICDIrbrA Probable E3 ubiquitin-protein ligase rbrA OS=Dictyostelium discoideum GN=rbrA PE=3 SV=144.40 0.00

TRINITY_DN23342_c0_g1sp|Q9ZVY7|OBP1A_ARATHOBAP1A Oil body-associated protein 1A OS=Arabidopsis thaliana GN=OBAP1A PE=2 SV=144.40 0.00

TRINITY_DN26957_c0_g1sp|Q05A13|S16C6_MOUSESdr16c6 Short-chain dehydrogenase/reductase family 16C member 6 OS=Mus musculus GN=Sdr16c6 PE=2 SV=144.40 0.00

TRINITY_DN27328_c0_g2sp|Q86AQ5|RPC1_DICDIpolr3a DNA-directed RNA polymerase III subunit rpc1 OS=Dictyostelium discoideum GN=polr3a PE=3 SV=144.40 0.00

TRINITY_DN29329_c0_g1sp|Q9XGZ9|P2C72_ARATHAt5g26010Probable protein phosphatase 2C 72 OS=Arabidopsis thaliana GN=At5g26010 PE=2 SV=244.40 0.00

TRINITY_DN29977_c0_g1sp|Q55CS7|MPL1_DICDImpl1 MAP kinase phosphatase with leucine-rich repeats protein 1 OS=Dictyostelium discoideum GN=mpl1 PE=2 SV=144.40 0.00

TRINITY_DN30170_c0_g1sp|Q6DFB8|TTC37_XENLAttc37 Tetratricopeptide repeat protein 37 OS=Xenopus laevis GN=ttc37 PE=2 SV=144.40 0.00

TRINITY_DN30830_c0_g1sp|Q9UBS3|DNJB9_HUMANDNAJB9 DnaJ homolog subfamily B member 9 OS=Homo sapiens GN=DNAJB9 PE=1 SV=144.40 0.00

TRINITY_DN31540_c0_g2sp|Q39433|RB1BV_BETVURAB1BV Ras-related protein RAB1BV OS=Beta vulgaris GN=RAB1BV PE=2 SV=144.40 0.00

TRINITY_DN31995_c0_g1sp|Q9M354|AGD6_ARATHAGD6 Probable ADP-ribosylation factor GTPase-activating protein AGD6 OS=Arabidopsis thaliana GN=AGD6 PE=1 SV=144.40 0.00

TRINITY_DN32509_c0_g1sp|Q90965|RAB2A_CHICKRAB2A Ras-related protein Rab-2A OS=Gallus gallus GN=RAB2A PE=2 SV=144.40 0.00

TRINITY_DN32919_c0_g1sp|Q9NU19|TB22B_HUMANTBC1D22BTBC1 domain family member 22B OS=Homo sapiens GN=TBC1D22B PE=1 SV=344.40 0.00

TRINITY_DN32959_c0_g2sp|Q54Y32|MPL3_DICDImpl3 MAP kinase phosphatase with leucine-rich repeats protein 3 OS=Dictyostelium discoideum GN=mpl3 PE=3 SV=144.40 0.00

TRINITY_DN33336_c0_g2sp|Q54TW2|PDPKA_DICDIpdkA Probable serine/threonine-protein kinase pdkA OS=Dictyostelium discoideum GN=pdkA PE=3 SV=144.40 0.00

TRINITY_DN34345_c0_g1sp|Q08278|MED7_YEASTMED7 Mediator of RNA polymerase II transcription subunit 7 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MED7 PE=1 SV=144.40 0.00

TRINITY_DN34708_c0_g1sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=144.40 0.00

TRINITY_DN35361_c0_g1sp|Q9WYX8|Y508_THEMATM_0508 Uncharacterized protein TM_0508 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0508 PE=3 SV=144.40 0.00

TRINITY_DN35469_c0_g8sp|P98200|AT8A2_MOUSEAtp8a2 Phospholipid-transporting ATPase IB OS=Mus musculus GN=Atp8a2 PE=1 SV=144.40 0.00

TRINITY_DN35538_c0_g1sp|P32826|SCP49_ARATHSCPL49 Serine carboxypeptidase-like 49 OS=Arabidopsis thaliana GN=SCPL49 PE=2 SV=244.40 0.00

TRINITY_DN35726_c0_g2sp|Q9ZVF6|PAHX_ARATHPAHX Phytanoyl-CoA dioxygenase OS=Arabidopsis thaliana GN=PAHX PE=2 SV=244.40 0.00

TRINITY_DN35836_c0_g5sp|Q3EAQ5|PTR36_ARATHZIFL2 Probable peptide/nitrate transporter At3g43790 OS=Arabidopsis thaliana GN=ZIFL2 PE=2 SV=244.40 0.00

TRINITY_DN36178_c0_g1sp|Q8MJJ1|SPG21_BOVINSPG21 Maspardin OS=Bos taurus GN=SPG21 PE=2 SV=144.40 0.00

TRINITY_DN36364_c0_g6sp|O75110|ATP9A_HUMANATP9A Probable phospholipid-transporting ATPase IIA OS=Homo sapiens GN=ATP9A PE=1 SV=344.40 0.00

TRINITY_DN36461_c1_g7sp|Q6P3R8|NEK5_HUMANNEK5 Serine/threonine-protein kinase Nek5 OS=Homo sapiens GN=NEK5 PE=2 SV=144.40 0.00

TRINITY_DN36474_c2_g6sp|Q8T674|ABCGK_DICDIabcG20 ABC transporter G family member 20 OS=Dictyostelium discoideum GN=abcG20 PE=3 SV=144.40 0.00

TRINITY_DN36641_c0_g1sp|Q54RA4|Y3291_DICDIDDB_G0283291Probable iron/ascorbate oxidoreductase DDB_G0283291 OS=Dictyostelium discoideum GN=DDB_G0283291 PE=3 SV=144.40 0.00



TRINITY_DN36972_c0_g5sp|P59325|IF5_MOUSEEif5 Eukaryotic translation initiation factor 5 OS=Mus musculus GN=Eif5 PE=1 SV=144.40 0.00

TRINITY_DN37945_c0_g7sp|Q5ZLV4|NSUN2_CHICKNSUN2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Gallus gallus GN=NSUN2 PE=2 SV=144.40 0.00

TRINITY_DN37945_c0_g8sp|Q6MAG7|RLMH_PARUWrlmH Ribosomal RNA large subunit methyltransferase H OS=Protochlamydia amoebophila (strain UWE25) GN=rlmH PE=3 SV=144.40 0.00

TRINITY_DN38534_c1_g3sp|Q5M721|PUS5_ARATHAt3g52260RNA pseudouridine synthase 5 OS=Arabidopsis thaliana GN=At3g52260 PE=2 SV=244.40 0.00

TRINITY_DN38614_c0_g1sp|Q96NX5|KCC1G_HUMANCAMK1G Calcium/calmodulin-dependent protein kinase type 1G OS=Homo sapiens GN=CAMK1G PE=1 SV=344.40 0.00

TRINITY_DN39583_c1_g7sp|Q498E7|SMAL1_XENLAsmarcal1SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 OS=Xenopus laevis GN=smarcal1 PE=2 SV=144.40 0.00

TRINITY_DN39962_c0_g8sp|A2YFR6|OHK1_ORYSIHK1 Probable histidine kinase 1 OS=Oryza sativa subsp. indica GN=HK1 PE=3 SV=144.40 0.00

TRINITY_DN39990_c0_g5sp|P0ADT7|YGIC_ECO57ygiC Putative acid--amine ligase YgiC OS=Escherichia coli O157:H7 GN=ygiC PE=3 SV=144.40 0.00

TRINITY_DN40208_c0_g3sp|Q9M7X9|CITRX_ARATHCITRX Thioredoxin-like protein CITRX, chloroplastic OS=Arabidopsis thaliana GN=CITRX PE=1 SV=144.40 0.00

TRINITY_DN40347_c0_g3sp|Q6GQ70|S35B1_XENLAslc35b1 Solute carrier family 35 member B1 OS=Xenopus laevis GN=slc35b1 PE=2 SV=144.40 0.00

TRINITY_DN40383_c0_g1sp|Q640J6|WD82A_XENLAwdr82-a WD repeat-containing protein 82-A OS=Xenopus laevis GN=wdr82-a PE=2 SV=144.40 0.00

TRINITY_DN41545_c0_g4sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=244.40 0.00

TRINITY_DN41726_c1_g2sp|A8HNV0|RSP14_CHLRERSP14 Radial spoke protein 14 OS=Chlamydomonas reinhardtii GN=RSP14 PE=1 SV=144.40 0.00

TRINITY_DN41980_c0_g1sp|Q5D1D6|GBP1_CHLAEGBP1 Guanylate-binding protein 1 OS=Chlorocebus aethiops GN=GBP1 PE=2 SV=144.40 0.00

TRINITY_DN42118_c1_g1sp|Q9CA40|NUDT1_ARATHNUDT1 Nudix hydrolase 1 OS=Arabidopsis thaliana GN=NUDT1 PE=1 SV=144.40 0.00

TRINITY_DN43085_c0_g9sp|Q54DH8|TAF1_DICDItaf1 Transcription initiation factor TFIID subunit 1 OS=Dictyostelium discoideum GN=taf1 PE=3 SV=144.40 0.00

TRINITY_DN43185_c0_g3sp|P15398|RPA1_SCHPOrpa1 DNA-directed RNA polymerase I subunit rpa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa1 PE=1 SV=244.40 0.00

TRINITY_DN43723_c0_g1sp|P47032|PRY1_YEASTPRY1 Protein PRY1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY1 PE=1 SV=144.40 0.00

TRINITY_DN44254_c1_g2sp|Q5RJU0|SNF8_XENTRsnf8 Vacuolar-sorting protein SNF8 OS=Xenopus tropicalis GN=snf8 PE=2 SV=144.40 0.00

TRINITY_DN44617_c1_g4sp|Q03145|EPHA2_MOUSEEpha2 Ephrin type-A receptor 2 OS=Mus musculus GN=Epha2 PE=1 SV=344.40 0.00

TRINITY_DN44832_c0_g3sp|B7IFE0|DNAJ_THEABdnaJ Chaperone protein DnaJ OS=Thermosipho africanus (strain TCF52B) GN=dnaJ PE=3 SV=144.40 0.00

TRINITY_DN44873_c0_g4sp|Q9ZR72|AB1B_ARATHABCB1 ABC transporter B family member 1 OS=Arabidopsis thaliana GN=ABCB1 PE=1 SV=144.40 0.00

TRINITY_DN44909_c1_g1sp|P09874|PARP1_HUMANPARP1 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=444.40 0.00

TRINITY_DN45377_c0_g3sp|Q921W0|CHM1A_MOUSEChmp1a Charged multivesicular body protein 1a OS=Mus musculus GN=Chmp1a PE=1 SV=144.40 0.00

TRINITY_DN45396_c0_g1sp|Q9SKI2|VPS2A_ARATHVPS2.1 Vacuolar protein sorting-associated protein 2 homolog 1 OS=Arabidopsis thaliana GN=VPS2.1 PE=1 SV=244.40 0.00

TRINITY_DN45922_c0_g2sp|B1XJJ2|RL18_SYNP2rplR 50S ribosomal protein L18 OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=rplR PE=3 SV=144.40 0.00

TRINITY_DN45937_c2_g14sp|Q9R101|LIPS_ICTTRLIPE Hormone-sensitive lipase OS=Ictidomys tridecemlineatus GN=LIPE PE=2 SV=144.40 0.00

TRINITY_DN45992_c0_g1sp|Q93Y35|PSMD6_ARATHRPN7 26S proteasome non-ATPase regulatory subunit 6 homolog OS=Arabidopsis thaliana GN=RPN7 PE=1 SV=144.40 0.00

TRINITY_DN46795_c0_g2sp|Q9M571|PEAMT_SPIOLPEAMT Phosphoethanolamine N-methyltransferase OS=Spinacia oleracea GN=PEAMT PE=1 SV=144.40 0.00

TRINITY_DN46861_c0_g3sp|Q13823|NOG2_HUMANGNL2 Nucleolar GTP-binding protein 2 OS=Homo sapiens GN=GNL2 PE=1 SV=144.40 0.00

TRINITY_DN47001_c0_g1sp|Q9T0D3|HFB2B_ARATHHSFB2B Heat stress transcription factor B-2b OS=Arabidopsis thaliana GN=HSFB2B PE=2 SV=144.40 0.00

TRINITY_DN47003_c1_g7sp|Q4R8D2|GNL1_MACFAGNL1 Guanine nucleotide-binding protein-like 1 OS=Macaca fascicularis GN=GNL1 PE=2 SV=144.40 0.00

TRINITY_DN47145_c0_g1sp|P36551|HEM6_HUMANCPOX Oxygen-dependent coproporphyrinogen-III oxidase, mitochondrial OS=Homo sapiens GN=CPOX PE=1 SV=344.40 0.00

TRINITY_DN47231_c1_g5sp|Q9FLN5|VA0E1_ARATHVHA-e1 V-type proton ATPase subunit e1 OS=Arabidopsis thaliana GN=VHA-e1 PE=2 SV=144.40 0.00

TRINITY_DN47659_c0_g4sp|Q9HEH1|RENT1_NEUCR2E4.130 Regulator of nonsense transcripts 1 homolog OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=2E4.130 PE=3 SV=144.40 0.00

TRINITY_DN47961_c0_g4sp|Q9LZJ5|AB14C_ARATHABCC14 ABC transporter C family member 14 OS=Arabidopsis thaliana GN=ABCC14 PE=1 SV=144.40 0.00

TRINITY_DN48189_c0_g3sp|Q55BZ4|PCY2_DICDIpctA Ethanolamine-phosphate cytidylyltransferase OS=Dictyostelium discoideum GN=pctA PE=1 SV=144.40 0.00

TRINITY_DN49177_c0_g2sp|P00514|KAP0_BOVINPRKAR1A cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Bos taurus GN=PRKAR1A PE=1 SV=244.40 0.00

TRINITY_DN49290_c1_g1sp|P51957|NEK4_HUMANNEK4 Serine/threonine-protein kinase Nek4 OS=Homo sapiens GN=NEK4 PE=1 SV=244.40 0.00

TRINITY_DN49332_c0_g4sp|P51957|NEK4_HUMANNEK4 Serine/threonine-protein kinase Nek4 OS=Homo sapiens GN=NEK4 PE=1 SV=244.40 0.00

TRINITY_DN49743_c1_g3sp|Q4FE47|XB35_ARATHXBAT35 Putative E3 ubiquitin-protein ligase XBAT35 OS=Arabidopsis thaliana GN=XBAT35 PE=2 SV=144.40 0.00

TRINITY_DN50065_c0_g2sp|Q86CS2|ATG1_DICDIatg1 Serine/threonine-protein kinase atg1 OS=Dictyostelium discoideum GN=atg1 PE=3 SV=144.40 0.00

TRINITY_DN50679_c0_g10sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=244.40 0.00

TRINITY_DN51747_c1_g1sp|Q10480|PNU1_SCHPOpnu1 Nuclease 1, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pnu1 PE=2 SV=244.40 0.00

TRINITY_DN51825_c0_g1sp|Q551H4|FRAY2_DICDIfray2 Serine/threonine-protein kinase fray2 OS=Dictyostelium discoideum GN=fray2 PE=3 SV=144.40 0.00

TRINITY_DN52061_c1_g3sp|A6N6J5|WDR35_RATWdr35 WD repeat-containing protein 35 OS=Rattus norvegicus GN=Wdr35 PE=1 SV=144.40 0.00

TRINITY_DN52494_c4_g2sp|Q9SF16|TCPH_ARATHCCT7 T-complex protein 1 subunit eta OS=Arabidopsis thaliana GN=CCT7 PE=1 SV=144.40 0.00

TRINITY_DN53380_c0_g1sp|P82953|LECH_HORVD- Horcolin OS=Hordeum vulgare var. distichum PE=1 SV=244.40 0.00

TRINITY_DN6713_c0_g1sp|B8ARK7|SIR1_ORYSISRT1 NAD-dependent protein deacetylase SRT1 OS=Oryza sativa subsp. indica GN=SRT1 PE=2 SV=144.40 0.00

TRINITY_DN25599_c0_g2sp|P11035|NIA2_ARATHNIA2 Nitrate reductase [NADH] 2 OS=Arabidopsis thaliana GN=NIA2 PE=1 SV=144.30 0.00

TRINITY_DN27850_c0_g1sp|P37351|RPIB_ECOLIrpiB Ribose-5-phosphate isomerase B OS=Escherichia coli (strain K12) GN=rpiB PE=1 SV=244.30 0.00

TRINITY_DN29934_c0_g1sp|Q9UPM9|B9D1_HUMANB9D1 B9 domain-containing protein 1 OS=Homo sapiens GN=B9D1 PE=2 SV=144.30 0.00

TRINITY_DN30214_c1_g1sp|P47270|YCHF_MYCGEychF Ribosome-binding ATPase YchF OS=Mycoplasma genitalium (strain ATCC 33530 / G-37 / NCTC 10195) GN=ychF PE=3 SV=144.30 0.00

TRINITY_DN32319_c1_g1sp|C1DSS8|PYRG_AZOVDpyrG CTP synthase OS=Azotobacter vinelandii (strain DJ / ATCC BAA-1303) GN=pyrG PE=3 SV=144.30 0.00

TRINITY_DN32629_c0_g1sp|O49453|Y4844_ARATHAt4g28440Uncharacterized protein At4g28440 OS=Arabidopsis thaliana GN=At4g28440 PE=1 SV=144.30 0.00

TRINITY_DN33099_c0_g1sp|A6WXQ0|UBIG_OCHA4ubiG Ubiquinone biosynthesis O-methyltransferase OS=Ochrobactrum anthropi (strain ATCC 49188 / DSM 6882 / JCM 21032 / NBRC 15819 / NCTC 12168) GN=ubiG PE=3 SV=144.30 0.00



TRINITY_DN33848_c0_g5sp|Q8ICR0|CDPK2_PLAF7CPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate 3D7) GN=CPK2 PE=2 SV=344.30 0.00

TRINITY_DN33923_c0_g2sp|P0CS09|TRM61_CRYNBTRM61 tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRM61 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=TRM61 PE=3 SV=144.30 0.00

TRINITY_DN34245_c0_g1sp|Q7RVM2|ARF_NEUCRNCU08340ADP-ribosylation factor OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=NCU08340 PE=3 SV=344.30 0.00

TRINITY_DN35731_c0_g2sp|A5N6M3|DNAJ_CLOK5dnaJ Chaperone protein DnaJ OS=Clostridium kluyveri (strain ATCC 8527 / DSM 555 / NCIMB 10680) GN=dnaJ PE=3 SV=144.30 0.00

TRINITY_DN35904_c0_g1sp|Q56WF8|SCP48_ARATHSCPL48 Serine carboxypeptidase-like 48 OS=Arabidopsis thaliana GN=SCPL48 PE=2 SV=244.30 0.00

TRINITY_DN36069_c0_g8sp|Q3UHK1|MYCT_MOUSESlc2a13 Proton myo-inositol cotransporter OS=Mus musculus GN=Slc2a13 PE=1 SV=244.30 0.00

TRINITY_DN36301_c1_g3sp|Q14012|KCC1A_HUMANCAMK1 Calcium/calmodulin-dependent protein kinase type 1 OS=Homo sapiens GN=CAMK1 PE=1 SV=144.30 0.00

TRINITY_DN37995_c0_g8sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=344.30 0.00

TRINITY_DN38020_c1_g3sp|P47032|PRY1_YEASTPRY1 Protein PRY1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY1 PE=1 SV=144.30 0.00

TRINITY_DN38054_c0_g2sp|Q68E01|INT3_HUMANINTS3 Integrator complex subunit 3 OS=Homo sapiens GN=INTS3 PE=1 SV=144.30 0.00

TRINITY_DN38239_c0_g2sp|Q04307|RPC10_YEASTRPC11 DNA-directed RNA polymerase III subunit RPC10 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RPC11 PE=1 SV=144.30 0.00

TRINITY_DN39342_c0_g2sp|Q86AS0|Y4399_DICDIDDB_G0274399Probable helicase DDB_G0274399 OS=Dictyostelium discoideum GN=DDB_G0274399 PE=3 SV=144.30 0.00

TRINITY_DN39348_c0_g3sp|Q9SEL7|DEGP5_ARATHDEGP5 Protease Do-like 5, chloroplastic OS=Arabidopsis thaliana GN=DEGP5 PE=1 SV=344.30 0.00

TRINITY_DN39378_c0_g3sp|O13903|RRP40_SCHPOrrp40 Exosome complex component rrp40 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rrp40 PE=3 SV=144.30 0.00

TRINITY_DN39500_c0_g1sp|Q54NF8|SCAR_DICDIscrA Protein SCAR OS=Dictyostelium discoideum GN=scrA PE=1 SV=144.30 0.00

TRINITY_DN40431_c0_g2sp|Q85FW4|DNAK_CYAM1dnaK Chaperone protein dnaK OS=Cyanidioschyzon merolae (strain 10D) GN=dnaK PE=3 SV=144.30 0.00

TRINITY_DN40542_c0_g2sp|B5YFG2|LON_DICT6lon Lon protease OS=Dictyoglomus thermophilum (strain ATCC 35947 / DSM 3960 / H-6-12) GN=lon PE=3 SV=144.30 0.00

TRINITY_DN40554_c0_g1sp|Q5F339|CCHL_CHICKHCCS Cytochrome c-type heme lyase OS=Gallus gallus GN=HCCS PE=2 SV=144.30 0.00

TRINITY_DN40905_c0_g2sp|F4HPZ9|LIG6_ARATHLIG6 DNA ligase 6 OS=Arabidopsis thaliana GN=LIG6 PE=2 SV=144.30 0.00

TRINITY_DN41074_c0_g4sp|Q550R2|CTXB_DICDIctxB Cortexillin-2 OS=Dictyostelium discoideum GN=ctxB PE=1 SV=144.30 0.00

TRINITY_DN42073_c1_g1sp|P36088|FRMSR_YEASTYKL069W Free methionine-R-sulfoxide reductase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YKL069W PE=1 SV=144.30 0.00

TRINITY_DN42284_c0_g2sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=144.30 0.00

TRINITY_DN42909_c0_g6sp|Q9V557|CP4P2_DROMECyp4p2 Probable cytochrome P450 4p2 OS=Drosophila melanogaster GN=Cyp4p2 PE=2 SV=144.30 0.00

TRINITY_DN43379_c0_g2sp|Q0J7N5|PPCS2_ORYSJOs08g0176100Phosphopantothenate--cysteine ligase 2 OS=Oryza sativa subsp. japonica GN=Os08g0176100 PE=2 SV=244.30 0.00

TRINITY_DN44356_c0_g3sp|Q9FNY4|DPOLL_ARATHPOLL DNA polymerase lambda OS=Arabidopsis thaliana GN=POLL PE=1 SV=144.30 0.00

TRINITY_DN45388_c0_g1sp|Q1LVN8|SELO_DANREselo Selenoprotein O OS=Danio rerio GN=selo PE=3 SV=244.30 0.00

TRINITY_DN45532_c1_g1sp|P46436|GST1_ASCSUGST1 Glutathione S-transferase 1 OS=Ascaris suum GN=GST1 PE=1 SV=344.30 0.00

TRINITY_DN45754_c0_g1sp|Q8BIQ5|CSTF2_MOUSECstf2 Cleavage stimulation factor subunit 2 OS=Mus musculus GN=Cstf2 PE=1 SV=244.30 0.00

TRINITY_DN46651_c0_g3sp|Q54WS9|Y9461_DICDIDDB_G0279461Probable protein phosphatase DDB_G0279461 OS=Dictyostelium discoideum GN=DDB_G0279461 PE=3 SV=244.30 0.00

TRINITY_DN47265_c0_g2sp|Q9SJT1|SAE2_ARATHSAE2 SUMO-activating enzyme subunit 2 OS=Arabidopsis thaliana GN=SAE2 PE=1 SV=144.30 0.00

TRINITY_DN47869_c1_g1sp|Q9FZ06|KINUA_ARATHKINUA Kinesin-like protein KIN-UA OS=Arabidopsis thaliana GN=KINUA PE=1 SV=144.30 0.00

TRINITY_DN47950_c0_g4sp|Q9FM04|GDL88_ARATHAt5g62930GDSL esterase/lipase At5g62930 OS=Arabidopsis thaliana GN=At5g62930 PE=2 SV=344.30 0.00

TRINITY_DN48447_c0_g1sp|Q9SL76|P2C19_ARATHAt2g20050/At2g20040Protein phosphatase 2C and cyclic nucleotide-binding/kinase domain-containing protein OS=Arabidopsis thaliana GN=At2g20050/At2g20040 PE=2 SV=244.30 0.00

TRINITY_DN48466_c0_g2sp|Q8S4F6|SQD2_ARATHSQD2 Sulfoquinovosyl transferase SQD2 OS=Arabidopsis thaliana GN=SQD2 PE=1 SV=144.30 0.00

TRINITY_DN49210_c2_g4sp|Q9FWR2|AVPX_ARATHAVPL2 Pyrophosphate-energized membrane proton pump 3 OS=Arabidopsis thaliana GN=AVPL2 PE=3 SV=144.30 0.00

TRINITY_DN49301_c0_g2sp|Q54I89|RENT1_DICDIupf1 Regulator of nonsense transcripts 1 OS=Dictyostelium discoideum GN=upf1 PE=3 SV=144.30 0.00

TRINITY_DN49797_c0_g1sp|Q5W6G0|MAN5_ORYSJMAN5 Putative mannan endo-1,4-beta-mannosidase 5 OS=Oryza sativa subsp. japonica GN=MAN5 PE=2 SV=244.30 0.00

TRINITY_DN50801_c1_g1sp|F4HTM3|GCS1_ARATHGCS1 Mannosyl-oligosaccharide glucosidase GCS1 OS=Arabidopsis thaliana GN=GCS1 PE=1 SV=144.30 0.00

TRINITY_DN50920_c0_g2sp|P93647|LONP2_MAIZELON1 Lon protease homolog 2, peroxisomal OS=Zea mays GN=LON1 PE=2 SV=144.30 0.00

TRINITY_DN51419_c0_g2sp|Q28I38|DJB14_XENTRdnajb14 DnaJ homolog subfamily B member 14 OS=Xenopus tropicalis GN=dnajb14 PE=2 SV=144.30 0.00

TRINITY_DN51579_c0_g2sp|Q8S929|ATG4A_ARATHATG4A Cysteine protease ATG4a OS=Arabidopsis thaliana GN=ATG4A PE=2 SV=144.30 0.00

TRINITY_DN51706_c0_g1sp|Q9LFS8|SMC5_ARATHSMC5 Structural maintenance of chromosomes protein 5 OS=Arabidopsis thaliana GN=SMC5 PE=2 SV=144.30 0.00

TRINITY_DN51874_c0_g5sp|Q9STL4|CEP2_ARATHCEP2 KDEL-tailed cysteine endopeptidase CEP2 OS=Arabidopsis thaliana GN=CEP2 PE=1 SV=144.30 0.00

TRINITY_DN51945_c0_g2sp|Q7XA72|AB21G_ARATHABCG21 ABC transporter G family member 21 OS=Arabidopsis thaliana GN=ABCG21 PE=2 SV=244.30 0.00

TRINITY_DN52268_c1_g1sp|Q9LYA9|CP41A_ARATHCSP41A Chloroplast stem-loop binding protein of 41 kDa a, chloroplastic OS=Arabidopsis thaliana GN=CSP41A PE=1 SV=144.30 0.00

TRINITY_DN52425_c1_g5sp|Q9P2H3|IFT80_HUMANIFT80 Intraflagellar transport protein 80 homolog OS=Homo sapiens GN=IFT80 PE=1 SV=344.30 0.00

TRINITY_DN53760_c0_g1sp|B2B3L4|MKAR_PODANPa_6_6580Very-long-chain 3-oxoacyl-CoA reductase OS=Podospora anserina (strain S / ATCC MYA-4624 / DSM 980 / FGSC 10383) GN=Pa_6_6580 PE=3 SV=244.30 0.00

TRINITY_DN19966_c0_g1sp|P40527|ATC7_YEASTNEO1 Probable phospholipid-transporting ATPase NEO1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NEO1 PE=1 SV=144.20 0.00

TRINITY_DN27130_c0_g1sp|Q58EB4|HIBCH_DANREhibch 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Danio rerio GN=hibch PE=2 SV=144.20 0.00

TRINITY_DN30026_c0_g1sp|Q2TA14|PCP_BOVINPRCP Lysosomal Pro-X carboxypeptidase OS=Bos taurus GN=PRCP PE=2 SV=144.20 0.00

TRINITY_DN30821_c0_g1sp|Q149F1|RUSD2_MOUSERpusd2 RNA pseudouridylate synthase domain-containing protein 2 OS=Mus musculus GN=Rpusd2 PE=1 SV=244.20 0.00

TRINITY_DN30967_c0_g2sp|Q8LGU1|AB8C_ARATHABCC8 ABC transporter C family member 8 OS=Arabidopsis thaliana GN=ABCC8 PE=2 SV=344.20 0.00

TRINITY_DN31079_c0_g1sp|P45377|ALD2_MOUSEAkr1b8 Aldose reductase-related protein 2 OS=Mus musculus GN=Akr1b8 PE=1 SV=244.20 0.00

TRINITY_DN31500_c0_g3sp|Q6GLM5|DESI1_XENLAdesi1 Desumoylating isopeptidase 1 OS=Xenopus laevis GN=desi1 PE=2 SV=144.20 0.00

TRINITY_DN34314_c0_g1sp|Q2RAC5|CCT13_ORYSJCYCT1-3 Cyclin-T1-3 OS=Oryza sativa subsp. japonica GN=CYCT1-3 PE=3 SV=244.20 0.00

TRINITY_DN35094_c0_g4sp|Q54U87|DHKA_DICDIdhkA Hybrid signal transduction histidine kinase A OS=Dictyostelium discoideum GN=dhkA PE=1 SV=144.20 0.00



TRINITY_DN35383_c0_g9sp|P37198|NUP62_HUMANNUP62 Nuclear pore glycoprotein p62 OS=Homo sapiens GN=NUP62 PE=1 SV=344.20 0.00

TRINITY_DN35622_c0_g1sp|Q8T1C6|GNT1_DICDIgnt1 [Skp1-protein]-hydroxyproline N-acetylglucosaminyltransferase OS=Dictyostelium discoideum GN=gnt1 PE=1 SV=244.20 0.00

TRINITY_DN35992_c0_g4sp|Q16706|MA2A1_HUMANMAN2A1 Alpha-mannosidase 2 OS=Homo sapiens GN=MAN2A1 PE=1 SV=244.20 0.00

TRINITY_DN36034_c0_g1sp|P22307|NLTP_HUMANSCP2 Non-specific lipid-transfer protein OS=Homo sapiens GN=SCP2 PE=1 SV=244.20 0.00

TRINITY_DN36329_c0_g6sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=144.20 0.00

TRINITY_DN36345_c0_g6sp|O08547|SC22B_MOUSESec22b Vesicle-trafficking protein SEC22b OS=Mus musculus GN=Sec22b PE=1 SV=344.20 0.00

TRINITY_DN36680_c0_g3sp|Q9H9J4|UBP42_HUMANUSP42 Ubiquitin carboxyl-terminal hydrolase 42 OS=Homo sapiens GN=USP42 PE=1 SV=344.20 0.00

TRINITY_DN36876_c0_g4sp|Q54YG9|TCEA1_DICDItcea1 Transcription elongation factor A protein 1 OS=Dictyostelium discoideum GN=tcea1 PE=3 SV=144.20 0.00

TRINITY_DN37012_c1_g4sp|Q941R4|GONS1_ARATHGONST1 GDP-mannose transporter GONST1 OS=Arabidopsis thaliana GN=GONST1 PE=1 SV=244.20 0.00

TRINITY_DN37218_c0_g2sp|Q5XIY6|VTC1B_DANREatp6v1c1bV-type proton ATPase subunit C 1-B OS=Danio rerio GN=atp6v1c1b PE=2 SV=144.20 0.00

TRINITY_DN37356_c1_g3sp|Q54MV7|NDUAC_DICDIndufa12 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 12 OS=Dictyostelium discoideum GN=ndufa12 PE=2 SV=244.20 0.00

TRINITY_DN37555_c0_g3sp|Q943Z6|SRP19_ARATHSRP19 Signal recognition particle 19 kDa protein OS=Arabidopsis thaliana GN=SRP19 PE=1 SV=144.20 0.00

TRINITY_DN37763_c0_g1sp|Q9UG56|PISD_HUMANPISD Phosphatidylserine decarboxylase proenzyme, mitochondrial OS=Homo sapiens GN=PISD PE=2 SV=444.20 0.00

TRINITY_DN38155_c0_g1sp|C5PCN6|DPEP2_COCP7CPC735_014430Putative dipeptidase CPC735_014430 OS=Coccidioides posadasii (strain C735) GN=CPC735_014430 PE=3 SV=144.20 0.00

TRINITY_DN38256_c0_g6sp|P42525|ERK1_DICDIerkA Extracellular signal-regulated kinase 1 OS=Dictyostelium discoideum GN=erkA PE=2 SV=244.20 0.00

TRINITY_DN38451_c0_g2sp|Q8LFQ6|GRXC4_ARATHGRXC4 Glutaredoxin-C4 OS=Arabidopsis thaliana GN=GRXC4 PE=2 SV=244.20 0.00

TRINITY_DN38534_c1_g1sp|Q9LZD4|RAE1D_ARATHRABE1D Ras-related protein RABE1d OS=Arabidopsis thaliana GN=RABE1D PE=1 SV=144.20 0.00

TRINITY_DN38564_c0_g4sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=244.20 0.00

TRINITY_DN38783_c0_g2sp|P32794|AFG2_YEASTAFG2 ATPase family gene 2 protein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AFG2 PE=1 SV=144.20 0.00

TRINITY_DN39468_c0_g4sp|O07130|REGX3_MYCBOregX3 Sensory transduction protein regX3 OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=regX3 PE=3 SV=244.20 0.00

TRINITY_DN39554_c0_g1sp|Q5F450|PAN2_CHICKPAN2 PAB-dependent poly(A)-specific ribonuclease subunit PAN2 OS=Gallus gallus GN=PAN2 PE=2 SV=144.20 0.00

TRINITY_DN39572_c1_g3sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=444.20 0.00

TRINITY_DN40231_c1_g6sp|Q8S9H7|DIV_ANTMADIVARICATATranscription factor DIVARICATA OS=Antirrhinum majus GN=DIVARICATA PE=2 SV=144.20 0.00

TRINITY_DN40609_c0_g1sp|Q9VBX1|NEMF_DROMEClbn Nuclear export mediator factor NEMF homolog OS=Drosophila melanogaster GN=Clbn PE=1 SV=244.20 0.00

TRINITY_DN40610_c0_g1sp|P41915|RAN_TETTH- GTP-binding nuclear protein Ran OS=Tetrahymena thermophila PE=2 SV=144.20 0.00

TRINITY_DN40868_c0_g1sp|B8BM17|KPYC2_ORYSIOsI_37456Pyruvate kinase 2, cytosolic OS=Oryza sativa subsp. indica GN=OsI_37456 PE=3 SV=144.20 0.00

TRINITY_DN41243_c0_g1sp|Q2HJ98|FAHD1_BOVINFAHD1 Acylpyruvase FAHD1, mitochondrial OS=Bos taurus GN=FAHD1 PE=2 SV=144.20 0.00

TRINITY_DN41688_c1_g5sp|Q8AWW4|RN128_XENLArnf128 E3 ubiquitin-protein ligase RNF128 OS=Xenopus laevis GN=rnf128 PE=2 SV=244.20 0.00

TRINITY_DN41942_c0_g1sp|Q70I53|HDAH_ALCSDhdaH Histone deacetylase-like amidohydrolase OS=Alcaligenes sp. (strain DSM 11172) GN=hdaH PE=1 SV=344.20 0.00

TRINITY_DN41953_c0_g1sp|Q460N3|PAR15_HUMANPARP15 Poly [ADP-ribose] polymerase 15 OS=Homo sapiens GN=PARP15 PE=1 SV=244.20 0.00

TRINITY_DN43118_c1_g4sp|A8JBB2|PESC_CHLRECHLREDRAFT_206018Pescadillo homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_206018 PE=3 SV=144.20 0.00

TRINITY_DN43178_c0_g2sp|Q9D0I6|WSDU1_MOUSEWdsub1 WD repeat, SAM and U-box domain-containing protein 1 OS=Mus musculus GN=Wdsub1 PE=2 SV=144.20 0.00

TRINITY_DN44022_c0_g7sp|Q9LTD8|Y5279_ARATHCBSDUF5 DUF21 domain-containing protein At5g52790 OS=Arabidopsis thaliana GN=CBSDUF5 PE=2 SV=244.20 0.00

TRINITY_DN44072_c0_g1sp|Q54BU4|ABCB1_DICDIabcB1 ABC transporter B family member 1 OS=Dictyostelium discoideum GN=abcB1 PE=3 SV=144.20 0.00

TRINITY_DN44384_c0_g1sp|Q94AQ6|SIR4_ARATHSRT2 NAD-dependent protein deacylase SRT2 OS=Arabidopsis thaliana GN=SRT2 PE=2 SV=144.20 0.00

TRINITY_DN44474_c0_g1sp|Q12618|ACO1_AJECAOLE1 Acyl-CoA desaturase OS=Ajellomyces capsulatus GN=OLE1 PE=1 SV=144.20 0.00

TRINITY_DN44489_c0_g7sp|Q40723|RLGP2_ORYSJRGP2 Ras-related protein RGP2 OS=Oryza sativa subsp. japonica GN=RGP2 PE=2 SV=244.20 0.00

TRINITY_DN44638_c0_g4sp|Q54N83|SYLC_DICDIleuS Leucine--tRNA ligase, cytoplasmic OS=Dictyostelium discoideum GN=leuS PE=3 SV=144.20 0.00

TRINITY_DN44727_c0_g5sp|A2YH41|ATR_ORYSIOsI_023634Serine/threonine-protein kinase ATR OS=Oryza sativa subsp. indica GN=OsI_023634 PE=3 SV=244.20 0.00

TRINITY_DN44888_c0_g1sp|Q8RWB1|SRL1_ARATHSRL1 Pre-mRNA splicing factor SR-like 1 OS=Arabidopsis thaliana GN=SRL1 PE=1 SV=144.20 0.00

TRINITY_DN44918_c0_g1sp|B8DZS1|ISCS_DICTDiscS Cysteine desulfurase IscS OS=Dictyoglomus turgidum (strain Z-1310 / DSM 6724) GN=iscS PE=3 SV=144.20 0.00

TRINITY_DN45085_c0_g1sp|Q3SX07|PUS3_BOVINPUS3 tRNA pseudouridine(38/39) synthase OS=Bos taurus GN=PUS3 PE=2 SV=144.20 0.00

TRINITY_DN46017_c0_g2sp|Q9VWV8|NOSIP_DROMECG6179 Nitric oxide synthase-interacting protein homolog OS=Drosophila melanogaster GN=CG6179 PE=3 SV=144.20 0.00

TRINITY_DN46129_c1_g4sp|Q86CS2|ATG1_DICDIatg1 Serine/threonine-protein kinase atg1 OS=Dictyostelium discoideum GN=atg1 PE=3 SV=144.20 0.00

TRINITY_DN46185_c0_g4sp|Q96GF1|RN185_HUMANRNF185 E3 ubiquitin-protein ligase RNF185 OS=Homo sapiens GN=RNF185 PE=1 SV=144.20 0.00

TRINITY_DN46241_c0_g2sp|P53999|TCP4_HUMANSUB1 Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens GN=SUB1 PE=1 SV=344.20 0.00

TRINITY_DN46840_c0_g1sp|Q7XA48|DODA_PORGRDODA 4,5-DOPA dioxygenase extradiol OS=Portulaca grandiflora GN=DODA PE=1 SV=144.20 0.00

TRINITY_DN47012_c0_g5sp|Q6C4D4|DBP2_YARLIDBP2 ATP-dependent RNA helicase DBP2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=DBP2 PE=3 SV=144.20 0.00

TRINITY_DN47212_c1_g6sp|P54310|LIPS_MOUSELipe Hormone-sensitive lipase OS=Mus musculus GN=Lipe PE=1 SV=244.20 0.00

TRINITY_DN47378_c0_g2sp|B9FDB8|ALN_ORYSJALN Probable allantoinase OS=Oryza sativa subsp. japonica GN=ALN PE=2 SV=144.20 0.00

TRINITY_DN48780_c1_g1sp|Q69LE7|PNP1_ORYSJPNP1 Probable polyribonucleotide nucleotidyltransferase 1, chloroplastic OS=Oryza sativa subsp. japonica GN=PNP1 PE=2 SV=144.20 0.00

TRINITY_DN49003_c0_g3sp|Q9M364|ATX3_ARATHATX3 Histone-lysine N-methyltransferase ATX3 OS=Arabidopsis thaliana GN=ATX3 PE=2 SV=244.20 0.00

TRINITY_DN50554_c0_g1sp|Q54DR1|FDFT_DICDIfdfT Squalene synthase OS=Dictyostelium discoideum GN=fdfT PE=3 SV=144.20 0.00

TRINITY_DN51007_c0_g1sp|Q9KWU4|PYC_BACSUpyc Pyruvate carboxylase OS=Bacillus subtilis (strain 168) GN=pyc PE=3 SV=144.20 0.00

TRINITY_DN51024_c0_g1sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=244.20 0.00

TRINITY_DN51891_c2_g3sp|G5EE01|PTEN_CAEELdaf-18 Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase daf-18 OS=Caenorhabditis elegans GN=daf-18 PE=1 SV=144.20 0.00



TRINITY_DN52285_c2_g1sp|P0C5A3|DPNP_ORYSA- 3'(2'),5'-bisphosphate nucleotidase OS=Oryza sativa PE=2 SV=144.20 0.00

TRINITY_DN52368_c2_g1sp|P25870|CLH_DICDIchcA Clathrin heavy chain OS=Dictyostelium discoideum GN=chcA PE=1 SV=144.20 0

TRINITY_DN23138_c0_g1sp|O24466|RAE1A_ARATHRABE1A Ras-related protein RABE1a OS=Arabidopsis thaliana GN=RABE1A PE=1 SV=144.10 0.00

TRINITY_DN23993_c0_g2sp|Q9VIK9|MET13_DROMECG2614 Methyltransferase-like protein 13 OS=Drosophila melanogaster GN=CG2614 PE=2 SV=144.10 0.00

TRINITY_DN28343_c0_g1sp|Q8R1F6|HID1_MOUSEHid1 Protein HID1 OS=Mus musculus GN=Hid1 PE=1 SV=144.10 0.00

TRINITY_DN30063_c0_g1sp|P53441|CATR_NAEGRCTN Caltractin OS=Naegleria gruberi GN=CTN PE=2 SV=144.10 0.00

TRINITY_DN30554_c0_g2sp|Q5AHA0|CHK1_CANALCHK1 Histidine protein kinase 1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=CHK1 PE=2 SV=144.10 0.00

TRINITY_DN31677_c0_g1sp|Q54M40|PIGC_DICDIpigC Putative phosphatidylinositol N-acetylglucosaminyltransferase subunit C OS=Dictyostelium discoideum GN=pigC PE=3 SV=144.10 0.00

TRINITY_DN31742_c0_g2sp|Q9FR53|TOR_ARATHTOR Serine/threonine-protein kinase TOR OS=Arabidopsis thaliana GN=TOR PE=1 SV=144.10 0.00

TRINITY_DN3266_c0_g1sp|D3Z6P0|PDIA2_MOUSEPdia2 Protein disulfide-isomerase A2 OS=Mus musculus GN=Pdia2 PE=1 SV=144.10 0.00

TRINITY_DN32746_c0_g1sp|Q9UST8|RNH1_SCHPOrnh1 Ribonuclease H OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rnh1 PE=1 SV=144.10 0.00

TRINITY_DN32847_c0_g1sp|Q0CCY0|GEDE_ASPTNgedE Glutathione S-transferase-like protein gedE OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=gedE PE=1 SV=144.10 0.00

TRINITY_DN33661_c0_g1sp|B5XAM2|ICT1_SALSAmrpl58 Peptidyl-tRNA hydrolase ICT1, mitochondrial OS=Salmo salar GN=mrpl58 PE=2 SV=144.10 0.00

TRINITY_DN33943_c0_g5sp|P47788|THOP1_PIGTHOP1 Thimet oligopeptidase OS=Sus scrofa GN=THOP1 PE=2 SV=244.10 0.00

TRINITY_DN34067_c0_g1sp|B9G3M6|KN7I_ORYSJKIN7I Kinesin-like protein KIN-7I OS=Oryza sativa subsp. japonica GN=KIN7I PE=2 SV=244.10 0.00

TRINITY_DN34654_c0_g2sp|Q9SF91|RAE1E_ARATHRABE1E Ras-related protein RABE1e OS=Arabidopsis thaliana GN=RABE1E PE=1 SV=144.10 0.00

TRINITY_DN34733_c0_g2sp|P91660|L259_DROMEl(2)03659Probable multidrug resistance-associated protein lethal(2)03659 OS=Drosophila melanogaster GN=l(2)03659 PE=2 SV=444.10 0.00

TRINITY_DN35435_c0_g2sp|Q95VZ3|CARML_DICDIcarmil Protein CARMIL OS=Dictyostelium discoideum GN=carmil PE=1 SV=144.10 0.00

TRINITY_DN36242_c0_g2sp|Q8C1A9|ABD18_MOUSEAbhd18 Protein ABHD18 OS=Mus musculus GN=Abhd18 PE=2 SV=144.10 0.00

TRINITY_DN36331_c0_g1sp|B0SHH1|DEF_LEPBAdef Peptide deformylase OS=Leptospira biflexa serovar Patoc (strain Patoc 1 / Ames) GN=def PE=3 SV=144.10 0.00

TRINITY_DN36403_c1_g11sp|Q8H852|COPG1_ORYSJOs03g0227000Coatomer subunit gamma-1 OS=Oryza sativa subsp. japonica GN=Os03g0227000 PE=2 SV=244.10 0.00

TRINITY_DN37016_c0_g3sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=144.10 0.00

TRINITY_DN38551_c0_g1sp|Q15024|EXOS7_HUMANEXOSC7 Exosome complex component RRP42 OS=Homo sapiens GN=EXOSC7 PE=1 SV=344.10 0.00

TRINITY_DN38981_c0_g1sp|Q6I628|PSS2_ORYSJPSS2 CDP-diacylglycerol--serine O-phosphatidyltransferase 2 OS=Oryza sativa subsp. japonica GN=PSS2 PE=2 SV=244.10 0.00

TRINITY_DN39886_c0_g1sp|F4J7A7|PPD7_ARATHPPD7 PsbP domain-containing protein 7, chloroplastic OS=Arabidopsis thaliana GN=PPD7 PE=2 SV=144.10 0.00

TRINITY_DN40489_c0_g1sp|Q58429|Y1023_METJAMJ1023 Uncharacterized ABC transporter ATP-binding protein MJ1023 OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ1023 PE=3 SV=144.10 0.00

TRINITY_DN40827_c1_g3sp|P11348|DHPR_RATQdpr Dihydropteridine reductase OS=Rattus norvegicus GN=Qdpr PE=1 SV=144.10 0.00

TRINITY_DN41558_c0_g5sp|O22494|GSHB_SOLLCGSH2 Glutathione synthetase, chloroplastic OS=Solanum lycopersicum GN=GSH2 PE=2 SV=144.10 0.00

TRINITY_DN41609_c0_g9sp|Q10452|GSK3_SCHPOgsk3 Protein kinase gsk3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gsk3 PE=1 SV=344.10 0.00

TRINITY_DN41796_c1_g3sp|Q8RWH8|NIPA9_ARATHAt5g11960Probable magnesium transporter NIPA9 OS=Arabidopsis thaliana GN=At5g11960 PE=2 SV=144.10 0.00

TRINITY_DN42061_c0_g8sp|P35084|RPB1_DICDIpolr2a DNA-directed RNA polymerase II subunit rpb1 OS=Dictyostelium discoideum GN=polr2a PE=2 SV=244.10 0

TRINITY_DN42305_c0_g1sp|P02585|TNNC2_HUMANTNNC2 Troponin C, skeletal muscle OS=Homo sapiens GN=TNNC2 PE=1 SV=244.10 0.00

TRINITY_DN43106_c1_g7sp|O67611|ACP_AQUAEacpP Acyl carrier protein OS=Aquifex aeolicus (strain VF5) GN=acpP PE=1 SV=144.10 0.00

TRINITY_DN43297_c0_g1sp|O00910|STATA_DICDIdstA Signal transducer and activator of transcription A OS=Dictyostelium discoideum GN=dstA PE=1 SV=144.10 0.00

TRINITY_DN43873_c0_g1sp|Q8VXZ7|AGAL3_ARATHAGAL3 Alpha-galactosidase 3 OS=Arabidopsis thaliana GN=AGAL3 PE=1 SV=144.10 0.00

TRINITY_DN44206_c0_g3sp|Q96AJ1|CLUA1_HUMANCLUAP1 Clusterin-associated protein 1 OS=Homo sapiens GN=CLUAP1 PE=1 SV=444.10 0.00

TRINITY_DN44477_c0_g1sp|A7SWH1|PESC_NEMVEv1g194255Pescadillo homolog OS=Nematostella vectensis GN=v1g194255 PE=3 SV=144.10 0.00

TRINITY_DN44991_c0_g2sp|A0JPQ9|CHID1_RATChid1 Chitinase domain-containing protein 1 OS=Rattus norvegicus GN=Chid1 PE=2 SV=244.10 0.00

TRINITY_DN45063_c3_g2sp|Q9FLB6|PR1B3_ARATHPRA1B3 PRA1 family protein B3 OS=Arabidopsis thaliana GN=PRA1B3 PE=1 SV=144.10 0.00

TRINITY_DN45150_c1_g2sp|Q9S7L2|MYB98_ARATHMYB98 Transcription factor MYB98 OS=Arabidopsis thaliana GN=MYB98 PE=2 SV=144.10 0.00

TRINITY_DN45261_c0_g3sp|Q54P40|ISCA2_DICDIisca2 Iron-sulfur cluster assembly 2 homolog, mitochondrial OS=Dictyostelium discoideum GN=isca2 PE=3 SV=144.10 0.00

TRINITY_DN45444_c0_g3sp|Q3T0X9|DPOD4_BOVINPOLD4 DNA polymerase delta subunit 4 OS=Bos taurus GN=POLD4 PE=1 SV=144.10 0.00

TRINITY_DN45509_c1_g1sp|F4JVA9|SFH2_ARATHSFH2 Phosphatidylinositol/phosphatidylcholine transfer protein SFH2 OS=Arabidopsis thaliana GN=SFH2 PE=2 SV=144.10 0.00

TRINITY_DN45721_c0_g1sp|Q12618|ACO1_AJECAOLE1 Acyl-CoA desaturase OS=Ajellomyces capsulatus GN=OLE1 PE=1 SV=144.10 0.00

TRINITY_DN45847_c0_g1sp|Q9U641|CMFB_DICDIcmfB Conditioned medium factor receptor 1 OS=Dictyostelium discoideum GN=cmfB PE=1 SV=144.10 0.00

TRINITY_DN46054_c1_g3sp|Q8LG98|OTUBL_ARATHAt1g28120Ubiquitin thioesterase otubain-like OS=Arabidopsis thaliana GN=At1g28120 PE=2 SV=244.10 0.00

TRINITY_DN46198_c0_g4sp|A2QPC3|EGLB_ASPNCeglB Probable endo-beta-1,4-glucanase B OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=eglB PE=3 SV=144.10 0.00

TRINITY_DN46210_c1_g1sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=144.10 0.00

TRINITY_DN46358_c0_g1sp|Q91V37|VATO_MOUSEAtp6v0b V-type proton ATPase 21 kDa proteolipid subunit OS=Mus musculus GN=Atp6v0b PE=1 SV=144.10 0.00

TRINITY_DN46747_c0_g1sp|Q00539|NAM8_YEASTNAM8 Protein NAM8 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NAM8 PE=1 SV=244.10 0.00

TRINITY_DN46761_c0_g2sp|P09226|CB25_TETTH- 25 kDa calcium-binding protein OS=Tetrahymena thermophila PE=1 SV=244.10 0.00

TRINITY_DN46940_c0_g3sp|F4I933|STR8_ARATHSTR8 Rhodanese-like domain-containing protein 8, chloroplastic OS=Arabidopsis thaliana GN=STR8 PE=2 SV=144.10 0.00

TRINITY_DN47288_c2_g1sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=144.10 0.00

TRINITY_DN47511_c0_g3sp|B8APK3|MRS2A_ORYSIMRS2-A Magnesium transporter MRS2-A, chloroplastic OS=Oryza sativa subsp. indica GN=MRS2-A PE=3 SV=144.10 0.00

TRINITY_DN47935_c0_g1sp|Q6PDS3|SARM1_MOUSESarm1 Sterile alpha and TIR motif-containing protein 1 OS=Mus musculus GN=Sarm1 PE=1 SV=144.10 0.00

TRINITY_DN48454_c0_g5sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=244.10 0.00



TRINITY_DN48615_c0_g3sp|Q54GC1|DGAT2_DICDIdgat2 Diacylglycerol O-acyltransferase 2 OS=Dictyostelium discoideum GN=dgat2 PE=3 SV=144.10 0.00

TRINITY_DN49522_c2_g1sp|Q6NWJ4|DNJC2_DANREdnajc2 DnaJ homolog subfamily C member 2 OS=Danio rerio GN=dnajc2 PE=2 SV=144.10 0.00

TRINITY_DN52047_c0_g1sp|Q19187|GCY12_CAEELgcy-12 Receptor-type guanylate cyclase gcy-12 OS=Caenorhabditis elegans GN=gcy-12 PE=1 SV=344.10 0.00

TRINITY_DN53486_c0_g1sp|Q4UB16|RAB1_THEANrab1 Ras-related protein Rab-1 OS=Theileria annulata GN=rab1 PE=3 SV=144.10 0.00

TRINITY_DN6205_c0_g1sp|P29691|EF2_CAEELeef-2 Elongation factor 2 OS=Caenorhabditis elegans GN=eef-2 PE=2 SV=444.10 0.00

TRINITY_DN23509_c0_g1sp|Q3SZN5|DPOE3_BOVINPOLE3 DNA polymerase epsilon subunit 3 OS=Bos taurus GN=POLE3 PE=2 SV=144.00 0.00

TRINITY_DN23523_c0_g1sp|Q54Z08|SYF1_DICDIxab2 Pre-mRNA-splicing factor SYF1 OS=Dictyostelium discoideum GN=xab2 PE=3 SV=144.00 0.00

TRINITY_DN26038_c0_g1sp|P20136|GSTM2_CHICKGSTM2 Glutathione S-transferase 2 OS=Gallus gallus GN=GSTM2 PE=1 SV=444.00 0.00

TRINITY_DN27098_c0_g1sp|Q02099|RAD3_SCHPOrad3 Protein kinase rad3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rad3 PE=1 SV=244.00 0.00

TRINITY_DN27615_c0_g1sp|Q01780|EXOSX_HUMANEXOSC10 Exosome component 10 OS=Homo sapiens GN=EXOSC10 PE=1 SV=244.00 0.00

TRINITY_DN28048_c0_g1sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=144.00 0.00

TRINITY_DN28754_c0_g1sp|Q39580|DYL1_CHLRE- Dynein 8 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=144.00 0.00

TRINITY_DN28895_c0_g1sp|Q0DJS1|TOR_ORYSJTOR Serine/threonine-protein kinase TOR OS=Oryza sativa subsp. japonica GN=TOR PE=2 SV=344.00 0.00

TRINITY_DN29089_c0_g1sp|Q86JJ5|RPB11_DICDIpolr2j DNA-directed RNA polymerase II subunit rpb11 OS=Dictyostelium discoideum GN=polr2j PE=3 SV=144.00 0.00

TRINITY_DN30457_c0_g2sp|Q8N4J0|CARME_HUMANCARNMT1 Carnosine N-methyltransferase OS=Homo sapiens GN=CARNMT1 PE=1 SV=144.00 0.00

TRINITY_DN30571_c0_g3sp|Q96MM6|HS12B_HUMANHSPA12B Heat shock 70 kDa protein 12B OS=Homo sapiens GN=HSPA12B PE=1 SV=244.00 0.00

TRINITY_DN32175_c0_g1sp|O08700|VPS45_RATVps45 Vacuolar protein sorting-associated protein 45 OS=Rattus norvegicus GN=Vps45 PE=1 SV=144.00 0.00

TRINITY_DN32591_c0_g1sp|Q9LXT3|MBF1B_ARATHMBF1B Multiprotein-bridging factor 1b OS=Arabidopsis thaliana GN=MBF1B PE=2 SV=144.00 0.00

TRINITY_DN32674_c0_g3sp|P49102|NIA3_MAIZE- Nitrate reductase [NADH] 3 OS=Zea mays PE=3 SV=144.00 0.00

TRINITY_DN34151_c0_g1sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=244.00 0.00

TRINITY_DN34740_c0_g1sp|Q754V2|ERT1_ASHGOERT1 Transcription activator of gluconeogenesis ERT1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=ERT1 PE=3 SV=244.00 0.00

TRINITY_DN34757_c0_g1sp|Q10344|TCTP_SCHPOp23fy Translationally-controlled tumor protein homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=p23fy PE=1 SV=144.00 0.00

TRINITY_DN34987_c0_g5sp|Q08DT6|RM47_BOVINMRPL47 39S ribosomal protein L47, mitochondrial OS=Bos taurus GN=MRPL47 PE=2 SV=144.00 0.00

TRINITY_DN35079_c0_g4sp|F4I2H2|CHR9_ARATHSWI2 Switch 2 OS=Arabidopsis thaliana GN=SWI2 PE=3 SV=144.00 0.00

TRINITY_DN35557_c0_g1sp|P01103|MYB_CHICKMYB Transcriptional activator Myb OS=Gallus gallus GN=MYB PE=1 SV=144.00 0.00

TRINITY_DN35833_c0_g2sp|Q84ME1|LUL3_ARATHLUL3 Probable E3 ubiquitin-protein ligase LUL3 OS=Arabidopsis thaliana GN=LUL3 PE=1 SV=144.00 0.00

TRINITY_DN35952_c0_g2sp|O16259|STIP1_CAEELsti-1 Stress-induced-phosphoprotein 1 OS=Caenorhabditis elegans GN=sti-1 PE=1 SV=144.00 0.00

TRINITY_DN36477_c0_g1sp|Q9ZST4|GLNB_ARATHGLB1 Nitrogen regulatory protein P-II homolog OS=Arabidopsis thaliana GN=GLB1 PE=1 SV=144.00 0.00

TRINITY_DN36509_c1_g5sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=144.00 0.00

TRINITY_DN36840_c0_g9sp|Q6EEF3|TTLL5_CHLAETTLL5 Tubulin polyglutamylase TTLL5 OS=Chlorocebus aethiops GN=TTLL5 PE=2 SV=244.00 0.00

TRINITY_DN37099_c0_g7sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=144.00 0.00

TRINITY_DN37101_c0_g2sp|O94903|PROSC_HUMANPROSC Proline synthase co-transcribed bacterial homolog protein OS=Homo sapiens GN=PROSC PE=1 SV=144.00 0.00

TRINITY_DN37148_c0_g7sp|Q5T0N1|CFA70_HUMANCFAP70 Cilia- and flagella-associated protein 70 OS=Homo sapiens GN=CFAP70 PE=2 SV=344.00 0.00

TRINITY_DN38353_c0_g7sp|Q6QHF9|PAOX_HUMANPAOX Peroxisomal N(1)-acetyl-spermine/spermidine oxidase OS=Homo sapiens GN=PAOX PE=1 SV=344.00 0.00

TRINITY_DN38541_c0_g1sp|A4IIY2|TPPP3_XENTRtppp3 Tubulin polymerization-promoting protein family member 3 OS=Xenopus tropicalis GN=tppp3 PE=2 SV=144.00 0.00

TRINITY_DN38768_c0_g7sp|P10056|PAPA3_CARPA- Caricain OS=Carica papaya PE=1 SV=244.00 0.00

TRINITY_DN38771_c0_g2sp|Q9P2D6|F135A_HUMANFAM135A Protein FAM135A OS=Homo sapiens GN=FAM135A PE=1 SV=244.00 0.00

TRINITY_DN38796_c1_g2sp|Q9FGK9|MAG5_ARATHMAG5 Protein transport protein SEC16A homolog OS=Arabidopsis thaliana GN=MAG5 PE=1 SV=144.00 0.00

TRINITY_DN38977_c0_g2sp|B6JET4|RL4_OLICOrplD 50S ribosomal protein L4 OS=Oligotropha carboxidovorans (strain ATCC 49405 / DSM 1227 / KCTC 32145 / OM5) GN=rplD PE=3 SV=144.00 0.00

TRINITY_DN39598_c0_g5sp|Q2HJE4|UBP15_BOVINUSP15 Ubiquitin carboxyl-terminal hydrolase 15 OS=Bos taurus GN=USP15 PE=2 SV=144.00 0.00

TRINITY_DN40013_c0_g2sp|Q9UBR2|CATZ_HUMANCTSZ Cathepsin Z OS=Homo sapiens GN=CTSZ PE=1 SV=144.00 0.00

TRINITY_DN40573_c0_g5sp|A3LUX6|FM521_PICSTFMP521 Protein FMP52-1, mitochondrial OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=FMP521 PE=3 SV=144.00 0.00

TRINITY_DN41182_c0_g2sp|Q96PV6|LENG8_HUMANLENG8 Leukocyte receptor cluster member 8 OS=Homo sapiens GN=LENG8 PE=1 SV=244.00 0.00

TRINITY_DN41192_c0_g5sp|Q650T9|RH7_ORYSJOs09g0520700DEAD-box ATP-dependent RNA helicase 7 OS=Oryza sativa subsp. japonica GN=Os09g0520700 PE=2 SV=144.00 0.00

TRINITY_DN41434_c0_g1sp|Q9NGW9|MKCB_DICDImkcB Probable serine/threonine-protein kinase mkcB OS=Dictyostelium discoideum GN=mkcB PE=2 SV=144.00 0.00

TRINITY_DN42296_c0_g5sp|Q93YU2|RUS6_ARATHRUS6 Protein root UVB sensitive 6 OS=Arabidopsis thaliana GN=RUS6 PE=2 SV=144.00 0.00

TRINITY_DN42456_c0_g5sp|O55099|AURKB_RATAurkb Aurora kinase B OS=Rattus norvegicus GN=Aurkb PE=1 SV=144.00 0.00

TRINITY_DN42655_c0_g3sp|Q941L3|BON1_ARATHBON1 Protein BONZAI 1 OS=Arabidopsis thaliana GN=BON1 PE=1 SV=244.00 0.00

TRINITY_DN42657_c0_g6sp|O25225|TYPA_HELPYtypA GTP-binding protein TypA/BipA homolog OS=Helicobacter pylori (strain ATCC 700392 / 26695) GN=typA PE=3 SV=144.00 0.00

TRINITY_DN43480_c0_g6sp|Q3MHY6|NUBP2_BOVINNUBP2 Cytosolic Fe-S cluster assembly factor NUBP2 OS=Bos taurus GN=NUBP2 PE=2 SV=144.00 0.00

TRINITY_DN43944_c2_g1sp|P23174|MDR3_CRIGRABCB4 Phosphatidylcholine translocator ABCB4 OS=Cricetulus griseus GN=ABCB4 PE=2 SV=144.00 0.00

TRINITY_DN44408_c0_g2sp|Q9GRX6|AIFM1_DICDIaif Apoptosis-inducing factor 1, mitochondrial OS=Dictyostelium discoideum GN=aif PE=2 SV=144.00 0.00

TRINITY_DN44663_c1_g1sp|P25071|CML12_ARATHCML12 Calmodulin-like protein 12 OS=Arabidopsis thaliana GN=CML12 PE=1 SV=344.00 0.00

TRINITY_DN45357_c0_g3sp|P40392|RIC1_ORYSJRIC1 Ras-related protein RIC1 OS=Oryza sativa subsp. japonica GN=RIC1 PE=2 SV=244.00 0.00

TRINITY_DN45758_c0_g4sp|Q9SUY9|KCS15_ARATHKCS15 3-ketoacyl-CoA synthase 15 OS=Arabidopsis thaliana GN=KCS15 PE=2 SV=144.00 0.00

TRINITY_DN46206_c0_g4sp|Q9LHS0|CAP10_ARATHAt5g35200Putative clathrin assembly protein At5g35200 OS=Arabidopsis thaliana GN=At5g35200 PE=1 SV=144.00 0.00



TRINITY_DN46257_c0_g2sp|Q56X76|RH39_ARATHRH39 DEAD-box ATP-dependent RNA helicase 39 OS=Arabidopsis thaliana GN=RH39 PE=2 SV=244.00 0.00

TRINITY_DN46418_c0_g1sp|Q6C784|FIP1_YARLIFIP1 Pre-mRNA polyadenylation factor FIP1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=FIP1 PE=3 SV=144.00 0.00

TRINITY_DN47968_c0_g3sp|Q94C49|ZDH18_ARATHPAT13 Probable protein S-acyltransferase 13 OS=Arabidopsis thaliana GN=PAT13 PE=2 SV=144.00 0.00

TRINITY_DN48258_c0_g1sp|Q54II8|U553_DICDIDDB_G0288723UPF0553 protein OS=Dictyostelium discoideum GN=DDB_G0288723 PE=3 SV=144.00 0.00

TRINITY_DN48341_c0_g7sp|Q6L4S0|DDB1_ORYSJDBB1 DNA damage-binding protein 1 OS=Oryza sativa subsp. japonica GN=DBB1 PE=1 SV=144.00 0.00

TRINITY_DN49463_c0_g1sp|P20825|POL2_DROMEpol Retrovirus-related Pol polyprotein from transposon 297 OS=Drosophila melanogaster GN=pol PE=3 SV=144.00 0.00

TRINITY_DN51012_c0_g2sp|Q3Y416|KKCC_CAEELckk-1 Calcium/calmodulin-dependent protein kinase kinase OS=Caenorhabditis elegans GN=ckk-1 PE=1 SV=244.00 0.00

TRINITY_DN51178_c0_g1sp|P28737|MSP1_YEASTMSP1 Protein MSP1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MSP1 PE=1 SV=244.00 0.00

TRINITY_DN51753_c2_g1sp|Q9S7C0|HSP7O_ARATHHSP70-14Heat shock 70 kDa protein 14 OS=Arabidopsis thaliana GN=HSP70-14 PE=2 SV=144.00 0.00

TRINITY_DN21291_c0_g1sp|A6WXQ0|UBIG_OCHA4ubiG Ubiquinone biosynthesis O-methyltransferase OS=Ochrobactrum anthropi (strain ATCC 49188 / DSM 6882 / JCM 21032 / NBRC 15819 / NCTC 12168) GN=ubiG PE=3 SV=143.90 0.00

TRINITY_DN23216_c0_g1sp|Q8R0X7|SGPL1_MOUSESgpl1 Sphingosine-1-phosphate lyase 1 OS=Mus musculus GN=Sgpl1 PE=1 SV=143.90 0.00

TRINITY_DN28327_c0_g1sp|Q5HRG3|Y230_STAEQSERP0230UPF0382 membrane protein SERP0230 OS=Staphylococcus epidermidis (strain ATCC 35984 / RP62A) GN=SERP0230 PE=3 SV=243.90 0.00

TRINITY_DN30385_c0_g1sp|Q18A85|SPEE_PEPD6speE Polyamine aminopropyltransferase OS=Peptoclostridium difficile (strain 630) GN=speE PE=3 SV=143.90 0.00

TRINITY_DN30948_c0_g1sp|P36017|VPS21_YEASTVPS21 Vacuolar protein sorting-associated protein 21 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS21 PE=1 SV=143.90 0.00

TRINITY_DN33193_c0_g1sp|Q9M2U2|TECR_ARATHECR Very-long-chain enoyl-CoA reductase OS=Arabidopsis thaliana GN=ECR PE=1 SV=143.90 0.00

TRINITY_DN33657_c0_g1sp|Q556Y8|DUSPR_DICDIDDB_G0273199Probable rhodanese domain-containing dual specificity protein phosphatase OS=Dictyostelium discoideum GN=DDB_G0273199 PE=3 SV=143.90 0.00

TRINITY_DN34776_c0_g12sp|Q5ZHW4|RAB5B_CHICKRAB5B Ras-related protein Rab-5B OS=Gallus gallus GN=RAB5B PE=2 SV=143.90 0.00

TRINITY_DN35123_c0_g1sp|Q54IA0|COX19_DICDIcox19 Cytochrome c oxidase assembly protein COX19 OS=Dictyostelium discoideum GN=cox19 PE=3 SV=143.90 0.00

TRINITY_DN35211_c0_g1sp|P0DKC3|PGP1A_ARATHPGLP1A Phosphoglycolate phosphatase 1A, chloroplastic OS=Arabidopsis thaliana GN=PGLP1A PE=1 SV=143.90 0.00

TRINITY_DN36542_c0_g5sp|Q9WV04|KIF9_MOUSEKif9 Kinesin-like protein KIF9 OS=Mus musculus GN=Kif9 PE=1 SV=243.90 0.00

TRINITY_DN36552_c0_g8sp|P42211|ASPRX_ORYSJRAP Aspartic proteinase OS=Oryza sativa subsp. japonica GN=RAP PE=2 SV=243.90 0.00

TRINITY_DN36664_c0_g2sp|P21269|CCA1_YEASTCCA1 CCA tRNA nucleotidyltransferase, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CCA1 PE=1 SV=143.90 0.00

TRINITY_DN36688_c1_g3sp|Q8GWJ4|OSB3_ARATHOSB3 Protein OSB3, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=OSB3 PE=2 SV=143.90 0.00

TRINITY_DN37443_c1_g1sp|Q9FWC1|TRE_ORYSJOs10g0521000Probable trehalase OS=Oryza sativa subsp. japonica GN=Os10g0521000 PE=2 SV=143.90 0.00

TRINITY_DN37620_c0_g1sp|Q869Q8|CPVL_DICDIcpvl Probable serine carboxypeptidase CPVL OS=Dictyostelium discoideum GN=cpvl PE=3 SV=143.90 0.00

TRINITY_DN37928_c0_g2sp|Q6Z9U7|MCES1_ORYSJOs08g0180000mRNA cap guanine-N7 methyltransferase 1 OS=Oryza sativa subsp. japonica GN=Os08g0180000 PE=2 SV=143.90 0.00

TRINITY_DN37983_c0_g1sp|Q9LU41|ACA9_ARATHACA9 Calcium-transporting ATPase 9, plasma membrane-type OS=Arabidopsis thaliana GN=ACA9 PE=2 SV=243.90 0.00

TRINITY_DN38107_c1_g1sp|O59945|FIMB_SCHPOfim1 Fimbrin OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fim1 PE=1 SV=143.90 0.00

TRINITY_DN38128_c4_g2sp|P0A946|RIMI_ECO57rimI Ribosomal-protein-alanine acetyltransferase OS=Escherichia coli O157:H7 GN=rimI PE=3 SV=143.90 0.00

TRINITY_DN38395_c1_g7sp|Q2XQU3|BGAL2_ENTCLlacZ Beta-galactosidase 2 OS=Enterobacter cloacae GN=lacZ PE=3 SV=143.90 0.00

TRINITY_DN38531_c0_g7sp|O62252|U195_CAEELF45G2.10MIP18 family protein F45G2.10 OS=Caenorhabditis elegans GN=F45G2.10 PE=1 SV=143.90 0.00

TRINITY_DN38813_c0_g1sp|Q8H965|NPC6_ARATHNPC6 Non-specific phospholipase C6 OS=Arabidopsis thaliana GN=NPC6 PE=2 SV=143.90 0.00

TRINITY_DN39169_c0_g1sp|Q5W6G0|MAN5_ORYSJMAN5 Putative mannan endo-1,4-beta-mannosidase 5 OS=Oryza sativa subsp. japonica GN=MAN5 PE=2 SV=243.90 0.00

TRINITY_DN39505_c0_g1sp|Q5GF25|MANEA_RATManea Glycoprotein endo-alpha-1,2-mannosidase OS=Rattus norvegicus GN=Manea PE=1 SV=143.90 0.00

TRINITY_DN40622_c0_g5sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=143.90 0.00

TRINITY_DN40792_c0_g3sp|Q9CZ42|NNRD_MOUSENaxd ATP-dependent (S)-NAD(P)H-hydrate dehydratase OS=Mus musculus GN=Naxd PE=1 SV=143.90 0.00

TRINITY_DN40987_c0_g1sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=143.90 0.00

TRINITY_DN41545_c0_g12sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=243.90 0.00

TRINITY_DN41618_c1_g2sp|Q1LWL2|DS22A_DANREdusp22a Dual specificity protein phosphatase 22-A OS=Danio rerio GN=dusp22a PE=2 SV=243.90 0.00

TRINITY_DN41671_c0_g6sp|Q5PP37|ATXR2_ARATHATXR2 Histone-lysine N-methyltransferase ATXR2 OS=Arabidopsis thaliana GN=ATXR2 PE=2 SV=143.90 0.00

TRINITY_DN41822_c1_g3sp|Q9M682|GMK2_ARATHGK-2 Guanylate kinase 2 OS=Arabidopsis thaliana GN=GK-2 PE=2 SV=143.90 0.00

TRINITY_DN42217_c0_g7sp|O49289|RH29_ARATHRH29 Putative DEAD-box ATP-dependent RNA helicase 29 OS=Arabidopsis thaliana GN=RH29 PE=3 SV=143.90 0.00

TRINITY_DN42346_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=143.90 0.00

TRINITY_DN42505_c0_g1sp|Q54WA3|PEX7_DICDIpex7 Peroxisomal targeting signal 2 receptor OS=Dictyostelium discoideum GN=pex7 PE=3 SV=143.90 0.00

TRINITY_DN42761_c0_g1sp|P87055|YDJ7_SCHPOSPAC57A10.07Uncharacterized protein C57A10.07 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC57A10.07 PE=4 SV=143.90 0.00

TRINITY_DN43602_c0_g2sp|Q61136|PRP4B_MOUSEPrpf4b Serine/threonine-protein kinase PRP4 homolog OS=Mus musculus GN=Prpf4b PE=1 SV=343.90 0.00

TRINITY_DN43863_c0_g5sp|F2Z699|NDH2_YARLINDH2 External alternative NADH-ubiquinone oxidoreductase, mitochondrial OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=NDH2 PE=1 SV=143.90 0.00

TRINITY_DN44006_c0_g1sp|Q5VQQ5|CDPK2_ORYSJCPK2 Calcium-dependent protein kinase 2 OS=Oryza sativa subsp. japonica GN=CPK2 PE=2 SV=143.90 0.00

TRINITY_DN44650_c0_g1sp|Q94F00|IMPL1_ARATHIMPL1 Phosphatase IMPL1, chloroplastic OS=Arabidopsis thaliana GN=IMPL1 PE=1 SV=243.90 0.00

TRINITY_DN45159_c0_g5sp|Q9ZBU1|XYOA_STRCOxyoA Probable xylitol oxidase OS=Streptomyces coelicolor (strain ATCC BAA-471 / A3(2) / M145) GN=xyoA PE=1 SV=143.90 0.00

TRINITY_DN45210_c0_g1sp|Q8IUF1|CBWD2_HUMANCBWD2 COBW domain-containing protein 2 OS=Homo sapiens GN=CBWD2 PE=2 SV=143.90 0.00

TRINITY_DN45505_c0_g6sp|P54310|LIPS_MOUSELipe Hormone-sensitive lipase OS=Mus musculus GN=Lipe PE=1 SV=243.90 0.00

TRINITY_DN46016_c0_g3sp|Q84MB5|RBL11_ARATHRBL11 Rhomboid-like protein 11, chloroplastic OS=Arabidopsis thaliana GN=RBL11 PE=1 SV=143.90 0.00

TRINITY_DN46363_c0_g5sp|Q2HJ41|PRP18_BOVINPRPF18 Pre-mRNA-splicing factor 18 OS=Bos taurus GN=PRPF18 PE=2 SV=143.90 0.00

TRINITY_DN47176_c0_g1sp|B1AQJ2|UBP36_MOUSEUsp36 Ubiquitin carboxyl-terminal hydrolase 36 OS=Mus musculus GN=Usp36 PE=1 SV=143.90 0.00

TRINITY_DN47402_c0_g1sp|Q503I8|NGLY1_DANREngly1 Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase OS=Danio rerio GN=ngly1 PE=2 SV=143.90 0.00



TRINITY_DN47592_c1_g5sp|Q70I53|HDAH_ALCSDhdaH Histone deacetylase-like amidohydrolase OS=Alcaligenes sp. (strain DSM 11172) GN=hdaH PE=1 SV=343.90 0.00

TRINITY_DN48581_c0_g3sp|Q5ZJL8|ABHDD_CHICKABHD13 Protein ABHD13 OS=Gallus gallus GN=ABHD13 PE=2 SV=143.90 0.00

TRINITY_DN48742_c1_g3sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=243.90 0.00

TRINITY_DN48771_c0_g3sp|Q6NV31|WDR82_DANREwdr82 WD repeat-containing protein 82 OS=Danio rerio GN=wdr82 PE=2 SV=143.90 0.00

TRINITY_DN49041_c0_g2sp|Q9NRL2|BAZ1A_HUMANBAZ1A Bromodomain adjacent to zinc finger domain protein 1A OS=Homo sapiens GN=BAZ1A PE=1 SV=243.90 0.00

TRINITY_DN49041_c0_g3sp|O88379|BAZ1A_MOUSEBaz1a Bromodomain adjacent to zinc finger domain protein 1A OS=Mus musculus GN=Baz1a PE=1 SV=343.90 0.00

TRINITY_DN50367_c0_g2sp|Q0E2Y1|UVR3_ORYSJUVR3 (6-4)DNA photolyase OS=Oryza sativa subsp. japonica GN=UVR3 PE=3 SV=143.90 0.00

TRINITY_DN50718_c0_g1sp|Q9SRK7|AZG1_ARATHAZG1 Adenine/guanine permease AZG1 OS=Arabidopsis thaliana GN=AZG1 PE=2 SV=143.90 0.00

TRINITY_DN51057_c0_g2sp|Q8IS21|GEFB_DICDIgefB Ras guanine nucleotide exchange factor B OS=Dictyostelium discoideum GN=gefB PE=2 SV=143.90 0.00

TRINITY_DN51537_c0_g12sp|Q9R101|LIPS_ICTTRLIPE Hormone-sensitive lipase OS=Ictidomys tridecemlineatus GN=LIPE PE=2 SV=143.90 0.00

TRINITY_DN6898_c0_g1sp|Q9ZWB3|CKL9_ARATHCKL9 Casein kinase 1-like protein 9 OS=Arabidopsis thaliana GN=CKL9 PE=1 SV=143.90 0.00

TRINITY_DN17714_c0_g2sp|O83553|PFP_TREPApfp Pyrophosphate--fructose 6-phosphate 1-phosphotransferase OS=Treponema pallidum (strain Nichols) GN=pfp PE=1 SV=143.80 0.00

TRINITY_DN20283_c0_g2sp|Q9FKW9|MANA3_ARATHAt5g66150Probable alpha-mannosidase At5g66150 OS=Arabidopsis thaliana GN=At5g66150 PE=3 SV=143.80 0.00

TRINITY_DN23323_c0_g1sp|A8M520|RS17_SALAIrpsQ 30S ribosomal protein S17 OS=Salinispora arenicola (strain CNS-205) GN=rpsQ PE=3 SV=143.80 0.00

TRINITY_DN26382_c0_g1sp|Q55CT8|TF2H5_DICDIgtf2h5 General transcription factor IIH subunit 5 OS=Dictyostelium discoideum GN=gtf2h5 PE=3 SV=143.80 0.00

TRINITY_DN26382_c0_g2sp|Q55CT8|TF2H5_DICDIgtf2h5 General transcription factor IIH subunit 5 OS=Dictyostelium discoideum GN=gtf2h5 PE=3 SV=143.80 0.00

TRINITY_DN26862_c0_g3sp|Q10075|PCS_SCHPOSPAC3H1.10Glutathione gamma-glutamylcysteinyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC3H1.10 PE=2 SV=143.80 0.00

TRINITY_DN28520_c1_g1sp|Q8BHY2|NOC4L_MOUSENoc4l Nucleolar complex protein 4 homolog OS=Mus musculus GN=Noc4l PE=2 SV=143.80 0.00

TRINITY_DN29063_c0_g2sp|Q0WRB2|P2C73_ARATHPPC6-7 Probable protein phosphatase 2C 73 OS=Arabidopsis thaliana GN=PPC6-7 PE=2 SV=143.80 0.00

TRINITY_DN30390_c0_g1sp|P68573|DBH2_BACSUhup2 SPBc2 prophage-derived DNA-binding protein HU 2 OS=Bacillus subtilis (strain 168) GN=hup2 PE=3 SV=143.80 0.00

TRINITY_DN31579_c0_g1sp|Q2YDP3|NC2A_BOVINDRAP1 Dr1-associated corepressor OS=Bos taurus GN=DRAP1 PE=2 SV=143.80 0.00

TRINITY_DN32346_c0_g2sp|Q9H777|RNZ1_HUMANELAC1 Zinc phosphodiesterase ELAC protein 1 OS=Homo sapiens GN=ELAC1 PE=1 SV=243.80 0.00

TRINITY_DN32507_c1_g4sp|Q9H4B4|PLK3_HUMANPLK3 Serine/threonine-protein kinase PLK3 OS=Homo sapiens GN=PLK3 PE=1 SV=243.80 0.00

TRINITY_DN33754_c1_g1sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=143.80 0.00

TRINITY_DN33970_c0_g1sp|Q96329|ACOX4_ARATHACX4 Acyl-coenzyme A oxidase 4, peroxisomal OS=Arabidopsis thaliana GN=ACX4 PE=1 SV=143.80 0.00

TRINITY_DN34161_c1_g3sp|Q02972|CADH8_ARATHCAD8 Cinnamyl alcohol dehydrogenase 8 OS=Arabidopsis thaliana GN=CAD8 PE=1 SV=143.80 0.00

TRINITY_DN34165_c0_g3sp|A1A697|OHK5_ORYSJHK5 Probable histidine kinase 5 OS=Oryza sativa subsp. japonica GN=HK5 PE=2 SV=143.80 0.00

TRINITY_DN34938_c0_g7sp|Q9NJU9|CDPK3_PLAF7CPK3 Calcium-dependent protein kinase 3 OS=Plasmodium falciparum (isolate 3D7) GN=CPK3 PE=1 SV=143.80 0.00

TRINITY_DN35436_c0_g3sp|Q3ED68|Y1295_ARATHAt1g22950Uncharacterized PKHD-type hydroxylase At1g22950 OS=Arabidopsis thaliana GN=At1g22950 PE=2 SV=243.80 0.00

TRINITY_DN36165_c0_g5sp|A2Z3E5|SGR_ORYSISGR Protein STAY-GREEN, chloroplastic OS=Oryza sativa subsp. indica GN=SGR PE=3 SV=143.80 0.00

TRINITY_DN36365_c0_g2sp|F4HXY7|PSS1_ARATHPSS1 CDP-diacylglycerol--serine O-phosphatidyltransferase 1 OS=Arabidopsis thaliana GN=PSS1 PE=1 SV=143.80 0.00

TRINITY_DN36542_c0_g10sp|P84152|TCTP_PLAKNTCTP Translationally-controlled tumor protein homolog OS=Plasmodium knowlesi GN=TCTP PE=1 SV=143.80 0.00

TRINITY_DN37314_c0_g1sp|Q9JJ79|DYHC2_RATDync2h1 Cytoplasmic dynein 2 heavy chain 1 OS=Rattus norvegicus GN=Dync2h1 PE=1 SV=143.80 0.00

TRINITY_DN37365_c0_g4sp|Q9X3X7|TOP1_ZYMMOtopA DNA topoisomerase 1 OS=Zymomonas mobilis subsp. mobilis (strain ATCC 31821 / ZM4 / CP4) GN=topA PE=3 SV=343.80 0.00

TRINITY_DN38149_c0_g1sp|Q9FL54|DNAJ6_ARATHATJ6 Chaperone protein dnaJ 6 OS=Arabidopsis thaliana GN=ATJ6 PE=2 SV=143.80 0.00

TRINITY_DN38370_c0_g2sp|Q7TSI3|PP6R1_MOUSEPpp6r1 Serine/threonine-protein phosphatase 6 regulatory subunit 1 OS=Mus musculus GN=Ppp6r1 PE=1 SV=143.80 0.00

TRINITY_DN39272_c0_g1sp|Q9NGW9|MKCB_DICDImkcB Probable serine/threonine-protein kinase mkcB OS=Dictyostelium discoideum GN=mkcB PE=2 SV=143.80 0.00

TRINITY_DN39286_c0_g1sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=143.80 0.00

TRINITY_DN39502_c0_g3sp|Q8SSC9|TCPA_ENCCUTCP1 T-complex protein 1 subunit alpha OS=Encephalitozoon cuniculi (strain GB-M1) GN=TCP1 PE=1 SV=143.80 0.00

TRINITY_DN39917_c0_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=143.80 0.00

TRINITY_DN40140_c1_g3sp|Q9VVE5|MSIR6_DROMERbp6 RNA-binding protein Musashi homolog Rbp6 OS=Drosophila melanogaster GN=Rbp6 PE=2 SV=343.80 0.00

TRINITY_DN40301_c0_g1sp|Q54U31|SHKD_DICDIshkD Dual specificity protein kinase shkD OS=Dictyostelium discoideum GN=shkD PE=3 SV=143.80 0.00

TRINITY_DN41279_c1_g5sp|O88697|STK16_MOUSEStk16 Serine/threonine-protein kinase 16 OS=Mus musculus GN=Stk16 PE=1 SV=343.80 0.00

TRINITY_DN41293_c0_g10sp|Q8BNL5|KCTD6_MOUSEKctd6 BTB/POZ domain-containing protein KCTD6 OS=Mus musculus GN=Kctd6 PE=2 SV=143.80 0.00

TRINITY_DN41510_c1_g1sp|Q949P3|Y2734_ARATHAt2g17340Uncharacterized protein At2g17340 OS=Arabidopsis thaliana GN=At2g17340 PE=1 SV=143.80 0.00

TRINITY_DN41588_c0_g7sp|Q9SZR9|AB9G_ARATHABCG9 ABC transporter G family member 9 OS=Arabidopsis thaliana GN=ABCG9 PE=3 SV=243.80 0.00

TRINITY_DN41685_c0_g6sp|P42158|CKL1_ARATHCKL1 Casein kinase 1-like protein 1 OS=Arabidopsis thaliana GN=CKL1 PE=2 SV=243.80 0.00

TRINITY_DN41835_c0_g8sp|Q8EI85|AMPA1_SHEONpepA1 Probable cytosol aminopeptidase 1 OS=Shewanella oneidensis (strain MR-1) GN=pepA1 PE=3 SV=243.80 0.00

TRINITY_DN41857_c0_g3sp|Q9C4Z7|MINE1_ARATHMINE1 Cell division topological specificity factor homolog, chloroplastic OS=Arabidopsis thaliana GN=MINE1 PE=1 SV=143.80 0.00

TRINITY_DN42290_c0_g1sp|Q9NR30|DDX21_HUMANDDX21 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=543.80 0.00

TRINITY_DN42423_c0_g4sp|Q6NYZ6|SCM2A_DANREslc25a25aCalcium-binding mitochondrial carrier protein SCaMC-2-A OS=Danio rerio GN=slc25a25a PE=2 SV=143.80 0.00

TRINITY_DN42572_c0_g4sp|A0JPP8|CCD61_RATCcdc61 Coiled-coil domain-containing protein 61 OS=Rattus norvegicus GN=Ccdc61 PE=1 SV=143.80 0.00

TRINITY_DN42920_c0_g1sp|Q8LPS1|LACS6_ARATHLACS6 Long chain acyl-CoA synthetase 6, peroxisomal OS=Arabidopsis thaliana GN=LACS6 PE=1 SV=143.80 0.00

TRINITY_DN42990_c1_g3sp|Q68F38|VAC14_XENLAvac14 Protein VAC14 homolog OS=Xenopus laevis GN=vac14 PE=2 SV=143.80 0.00

TRINITY_DN43024_c1_g15sp|P0CD61|GPT_DICDIalg7 UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase OS=Dictyostelium discoideum GN=alg7 PE=3 SV=143.80 0.00

TRINITY_DN43072_c0_g2sp|F4IV45|CHR10_ARATHCHR10 Probable helicase CHR10 OS=Arabidopsis thaliana GN=CHR10 PE=3 SV=143.80 0.00



TRINITY_DN43538_c0_g2sp|Q9ZU97|VAC14_ARATHVAC14 Protein VAC14 homolog OS=Arabidopsis thaliana GN=VAC14 PE=1 SV=243.80 0.00

TRINITY_DN44238_c0_g1sp|Q9PWR1|KCAB1_CHICKKCNAB1 Voltage-gated potassium channel subunit beta-1 OS=Gallus gallus GN=KCNAB1 PE=2 SV=143.80 0.00

TRINITY_DN44284_c0_g1sp|Q9I4C8|Y1210_PSEAEPA1210 Putative quercetin 2,3-dioxygenase PA1210 OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA1210 PE=3 SV=143.80 0.00

TRINITY_DN44301_c0_g1sp|Q9LR75|HEM61_ARATHCPX1 Coproporphyrinogen-III oxidase 1, chloroplastic OS=Arabidopsis thaliana GN=CPX1 PE=2 SV=143.80 0.00

TRINITY_DN44468_c0_g9sp|Q3SZ21|RPP30_BOVINRPP30 Ribonuclease P protein subunit p30 OS=Bos taurus GN=RPP30 PE=2 SV=143.80 0.00

TRINITY_DN44895_c0_g4sp|Q54Q69|DHKG_DICDIdhkG Hybrid signal transduction histidine kinase G OS=Dictyostelium discoideum GN=dhkG PE=3 SV=143.80 0.00

TRINITY_DN45272_c0_g4sp|P39057|DYHC_HELCR- Dynein beta chain, ciliary OS=Heliocidaris crassispina PE=1 SV=143.80 0.00

TRINITY_DN45569_c0_g1sp|Q54Y55|SHKC_DICDIshkC Dual specificity protein kinase shkC OS=Dictyostelium discoideum GN=shkC PE=3 SV=143.80 0.00

TRINITY_DN46399_c0_g1sp|Q54K32|RGAA_DICDIrgaA Ras GTPase-activating-like protein rgaA OS=Dictyostelium discoideum GN=rgaA PE=1 SV=143.80 0.00

TRINITY_DN46528_c1_g5sp|Q5VQQ5|CDPK2_ORYSJCPK2 Calcium-dependent protein kinase 2 OS=Oryza sativa subsp. japonica GN=CPK2 PE=2 SV=143.80 0.00

TRINITY_DN47001_c0_g2sp|Q96320|HSFB1_ARATHHSFB1 Heat stress transcription factor B-1 OS=Arabidopsis thaliana GN=HSFB1 PE=2 SV=243.80 0.00

TRINITY_DN47086_c0_g1sp|Q2YDH1|APC10_BOVINANAPC10 Anaphase-promoting complex subunit 10 OS=Bos taurus GN=ANAPC10 PE=2 SV=143.80 0.00

TRINITY_DN47298_c1_g1sp|Q05609|CTR1_ARATHCTR1 Serine/threonine-protein kinase CTR1 OS=Arabidopsis thaliana GN=CTR1 PE=1 SV=143.80 0.00

TRINITY_DN47555_c0_g2sp|Q5F450|PAN2_CHICKPAN2 PAB-dependent poly(A)-specific ribonuclease subunit PAN2 OS=Gallus gallus GN=PAN2 PE=2 SV=143.80 0.00

TRINITY_DN47850_c0_g3sp|Q3SZ21|RPP30_BOVINRPP30 Ribonuclease P protein subunit p30 OS=Bos taurus GN=RPP30 PE=2 SV=143.80 0.00

TRINITY_DN48997_c0_g10sp|Q9C8K2|AB12G_ARATHABCG12 ABC transporter G family member 12 OS=Arabidopsis thaliana GN=ABCG12 PE=1 SV=143.80 0.00

TRINITY_DN49017_c0_g2sp|O74959|YJCD_SCHPOSPCC736.13Uncharacterized oxidoreductase C736.13 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC736.13 PE=3 SV=143.80 0.00

TRINITY_DN49096_c1_g3sp|Q23023|UNC51_CAEELunc-51 Serine/threonine-protein kinase unc-51 OS=Caenorhabditis elegans GN=unc-51 PE=1 SV=143.80 0.00

TRINITY_DN49390_c0_g1sp|Q55971|DPO1_SYNY3polA DNA polymerase I OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=polA PE=3 SV=143.80 0.00

TRINITY_DN49535_c0_g3sp|Q924H5|RA51C_MOUSERad51c DNA repair protein RAD51 homolog 3 OS=Mus musculus GN=Rad51c PE=2 SV=143.80 0.00

TRINITY_DN50374_c3_g10sp|Q9ZR37|DUS1_ARATHDSPTP1 Dual specificity protein phosphatase 1 OS=Arabidopsis thaliana GN=DSPTP1 PE=1 SV=143.80 0.00

TRINITY_DN50473_c0_g6sp|Q15386|UBE3C_HUMANUBE3C Ubiquitin-protein ligase E3C OS=Homo sapiens GN=UBE3C PE=1 SV=343.80 0.00

TRINITY_DN51458_c0_g8sp|P60994|ERVB_TABDI- Ervatamin-B OS=Tabernaemontana divaricata PE=1 SV=143.80 0.00

TRINITY_DN51611_c0_g1sp|P0A9Q8|ADHE_ECO57adhE Aldehyde-alcohol dehydrogenase OS=Escherichia coli O157:H7 GN=adhE PE=3 SV=243.80 0.00

TRINITY_DN51856_c2_g1sp|Q9HEH1|RENT1_NEUCR2E4.130 Regulator of nonsense transcripts 1 homolog OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=2E4.130 PE=3 SV=143.80 0.00

TRINITY_DN51905_c1_g1sp|Q9ZU50|BAT1_ARATHBAT1 Amino-acid permease BAT1 OS=Arabidopsis thaliana GN=BAT1 PE=2 SV=243.80 0.00

TRINITY_DN52624_c0_g2sp|Q9ZSM8|EZA1_ARATHEZA1 Histone-lysine N-methyltransferase EZA1 OS=Arabidopsis thaliana GN=EZA1 PE=1 SV=143.80 0.00

TRINITY_DN6590_c0_g1sp|Q9I4D4|FMNRE_PSEAEPA1204 NAD(P)H-dependent FMN reductase PA1204 OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA1204 PE=1 SV=143.80 0.00

TRINITY_DN6995_c0_g1sp|Q0III3|DC1I2_BOVINDYNC1I2 Cytoplasmic dynein 1 intermediate chain 2 OS=Bos taurus GN=DYNC1I2 PE=1 SV=143.80 0.00

TRINITY_DN12005_c0_g1sp|Q55DH6|NTM1_DICDIDDB_G0269658Alpha N-terminal protein methyltransferase 1 OS=Dictyostelium discoideum GN=DDB_G0269658 PE=3 SV=143.70 0.00

TRINITY_DN13503_c0_g3sp|F4JAA5|SKI2_ARATHSKI2 DExH-box ATP-dependent RNA helicase DExH11 OS=Arabidopsis thaliana GN=SKI2 PE=1 SV=143.70 0.00

TRINITY_DN19763_c0_g1sp|P61105|RAB2A_CANLFRAB2A Ras-related protein Rab-2A OS=Canis lupus familiaris GN=RAB2A PE=1 SV=143.70 0.00

TRINITY_DN27863_c0_g1sp|Q8VZ42|SAP11_ARATHSAP11 Zinc finger AN1 and C2H2 domain-containing stress-associated protein 11 OS=Arabidopsis thaliana GN=SAP11 PE=2 SV=143.70 0.00

TRINITY_DN30693_c0_g1sp|C3KJF2|SWI5_ANOFIswi5 DNA repair protein SWI5 homolog OS=Anoplopoma fimbria GN=swi5 PE=2 SV=143.70 0.00

TRINITY_DN31078_c0_g1sp|Q6GNI6|UB22A_XENLAusp22-a Ubiquitin carboxyl-terminal hydrolase 22-A OS=Xenopus laevis GN=usp22-a PE=2 SV=143.70 0.00

TRINITY_DN33279_c0_g1sp|Q9C1X4|YKW3_SCHPOSPAP32A8.03cUncharacterized RING finger protein P32A8.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAP32A8.03c PE=3 SV=143.70 0.00

TRINITY_DN34380_c0_g2sp|Q9MAG3|AB24G_ARATHABCG24 ABC transporter G family member 24 OS=Arabidopsis thaliana GN=ABCG24 PE=2 SV=243.70 0.00

TRINITY_DN34952_c0_g2sp|A2XL32|ERS1_ORYSIERS1 Probable ethylene response sensor 1 OS=Oryza sativa subsp. indica GN=ERS1 PE=2 SV=143.70 0.00

TRINITY_DN35065_c0_g1sp|Q8VYA5|RSZ33_ARATHRS2Z33 Serine/arginine-rich splicing factor RS2Z33 OS=Arabidopsis thaliana GN=RS2Z33 PE=1 SV=143.70 0.00

TRINITY_DN35416_c0_g7sp|Q54F23|MROH1_DICDImroh1 Maestro heat-like repeat-containing protein family member 1 OS=Dictyostelium discoideum GN=mroh1 PE=4 SV=143.70 0.00

TRINITY_DN35912_c0_g1sp|O44006|KPYK_EIMTEPYK Pyruvate kinase OS=Eimeria tenella GN=PYK PE=2 SV=143.70 0.00

TRINITY_DN35996_c0_g9sp|Q9HD40|SPCS_HUMANSEPSECS O-phosphoseryl-tRNA(Sec) selenium transferase OS=Homo sapiens GN=SEPSECS PE=1 SV=243.70 0.00

TRINITY_DN36031_c0_g2sp|Q86X83|COMD2_HUMANCOMMD2 COMM domain-containing protein 2 OS=Homo sapiens GN=COMMD2 PE=1 SV=243.70 0.00

TRINITY_DN36552_c0_g10sp|Q9FJR0|RENT1_ARATHUPF1 Regulator of nonsense transcripts 1 homolog OS=Arabidopsis thaliana GN=UPF1 PE=1 SV=243.70 0.00

TRINITY_DN37060_c0_g8sp|Q8T191|UGGG_DICDIggtA Probable UDP-glucose:glycoprotein glucosyltransferase A OS=Dictyostelium discoideum GN=ggtA PE=1 SV=243.70 0.00

TRINITY_DN37179_c0_g2sp|Q9C5G7|PUX13_ARATHPUX13 Plant UBX domain-containing protein 13 OS=Arabidopsis thaliana GN=PUX13 PE=1 SV=143.70 0.00

TRINITY_DN37312_c0_g3sp|Q9SSR1|Y1259_ARATHAt1g52590DCC family protein At1g52590, chloroplastic OS=Arabidopsis thaliana GN=At1g52590 PE=2 SV=143.70 0.00

TRINITY_DN37732_c0_g6sp|Q94AW8|DNAJ3_ARATHATJ3 Chaperone protein dnaJ 3 OS=Arabidopsis thaliana GN=ATJ3 PE=1 SV=243.70 0.00

TRINITY_DN37747_c2_g5sp|P55745|RAB21_CANLFRAB21 Ras-related protein Rab-21 OS=Canis lupus familiaris GN=RAB21 PE=3 SV=343.70 0.00

TRINITY_DN38347_c0_g2sp|Q8L970|P4H7_ARATHP4H7 Probable prolyl 4-hydroxylase 7 OS=Arabidopsis thaliana GN=P4H7 PE=2 SV=143.70 0.00

TRINITY_DN39101_c0_g2sp|A0BQL0|PP2C3_PARTEGSPATT00031056001Probable protein phosphatase 2C 3 OS=Paramecium tetraurelia GN=GSPATT00031056001 PE=3 SV=143.70 0.00

TRINITY_DN39213_c0_g3sp|Q5U5C5|PRP31_XENLAprpf31 U4/U6 small nuclear ribonucleoprotein Prp31 OS=Xenopus laevis GN=prpf31 PE=2 SV=143.70 0.00

TRINITY_DN39340_c0_g1sp|P40123|CAP2_HUMANCAP2 Adenylyl cyclase-associated protein 2 OS=Homo sapiens GN=CAP2 PE=1 SV=143.70 0.00

TRINITY_DN39383_c0_g6sp|Q3ZBT6|TRA2B_BOVINTRA2B Transformer-2 protein homolog beta OS=Bos taurus GN=TRA2B PE=2 SV=143.70 0.00

TRINITY_DN40121_c0_g2sp|Q99KI0|ACON_MOUSEAco2 Aconitate hydratase, mitochondrial OS=Mus musculus GN=Aco2 PE=1 SV=143.70 0.00

TRINITY_DN40434_c2_g1sp|P41382|IF410_TOBAC- Eukaryotic initiation factor 4A-10 OS=Nicotiana tabacum PE=2 SV=143.70 0.00



TRINITY_DN40458_c0_g1sp|Q9SIK7|PSNB_ARATHAt2g29900Presenilin-like protein At2g29900 OS=Arabidopsis thaliana GN=At2g29900 PE=2 SV=143.70 0.00

TRINITY_DN40858_c0_g2sp|Q13595|TRA2A_HUMANTRA2A Transformer-2 protein homolog alpha OS=Homo sapiens GN=TRA2A PE=1 SV=143.70 0.00

TRINITY_DN41967_c1_g2sp|A5PJS2|S5A1_BOVINSRD5A1 3-oxo-5-alpha-steroid 4-dehydrogenase 1 OS=Bos taurus GN=SRD5A1 PE=2 SV=143.70 0.00

TRINITY_DN43309_c1_g2sp|B8ARK7|SIR1_ORYSISRT1 NAD-dependent protein deacetylase SRT1 OS=Oryza sativa subsp. indica GN=SRT1 PE=2 SV=143.70 0.00

TRINITY_DN43505_c0_g7sp|Q96NR8|RDH12_HUMANRDH12 Retinol dehydrogenase 12 OS=Homo sapiens GN=RDH12 PE=1 SV=343.70 0.00

TRINITY_DN43549_c1_g3sp|B2T421|Y1924_PARPJBphyt_1924UPF0061 protein Bphyt_1924 OS=Paraburkholderia phytofirmans (strain DSM 17436 / LMG 22146 / PsJN) GN=Bphyt_1924 PE=3 SV=143.70 0.00

TRINITY_DN44410_c0_g2sp|Q54KE6|MCCA_DICDImccA Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrial OS=Dictyostelium discoideum GN=mccA PE=3 SV=143.70 0.00

TRINITY_DN44765_c2_g1sp|Q75J96|RGAP1_DICDIrapgap1 RapA guanosine triphosphatase-activating protein 1 OS=Dictyostelium discoideum GN=rapgap1 PE=2 SV=143.70 0.00

TRINITY_DN45515_c0_g3sp|Q9HC24|LFG4_HUMANTMBIM4 Protein lifeguard 4 OS=Homo sapiens GN=TMBIM4 PE=1 SV=343.70 0.00

TRINITY_DN46051_c0_g2sp|F4JAU3|P4H2_ARATHP4H2 Prolyl 4-hydroxylase 2 OS=Arabidopsis thaliana GN=P4H2 PE=1 SV=143.70 0.00

TRINITY_DN46497_c0_g3sp|P98205|ALA2_ARATHALA2 Phospholipid-transporting ATPase 2 OS=Arabidopsis thaliana GN=ALA2 PE=1 SV=143.70 0.00

TRINITY_DN47638_c0_g4sp|Q3T0T0|GDE1_BOVINGDE1 Glycerophosphodiester phosphodiesterase 1 OS=Bos taurus GN=GDE1 PE=2 SV=143.70 0.00

TRINITY_DN48051_c0_g7sp|Q8LKS5|LACS7_ARATHLACS7 Long chain acyl-CoA synthetase 7, peroxisomal OS=Arabidopsis thaliana GN=LACS7 PE=1 SV=243.70 0.00

TRINITY_DN48527_c1_g6sp|Q86YS6|RAB43_HUMANRAB43 Ras-related protein Rab-43 OS=Homo sapiens GN=RAB43 PE=1 SV=143.70 0.00

TRINITY_DN48534_c0_g1sp|O82264|NPL42_ARATHAt2g47970NPL4-like protein 2 OS=Arabidopsis thaliana GN=At2g47970 PE=1 SV=143.70 0.00

TRINITY_DN49076_c0_g4sp|Q9XIE6|ALA3_ARATHALA3 Phospholipid-transporting ATPase 3 OS=Arabidopsis thaliana GN=ALA3 PE=1 SV=243.70 0.00

TRINITY_DN49167_c1_g6sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=343.70 0.00

TRINITY_DN49525_c2_g2sp|P49900|ARGI_LITCT- Arginase, hepatic OS=Lithobates catesbeiana PE=2 SV=143.70 0.00

TRINITY_DN50271_c1_g4sp|Q0IID7|DUS10_BOVINDUSP10 Dual specificity protein phosphatase 10 OS=Bos taurus GN=DUSP10 PE=2 SV=143.70 0.00

TRINITY_DN50305_c0_g3sp|O24454|UBP3_ARATHUBP3 Ubiquitin carboxyl-terminal hydrolase 3 OS=Arabidopsis thaliana GN=UBP3 PE=1 SV=143.70 0.00

TRINITY_DN50943_c1_g6sp|P32599|FIMB_YEASTSAC6 Fimbrin OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SAC6 PE=1 SV=143.70 0.00

TRINITY_DN50955_c0_g2sp|P0A9T4|TAS_ECOLItas Protein tas OS=Escherichia coli (strain K12) GN=tas PE=1 SV=143.70 0.00

TRINITY_DN51519_c0_g1sp|Q9P4X3|UTP7_SCHPOutp7 Probable U3 small nucleolar RNA-associated protein 7 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=utp7 PE=3 SV=143.70 0.00

TRINITY_DN53140_c0_g1sp|Q43209|PIMT_WHEATPCM Protein-L-isoaspartate O-methyltransferase OS=Triticum aestivum GN=PCM PE=1 SV=143.70 0.00

TRINITY_DN25766_c0_g1sp|Q62384|ZPR1_MOUSEZpr1 Zinc finger protein ZPR1 OS=Mus musculus GN=Zpr1 PE=1 SV=143.60 0.00

TRINITY_DN26675_c0_g1sp|B5DS72|MOC31_DROPSGA24966 Adenylyltransferase and sulfurtransferase MOCS3-1 OS=Drosophila pseudoobscura pseudoobscura GN=GA24966 PE=3 SV=143.60 0.00

TRINITY_DN28483_c0_g2sp|Q96DI7|SNR40_HUMANSNRNP40 U5 small nuclear ribonucleoprotein 40 kDa protein OS=Homo sapiens GN=SNRNP40 PE=1 SV=143.60 0.00

TRINITY_DN31609_c0_g1sp|Q8VYB1|MED31_ARATHMED31 Mediator of RNA polymerase II transcription subunit 31 OS=Arabidopsis thaliana GN=MED31 PE=1 SV=143.60 0.00

TRINITY_DN32102_c0_g2sp|Q291L4|SYCC_DROPSAats-cysCysteine--tRNA ligase, cytoplasmic OS=Drosophila pseudoobscura pseudoobscura GN=Aats-cys PE=3 SV=143.60 0.00

TRINITY_DN32356_c0_g1sp|G5ED68|MTMR6_CAEELmtm-6 Myotubularin-related protein 6 OS=Caenorhabditis elegans GN=mtm-6 PE=1 SV=143.60 0.00

TRINITY_DN33793_c0_g1sp|Q8HYI9|PFD5_BOVINPFDN5 Prefoldin subunit 5 OS=Bos taurus GN=PFDN5 PE=2 SV=143.60 0.00

TRINITY_DN35091_c0_g1sp|Q0P457|KTI12_DANREkti12 Protein KTI12 homolog OS=Danio rerio GN=kti12 PE=2 SV=243.60 0.00

TRINITY_DN36059_c0_g1sp|P12688|YPK1_YEASTYPK1 Serine/threonine-protein kinase YPK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK1 PE=1 SV=243.60 0.00

TRINITY_DN36450_c0_g1sp|Q54N44|PPAN_DICDIppan Peter Pan-like protein OS=Dictyostelium discoideum GN=ppan PE=3 SV=143.60 0.00

TRINITY_DN36573_c0_g3sp|F4JUL9|ARPC4_ARATHARPC4 Actin-related protein 2/3 complex subunit 4 OS=Arabidopsis thaliana GN=ARPC4 PE=1 SV=143.60 0.00

TRINITY_DN36890_c0_g3sp|O18373|SPS1_DROMESelD Selenide, water dikinase OS=Drosophila melanogaster GN=SelD PE=2 SV=143.60 0.00

TRINITY_DN37392_c0_g4sp|Q54I98|SMT1_DICDIsmt1 Probable cycloartenol-C-24-methyltransferase 1 OS=Dictyostelium discoideum GN=smt1 PE=1 SV=143.60 0.00

TRINITY_DN37934_c0_g3sp|Q8WWV3|RT4I1_HUMANRTN4IP1 Reticulon-4-interacting protein 1, mitochondrial OS=Homo sapiens GN=RTN4IP1 PE=1 SV=243.60 0.00

TRINITY_DN38196_c0_g3sp|Q4I8Q4|APTH1_GIBZEFGRRES_06404_MAcyl-protein thioesterase 1 OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=FGRRES_06404_M PE=3 SV=143.60 0.00

TRINITY_DN38248_c0_g1sp|P12810|HS16A_WHEAThsp16.9A16.9 kDa class I heat shock protein 1 OS=Triticum aestivum GN=hsp16.9A PE=2 SV=143.60 0.00

TRINITY_DN38255_c1_g3sp|P12688|YPK1_YEASTYPK1 Serine/threonine-protein kinase YPK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK1 PE=1 SV=243.60 0.00

TRINITY_DN39088_c0_g2sp|Q6S4N2|HS71B_PIGHSPA1B Heat shock 70 kDa protein 1B OS=Sus scrofa GN=HSPA1B PE=2 SV=143.60 0.00

TRINITY_DN39545_c1_g4sp|Q9FWX7|AB11B_ARATHABCB11 ABC transporter B family member 11 OS=Arabidopsis thaliana GN=ABCB11 PE=2 SV=143.60 0.00

TRINITY_DN40195_c0_g1sp|Q54NL4|VMP1_DICDIvmp1 Vacuole membrane protein 1 homolog OS=Dictyostelium discoideum GN=vmp1 PE=3 SV=143.60 0.00

TRINITY_DN40703_c1_g1sp|Q9H3S4|TPK1_HUMANTPK1 Thiamin pyrophosphokinase 1 OS=Homo sapiens GN=TPK1 PE=1 SV=143.60 0.00

TRINITY_DN40940_c0_g3sp|Q680K2|GPPL1_ARATHAt4g39970Haloacid dehalogenase-like hydrolase domain-containing protein At4g39970 OS=Arabidopsis thaliana GN=At4g39970 PE=2 SV=143.60 0.00

TRINITY_DN40942_c0_g3sp|P57784|RU2A_MOUSESnrpa1 U2 small nuclear ribonucleoprotein A' OS=Mus musculus GN=Snrpa1 PE=1 SV=243.60 0.00

TRINITY_DN41091_c0_g1sp|P19220|ADAB_BACSUadaB Methylated-DNA--protein-cysteine methyltransferase, inducible OS=Bacillus subtilis (strain 168) GN=adaB PE=1 SV=143.60 0.00



TRINITY_DN41248_c0_g3sp|A1K5T6|Y1574_AZOSBazo1574 UPF0061 protein azo1574 OS=Azoarcus sp. (strain BH72) GN=azo1574 PE=3 SV=143.60 0.00

TRINITY_DN41612_c0_g2sp|Q94B74|NUDT2_ARATHNUDT2 Nudix hydrolase 2 OS=Arabidopsis thaliana GN=NUDT2 PE=1 SV=143.60 0.00

TRINITY_DN41887_c0_g7sp|Q8H136|RH14_ARATHRH14 DEAD-box ATP-dependent RNA helicase 14 OS=Arabidopsis thaliana GN=RH14 PE=1 SV=243.60 0.00

TRINITY_DN42336_c2_g5sp|Q8S2E5|KPRS3_ORYSJOs01g0723600Ribose-phosphate pyrophosphokinase 3, chloroplastic OS=Oryza sativa subsp. japonica GN=Os01g0723600 PE=2 SV=143.60 0.00

TRINITY_DN42394_c1_g3sp|Q9TVU5|RAB1_THEPArab1 Ras-related protein Rab-1 OS=Theileria parva GN=rab1 PE=1 SV=143.60 0.00

TRINITY_DN43021_c2_g6sp|Q9XYS3|NOXA_DICDInoxA Superoxide-generating NADPH oxidase heavy chain subunit A OS=Dictyostelium discoideum GN=noxA PE=2 SV=143.60 0.00

TRINITY_DN43363_c0_g2sp|Q9VHH7|ADAL_DROMEAda Adenosine deaminase-like protein OS=Drosophila melanogaster GN=Ada PE=2 SV=143.60 0.00

TRINITY_DN43839_c0_g2sp|Q9SGY2|ACLA1_ARATHACLA-1 ATP-citrate synthase alpha chain protein 1 OS=Arabidopsis thaliana GN=ACLA-1 PE=1 SV=143.60 0.00

TRINITY_DN44733_c0_g2sp|Q26619|KAPR_STRPU- cAMP-dependent protein kinase type II regulatory subunit OS=Strongylocentrotus purpuratus PE=2 SV=143.60 0.00

TRINITY_DN45328_c0_g3sp|B2V656|GPDA_SULSYgpsA Glycerol-3-phosphate dehydrogenase [NAD(P)+] OS=Sulfurihydrogenibium sp. (strain YO3AOP1) GN=gpsA PE=3 SV=143.60 0.00

TRINITY_DN45555_c0_g1sp|Q2QWK9|TPS1_ORYSJOs12g0192500Probable thiamine biosynthetic bifunctional enzyme, chloroplastic OS=Oryza sativa subsp. japonica GN=Os12g0192500 PE=2 SV=243.60 0.00

TRINITY_DN46490_c1_g5sp|P92943|CLCD_ARATHCLC-D Chloride channel protein CLC-d OS=Arabidopsis thaliana GN=CLC-D PE=1 SV=243.60 0.00

TRINITY_DN47165_c0_g5sp|Q9URS0|ACTG_PENCHACT Actin, gamma OS=Penicillium chrysogenum GN=ACT PE=3 SV=143.60 0.00

TRINITY_DN47261_c1_g10sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=143.60 0.00

TRINITY_DN47466_c0_g4sp|Q869V1|NRAM1_DICDInramp1 Metal transporter nramp1 homolog OS=Dictyostelium discoideum GN=nramp1 PE=2 SV=143.60 0.00

TRINITY_DN47802_c1_g6sp|P13607|ATNA_DROMEAtpalphaSodium/potassium-transporting ATPase subunit alpha OS=Drosophila melanogaster GN=Atpalpha PE=1 SV=343.60 0.00

TRINITY_DN47861_c0_g2sp|Q0IIG7|RAB5A_BOVINRAB5A Ras-related protein Rab-5A OS=Bos taurus GN=RAB5A PE=2 SV=143.60 0.00

TRINITY_DN47992_c0_g2sp|O12944|RAD54_CHICKRAD54L DNA repair and recombination protein RAD54-like (Fragment) OS=Gallus gallus GN=RAD54L PE=2 SV=143.60 0.00

TRINITY_DN48122_c0_g5sp|P20425|KCY_DICDIpyrK UMP-CMP kinase OS=Dictyostelium discoideum GN=pyrK PE=1 SV=243.60 0.00

TRINITY_DN48959_c1_g1sp|Q7ZXK9|NLE1_XENLAnle1 Notchless protein homolog 1 OS=Xenopus laevis GN=nle1 PE=2 SV=143.60 0.00

TRINITY_DN49247_c0_g1sp|Q24K02|IDE_BOVINIDE Insulin-degrading enzyme OS=Bos taurus GN=IDE PE=2 SV=143.60 0.00

TRINITY_DN49502_c0_g4sp|Q14204|DYHC1_HUMANDYNC1H1 Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens GN=DYNC1H1 PE=1 SV=543.60 0.00

TRINITY_DN49593_c0_g1sp|Q9H0R3|TM222_HUMANTMEM222 Transmembrane protein 222 OS=Homo sapiens GN=TMEM222 PE=1 SV=243.60 0.00

TRINITY_DN49655_c0_g8sp|Q96329|ACOX4_ARATHACX4 Acyl-coenzyme A oxidase 4, peroxisomal OS=Arabidopsis thaliana GN=ACX4 PE=1 SV=143.60 0.00

TRINITY_DN49682_c0_g1sp|P12629|RK13_SPIOLRPL13 50S ribosomal protein L13, chloroplastic OS=Spinacia oleracea GN=RPL13 PE=1 SV=143.60 0.00

TRINITY_DN49941_c1_g1sp|Q07346|DCE_PETHYGAD Glutamate decarboxylase OS=Petunia hybrida GN=GAD PE=1 SV=143.60 0.00

TRINITY_DN50398_c1_g3sp|Q94714|CATL1_PARTEGSPATT00020990001Cathepsin L 1 OS=Paramecium tetraurelia GN=GSPATT00020990001 PE=1 SV=143.60 0.00

TRINITY_DN50834_c1_g1sp|Q8R943|PCKA_CALS4pckA Phosphoenolpyruvate carboxykinase [ATP] OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=pckA PE=3 SV=143.60 0.00

TRINITY_DN51770_c1_g4sp|P40185|MMF1_YEASTMMF1 Protein MMF1, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MMF1 PE=1 SV=143.60 0.00

TRINITY_DN51813_c0_g1sp|Q5JK39|LCB2D_ORYSJOs01g0928800Long chain base biosynthesis protein 2d OS=Oryza sativa subsp. japonica GN=Os01g0928800 PE=2 SV=143.60 0.00

TRINITY_DN52253_c1_g2sp|Q9FNQ1|DEXHE_ARATHBRR2C DExH-box ATP-dependent RNA helicase DExH14 OS=Arabidopsis thaliana GN=BRR2C PE=2 SV=143.60 0.00

TRINITY_DN52449_c1_g1sp|Q5RBU7|PCP_PONABPRCP Lysosomal Pro-X carboxypeptidase OS=Pongo abelii GN=PRCP PE=2 SV=143.60 0.00

TRINITY_DN5523_c0_g2sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=143.60 0.00

TRINITY_DN10352_c0_g1sp|Q8TC12|RDH11_HUMANRDH11 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=243.50 0.00

TRINITY_DN1901_c0_g1sp|Q86A77|VATD_DICDIatp6v1d V-type proton ATPase subunit D OS=Dictyostelium discoideum GN=atp6v1d PE=1 SV=143.50 0.00

TRINITY_DN21132_c0_g2sp|A2WYI4|OHK3_ORYSIHK3 Probable histidine kinase 3 OS=Oryza sativa subsp. indica GN=HK3 PE=2 SV=143.50 0.00

TRINITY_DN27610_c0_g1sp|Q9C5S2|IRE1A_ARATHIRE1A Serine/threonine-protein kinase/endoribonuclease IRE1a OS=Arabidopsis thaliana GN=IRE1A PE=1 SV=143.50 0.00

TRINITY_DN3025_c0_g1sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=143.50 0.00

TRINITY_DN31118_c0_g1sp|Q14571|ITPR2_HUMANITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=243.50 0.00

TRINITY_DN31457_c0_g1sp|Q8RY25|NU98A_ARATHNUP98A Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana GN=NUP98A PE=1 SV=143.50 0.00

TRINITY_DN31622_c0_g3sp|Q2GAU7|ENGB_NOVADengB Probable GTP-binding protein EngB OS=Novosphingobium aromaticivorans (strain ATCC 700278 / DSM 12444 / CIP 105152 / NBRC 16084 / F199) GN=engB PE=3 SV=143.50 0.00

TRINITY_DN32176_c0_g1sp|P16331|PH4H_MOUSEPah Phenylalanine-4-hydroxylase OS=Mus musculus GN=Pah PE=1 SV=443.50 0.00

TRINITY_DN32670_c0_g1sp|Q55D12|SYHM_DICDImhisS Probable histidine--tRNA ligase, mitochondrial OS=Dictyostelium discoideum GN=mhisS PE=3 SV=143.50 0.00

TRINITY_DN33180_c0_g1sp|P36409|RAB2A_DICDIrab2A Ras-related protein Rab-2A OS=Dictyostelium discoideum GN=rab2A PE=2 SV=243.50 0.00

TRINITY_DN33943_c0_g2sp|Q8C1A5|THOP1_MOUSEThop1 Thimet oligopeptidase OS=Mus musculus GN=Thop1 PE=1 SV=143.50 0.00

TRINITY_DN34170_c0_g3sp|Q6ZVT0|TTL10_HUMANTTLL10 Inactive polyglycylase TTLL10 OS=Homo sapiens GN=TTLL10 PE=1 SV=243.50 0.00

TRINITY_DN34570_c1_g2sp|P0C1B4|AMYA3_ASPORamy3 Alpha-amylase A type-3 OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=amy3 PE=3 SV=143.50 0.00

TRINITY_DN34685_c1_g2sp|Q51062|YHGF_NEIGO- Uncharacterized protein in region E (Fragment) OS=Neisseria gonorrhoeae PE=4 SV=143.50 0.00

TRINITY_DN34742_c0_g1sp|Q3ZBY7|DEGS1_BOVINDEGS1 Sphingolipid delta(4)-desaturase DES1 OS=Bos taurus GN=DEGS1 PE=2 SV=143.50 0.00

TRINITY_DN35506_c0_g2sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=143.50 0.00

TRINITY_DN36085_c2_g6sp|O82390|ANTR1_ARATHANTR1 Sodium-dependent phosphate transport protein 1, chloroplastic OS=Arabidopsis thaliana GN=ANTR1 PE=1 SV=143.50 0.00

TRINITY_DN36775_c1_g2sp|A7MBI7|COMT_BOVINCOMT Catechol O-methyltransferase OS=Bos taurus GN=COMT PE=2 SV=143.50 0.00

TRINITY_DN37068_c0_g1sp|Q6H941|ALKB2_PSEAEalkB2 Alkane 1-monooxygenase 2 OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=alkB2 PE=1 SV=143.50 0.00

TRINITY_DN37487_c0_g1sp|P51659|DHB4_HUMANHSD17B4 Peroxisomal multifunctional enzyme type 2 OS=Homo sapiens GN=HSD17B4 PE=1 SV=343.50 0.00

TRINITY_DN38216_c0_g4sp|Q5XM24|APRA_DICDIaprA Autocrine proliferation repressor protein A OS=Dictyostelium discoideum GN=aprA PE=1 SV=143.50 0.00

TRINITY_DN38706_c0_g1sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=143.50 0.00



TRINITY_DN38814_c0_g2sp|Q54TH9|GACY_DICDIgacY Rho GTPase-activating protein gacY OS=Dictyostelium discoideum GN=gacY PE=3 SV=143.50 0.00

TRINITY_DN38855_c0_g1sp|Q9MAX5|COPZ1_ORYSJCOPZ1 Coatomer subunit zeta-1 OS=Oryza sativa subsp. japonica GN=COPZ1 PE=2 SV=143.50 0.00

TRINITY_DN39424_c0_g1sp|P15357|RS27A_DROMERpS27A Ubiquitin-40S ribosomal protein S27a OS=Drosophila melanogaster GN=RpS27A PE=1 SV=243.50 0.00

TRINITY_DN40090_c1_g2sp|Q54U63|LVSC_DICDIlvsC BEACH domain-containing protein lvsC OS=Dictyostelium discoideum GN=lvsC PE=3 SV=243.50 0.00

TRINITY_DN40473_c0_g5sp|Q8N5T2|TBC19_HUMANTBC1D19 TBC1 domain family member 19 OS=Homo sapiens GN=TBC1D19 PE=1 SV=243.50 0.00

TRINITY_DN41125_c0_g1sp|Q9LX31|GUN4C_ARATHGUN4 Tetrapyrrole-binding protein, chloroplastic OS=Arabidopsis thaliana GN=GUN4 PE=1 SV=143.50 0.00

TRINITY_DN41381_c0_g1sp|Q91819|AURAB_XENLAaurka-b Aurora kinase A-B OS=Xenopus laevis GN=aurka-b PE=2 SV=343.50 0.00

TRINITY_DN41718_c0_g2sp|Q9ZVL6|U603_ARATHAt1g54780UPF0603 protein At1g54780, chloroplastic OS=Arabidopsis thaliana GN=At1g54780 PE=1 SV=143.50 0.00

TRINITY_DN42265_c0_g2sp|O80775|WDR55_ARATHWDR55 WD repeat-containing protein 55 OS=Arabidopsis thaliana GN=WDR55 PE=1 SV=243.50 0.00

TRINITY_DN42745_c0_g1sp|Q0WPT7|Y2104_ARATHAt2g41040Uncharacterized methyltransferase At2g41040, chloroplastic OS=Arabidopsis thaliana GN=At2g41040 PE=2 SV=143.50 0.00

TRINITY_DN43305_c0_g1sp|P42698|DR111_ARATHDRT111 DNA-damage-repair/toleration protein DRT111, chloroplastic OS=Arabidopsis thaliana GN=DRT111 PE=1 SV=243.50 0.00

TRINITY_DN43577_c0_g1sp|O95714|HERC2_HUMANHERC2 E3 ubiquitin-protein ligase HERC2 OS=Homo sapiens GN=HERC2 PE=1 SV=243.50 0.00

TRINITY_DN43908_c0_g3sp|Q54G57|ASCC3_DICDIascc3 Activating signal cointegrator 1 complex subunit 3 OS=Dictyostelium discoideum GN=ascc3 PE=3 SV=143.50 0.00

TRINITY_DN43971_c0_g7sp|Q9FWX7|AB11B_ARATHABCB11 ABC transporter B family member 11 OS=Arabidopsis thaliana GN=ABCB11 PE=2 SV=143.50 0.00

TRINITY_DN44699_c1_g2sp|Q1RMR5|TILB_BOVINLRRC6 Protein tilB homolog OS=Bos taurus GN=LRRC6 PE=2 SV=143.50 0.00

TRINITY_DN44934_c0_g2sp|Q9VAN6|SLBP_DROMESlbp Histone RNA hairpin-binding protein OS=Drosophila melanogaster GN=Slbp PE=1 SV=143.50 0.00

TRINITY_DN45218_c0_g10sp|Q8LRK8|HDA18_ARATHHDA18 Histone deacetylase 18 OS=Arabidopsis thaliana GN=HDA18 PE=2 SV=143.50 0.00

TRINITY_DN45253_c0_g5sp|P22699|GUN6_DICDIcelA Endoglucanase OS=Dictyostelium discoideum GN=celA PE=2 SV=143.50 0.00

TRINITY_DN45435_c0_g12sp|A6QQM4|ZN474_BOVINZNF474 Zinc finger protein 474 OS=Bos taurus GN=ZNF474 PE=2 SV=143.50 0.00

TRINITY_DN46096_c0_g6sp|P13723|HEXA1_DICDIhexa1 Beta-hexosaminidase subunit A1 OS=Dictyostelium discoideum GN=hexa1 PE=1 SV=143.50 0.00

TRINITY_DN46172_c0_g2sp|P05095|ACTNA_DICDIabpA Alpha-actinin A OS=Dictyostelium discoideum GN=abpA PE=1 SV=243.50 0.00

TRINITY_DN46407_c1_g3sp|Q93ZE9|SFH3_ARATHSFH3 Phosphatidylinositol/phosphatidylcholine transfer protein SFH3 OS=Arabidopsis thaliana GN=SFH3 PE=2 SV=143.50 0.00

TRINITY_DN46877_c0_g4sp|Q7M6Z4|KIF27_MOUSEKif27 Kinesin-like protein KIF27 OS=Mus musculus GN=Kif27 PE=1 SV=143.50 0.00

TRINITY_DN46942_c0_g2sp|Q9CVB6|ARPC2_MOUSEArpc2 Actin-related protein 2/3 complex subunit 2 OS=Mus musculus GN=Arpc2 PE=1 SV=343.50 0.00

TRINITY_DN47002_c0_g1sp|A8CVX7|TTLL6_DANREttll6 Tubulin polyglutamylase ttll6 OS=Danio rerio GN=ttll6 PE=2 SV=143.50 0.00

TRINITY_DN47247_c0_g1sp|F4I8H8|GDPD4_ARATHGDPD4 Glycerophosphodiester phosphodiesterase GDPD4 OS=Arabidopsis thaliana GN=GDPD4 PE=2 SV=143.50 0.00

TRINITY_DN47382_c0_g1sp|Q5JVL4|EFHC1_HUMANEFHC1 EF-hand domain-containing protein 1 OS=Homo sapiens GN=EFHC1 PE=1 SV=143.50 0.00

TRINITY_DN47848_c0_g2sp|Q6K439|PAP2_ORYSJPAP2 Probable plastid-lipid-associated protein 2, chloroplastic OS=Oryza sativa subsp. japonica GN=PAP2 PE=2 SV=143.50 0.00

TRINITY_DN48414_c0_g5sp|Q1BK36|ADC_BURCAadc Probable acetoacetate decarboxylase OS=Burkholderia cenocepacia (strain AU 1054) GN=adc PE=3 SV=143.50 0.00

TRINITY_DN48752_c0_g2sp|O48773|PDI23_ARATHPDIL2-3 Protein disulfide-isomerase 2-3 OS=Arabidopsis thaliana GN=PDIL2-3 PE=2 SV=143.50 0.00

TRINITY_DN48837_c0_g1sp|Q3E9A0|ANTR6_ARATHANTR6 Probable anion transporter 6, chloroplastic OS=Arabidopsis thaliana GN=ANTR6 PE=2 SV=143.50 0.00

TRINITY_DN49401_c1_g1sp|Q13310|PABP4_HUMANPABPC4 Polyadenylate-binding protein 4 OS=Homo sapiens GN=PABPC4 PE=1 SV=143.50 0.00

TRINITY_DN49895_c0_g1sp|C7EXK4|AT8A2_BOVINATP8A2 Phospholipid-transporting ATPase IB OS=Bos taurus GN=ATP8A2 PE=1 SV=443.50 0.00

TRINITY_DN50027_c1_g5sp|P61759|PFD3_MOUSEVbp1 Prefoldin subunit 3 OS=Mus musculus GN=Vbp1 PE=1 SV=243.50 0.00

TRINITY_DN50419_c0_g3sp|Q9XYS3|NOXA_DICDInoxA Superoxide-generating NADPH oxidase heavy chain subunit A OS=Dictyostelium discoideum GN=noxA PE=2 SV=143.50 0.00

TRINITY_DN50507_c1_g4sp|O94655|YPT7_SCHPOypt7 GTP-binding protein ypt7 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt7 PE=3 SV=143.50 0.00

TRINITY_DN50564_c0_g5sp|Q54W86|MYLKF_DICDIDDB_G0279831Probable myosin light chain kinase DDB_G0279831 OS=Dictyostelium discoideum GN=DDB_G0279831 PE=3 SV=143.50 0.00

TRINITY_DN51039_c1_g1sp|P82869|CYP37_ARATHCYP37 Peptidyl-prolyl cis-trans isomerase CYP37, chloroplastic OS=Arabidopsis thaliana GN=CYP37 PE=1 SV=343.50 0.00

TRINITY_DN51253_c1_g1sp|Q9SRK7|AZG1_ARATHAZG1 Adenine/guanine permease AZG1 OS=Arabidopsis thaliana GN=AZG1 PE=2 SV=143.50 0.00

TRINITY_DN51267_c1_g1sp|Q5AVF0|AMPP1_EMENIampp Probable Xaa-Pro aminopeptidase P OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=ampp PE=3 SV=243.50 0.00

TRINITY_DN52041_c0_g1sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=243.50 0.00

TRINITY_DN52439_c0_g1sp|Q6F3A6|CDPKA_ORYSJCPK10 Calcium-dependent protein kinase 10 OS=Oryza sativa subsp. japonica GN=CPK10 PE=2 SV=143.50 0.00

TRINITY_DN11626_c0_g1sp|Q54SN4|RPAC1_DICDIpolr1c DNA-directed RNA polymerases I and III subunit rpac1 OS=Dictyostelium discoideum GN=polr1c PE=3 SV=143.40 0.00

TRINITY_DN30187_c0_g1sp|P13709|FSH_DROMEfs(1)h Homeotic protein female sterile OS=Drosophila melanogaster GN=fs(1)h PE=1 SV=243.40 0.00

TRINITY_DN30848_c0_g4sp|Q6GPP0|WDR70_XENLAwdr70 WD repeat-containing protein 70 OS=Xenopus laevis GN=wdr70 PE=2 SV=243.40 0.00

TRINITY_DN31455_c0_g2sp|B8B7X6|D2HDH_ORYSID2HGDH Probable D-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Oryza sativa subsp. indica GN=D2HGDH PE=3 SV=143.40 0.00

TRINITY_DN33051_c0_g1sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=143.40 0.00

TRINITY_DN33202_c0_g1sp|P86397|HTD2_HUMANRPP14 Hydroxyacyl-thioester dehydratase type 2, mitochondrial OS=Homo sapiens GN=RPP14 PE=1 SV=143.40 0.00

TRINITY_DN33575_c0_g2sp|Q54VR8|ELMOB_DICDIelmoB ELMO domain-containing protein B OS=Dictyostelium discoideum GN=elmoB PE=3 SV=143.40 0.00

TRINITY_DN33755_c0_g1sp|Q6GML7|TATD1_DANREtatdn1 Putative deoxyribonuclease TATDN1 OS=Danio rerio GN=tatdn1 PE=2 SV=143.40 0.00

TRINITY_DN33772_c0_g1sp|Q55CT5|SEC31_DICDIsec31 Protein transport protein SEC31 OS=Dictyostelium discoideum GN=sec31 PE=3 SV=143.40 0.00

TRINITY_DN34493_c0_g1sp|Q8BHG2|CA123_MOUSE- UPF0587 protein C1orf123 homolog OS=Mus musculus PE=1 SV=143.40 0.00

TRINITY_DN34723_c0_g1sp|P61289|PSME3_HUMANPSME3 Proteasome activator complex subunit 3 OS=Homo sapiens GN=PSME3 PE=1 SV=143.40 0.00

TRINITY_DN35416_c0_g6sp|Q54F23|MROH1_DICDImroh1 Maestro heat-like repeat-containing protein family member 1 OS=Dictyostelium discoideum GN=mroh1 PE=4 SV=143.40 0.00

TRINITY_DN35709_c0_g1sp|O55173|PDPK1_RATPdpk1 3-phosphoinositide-dependent protein kinase 1 OS=Rattus norvegicus GN=Pdpk1 PE=1 SV=243.40 0.00

TRINITY_DN36163_c0_g12sp|Q86KI1|AP2A2_DICDIap2a1-1 AP-2 complex subunit alpha-2 OS=Dictyostelium discoideum GN=ap2a1-1 PE=3 SV=143.40 0.00



TRINITY_DN36189_c1_g3sp|Q551M4|ZFPL1_DICDIzfpl1 Zinc finger protein-like 1 homolog OS=Dictyostelium discoideum GN=zfpl1 PE=3 SV=143.40 0.00

TRINITY_DN37291_c0_g7sp|Q16566|KCC4_HUMANCAMK4 Calcium/calmodulin-dependent protein kinase type IV OS=Homo sapiens GN=CAMK4 PE=1 SV=143.40 0.00

TRINITY_DN37916_c0_g1sp|Q9C9Z1|ZTP50_ARATHAt3g08650Putative zinc transporter At3g08650 OS=Arabidopsis thaliana GN=At3g08650 PE=2 SV=243.40 0.00

TRINITY_DN38238_c1_g2sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=243.40 0.00

TRINITY_DN38497_c0_g2sp|Q4KLV1|CHPT1_XENLAchpt1 Cholinephosphotransferase 1 OS=Xenopus laevis GN=chpt1 PE=2 SV=143.40 0.00

TRINITY_DN39502_c0_g6sp|O15976|GNAO_MIZYESCGOA Guanine nucleotide-binding protein G(o) subunit alpha OS=Mizuhopecten yessoensis GN=SCGOA PE=2 SV=343.40 0.00

TRINITY_DN39804_c0_g1sp|P10056|PAPA3_CARPA- Caricain OS=Carica papaya PE=1 SV=243.40 0.00

TRINITY_DN42230_c0_g3sp|Q8H1F6|DGP3_ARATHDGP3 DAR GTPase 3, chloroplastic OS=Arabidopsis thaliana GN=DGP3 PE=2 SV=143.40 0.00

TRINITY_DN42235_c0_g1sp|Q9DE13|BAZ2B_CHICKBAZ2B Bromodomain adjacent to zinc finger domain protein 2B OS=Gallus gallus GN=BAZ2B PE=2 SV=143.40 0.00

TRINITY_DN42334_c0_g5sp|B1MGB7|Y3787_MYCA9MAB_3787Putative S-adenosyl-L-methionine-dependent methyltransferase MAB_3787 OS=Mycobacterium abscessus (strain ATCC 19977 / DSM 44196 / CIP 104536 / JCM 13569 / NCTC 13031 / TMC 1543) GN=MAB_3787 PE=3 SV=143.40 0.00

TRINITY_DN42839_c0_g2sp|Q6NM25|UTR5_ARATHUTR5 UDP-galactose/UDP-glucose transporter 5 OS=Arabidopsis thaliana GN=UTR5 PE=2 SV=143.40 0.00

TRINITY_DN43048_c1_g1sp|F4HX15|LPAI_ARATHPLA1 Phospholipase A I OS=Arabidopsis thaliana GN=PLA1 PE=2 SV=143.40 0.00

TRINITY_DN43184_c0_g1sp|P30268|Y2045_BACPEBpOF4_10225Uncharacterized aminotransferase BpOF4_10225 OS=Bacillus pseudofirmus (strain OF4) GN=BpOF4_10225 PE=3 SV=243.40 0.00

TRINITY_DN43542_c0_g1sp|Q54I81|EI2BA_DICDIeif2b1 Translation initiation factor eIF-2B subunit alpha OS=Dictyostelium discoideum GN=eif2b1 PE=3 SV=143.40 0.00

TRINITY_DN43991_c0_g1sp|Q0J0A4|LPAAT_ORYSJOs09g0520200Probable 1-acylglycerol-3-phosphate O-acyltransferase OS=Oryza sativa subsp. japonica GN=Os09g0520200 PE=3 SV=343.40 0.00

TRINITY_DN44174_c0_g13sp|Q9HDW7|ATC2_SCHPOpmc1 Calcium-transporting ATPase 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pmc1 PE=3 SV=143.40 0.00

TRINITY_DN45102_c0_g2sp|Q9LT31|VPS9A_ARATHVPS9A Vacuolar protein sorting-associated protein 9A OS=Arabidopsis thaliana GN=VPS9A PE=1 SV=143.40 0.00

TRINITY_DN45181_c0_g3sp|Q7XA07|DC2L1_CHLRED1BLIC Cytoplasmic dynein 2 light intermediate chain 1 OS=Chlamydomonas reinhardtii GN=D1BLIC PE=1 SV=143.40 0.00

TRINITY_DN45554_c0_g1sp|Q9FGM0|FTSHB_ARATHFTSH11 ATP-dependent zinc metalloprotease FTSH 11, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=FTSH11 PE=1 SV=143.40 0.00

TRINITY_DN45887_c0_g5sp|Q75A26|ARF_ASHGOARF1 ADP-ribosylation factor OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=ARF1 PE=3 SV=343.40 0.00

TRINITY_DN46513_c0_g2sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=143.40 0.00

TRINITY_DN47290_c0_g1sp|Q1RJU4|IDH_RICBRicd Isocitrate dehydrogenase [NADP] OS=Rickettsia bellii (strain RML369-C) GN=icd PE=3 SV=143.40 0.00

TRINITY_DN47524_c0_g1sp|A1A4J6|ATP9B_BOVINATP9B Probable phospholipid-transporting ATPase IIB OS=Bos taurus GN=ATP9B PE=2 SV=143.40 0.00

TRINITY_DN47581_c0_g1sp|Q93VI4|PABN1_ARATHPABN1 Polyadenylate-binding protein 1 OS=Arabidopsis thaliana GN=PABN1 PE=1 SV=143.40 0.00

TRINITY_DN47727_c1_g7sp|Q90W58|DUS1B_XENLAdusp1-b Dual specificity protein phosphatase 1-B OS=Xenopus laevis GN=dusp1-b PE=2 SV=143.40 0.00

TRINITY_DN47763_c0_g8sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=243.40 0.00

TRINITY_DN47961_c0_g3sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=343.40 0.00

TRINITY_DN47966_c0_g2sp|Q9SL02|RAD50_ARATHRAD50 DNA repair protein RAD50 OS=Arabidopsis thaliana GN=RAD50 PE=1 SV=243.40 0.00

TRINITY_DN48344_c0_g2sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=443.40 0.00

TRINITY_DN48402_c0_g9sp|O94284|HMT2_SCHPOhmt2 Sulfide:quinone oxidoreductase, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hmt2 PE=3 SV=143.40 0.00

TRINITY_DN49143_c0_g1sp|Q6AYB3|ISY1_RATIsy1 Pre-mRNA-splicing factor ISY1 homolog OS=Rattus norvegicus GN=Isy1 PE=2 SV=143.40 0.00

TRINITY_DN49388_c0_g1sp|Q8L7K9|MAO2_ARATHNAD-ME2 NAD-dependent malic enzyme 2, mitochondrial OS=Arabidopsis thaliana GN=NAD-ME2 PE=1 SV=143.40 0.00

TRINITY_DN49854_c0_g8sp|P22686|CB2_CHLMO- Chlorophyll a-b binding protein of LHCII type I, chloroplastic OS=Chlamydomonas moewusii PE=2 SV=143.40 0.00

TRINITY_DN50961_c0_g5sp|Q14191|WRN_HUMANWRN Werner syndrome ATP-dependent helicase OS=Homo sapiens GN=WRN PE=1 SV=243.40 0.00

TRINITY_DN52197_c2_g1sp|Q9FWQ5|HAC12_ARATHHAC12 Histone acetyltransferase HAC12 OS=Arabidopsis thaliana GN=HAC12 PE=2 SV=243.40 0.00

TRINITY_DN52536_c1_g2sp|Q8INF0|GCY8E_DROMEGyc88E Soluble guanylate cyclase 88E OS=Drosophila melanogaster GN=Gyc88E PE=1 SV=343.40 0.00

TRINITY_DN52687_c6_g3sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=143.40 0.00

TRINITY_DN12148_c0_g1sp|Q9LS99|ATL77_ARATHATL77 RING-H2 finger protein ATL77 OS=Arabidopsis thaliana GN=ATL77 PE=2 SV=143.30 0.00

TRINITY_DN20991_c0_g2sp|P29993|ITPR_DROMEItp-r83AInositol 1,4,5-trisphosphate receptor OS=Drosophila melanogaster GN=Itp-r83A PE=2 SV=343.30 0.00

TRINITY_DN23600_c0_g1sp|O14145|TPS2_SCHPOtps2 Trehalose-phosphatase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tps2 PE=3 SV=143.30 0.00

TRINITY_DN30091_c0_g1sp|Q8NEG7|DEN6B_HUMANDENND6B Protein DENND6B OS=Homo sapiens GN=DENND6B PE=2 SV=143.30 0.00

TRINITY_DN31588_c0_g2sp|Q12118|SGT2_YEASTSGT2 Small glutamine-rich tetratricopeptide repeat-containing protein 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SGT2 PE=1 SV=143.30 0.00

TRINITY_DN31744_c0_g1sp|Q24307|DIAP2_DROMEDiap2 Death-associated inhibitor of apoptosis 2 OS=Drosophila melanogaster GN=Diap2 PE=1 SV=343.30 0.00

TRINITY_DN31983_c0_g1sp|Q55GG1|CPND_DICDIcpnD Copine-D OS=Dictyostelium discoideum GN=cpnD PE=2 SV=143.30 0.00

TRINITY_DN33830_c0_g4sp|P84097|RHOG_CRICRRHOG Rho-related GTP-binding protein RhoG OS=Cricetus cricetus GN=RHOG PE=2 SV=143.30 0.00

TRINITY_DN33931_c0_g1sp|F0NBH8|KMT_SULIRSiRe_1449Protein-lysine N-methyltransferase OS=Sulfolobus islandicus (strain REY15A) GN=SiRe_1449 PE=1 SV=143.30 0.00

TRINITY_DN34422_c0_g1sp|P35085|CBPP_DICDIcbpP Calcium-binding protein P OS=Dictyostelium discoideum GN=cbpP PE=2 SV=243.30 0.00

TRINITY_DN34582_c1_g4sp|Q4KLF5|BT3L4_XENLAbtf3l4 Transcription factor BTF3 homolog 4 OS=Xenopus laevis GN=btf3l4 PE=2 SV=143.30 0.00

TRINITY_DN34911_c0_g1sp|Q54TH4|GET4_DICDIDDB_G0281815Golgi to ER traffic protein 4 homolog OS=Dictyostelium discoideum GN=DDB_G0281815 PE=3 SV=143.30 0.00

TRINITY_DN36282_c0_g2sp|Q61371|IFT88_MOUSEIft88 Intraflagellar transport protein 88 homolog OS=Mus musculus GN=Ift88 PE=1 SV=243.30 0.00

TRINITY_DN36881_c0_g1sp|Q9SF91|RAE1E_ARATHRABE1E Ras-related protein RABE1e OS=Arabidopsis thaliana GN=RABE1E PE=1 SV=143.30 0.00

TRINITY_DN37016_c0_g4sp|Q54P13|ABCC8_DICDIabcC8 ABC transporter C family member 8 OS=Dictyostelium discoideum GN=abcC8 PE=3 SV=143.30 0.00

TRINITY_DN370_c0_g1sp|P04905|GSTM1_RATGstm1 Glutathione S-transferase Mu 1 OS=Rattus norvegicus GN=Gstm1 PE=1 SV=243.30 0.00

TRINITY_DN37327_c0_g1sp|Q54MJ7|ALAM_DICDIgpt Probable alanine aminotransferase, mitochondrial OS=Dictyostelium discoideum GN=gpt PE=3 SV=143.30 0.00

TRINITY_DN37510_c1_g1sp|Q92346|YDH1_SCHPOSPAC6G9.01cUncharacterized protein C6G9.01c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.01c PE=4 SV=243.30 0.00

TRINITY_DN37920_c0_g3sp|Q94BV7|NDB2_ARATHNDB2 External alternative NAD(P)H-ubiquinone oxidoreductase B2, mitochondrial OS=Arabidopsis thaliana GN=NDB2 PE=1 SV=143.30 0.00



TRINITY_DN37945_c0_g9sp|O13935|TRM4B_SCHPOtrm4b Multisite-specific tRNA:(cytosine-C(5))-methyltransferase trm4b OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trm4b PE=3 SV=243.30 0.00

TRINITY_DN37949_c0_g3sp|Q0IIJ0|NAA50_BOVINNAA50 N-alpha-acetyltransferase 50 OS=Bos taurus GN=NAA50 PE=2 SV=143.30 0.00

TRINITY_DN38182_c0_g6sp|Q9D906|ATG7_MOUSEAtg7 Ubiquitin-like modifier-activating enzyme ATG7 OS=Mus musculus GN=Atg7 PE=1 SV=143.30 0.00

TRINITY_DN38269_c1_g1sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=243.30 0.00

TRINITY_DN38546_c0_g4sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=343.30 0.00

TRINITY_DN38631_c0_g2sp|Q642T7|DIEXF_XENTRdiexf Digestive organ expansion factor homolog OS=Xenopus tropicalis GN=diexf PE=2 SV=143.30 0.00

TRINITY_DN38678_c1_g1sp|Q5SKN4|TRMI_THET8trmI tRNA (adenine(58)-N(1))-methyltransferase TrmI OS=Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579) GN=trmI PE=3 SV=143.30 0.00

TRINITY_DN38754_c1_g6sp|Q9S752|LOFG2_ARATHLOG2 Probable E3 ubiquitin-protein ligase LOG2 OS=Arabidopsis thaliana GN=LOG2 PE=1 SV=143.30 0.00

TRINITY_DN38893_c0_g1sp|Q941L3|BON1_ARATHBON1 Protein BONZAI 1 OS=Arabidopsis thaliana GN=BON1 PE=1 SV=243.30 0.00

TRINITY_DN39041_c0_g1sp|Q7X9I4|ERO2_ARATHAERO2 Endoplasmic reticulum oxidoreductin-2 OS=Arabidopsis thaliana GN=AERO2 PE=1 SV=143.30 0.00

TRINITY_DN39471_c1_g5sp|Q06AB3|UCHL3_PIGUCHL3 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Sus scrofa GN=UCHL3 PE=2 SV=143.30 0.00

TRINITY_DN39655_c0_g7sp|P54562|YQJY_BACSUyqjY Uncharacterized protein YqjY OS=Bacillus subtilis (strain 168) GN=yqjY PE=1 SV=143.30 0.00

TRINITY_DN40207_c0_g3sp|Q17320|WHITE_CERCAW Protein white OS=Ceratitis capitata GN=W PE=2 SV=143.30 0.00

TRINITY_DN40450_c0_g8sp|P08096|TOP2_SCHPOtop2 DNA topoisomerase 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=top2 PE=1 SV=243.30 0.00

TRINITY_DN41100_c0_g3sp|O43918|AIRE_HUMANAIRE Autoimmune regulator OS=Homo sapiens GN=AIRE PE=1 SV=143.30 0.00

TRINITY_DN41278_c0_g3sp|Q9SLD2|DGAT1_ARATHDGAT1 Diacylglycerol O-acyltransferase 1 OS=Arabidopsis thaliana GN=DGAT1 PE=1 SV=243.30 0.00

TRINITY_DN42208_c1_g7sp|Q07830|GPI13_YEASTGPI13 GPI ethanolamine phosphate transferase 3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GPI13 PE=1 SV=143.30 0.00

TRINITY_DN42746_c1_g10sp|Q8RA71|MUTS_CALS4mutS DNA mismatch repair protein MutS OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=mutS PE=3 SV=143.30 0.00

TRINITY_DN42773_c1_g4sp|Q84WB7|GT645_ARATHAt5g04500Glycosyltransferase family protein 64 protein C5 OS=Arabidopsis thaliana GN=At5g04500 PE=2 SV=143.30 0.00

TRINITY_DN42820_c1_g2sp|Q9FH40|TA14B_ARATHTAF14B Transcription initiation factor TFIID subunit 14b OS=Arabidopsis thaliana GN=TAF14B PE=1 SV=143.30 0.00

TRINITY_DN42943_c0_g8sp|P0CR39|SEC23_CRYNBSEC23 Protein transport protein SEC23 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=SEC23 PE=3 SV=143.30 0.00

TRINITY_DN42971_c1_g1sp|Q46927|TCDA_ECOLItcdA tRNA threonylcarbamoyladenosine dehydratase OS=Escherichia coli (strain K12) GN=tcdA PE=1 SV=143.30 0.00

TRINITY_DN43012_c0_g1sp|Q1AU63|RL13_RUBXDrplM 50S ribosomal protein L13 OS=Rubrobacter xylanophilus (strain DSM 9941 / NBRC 16129) GN=rplM PE=3 SV=243.30 0.00

TRINITY_DN43324_c0_g5sp|Q9NR30|DDX21_HUMANDDX21 Nucleolar RNA helicase 2 OS=Homo sapiens GN=DDX21 PE=1 SV=543.30 0.00

TRINITY_DN43796_c1_g8sp|P55096|ABCD3_MOUSEAbcd3 ATP-binding cassette sub-family D member 3 OS=Mus musculus GN=Abcd3 PE=1 SV=243.30 0.00

TRINITY_DN44124_c0_g1sp|Q8LSQ2|SR43C_ORYSJOs03g0131900Probable signal recognition particle 43 kDa protein, chloroplastic OS=Oryza sativa subsp. japonica GN=Os03g0131900 PE=2 SV=143.30 0.00

TRINITY_DN44400_c1_g3sp|Q54S12|TM104_DICDItmem104 Transmembrane protein 104 homolog OS=Dictyostelium discoideum GN=tmem104 PE=3 SV=143.30 0.00

TRINITY_DN44875_c0_g2sp|F4KHG6|CTPA1_ARATHCTPA1 Carboxyl-terminal-processing peptidase 1, chloroplastic OS=Arabidopsis thaliana GN=CTPA1 PE=1 SV=143.30 0.00

TRINITY_DN45931_c0_g1sp|Q9XF42|PROF3_MALDO- Profilin-3 OS=Malus domestica PE=1 SV=143.30 0.00

TRINITY_DN46099_c2_g1sp|Q86SQ9|DHDDS_HUMANDHDDS Dehydrodolichyl diphosphate synthase complex subunit DHDDS OS=Homo sapiens GN=DHDDS PE=1 SV=343.30 0.00

TRINITY_DN46106_c0_g1sp|Q8LB72|PHR2_ARATHPHR2 Blue-light photoreceptor PHR2 OS=Arabidopsis thaliana GN=PHR2 PE=2 SV=243.30 0.00

TRINITY_DN46341_c1_g2sp|Q949Q5|PSAO_ARATHPSAO Photosystem I subunit O OS=Arabidopsis thaliana GN=PSAO PE=1 SV=143.30 0.00

TRINITY_DN4716_c0_g1sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=243.30 0.00

TRINITY_DN47264_c0_g3sp|Q7X9V2|PIE1_ARATHPIE1 Protein PHOTOPERIOD-INDEPENDENT EARLY FLOWERING 1 OS=Arabidopsis thaliana GN=PIE1 PE=1 SV=143.30 0.00

TRINITY_DN47668_c1_g1sp|Q5Z9I2|IMCL1_ORYSJIMCEL1 Probable isoprenylcysteine alpha-carbonyl methylesterase ICMEL1 OS=Oryza sativa subsp. japonica GN=IMCEL1 PE=2 SV=143.30 0.00

TRINITY_DN48458_c0_g1sp|Q9SZR1|ACA10_ARATHACA10 Calcium-transporting ATPase 10, plasma membrane-type OS=Arabidopsis thaliana GN=ACA10 PE=1 SV=243.30 0.00

TRINITY_DN48672_c0_g1sp|O23553|BAM3_ARATHBAM3 Beta-amylase 3, chloroplastic OS=Arabidopsis thaliana GN=BAM3 PE=1 SV=343.30 0.00

TRINITY_DN48698_c0_g1sp|Q09524|TG124_CAEELtag-124 Probable tRNA pseudouridine synthase tag-124 OS=Caenorhabditis elegans GN=tag-124 PE=3 SV=143.30 0.00

TRINITY_DN48949_c0_g3sp|Q7TML3|S35F2_MOUSESlc35f2 Solute carrier family 35 member F2 OS=Mus musculus GN=Slc35f2 PE=1 SV=243.30 0.00

TRINITY_DN49670_c0_g1sp|Q8VYE2|TIM50_ARATHTIM50 Mitochondrial import inner membrane translocase subunit TIM50 OS=Arabidopsis thaliana GN=TIM50 PE=1 SV=143.30 0.00

TRINITY_DN49871_c2_g2sp|P22200|KPYC_SOLTU- Pyruvate kinase, cytosolic isozyme OS=Solanum tuberosum PE=2 SV=143.30 0.00

TRINITY_DN50379_c0_g1sp|Q54WD9|SYYM_DICDImtyrS Probable tyrosine--tRNA ligase, mitochondrial OS=Dictyostelium discoideum GN=mtyrS PE=3 SV=143.30 0.00

TRINITY_DN50547_c1_g1sp|Q6GM65|PLAP_XENLAplaa Phospholipase A-2-activating protein OS=Xenopus laevis GN=plaa PE=2 SV=243.30 0.00

TRINITY_DN51510_c0_g1sp|O22795|RK28_ARATHRPL28 50S ribosomal protein L28, chloroplastic OS=Arabidopsis thaliana GN=RPL28 PE=2 SV=243.30 0.00

TRINITY_DN51895_c1_g1sp|A5GEC2|RLMN_GEOURrlmN Dual-specificity RNA methyltransferase RlmN OS=Geobacter uraniireducens (strain Rf4) GN=rlmN PE=3 SV=143.30 0.00

TRINITY_DN51967_c0_g1sp|C0LGS2|Y4361_ARATHAt4g36180Probable LRR receptor-like serine/threonine-protein kinase At4g36180 OS=Arabidopsis thaliana GN=At4g36180 PE=2 SV=143.30 0.00

TRINITY_DN52830_c0_g1sp|P31942|HNRH3_HUMANHNRNPH3 Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens GN=HNRNPH3 PE=1 SV=243.30 0.00

TRINITY_DN54077_c0_g1sp|Q63468|KPRA_RATPrpsap1 Phosphoribosyl pyrophosphate synthase-associated protein 1 OS=Rattus norvegicus GN=Prpsap1 PE=1 SV=143.30 0.00

TRINITY_DN6984_c0_g1sp|Q54NW6|OPLA_DICDIoplah 5-oxoprolinase OS=Dictyostelium discoideum GN=oplah PE=3 SV=243.30 0.00

TRINITY_DN14343_c0_g1sp|Q7TXK8|MSL7_MYCBOpks15/1 Phenolphthiocerol synthesis polyketide synthase type I Pks15/1 OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=pks15/1 PE=1 SV=143.20 0.00

TRINITY_DN30098_c0_g1sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=243.20 0.00

TRINITY_DN34049_c0_g5sp|Q09147|FGFR2_DROMEbtl Fibroblast growth factor receptor homolog 2 OS=Drosophila melanogaster GN=btl PE=2 SV=343.20 0.00

TRINITY_DN34087_c0_g2sp|A1XDC0|TFP11_DICDIstip-1 Septin and tuftelin-interacting protein 1 homolog OS=Dictyostelium discoideum GN=stip-1 PE=2 SV=143.20 0.00

TRINITY_DN34177_c0_g1sp|A7SKE9|EIF3G_NEMVEv1g171563Eukaryotic translation initiation factor 3 subunit G OS=Nematostella vectensis GN=v1g171563 PE=3 SV=143.20 0.00

TRINITY_DN34724_c0_g4sp|P52984|THGA_LACLAlacA Galactoside O-acetyltransferase OS=Lactococcus lactis subsp. lactis (strain IL1403) GN=lacA PE=3 SV=143.20 0.00

TRINITY_DN34893_c0_g9sp|P49655|KCJ10_RATKcnj10 ATP-sensitive inward rectifier potassium channel 10 OS=Rattus norvegicus GN=Kcnj10 PE=1 SV=143.20 0.00



TRINITY_DN35276_c0_g1sp|O43093|KINH_SYNRA- Kinesin heavy chain OS=Syncephalastrum racemosum PE=2 SV=143.20 0.00

TRINITY_DN36735_c0_g1sp|Q8BUV8|GP107_MOUSEGpr107 Protein GPR107 OS=Mus musculus GN=Gpr107 PE=1 SV=243.20 0.00

TRINITY_DN37115_c0_g1sp|P54659|MVPB_DICDImvpB Major vault protein beta OS=Dictyostelium discoideum GN=mvpB PE=1 SV=143.20 0.00

TRINITY_DN37617_c0_g1sp|Q7ZTL7|BCS1_XENLAbcs1l Mitochondrial chaperone BCS1 OS=Xenopus laevis GN=bcs1l PE=2 SV=143.20 0.00

TRINITY_DN38511_c0_g6sp|Q5QNI5|BZP02_ORYSJBZIP02 Basic leucine zipper 2 OS=Oryza sativa subsp. japonica GN=BZIP02 PE=2 SV=143.20 0.00

TRINITY_DN38816_c1_g2sp|P43567|AGX1_YEASTAGX1 Alanine--glyoxylate aminotransferase 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AGX1 PE=1 SV=143.20 0.00

TRINITY_DN38952_c0_g4sp|Q863I2|OXSR1_PIGOXSR1 Serine/threonine-protein kinase OSR1 OS=Sus scrofa GN=OXSR1 PE=2 SV=143.20 0.00

TRINITY_DN39774_c0_g5sp|Q9FG37|GACP3_ARATHGCP3 Gamma-tubulin complex component 3 OS=Arabidopsis thaliana GN=GCP3 PE=1 SV=143.20 0.00

TRINITY_DN40981_c2_g1sp|Q9SR06|CLP1_ARATHCLPS3 Protein CLP1 homolog OS=Arabidopsis thaliana GN=CLPS3 PE=1 SV=143.20 0.00

TRINITY_DN4111_c0_g1sp|Q962S0|RS7_SPOFRRpS7 40S ribosomal protein S7 OS=Spodoptera frugiperda GN=RpS7 PE=2 SV=143.20 0.00

TRINITY_DN41416_c0_g2sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=343.20 0.00

TRINITY_DN41474_c0_g1sp|Q13435|SF3B2_HUMANSF3B2 Splicing factor 3B subunit 2 OS=Homo sapiens GN=SF3B2 PE=1 SV=243.20 0.00

TRINITY_DN42577_c1_g1sp|Q3TTY0|PLB1_MOUSEPlb1 Phospholipase B1, membrane-associated OS=Mus musculus GN=Plb1 PE=1 SV=243.20 0.00

TRINITY_DN42880_c0_g2sp|Q9FNG6|C3H51_ARATHAt5g06420Zinc finger CCCH domain-containing protein 51 OS=Arabidopsis thaliana GN=At5g06420 PE=2 SV=143.20 0.00

TRINITY_DN43184_c0_g4sp|Q6NXD8|DEN5B_DANREdennd5b DENN domain-containing protein 5B OS=Danio rerio GN=dennd5b PE=2 SV=243.20 0.00

TRINITY_DN43223_c0_g1sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=143.20 0.00

TRINITY_DN45669_c0_g1sp|P61282|NEDD8_BOVINNEDD8 NEDD8 OS=Bos taurus GN=NEDD8 PE=3 SV=143.20 0.00

TRINITY_DN48237_c0_g6sp|Q9M2Q6|SPL15_ARATHSPL15 Squamosa promoter-binding-like protein 15 OS=Arabidopsis thaliana GN=SPL15 PE=2 SV=143.20 0.00

TRINITY_DN48421_c1_g2sp|Q9LD55|EIF3A_ARATHTIF3A1 Eukaryotic translation initiation factor 3 subunit A OS=Arabidopsis thaliana GN=TIF3A1 PE=1 SV=143.20 0.00

TRINITY_DN49448_c0_g8sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=143.20 0.00

TRINITY_DN49633_c0_g2sp|Q90679|THYN1_CHICKTHYN1 Thymocyte nuclear protein 1 OS=Gallus gallus GN=THYN1 PE=1 SV=143.20 0.00

TRINITY_DN50474_c0_g1sp|Q5LRT0|DMDB_RUEPOdmdB 3-methylmercaptopropionyl-CoA ligase OS=Ruegeria pomeroyi (strain ATCC 700808 / DSM 15171 / DSS-3) GN=dmdB PE=1 SV=143.20 0.00

TRINITY_DN51469_c0_g2sp|Q55DL2|MET18_DICDIDDB_G0270580Histidine protein methyltransferase 1 homolog OS=Dictyostelium discoideum GN=DDB_G0270580 PE=3 SV=143.20 0.00

TRINITY_DN51526_c1_g1sp|Q9FLT0|TSN2_ARATHTSN2 Ribonuclease TUDOR 2 OS=Arabidopsis thaliana GN=TSN2 PE=1 SV=143.20 0.00

TRINITY_DN16843_c0_g1sp|Q55480|YZ37_SYNY3slr0537 Uncharacterized sugar kinase slr0537 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0537 PE=3 SV=143.10 0.00

TRINITY_DN21427_c0_g1sp|B7PXE3|SPAST_IXOSCspas Spastin OS=Ixodes scapularis GN=spas PE=3 SV=143.10 0.00

TRINITY_DN23535_c0_g2sp|Q3V0L5|LRC43_MOUSELrrc43 Leucine-rich repeat-containing protein 43 OS=Mus musculus GN=Lrrc43 PE=2 SV=143.10 0.00

TRINITY_DN25385_c0_g1sp|P47664|Y425_MYCGEMG425 Probable ATP-dependent RNA helicase MG425 OS=Mycoplasma genitalium (strain ATCC 33530 / G-37 / NCTC 10195) GN=MG425 PE=3 SV=143.10 0.00

TRINITY_DN28966_c0_g1sp|Q91YL2|RN126_MOUSERnf126 E3 ubiquitin-protein ligase RNF126 OS=Mus musculus GN=Rnf126 PE=1 SV=143.10 0.00

TRINITY_DN31895_c0_g2sp|P24656|PTP_NPVACPTP Tyrosine-protein phosphatase OS=Autographa californica nuclear polyhedrosis virus GN=PTP PE=1 SV=243.10 0.00

TRINITY_DN33024_c0_g1sp|Q6GNM0|NRM_XENLAnrm Nurim OS=Xenopus laevis GN=nrm PE=2 SV=143.10 0.00

TRINITY_DN33101_c0_g1sp|Q19714|TMCO1_CAEELF22B5.10Calcium load-activated calcium channel homolog OS=Caenorhabditis elegans GN=F22B5.10 PE=3 SV=143.10 0.00

TRINITY_DN34115_c0_g1sp|Q54VU4|Y8013_DICDIDDB_G0280133Probable serine/threonine-protein kinase DDB_G0280133 OS=Dictyostelium discoideum GN=DDB_G0280133 PE=3 SV=143.10 0.00

TRINITY_DN34474_c0_g1sp|Q5EB92|WDR70_RATWdr70 WD repeat-containing protein 70 OS=Rattus norvegicus GN=Wdr70 PE=1 SV=143.10 0.00

TRINITY_DN34720_c0_g1sp|O82794|AGL24_ARATHAGL24 MADS-box protein AGL24 OS=Arabidopsis thaliana GN=AGL24 PE=1 SV=143.10 0.00

TRINITY_DN34782_c0_g2sp|Q9WUA6|AKT3_MOUSEAkt3 RAC-gamma serine/threonine-protein kinase OS=Mus musculus GN=Akt3 PE=1 SV=143.10 0.00

TRINITY_DN35062_c0_g3sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=143.10 0.00

TRINITY_DN35330_c0_g10sp|Q9LZD4|RAE1D_ARATHRABE1D Ras-related protein RABE1d OS=Arabidopsis thaliana GN=RABE1D PE=1 SV=143.10 0.00

TRINITY_DN35431_c1_g8sp|F4J8K6|RRP5_ARATHRRP5 rRNA biogenesis protein RRP5 OS=Arabidopsis thaliana GN=RRP5 PE=2 SV=243.10 0.00

TRINITY_DN35601_c0_g1sp|Q8MVR1|GBPC_DICDIgbpC Cyclic GMP-binding protein C OS=Dictyostelium discoideum GN=gbpC PE=1 SV=143.10 0.00

TRINITY_DN35880_c0_g1sp|Q9JMC3|DNJA4_MOUSEDnaja4 DnaJ homolog subfamily A member 4 OS=Mus musculus GN=Dnaja4 PE=1 SV=143.10 0.00

TRINITY_DN36675_c0_g5sp|Q84QK0|OPR1_ORYSJOPR1 12-oxophytodienoate reductase 1 OS=Oryza sativa subsp. japonica GN=OPR1 PE=2 SV=143.10 0.00

TRINITY_DN36947_c1_g10sp|P19892|RAA5E_ARATHRABA5E Ras-related protein RABA5e OS=Arabidopsis thaliana GN=RABA5E PE=2 SV=143.10 0.00

TRINITY_DN36947_c1_g11sp|P28187|RAA5C_ARATHRABA5C Ras-related protein RABA5c OS=Arabidopsis thaliana GN=RABA5C PE=1 SV=143.10 0.00

TRINITY_DN36986_c0_g1sp|P02578|ACT1_ACACA- Actin-1 OS=Acanthamoeba castellanii PE=1 SV=143.10 0.00

TRINITY_DN37086_c0_g2sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=143.10 0.00

TRINITY_DN37523_c0_g3sp|Q9LT77|RDL2_ARATHRDL2 Probable cysteine protease RDL2 OS=Arabidopsis thaliana GN=RDL2 PE=2 SV=143.10 0.00

TRINITY_DN38166_c1_g7sp|P90522|ALG1_DICDIalg1 Chitobiosyldiphosphodolichol beta-mannosyltransferase OS=Dictyostelium discoideum GN=alg1 PE=2 SV=143.10 0.00

TRINITY_DN38296_c0_g3sp|P18160|SPLA_DICDIsplA Dual specificity protein kinase splA OS=Dictyostelium discoideum GN=splA PE=1 SV=343.10 0.00

TRINITY_DN38382_c1_g8sp|B5Y955|TRUA_COPPDtruA tRNA pseudouridine synthase A OS=Coprothermobacter proteolyticus (strain ATCC 35245 / DSM 5265 / BT) GN=truA PE=3 SV=143.10 0.00

TRINITY_DN39187_c0_g1sp|P78898|TGCE2_SCHPOSPBC16A3.12cProbable lipase C16A3.12c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC16A3.12c PE=3 SV=243.10 0.00

TRINITY_DN39257_c1_g4sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=143.10 0.00

TRINITY_DN39261_c0_g1sp|Q6P2Y3|DNJC2_XENTRdnajc2 DnaJ homolog subfamily C member 2 OS=Xenopus tropicalis GN=dnajc2 PE=2 SV=243.10 0.00

TRINITY_DN39318_c0_g2sp|Q8GYA6|PS13B_ARATHRPN9B 26S proteasome non-ATPase regulatory subunit 13 homolog B OS=Arabidopsis thaliana GN=RPN9B PE=1 SV=143.10 0.00

TRINITY_DN40098_c1_g1sp|Q9UGN5|PARP2_HUMANPARP2 Poly [ADP-ribose] polymerase 2 OS=Homo sapiens GN=PARP2 PE=1 SV=243.10 0.00

TRINITY_DN40113_c0_g5sp|Q0P5W1|VPS8_MOUSEVps8 Vacuolar protein sorting-associated protein 8 homolog OS=Mus musculus GN=Vps8 PE=1 SV=143.10 0.00



TRINITY_DN40804_c0_g4sp|Q70FG7|DODA_BETVUDODA 4,5-DOPA dioxygenase extradiol OS=Beta vulgaris GN=DODA PE=1 SV=143.10 0.00

TRINITY_DN41020_c0_g2sp|Q9MAU3|TAF6_ARATHTAF6 Transcription initiation factor TFIID subunit 6 OS=Arabidopsis thaliana GN=TAF6 PE=1 SV=143.10 0.00

TRINITY_DN41222_c0_g1sp|Q8TAC1|RFESD_HUMANRFESD Rieske domain-containing protein OS=Homo sapiens GN=RFESD PE=1 SV=143.10 0.00

TRINITY_DN41386_c1_g5sp|Q6INS3|EMC2A_XENLAemc2-a ER membrane protein complex subunit 2-A OS=Xenopus laevis GN=emc2-a PE=2 SV=143.10 0.00

TRINITY_DN41497_c0_g2sp|Q3EDG5|TPST_ARATHTPST Protein-tyrosine sulfotransferase OS=Arabidopsis thaliana GN=TPST PE=1 SV=343.10 0.00

TRINITY_DN42965_c0_g1sp|Q8H110|XCT_ARATHXCT Protein XAP5 CIRCADIAN TIMEKEEPER OS=Arabidopsis thaliana GN=XCT PE=1 SV=143.10 0.00

TRINITY_DN43340_c1_g12sp|P33514|RS7_ANOGARpS7 40S ribosomal protein S7 OS=Anopheles gambiae GN=RpS7 PE=2 SV=243.10 0.00

TRINITY_DN43675_c0_g1sp|Q54P00|ABKD_DICDIabkD Probable serine/threonine-protein kinase abkD OS=Dictyostelium discoideum GN=abkD PE=2 SV=143.10 0.00

TRINITY_DN44046_c0_g4sp|Q96NC0|ZMAT2_HUMANZMAT2 Zinc finger matrin-type protein 2 OS=Homo sapiens GN=ZMAT2 PE=1 SV=143.10 0.00

TRINITY_DN44377_c0_g1sp|P47033|PRY3_YEASTPRY3 Cell wall protein PRY3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY3 PE=1 SV=143.10 0.00

TRINITY_DN45093_c0_g2sp|Q54K32|RGAA_DICDIrgaA Ras GTPase-activating-like protein rgaA OS=Dictyostelium discoideum GN=rgaA PE=1 SV=143.10 0.00

TRINITY_DN45426_c0_g4sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=243.10 0.00

TRINITY_DN45509_c2_g2sp|P56255|PCRA_GEOSEpcrA ATP-dependent DNA helicase PcrA OS=Geobacillus stearothermophilus GN=pcrA PE=1 SV=143.10 0.00

TRINITY_DN45706_c0_g5sp|Q9SL48|SLY1_ARATHSLY1 SEC1 family transport protein SLY1 OS=Arabidopsis thaliana GN=SLY1 PE=1 SV=143.10 0.00

TRINITY_DN45973_c0_g1sp|Q7X9V2|PIE1_ARATHPIE1 Protein PHOTOPERIOD-INDEPENDENT EARLY FLOWERING 1 OS=Arabidopsis thaliana GN=PIE1 PE=1 SV=143.10 0.00

TRINITY_DN46196_c0_g1sp|Q94AC1|STR6_ARATHSTR6 Rhodanese-like domain-containing protein 6 OS=Arabidopsis thaliana GN=STR6 PE=2 SV=143.10 0.00

TRINITY_DN46450_c0_g1sp|Q8GXR9|NDC1_ARATHNDC1 Alternative NAD(P)H-ubiquinone oxidoreductase C1, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=NDC1 PE=1 SV=243.10 0.00

TRINITY_DN46995_c0_g1sp|C4L8U2|KAD_TOLATadk Adenylate kinase OS=Tolumonas auensis (strain DSM 9187 / TA4) GN=adk PE=3 SV=143.10 0.00

TRINITY_DN46997_c0_g2sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=243.10 0.00

TRINITY_DN47998_c0_g2sp|Q8W4I6|BPG2_ARATHBPG2 GTP-binding protein BRASSINAZOLE INSENSITIVE PALE GREEN 2, chloroplastic OS=Arabidopsis thaliana GN=BPG2 PE=1 SV=143.10 0.00

TRINITY_DN48248_c0_g2sp|Q17R06|RAB21_BOVINRAB21 Ras-related protein Rab-21 OS=Bos taurus GN=RAB21 PE=2 SV=143.10 0.00

TRINITY_DN48728_c0_g1sp|Q8LI34|MYST1_ORYSJOs07g0626600Putative MYST-like histone acetyltransferase 1 OS=Oryza sativa subsp. japonica GN=Os07g0626600 PE=3 SV=143.10 0.00

TRINITY_DN49972_c0_g1sp|Q8H6B1|SPT16_MAIZESPT16 FACT complex subunit SPT16 OS=Zea mays GN=SPT16 PE=2 SV=143.10 0.00

TRINITY_DN50423_c0_g5sp|Q9SCC8|TBAN_GUITHtubA Tubulin alpha chain, nucleomorph OS=Guillardia theta GN=tubA PE=3 SV=143.10 0.00

TRINITY_DN50444_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=143.10 0.00

TRINITY_DN50903_c1_g1sp|Q8IY37|DHX37_HUMANDHX37 Probable ATP-dependent RNA helicase DHX37 OS=Homo sapiens GN=DHX37 PE=1 SV=143.10 0.00

TRINITY_DN51009_c1_g2sp|Q60560|SMBP2_MESAUIGHMBP2 DNA-binding protein SMUBP-2 OS=Mesocricetus auratus GN=IGHMBP2 PE=1 SV=143.10 0.00

TRINITY_DN51039_c1_g4sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=143.10 0.00

TRINITY_DN51458_c0_g4sp|P25251|CYSP4_BRANA- Cysteine proteinase COT44 (Fragment) OS=Brassica napus PE=2 SV=143.10 0.00

TRINITY_DN11357_c0_g1sp|Q9V106|TRCM_PYRABPYRAB06230tRNA (cytosine(49)-C(5))-methyltransferase OS=Pyrococcus abyssi (strain GE5 / Orsay) GN=PYRAB06230 PE=1 SV=143.00 0.00

TRINITY_DN20086_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=143.00 0.00

TRINITY_DN21939_c0_g1sp|P46976|GLYG_HUMANGYG1 Glycogenin-1 OS=Homo sapiens GN=GYG1 PE=1 SV=443.00 0.00

TRINITY_DN24041_c0_g1sp|Q8T199|OMT3_DICDIomt3 O-methyltransferase 3 OS=Dictyostelium discoideum GN=omt3 PE=2 SV=143.00 0.00

TRINITY_DN30806_c0_g2sp|Q16QL3|COQ2_AEDAEcoq2 4-hydroxybenzoate polyprenyltransferase, mitochondrial OS=Aedes aegypti GN=coq2 PE=3 SV=143.00 0.00

TRINITY_DN33246_c0_g1sp|P53332|COAD_YEASTCAB4 Phosphopantetheine adenylyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CAB4 PE=1 SV=143.00 0.00

TRINITY_DN33353_c0_g1sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=143.00 0.00

TRINITY_DN33949_c0_g1sp|Q54VP1|VPS55_DICDIvps55 Vacuolar protein sorting-associated protein 55 homolog OS=Dictyostelium discoideum GN=vps55 PE=3 SV=143.00 0.00

TRINITY_DN34460_c0_g1sp|Q9Z273|TULP1_MOUSETulp1 Tubby-related protein 1 OS=Mus musculus GN=Tulp1 PE=1 SV=143.00 0.00

TRINITY_DN34893_c0_g14sp|O14209|YDT4_SCHPOSPAC6B12.04cUncharacterized aminotransferase C6B12.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6B12.04c PE=3 SV=143.00 0.00

TRINITY_DN35199_c0_g1sp|P32254|RASS_DICDIrasS Ras-like protein rasS OS=Dictyostelium discoideum GN=rasS PE=2 SV=143.00 0.00

TRINITY_DN35561_c0_g3sp|A1CVY3|GAR1_NEOFIgar1 H/ACA ribonucleoprotein complex subunit 1 OS=Neosartorya fischeri (strain ATCC 1020 / DSM 3700 / CBS 544.65 / FGSC A1164 / JCM 1740 / NRRL 181 / WB 181) GN=gar1 PE=3 SV=143.00 0.00

TRINITY_DN35648_c1_g4sp|Q10248|YD1K_SCHPOSPAC4G9.20cUncharacterized mitochondrial carrier C4G9.20c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4G9.20c PE=3 SV=243.00 0.00

TRINITY_DN35881_c0_g5sp|A6QR46|RAB6B_BOVINRAB6B Ras-related protein Rab-6B OS=Bos taurus GN=RAB6B PE=2 SV=143.00 0.00

TRINITY_DN36247_c0_g1sp|Q54S79|WDR3_DICDIwdr3 WD repeat-containing protein 3 homolog OS=Dictyostelium discoideum GN=wdr3 PE=3 SV=143.00 0.00

TRINITY_DN37061_c1_g5sp|Q4AEE3|DNAS1_HORSEDNASE1 Deoxyribonuclease-1 OS=Equus caballus GN=DNASE1 PE=2 SV=143.00 0.00

TRINITY_DN37904_c0_g3sp|Q5EA98|MFAP1_BOVINMFAP1 Microfibrillar-associated protein 1 OS=Bos taurus GN=MFAP1 PE=2 SV=143.00 0.00

TRINITY_DN37986_c0_g1sp|Q5U2P0|DI3L1_RATDis3l DIS3-like exonuclease 1 OS=Rattus norvegicus GN=Dis3l PE=2 SV=243.00 0.00

TRINITY_DN38149_c0_g4sp|Q10482|STM1_SCHPOstm1 Seven transmembrane protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=stm1 PE=1 SV=143.00 0.00

TRINITY_DN38929_c2_g5sp|B0G172|PGTB2_DICDIrabggtb Probable geranylgeranyl transferase type-2 subunit beta OS=Dictyostelium discoideum GN=rabggtb PE=3 SV=143.00 0.00

TRINITY_DN39130_c0_g3sp|Q9BXP8|PAPP2_HUMANPAPPA2 Pappalysin-2 OS=Homo sapiens GN=PAPPA2 PE=1 SV=443.00 0.00

TRINITY_DN39139_c0_g9sp|Q8BRK9|MA2A2_MOUSEMan2a2 Alpha-mannosidase 2x OS=Mus musculus GN=Man2a2 PE=1 SV=243.00 0.00

TRINITY_DN40015_c0_g3sp|Q8RWU6|NHX6_ARATHNHX6 Sodium/hydrogen exchanger 6 OS=Arabidopsis thaliana GN=NHX6 PE=1 SV=343.00 0.00

TRINITY_DN40050_c1_g7sp|Q54RB7|SHKA_DICDIshkA Dual specificity protein kinase shkA OS=Dictyostelium discoideum GN=shkA PE=2 SV=143.00 0.00

TRINITY_DN40254_c0_g1sp|Q8GXN6|VP201_ARATHVPS20.1 Vacuolar protein sorting-associated protein 20 homolog 1 OS=Arabidopsis thaliana GN=VPS20.1 PE=1 SV=143.00 0.00

TRINITY_DN40469_c0_g6sp|Q6JQN1|ACD10_HUMANACAD10 Acyl-CoA dehydrogenase family member 10 OS=Homo sapiens GN=ACAD10 PE=1 SV=143.00 0.00

TRINITY_DN40520_c0_g1sp|D4AZ50|LIS1_ARTBCPAC1 Nuclear distribution protein PAC1 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=PAC1 PE=3 SV=143.00 0.00



TRINITY_DN40632_c0_g1sp|P23833|SCO1_YEASTSCO1 Protein SCO1, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SCO1 PE=1 SV=143.00 0.00

TRINITY_DN40773_c0_g9sp|P39057|DYHC_HELCR- Dynein beta chain, ciliary OS=Heliocidaris crassispina PE=1 SV=143.00 0.00

TRINITY_DN41099_c0_g1sp|Q9UVN9|MRE11_COPC7MRE11 Double-strand break repair protein MRE11 OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=MRE11 PE=3 SV=143.00 0.00

TRINITY_DN41170_c0_g8sp|P43254|COP1_ARATHCOP1 E3 ubiquitin-protein ligase COP1 OS=Arabidopsis thaliana GN=COP1 PE=1 SV=243.00 0.00

TRINITY_DN41242_c0_g9sp|Q8TDC3|BRSK1_HUMANBRSK1 Serine/threonine-protein kinase BRSK1 OS=Homo sapiens GN=BRSK1 PE=1 SV=243.00 0.00

TRINITY_DN41389_c1_g2sp|O74462|TAF6_SCHPOtaf6 Transcription initiation factor TFIID subunit 6 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=taf6 PE=1 SV=143.00 0.00

TRINITY_DN41922_c0_g4sp|Q9ZR07|FRDA_ARATHFH Frataxin, mitochondrial OS=Arabidopsis thaliana GN=FH PE=1 SV=243.00 0.00

TRINITY_DN42901_c0_g1sp|Q8L5Y6|CAND1_ARATHCAND1 Cullin-associated NEDD8-dissociated protein 1 OS=Arabidopsis thaliana GN=CAND1 PE=1 SV=143.00 0.00

TRINITY_DN43971_c0_g3sp|Q9M1Q9|AB21B_ARATHABCB21 ABC transporter B family member 21 OS=Arabidopsis thaliana GN=ABCB21 PE=1 SV=243.00 0.00

TRINITY_DN44157_c0_g3sp|Q9PLJ6|RIBD_CHLMUribD Riboflavin biosynthesis protein RibD OS=Chlamydia muridarum (strain MoPn / Nigg) GN=ribD PE=3 SV=243.00 0.00

TRINITY_DN44513_c0_g1sp|P59941|SIR6_MOUSESirt6 NAD-dependent protein deacetylase sirtuin-6 OS=Mus musculus GN=Sirt6 PE=1 SV=143.00 0.00

TRINITY_DN44931_c0_g2sp|P48612|PELO_DROMEpelo Protein pelota OS=Drosophila melanogaster GN=pelo PE=2 SV=243.00 0.00

TRINITY_DN44965_c0_g2sp|Q9FL69|AGD5_ARATHAGD5 Probable ADP-ribosylation factor GTPase-activating protein AGD5 OS=Arabidopsis thaliana GN=AGD5 PE=1 SV=143.00 0.00

TRINITY_DN45663_c1_g4sp|Q54VG0|DHTK1_DICDIodhA Probable 2-oxoglutarate dehydrogenase E1 component DHKTD1 homolog, mitochondrial OS=Dictyostelium discoideum GN=odhA PE=3 SV=143.00 0.00

TRINITY_DN46166_c0_g2sp|O80763|NRX1_ARATHAt1g60420Probable nucleoredoxin 1 OS=Arabidopsis thaliana GN=At1g60420 PE=1 SV=143.00 0.00

TRINITY_DN46810_c1_g1sp|O74184|WAT1_SCHPOpop3 Target of rapamycin complex subunit wat1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pop3 PE=1 SV=143.00 0.00

TRINITY_DN47870_c0_g2sp|Q9FYC2|PAO_ARATHPAO Pheophorbide a oxygenase, chloroplastic OS=Arabidopsis thaliana GN=PAO PE=1 SV=143.00 0.00

TRINITY_DN47961_c0_g2sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=343.00 0.00

TRINITY_DN48314_c0_g1sp|P19157|GSTP1_MOUSEGstp1 Glutathione S-transferase P 1 OS=Mus musculus GN=Gstp1 PE=1 SV=243.00 0.00

TRINITY_DN48433_c0_g7sp|Q9ATB4|TAD2B_ARATHADA2B Transcriptional adapter ADA2b OS=Arabidopsis thaliana GN=ADA2B PE=1 SV=143.00 0.00

TRINITY_DN48551_c0_g1sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=243.00 0.00

TRINITY_DN49148_c0_g5sp|Q2H5Z7|DENR_CHAGBTMA22 Translation machinery-associated protein 22 OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=TMA22 PE=3 SV=143.00 0.00

TRINITY_DN49260_c0_g5sp|O94296|YOOC_SCHPOSPBC887.12Probable phospholipid-transporting ATPase C887.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC887.12 PE=3 SV=143.00 0.00

TRINITY_DN50589_c1_g1sp|P0A9Q8|ADHE_ECO57adhE Aldehyde-alcohol dehydrogenase OS=Escherichia coli O157:H7 GN=adhE PE=3 SV=243.00 0.00

TRINITY_DN51064_c1_g4sp|Q9SHS8|LSG11_ARATHLSG1-1 GTPase LSG1-1 OS=Arabidopsis thaliana GN=LSG1-1 PE=1 SV=143.00 0.00

TRINITY_DN51356_c1_g3sp|Q6T3U4|NPCL1_MOUSENpc1l1 Niemann-Pick C1-like protein 1 OS=Mus musculus GN=Npc1l1 PE=2 SV=143.00 0.00

TRINITY_DN51702_c1_g4sp|P30795|Y1242_ZYMMOZMO1242 Uncharacterized protein ZMO1242 OS=Zymomonas mobilis subsp. mobilis (strain ATCC 31821 / ZM4 / CP4) GN=ZMO1242 PE=4 SV=243.00 0.00

TRINITY_DN51804_c0_g1sp|O04931|AGLU_BETVU- Alpha-glucosidase OS=Beta vulgaris PE=1 SV=143.00 0.00

TRINITY_DN51862_c1_g5sp|O75164|KDM4A_HUMANKDM4A Lysine-specific demethylase 4A OS=Homo sapiens GN=KDM4A PE=1 SV=243.00 0.00

TRINITY_DN52400_c1_g3sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=243.00 0.00

TRINITY_DN16379_c0_g2sp|P9WQ20|TREY_MYCTOtreY Putative maltooligosyl trehalose synthase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=treY PE=3 SV=142.90 0.00

TRINITY_DN24807_c0_g1sp|Q0VGK4|GDPD1_RATGdpd1 Glycerophosphodiester phosphodiesterase domain-containing protein 1 OS=Rattus norvegicus GN=Gdpd1 PE=2 SV=142.90 0.00

TRINITY_DN27062_c0_g1sp|Q9ULT8|HECD1_HUMANHECTD1 E3 ubiquitin-protein ligase HECTD1 OS=Homo sapiens GN=HECTD1 PE=1 SV=342.90 0.00

TRINITY_DN28146_c0_g2sp|Q5ZI87|TBCD_CHICKTBCD Tubulin-specific chaperone D OS=Gallus gallus GN=TBCD PE=2 SV=142.90 0.00

TRINITY_DN28479_c0_g1sp|Q3S4A7|AHK5_ARATHAHK5 Histidine kinase 5 OS=Arabidopsis thaliana GN=AHK5 PE=1 SV=142.90 0.00

TRINITY_DN28833_c0_g4sp|Q9WYX8|Y508_THEMATM_0508 Uncharacterized protein TM_0508 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0508 PE=3 SV=142.90 0.00

TRINITY_DN29000_c0_g2sp|Q9FN08|BGA10_ARATHBGAL10 Beta-galactosidase 10 OS=Arabidopsis thaliana GN=BGAL10 PE=2 SV=142.90 0.00

TRINITY_DN31889_c0_g1sp|A8WH18|NARFL_XENTRnarfl Cytosolic Fe-S cluster assembly factor narfl OS=Xenopus tropicalis GN=narfl PE=2 SV=142.90 0.00

TRINITY_DN32109_c0_g1sp|Q9XGU0|RAC9_ARATHARAC9 Rac-like GTP-binding protein ARAC9 OS=Arabidopsis thaliana GN=ARAC9 PE=1 SV=142.90 0.00

TRINITY_DN32195_c0_g2sp|Q9GZR1|SENP6_HUMANSENP6 Sentrin-specific protease 6 OS=Homo sapiens GN=SENP6 PE=1 SV=242.90 0.00

TRINITY_DN32620_c0_g1sp|Q769F9|TMEDA_DICDIempA Transmembrane emp24 domain-containing protein A OS=Dictyostelium discoideum GN=empA PE=3 SV=142.90 0.00

TRINITY_DN33917_c0_g1sp|Q12415|TFC7_YEASTTFC7 Transcription factor tau 55 kDa subunit OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TFC7 PE=1 SV=142.90 0.00

TRINITY_DN34474_c0_g3sp|Q3TWF6|WDR70_MOUSEWdr70 WD repeat-containing protein 70 OS=Mus musculus GN=Wdr70 PE=1 SV=142.90 0.00

TRINITY_DN34564_c0_g2sp|Q96N46|TTC14_HUMANTTC14 Tetratricopeptide repeat protein 14 OS=Homo sapiens GN=TTC14 PE=1 SV=142.90 0.00

TRINITY_DN35591_c1_g2sp|Q2MHE4|HT1_ARATHHT1 Serine/threonine-protein kinase HT1 OS=Arabidopsis thaliana GN=HT1 PE=1 SV=142.90 0.00

TRINITY_DN35876_c0_g3sp|Q8GX84|C3H1_ARATHAt1g01350Zinc finger CCCH domain-containing protein 1 OS=Arabidopsis thaliana GN=At1g01350 PE=2 SV=242.90 0.00

TRINITY_DN35879_c0_g2sp|Q0JL75|P2C07_ORYSJOs01g0618200Probable protein phosphatase 2C 7 OS=Oryza sativa subsp. japonica GN=Os01g0618200 PE=2 SV=242.90 0.00

TRINITY_DN35930_c0_g1sp|P31209|PABP_SCHPOpab1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pab1 PE=1 SV=242.90 0.00

TRINITY_DN36301_c1_g6sp|O13370|DED1_SCHPOded1 ATP-dependent RNA helicase ded1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ded1 PE=1 SV=142.90 0.00

TRINITY_DN36871_c0_g2sp|P43254|COP1_ARATHCOP1 E3 ubiquitin-protein ligase COP1 OS=Arabidopsis thaliana GN=COP1 PE=1 SV=242.90 0.00

TRINITY_DN36982_c0_g1sp|Q8WTR2|DUS19_HUMANDUSP19 Dual specificity protein phosphatase 19 OS=Homo sapiens GN=DUSP19 PE=1 SV=142.90 0.00

TRINITY_DN37180_c0_g1sp|Q95YL4|PEFB_DICDIpefB Penta-EF hand domain-containing protein 2 OS=Dictyostelium discoideum GN=pefB PE=1 SV=142.90 0.00

TRINITY_DN37400_c0_g4sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=242.90 0.00

TRINITY_DN37880_c0_g1sp|Q54WR4|PLDB_DICDIpldB Phospholipase D B OS=Dictyostelium discoideum GN=pldB PE=2 SV=142.90 0.00

TRINITY_DN37897_c1_g3sp|Q9FIW4|BGL42_ARATHBGLU42 Beta-glucosidase 42 OS=Arabidopsis thaliana GN=BGLU42 PE=2 SV=142.90 0.00

TRINITY_DN37924_c1_g1sp|Q6ZT98|TTLL7_HUMANTTLL7 Tubulin polyglutamylase TTLL7 OS=Homo sapiens GN=TTLL7 PE=1 SV=242.90 0.00



TRINITY_DN38018_c0_g8sp|Q9H490|PIGU_HUMANPIGU Phosphatidylinositol glycan anchor biosynthesis class U protein OS=Homo sapiens GN=PIGU PE=1 SV=342.90 0.00

TRINITY_DN38156_c1_g3sp|A9CB27|ZPR1_PAPANZNF259 Zinc finger protein ZPR1 OS=Papio anubis GN=ZNF259 PE=3 SV=142.90 0.00

TRINITY_DN38541_c0_g3sp|Q9BW30|TPPP3_HUMANTPPP3 Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens GN=TPPP3 PE=1 SV=142.90 0.00

TRINITY_DN38643_c0_g3sp|Q18246|RAP1_CAEELrap-1 Ras-related protein Rap-1 OS=Caenorhabditis elegans GN=rap-1 PE=3 SV=142.90 0.00

TRINITY_DN38755_c0_g2sp|Q86JP3|RAB5A_DICDIrab5A Ras-related protein Rab-5A OS=Dictyostelium discoideum GN=rab5A PE=3 SV=142.90 0.00

TRINITY_DN38966_c0_g4sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=142.90 0.00

TRINITY_DN39234_c0_g5sp|Q8BXL7|ARFRP_MOUSEArfrp1 ADP-ribosylation factor-related protein 1 OS=Mus musculus GN=Arfrp1 PE=1 SV=242.90 0.00

TRINITY_DN39734_c0_g2sp|P35288|RAB23_MOUSERab23 Ras-related protein Rab-23 OS=Mus musculus GN=Rab23 PE=1 SV=242.90 0.00

TRINITY_DN40247_c0_g4sp|P46852|YHHW_ECOLIyhhW Quercetin 2,3-dioxygenase OS=Escherichia coli (strain K12) GN=yhhW PE=1 SV=142.90 0.00

TRINITY_DN40602_c0_g1sp|P22073|BGLA_PAEPObglA Beta-glucosidase A OS=Paenibacillus polymyxa GN=bglA PE=1 SV=142.90 0.00

TRINITY_DN40927_c0_g4sp|Q23682|GCY5_CAEELgcy-5 Receptor-type guanylate cyclase gcy-5 OS=Caenorhabditis elegans GN=gcy-5 PE=2 SV=142.90 0.00

TRINITY_DN41738_c0_g3sp|P16081|NIA1_ORYSJNIA1 Nitrate reductase [NADH] 1 OS=Oryza sativa subsp. japonica GN=NIA1 PE=2 SV=342.90 0.00

TRINITY_DN41769_c0_g6sp|A2ARP1|VIP1_MOUSEPpip5k1 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1 OS=Mus musculus GN=Ppip5k1 PE=1 SV=142.90 0.00

TRINITY_DN42200_c0_g8sp|Q9W799|CPSF2_XENLAcpsf2 Cleavage and polyadenylation specificity factor subunit 2 OS=Xenopus laevis GN=cpsf2 PE=1 SV=142.90 0.00

TRINITY_DN42331_c1_g1sp|Q9VQP9|OSTC_DROMECG9662 Putative oligosaccharyltransferase complex subunit CG9662 OS=Drosophila melanogaster GN=CG9662 PE=2 SV=342.90 0.00

TRINITY_DN42599_c0_g7sp|O28538|HMDH_ARCFUhmgA 3-hydroxy-3-methylglutaryl-coenzyme A reductase OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=hmgA PE=3 SV=142.90 0.00

TRINITY_DN42764_c0_g3sp|P67810|SC11A_BOVINSEC11A Signal peptidase complex catalytic subunit SEC11A OS=Bos taurus GN=SEC11A PE=2 SV=142.90 0.00

TRINITY_DN43570_c0_g2sp|Q557H3|U505_DICDIDDB_G0273473UPF0505 protein OS=Dictyostelium discoideum GN=DDB_G0273473 PE=3 SV=142.90 0.00

TRINITY_DN44071_c0_g1sp|Q9ERA5|SMC4_MICARSMC4 Structural maintenance of chromosomes protein 4 (Fragment) OS=Microtus arvalis GN=SMC4 PE=2 SV=142.90 0.00

TRINITY_DN44113_c0_g2sp|O22151|GOS12_ARATHGOS12 Golgi SNAP receptor complex member 1-2 OS=Arabidopsis thaliana GN=GOS12 PE=1 SV=242.90 0.00

TRINITY_DN44516_c2_g2sp|Q323Z6|RIBX_SHIBSybiA N-glycosidase YbiA OS=Shigella boydii serotype 4 (strain Sb227) GN=ybiA PE=3 SV=142.90 0.00

TRINITY_DN44551_c0_g5sp|O14045|TPT1_SCHPOSPAC2C4.12cPutative tRNA 2'-phosphotransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC2C4.12c PE=3 SV=242.90 0.00

TRINITY_DN44811_c0_g2sp|Q55CD9|NDH_DICDIDDB_G0270104Probable NADH dehydrogenase OS=Dictyostelium discoideum GN=DDB_G0270104 PE=3 SV=242.90 0.00

TRINITY_DN44950_c0_g5sp|F4JL11|IMPA2_ARATHIMPA2 Importin subunit alpha-2 OS=Arabidopsis thaliana GN=IMPA2 PE=1 SV=142.90 0.00

TRINITY_DN45003_c0_g2sp|Q64392|AT12A_CAVPOATP12A Potassium-transporting ATPase alpha chain 2 OS=Cavia porcellus GN=ATP12A PE=2 SV=142.90 0.00

TRINITY_DN45118_c0_g6sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=142.90 0.00

TRINITY_DN45148_c0_g1sp|Q9C6L5|KCS5_ARATHKCS5 3-ketoacyl-CoA synthase 5 OS=Arabidopsis thaliana GN=KCS5 PE=2 SV=142.90 0.00

TRINITY_DN45299_c0_g1sp|P23466|CYAA_LACKLCYR1 Adenylate cyclase OS=Lachancea kluyveri GN=CYR1 PE=3 SV=142.90 0.00

TRINITY_DN45346_c0_g4sp|Q8L7M0|TUN_ARATHTUN UDP-glycosyltransferase TURAN OS=Arabidopsis thaliana GN=TUN PE=2 SV=142.90 0.00

TRINITY_DN46794_c0_g1sp|P94479|YNBB_BACSUynbB Uncharacterized protein YnbB OS=Bacillus subtilis (strain 168) GN=ynbB PE=4 SV=242.90 0.00

TRINITY_DN47248_c0_g1sp|Q6DF67|ISOC2_XENTRisoc2 Isochorismatase domain-containing protein 2 OS=Xenopus tropicalis GN=isoc2 PE=2 SV=142.90 0.00

TRINITY_DN47763_c0_g3sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=142.90 0.00

TRINITY_DN48397_c0_g2sp|Q9Y216|MTMR7_HUMANMTMR7 Myotubularin-related protein 7 OS=Homo sapiens GN=MTMR7 PE=1 SV=342.90 0.00

TRINITY_DN48814_c0_g1sp|P42620|YQJG_ECOLIyqjG Glutathionyl-hydroquinone reductase YqjG OS=Escherichia coli (strain K12) GN=yqjG PE=1 SV=142.90 0.00

TRINITY_DN48850_c0_g1sp|Q4R535|CELF4_MACFACELF4 CUGBP Elav-like family member 4 OS=Macaca fascicularis GN=CELF4 PE=2 SV=142.90 0.00

TRINITY_DN49316_c0_g5sp|P40818|UBP8_HUMANUSP8 Ubiquitin carboxyl-terminal hydrolase 8 OS=Homo sapiens GN=USP8 PE=1 SV=142.90 0.00

TRINITY_DN49519_c0_g6sp|Q7PQV7|ADT2_ANOGAAGAP002358ADP,ATP carrier protein 2 OS=Anopheles gambiae GN=AGAP002358 PE=3 SV=242.90 0.00

TRINITY_DN49751_c2_g4sp|Q9LKI5|XPF_ARATHUVH1 DNA repair endonuclease UVH1 OS=Arabidopsis thaliana GN=UVH1 PE=1 SV=242.90 0.00

TRINITY_DN49999_c0_g3sp|Q8LPQ6|AB28B_ARATHABCB28 ABC transporter B family member 28 OS=Arabidopsis thaliana GN=ABCB28 PE=2 SV=142.90 0.00

TRINITY_DN50107_c1_g2sp|Q9LM25|HRD3A_ARATHHRD3A ERAD-associated E3 ubiquitin-protein ligase component HRD3A OS=Arabidopsis thaliana GN=HRD3A PE=1 SV=142.90 0.00

TRINITY_DN50759_c1_g1sp|A4QNR8|LENG8_DANREleng8 Leukocyte receptor cluster member 8 homolog OS=Danio rerio GN=leng8 PE=2 SV=142.90 0.00

TRINITY_DN50775_c0_g3sp|P48777|UAPC_EMENIuapC Purine permease OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=uapC PE=2 SV=242.90 0.00

TRINITY_DN51227_c2_g5sp|Q5XIN3|MIPT3_RATTraf3ip1TRAF3-interacting protein 1 OS=Rattus norvegicus GN=Traf3ip1 PE=1 SV=142.90 0.00

TRINITY_DN51783_c0_g2sp|B5BUZ8|KTU_CHLREpf13 Protein kintoun OS=Chlamydomonas reinhardtii GN=pf13 PE=2 SV=142.90 0.00

TRINITY_DN51972_c2_g1sp|Q9C7S7|ERO1_ARATHAERO1 Endoplasmic reticulum oxidoreductin-1 OS=Arabidopsis thaliana GN=AERO1 PE=1 SV=142.90 0.00

TRINITY_DN52088_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=142.90 0.00

TRINITY_DN52088_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=142.90 0.00

TRINITY_DN52232_c0_g8sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=242.90 0.00

TRINITY_DN52433_c0_g2sp|Q556Y9|MD2L1_DICDImad2l1-1Mitotic spindle assembly checkpoint protein MAD2A OS=Dictyostelium discoideum GN=mad2l1-1 PE=3 SV=142.90 0.00

TRINITY_DN52867_c0_g1sp|P04233|HG2A_HUMANCD74 HLA class II histocompatibility antigen gamma chain OS=Homo sapiens GN=CD74 PE=1 SV=342.90 0.00

TRINITY_DN53255_c0_g1sp|Q6NSM8|SIK3_DANREzgc:66101Serine/threonine-protein kinase SIK3 homolog OS=Danio rerio GN=zgc:66101 PE=2 SV=142.90 0.00

TRINITY_DN53868_c0_g1sp|Q2YDH1|APC10_BOVINANAPC10 Anaphase-promoting complex subunit 10 OS=Bos taurus GN=ANAPC10 PE=2 SV=142.90 0.00

TRINITY_DN5603_c0_g1sp|P33967|BSR_BACCEbsr Blasticidin-S deaminase OS=Bacillus cereus GN=bsr PE=1 SV=142.90 0.00

TRINITY_DN9364_c0_g1sp|A5DIP0|DHH1_PICGUDHH1 ATP-dependent RNA helicase DHH1 OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=DHH1 PE=3 SV=142.90 0.00

TRINITY_DN34436_c0_g2sp|Q94AX4|DLD_ARATHDLD D-lactate dehydrogenase [cytochrome], mitochondrial OS=Arabidopsis thaliana GN=DLD PE=1 SV=142.80 0.00

TRINITY_DN34785_c0_g8sp|Q9UJ83|HACL1_HUMANHACL1 2-hydroxyacyl-CoA lyase 1 OS=Homo sapiens GN=HACL1 PE=1 SV=242.80 0.00



TRINITY_DN34986_c0_g1sp|Q9USW1|YHZ3_SCHPOSPBC21B10.03cUncharacterized protein C21B10.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC21B10.03c PE=4 SV=142.80 0.00

TRINITY_DN35855_c0_g1sp|Q9VHY5|TAF7_DROMETaf7 Transcription initiation factor TFIID subunit 7 OS=Drosophila melanogaster GN=Taf7 PE=1 SV=142.80 0.00

TRINITY_DN35920_c0_g1sp|Q9SV21|COPB1_ARATHAt4g31480Coatomer subunit beta-1 OS=Arabidopsis thaliana GN=At4g31480 PE=2 SV=242.80 0.00

TRINITY_DN37425_c1_g3sp|Q55E69|SYS1_DICDIsys1 Protein SYS1 homolog OS=Dictyostelium discoideum GN=sys1 PE=3 SV=142.80 0.00

TRINITY_DN37717_c0_g4sp|F4IAT2|THOC2_ARATHTHO2 THO complex subunit 2 OS=Arabidopsis thaliana GN=THO2 PE=1 SV=142.80 0.00

TRINITY_DN38266_c0_g7sp|Q9DBB4|NAA16_MOUSENaa16 N-alpha-acetyltransferase 16, NatA auxiliary subunit OS=Mus musculus GN=Naa16 PE=2 SV=142.80 0.00

TRINITY_DN38771_c0_g6sp|Q9P2D6|F135A_HUMANFAM135A Protein FAM135A OS=Homo sapiens GN=FAM135A PE=1 SV=242.80 0.00

TRINITY_DN39899_c0_g3sp|Q99385|VCX1_YEASTVCX1 Vacuolar calcium ion transporter OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VCX1 PE=1 SV=142.80 0.00

TRINITY_DN40047_c1_g13sp|A6N6J5|WDR35_RATWdr35 WD repeat-containing protein 35 OS=Rattus norvegicus GN=Wdr35 PE=1 SV=142.80 0.00

TRINITY_DN40112_c0_g2sp|Q6NRQ2|NOC41_XENLAnoc4l-a Nucleolar complex protein 4 homolog A OS=Xenopus laevis GN=noc4l-a PE=2 SV=142.80 0.00

TRINITY_DN42060_c1_g1sp|O52847|BGAL_BACMDbgaM Beta-galactosidase OS=Bacillus megaterium (strain DSM 319) GN=bgaM PE=3 SV=142.80 0.00

TRINITY_DN42539_c0_g2sp|Q14692|BMS1_HUMANBMS1 Ribosome biogenesis protein BMS1 homolog OS=Homo sapiens GN=BMS1 PE=1 SV=142.80 0.00

TRINITY_DN42789_c0_g4sp|Q9LDK9|APBLA_ARATHBETAA-ADBeta-adaptin-like protein A OS=Arabidopsis thaliana GN=BETAA-AD PE=1 SV=142.80 0.00

TRINITY_DN43140_c0_g7sp|Q9C5J7|PFKA7_ARATHPFK7 ATP-dependent 6-phosphofructokinase 7 OS=Arabidopsis thaliana GN=PFK7 PE=1 SV=142.80 0.00

TRINITY_DN43800_c0_g1sp|Q9SD81|GDPD6_ARATHGDPD6 Glycerophosphodiester phosphodiesterase GDPD6 OS=Arabidopsis thaliana GN=GDPD6 PE=2 SV=142.80 0.00

TRINITY_DN44249_c1_g4sp|P0CQ71|IF4A_CRYNBTIF1 ATP-dependent RNA helicase eIF4A OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=TIF1 PE=3 SV=142.80 0.00

TRINITY_DN44366_c0_g1sp|Q7SXM7|PRP31_DANREprpf31 U4/U6 small nuclear ribonucleoprotein Prp31 OS=Danio rerio GN=prpf31 PE=2 SV=142.80 0.00

TRINITY_DN44961_c1_g1sp|Q9LVQ8|P2C80_ARATHAt5g66720Probable protein phosphatase 2C 80 OS=Arabidopsis thaliana GN=At5g66720 PE=2 SV=142.80 0.00

TRINITY_DN45268_c1_g3sp|P61701|SYA_GEOSLalaS Alanine--tRNA ligase OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=alaS PE=3 SV=142.80 0.00

TRINITY_DN46952_c0_g1sp|Q11011|PSA_MOUSENpepps Puromycin-sensitive aminopeptidase OS=Mus musculus GN=Npepps PE=1 SV=242.80 0.00

TRINITY_DN47326_c0_g6sp|Q9FPJ8|RB45A_ARATHRBP45A Polyadenylate-binding protein RBP45A OS=Arabidopsis thaliana GN=RBP45A PE=2 SV=142.80 0.00

TRINITY_DN48555_c0_g6sp|P15398|RPA1_SCHPOrpa1 DNA-directed RNA polymerase I subunit rpa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa1 PE=1 SV=242.80 0.00

TRINITY_DN49521_c0_g5sp|Q7T3A4|RAB13_DANRErab13 Ras-related protein Rab-13 OS=Danio rerio GN=rab13 PE=1 SV=142.80 0.00

TRINITY_DN49715_c0_g1sp|Q8VCI0|PLBL1_MOUSEPlbd1 Phospholipase B-like 1 OS=Mus musculus GN=Plbd1 PE=1 SV=142.80 0.00

TRINITY_DN50137_c0_g4sp|F4IYM4|DEX1_ARATHDEX1 Protein DEFECTIVE IN EXINE FORMATION 1 OS=Arabidopsis thaliana GN=DEX1 PE=2 SV=142.80 0.00

TRINITY_DN50379_c1_g2sp|Q8GTR4|PULA1_ARATHPU1 Pullulanase 1, chloroplastic OS=Arabidopsis thaliana GN=PU1 PE=1 SV=242.80 0.00

TRINITY_DN50943_c1_g4sp|O50064|FIMB2_ARATHFIM2 Fimbrin-2 OS=Arabidopsis thaliana GN=FIM2 PE=2 SV=142.80 0.00

TRINITY_DN51436_c1_g1sp|Q9C6L5|KCS5_ARATHKCS5 3-ketoacyl-CoA synthase 5 OS=Arabidopsis thaliana GN=KCS5 PE=2 SV=142.80 0.00

TRINITY_DN13151_c0_g1sp|Q9BW92|SYTM_HUMANTARS2 Threonine--tRNA ligase, mitochondrial OS=Homo sapiens GN=TARS2 PE=1 SV=142.70 0.00

TRINITY_DN16887_c0_g1sp|Q1RIN4|SCO22_RICBRRBE_0699SCO2-like protein RBE_0699 OS=Rickettsia bellii (strain RML369-C) GN=RBE_0699 PE=3 SV=142.70 0.00

TRINITY_DN17448_c0_g1sp|Q0MQC2|ACPM_GORGONDUFAB1 Acyl carrier protein, mitochondrial OS=Gorilla gorilla gorilla GN=NDUFAB1 PE=2 SV=142.70 0.00

TRINITY_DN27760_c0_g2sp|Q27802|DYHC2_TRIGRDYH1B Cytoplasmic dynein 2 heavy chain 1 OS=Tripneustes gratilla GN=DYH1B PE=2 SV=242.70 0.00

TRINITY_DN27927_c0_g1sp|B0M0P8|GEFL_DICDIgefL Ras guanine nucleotide exchange factor L OS=Dictyostelium discoideum GN=gefL PE=2 SV=142.70 0.00

TRINITY_DN30201_c0_g1sp|Q504M8|RAB26_MOUSERab26 Ras-related protein Rab-26 OS=Mus musculus GN=Rab26 PE=1 SV=142.70 0.00

TRINITY_DN30559_c0_g1sp|Q68BJ6|PGMMM_THEKOTK1108 Phosphoglucomutase/phosphomannomutase OS=Thermococcus kodakarensis (strain ATCC BAA-918 / JCM 12380 / KOD1) GN=TK1108 PE=1 SV=142.70 0.00

TRINITY_DN30733_c0_g1sp|Q7ZVZ7|AB17C_DANREabhd17c Protein ABHD17C OS=Danio rerio GN=abhd17c PE=2 SV=142.70 0.00

TRINITY_DN31123_c0_g1sp|O80925|AGD7_ARATHAGD7 ADP-ribosylation factor GTPase-activating protein AGD7 OS=Arabidopsis thaliana GN=AGD7 PE=1 SV=142.70 0.00

TRINITY_DN31518_c0_g2sp|Q8K2T1|NMRL1_MOUSENmral1 NmrA-like family domain-containing protein 1 OS=Mus musculus GN=Nmral1 PE=1 SV=142.70 0.00

TRINITY_DN32413_c0_g1sp|Q13526|PIN1_HUMANPIN1 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens GN=PIN1 PE=1 SV=142.70 0.00

TRINITY_DN33006_c0_g1sp|Q29FC9|OTU1_DROPSGA18292 Ubiquitin thioesterase OTU1 OS=Drosophila pseudoobscura pseudoobscura GN=GA18292 PE=3 SV=142.70 0.00

TRINITY_DN33189_c0_g3sp|F4JXF9|NRPC1_ARATHNRPC1 DNA-directed RNA polymerase III subunit 1 OS=Arabidopsis thaliana GN=NRPC1 PE=2 SV=142.70 0.00

TRINITY_DN33304_c0_g1sp|O14966|RAB7L_HUMANRAB29 Ras-related protein Rab-7L1 OS=Homo sapiens GN=RAB29 PE=1 SV=142.70 0.00

TRINITY_DN35063_c0_g1sp|Q8L7U5|BSL1_ARATHBSL1 Serine/threonine-protein phosphatase BSL1 OS=Arabidopsis thaliana GN=BSL1 PE=1 SV=242.70 0.00

TRINITY_DN35098_c0_g7sp|Q9FNA3|NAGLU_ARATHNAGLU Alpha-N-acetylglucosaminidase OS=Arabidopsis thaliana GN=NAGLU PE=2 SV=142.70 0.00

TRINITY_DN35756_c0_g1sp|Q01693|AMPX_VIBPR- Bacterial leucyl aminopeptidase OS=Vibrio proteolyticus PE=1 SV=142.70 0.00

TRINITY_DN36058_c0_g2sp|Q54BW6|TTC27_DICDIttc27 Tetratricopeptide repeat protein 27 homolog OS=Dictyostelium discoideum GN=ttc27 PE=3 SV=142.70 0.00

TRINITY_DN36731_c1_g2sp|O80363|RK17_TOBACRPL17 50S ribosomal protein L17, chloroplastic OS=Nicotiana tabacum GN=RPL17 PE=2 SV=142.70 0.00

TRINITY_DN37775_c1_g7sp|Q41058|GLGB1_PEASBEI 1,4-alpha-glucan-branching enzyme 1, chloroplastic/amyloplastic OS=Pisum sativum GN=SBEI PE=1 SV=142.70 0.00

TRINITY_DN37920_c0_g4sp|Q8TB22|SPT20_HUMANSPATA20 Spermatogenesis-associated protein 20 OS=Homo sapiens GN=SPATA20 PE=2 SV=342.70 0.00

TRINITY_DN37926_c0_g1sp|Q75B43|MCA1_ASHGOMCA1 Metacaspase-1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=MCA1 PE=3 SV=142.70 0.00

TRINITY_DN38244_c0_g1sp|Q54M21|DNJC3_DICDIdnajc3 DnaJ homolog subfamily C member 3 homolog OS=Dictyostelium discoideum GN=dnajc3 PE=3 SV=142.70 0.00

TRINITY_DN38410_c0_g5sp|Q05549|HRQ1_YEASTHRQ1 ATP-dependent helicase HRQ1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HRQ1 PE=1 SV=142.70 0.00

TRINITY_DN38718_c0_g1sp|Q75B10|LKHA4_ASHGOADL233W Leukotriene A-4 hydrolase homolog OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=ADL233W PE=3 SV=242.70 0.00

TRINITY_DN39123_c0_g1sp|Q7Z569|BRAP_HUMANBRAP BRCA1-associated protein OS=Homo sapiens GN=BRAP PE=1 SV=242.70 0.00

TRINITY_DN39177_c1_g3sp|Q9H8H2|DDX31_HUMANDDX31 Probable ATP-dependent RNA helicase DDX31 OS=Homo sapiens GN=DDX31 PE=1 SV=242.70 0.00

TRINITY_DN39253_c0_g6sp|A1JKJ4|TRMN6_YERE8YE1008 tRNA1(Val) (adenine(37)-N6)-methyltransferase OS=Yersinia enterocolitica serotype O:8 / biotype 1B (strain NCTC 13174 / 8081) GN=YE1008 PE=3 SV=142.70 0.00



TRINITY_DN39714_c0_g1sp|Q8WTR2|DUS19_HUMANDUSP19 Dual specificity protein phosphatase 19 OS=Homo sapiens GN=DUSP19 PE=1 SV=142.70 0.00

TRINITY_DN40690_c1_g2sp|Q9HD20|AT131_HUMANATP13A1 Manganese-transporting ATPase 13A1 OS=Homo sapiens GN=ATP13A1 PE=1 SV=242.70 0.00

TRINITY_DN41234_c0_g1sp|Q54Q69|DHKG_DICDIdhkG Hybrid signal transduction histidine kinase G OS=Dictyostelium discoideum GN=dhkG PE=3 SV=142.70 0.00

TRINITY_DN41543_c0_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=142.70 0.00

TRINITY_DN42344_c1_g1sp|Q8C0D5|EFL1_MOUSEEfl1 Elongation factor-like GTPase 1 OS=Mus musculus GN=Efl1 PE=1 SV=142.70 0.00

TRINITY_DN42504_c0_g1sp|Q6MEE7|TRUA1_PARUWtruA1 tRNA pseudouridine synthase A 1 OS=Protochlamydia amoebophila (strain UWE25) GN=truA1 PE=3 SV=142.70 0.00

TRINITY_DN42600_c0_g9sp|Q8BQQ1|ZDH14_MOUSEZdhhc14 Probable palmitoyltransferase ZDHHC14 OS=Mus musculus GN=Zdhhc14 PE=1 SV=142.70 0.00

TRINITY_DN44442_c1_g2sp|Q9ST27|PHOT2_ORYSJPHOT2 Phototropin-2 OS=Oryza sativa subsp. japonica GN=PHOT2 PE=1 SV=142.70 0.00

TRINITY_DN45333_c0_g1sp|P38401|GNAI1_CAVPOGNAI1 Guanine nucleotide-binding protein G(i) subunit alpha-1 OS=Cavia porcellus GN=GNAI1 PE=2 SV=342.70 0.00

TRINITY_DN45476_c1_g1sp|Q9SS47|PUM4_ARATHAPUM4 Pumilio homolog 4 OS=Arabidopsis thaliana GN=APUM4 PE=1 SV=242.70 0.00

TRINITY_DN46214_c0_g2sp|E9Q8D0|DJC21_MOUSEDnajc21 DnaJ homolog subfamily C member 21 OS=Mus musculus GN=Dnajc21 PE=1 SV=142.70 0.00

TRINITY_DN46628_c0_g3sp|Q9LS28|GTE12_ARATHGTE12 Transcription factor GTE12 OS=Arabidopsis thaliana GN=GTE12 PE=2 SV=242.70 0.00

TRINITY_DN47165_c0_g1sp|P56399|UBP5_MOUSEUsp5 Ubiquitin carboxyl-terminal hydrolase 5 OS=Mus musculus GN=Usp5 PE=1 SV=142.70 0.00

TRINITY_DN48007_c1_g1sp|F4KE63|SYVM2_ARATHEMB2247 Valine--tRNA ligase, chloroplastic/mitochondrial 2 OS=Arabidopsis thaliana GN=EMB2247 PE=3 SV=142.70 0.00

TRINITY_DN48321_c0_g9sp|Q24UJ1|RS15_DESHYrpsO 30S ribosomal protein S15 OS=Desulfitobacterium hafniense (strain Y51) GN=rpsO PE=3 SV=142.70 0.00

TRINITY_DN48603_c0_g1sp|P49598|P2C37_ARATHPP2CA Protein phosphatase 2C 37 OS=Arabidopsis thaliana GN=PP2CA PE=1 SV=142.70 0.00

TRINITY_DN49847_c0_g6sp|Q6TGJ4|ATG9_CRYGAATG9 Autophagy-related protein 9 OS=Cryptococcus gattii GN=ATG9 PE=3 SV=142.70 0.00

TRINITY_DN49872_c1_g1sp|Q64213|SF01_MOUSESf1 Splicing factor 1 OS=Mus musculus GN=Sf1 PE=1 SV=642.70 0.00

TRINITY_DN50025_c0_g2sp|Q5VRB2|BASS2_ORYSJBASS2 Probable sodium/metabolite cotransporter BASS2, chloroplastic OS=Oryza sativa subsp. japonica GN=BASS2 PE=2 SV=142.70 0.00

TRINITY_DN50702_c0_g3sp|Q5BB41|NDOR1_EMENItah18 NADPH-dependent diflavin oxidoreductase 1 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tah18 PE=3 SV=342.70 0.00

TRINITY_DN52569_c1_g1sp|Q01066|PDE1B_RATPde1b Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1B OS=Rattus norvegicus GN=Pde1b PE=1 SV=142.70 0.00

TRINITY_DN9120_c0_g1sp|Q9BW30|TPPP3_HUMANTPPP3 Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens GN=TPPP3 PE=1 SV=142.70 0.00

TRINITY_DN9706_c0_g2sp|O60336|MABP1_HUMANMAPKBP1 Mitogen-activated protein kinase-binding protein 1 OS=Homo sapiens GN=MAPKBP1 PE=1 SV=442.70 0.00

TRINITY_DN17108_c0_g2sp|P76149|SAD_ECOLIsad Succinate semialdehyde dehydrogenase [NAD(P)+] Sad OS=Escherichia coli (strain K12) GN=sad PE=1 SV=242.60 0.00

TRINITY_DN19113_c0_g1sp|H2L0H3|CHAT1_CAEELchat-1 CDC50 family protein chat-1 OS=Caenorhabditis elegans GN=chat-1 PE=2 SV=142.60 0.00

TRINITY_DN20415_c0_g1sp|Q93VG8|PPDEX_ARATHAt4g17486DeSI-like protein At4g17486 OS=Arabidopsis thaliana GN=At4g17486 PE=2 SV=142.60 0.00

TRINITY_DN21800_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=142.60 0.00

TRINITY_DN23793_c0_g1sp|P22129|RB11B_DIPOM- Ras-related protein Rab-11B OS=Diplobatis ommata PE=2 SV=142.60 0.00

TRINITY_DN26838_c0_g1sp|Q72AT2|ACPS_DESVHacpS Holo-[acyl-carrier-protein] synthase OS=Desulfovibrio vulgaris (strain Hildenborough / ATCC 29579 / DSM 644 / NCIMB 8303) GN=acpS PE=3 SV=142.60 0.00

TRINITY_DN32202_c0_g1sp|Q55BN9|H33B_DICDIH3b Histone H3.3 type b OS=Dictyostelium discoideum GN=H3b PE=1 SV=142.60 0.00

TRINITY_DN32340_c0_g1sp|Q19714|TMCO1_CAEELF22B5.10Calcium load-activated calcium channel homolog OS=Caenorhabditis elegans GN=F22B5.10 PE=3 SV=142.60 0.00

TRINITY_DN32898_c0_g3sp|Q9LZK5|DNJ19_ARATHERDJ3B DnaJ protein ERDJ3B OS=Arabidopsis thaliana GN=ERDJ3B PE=1 SV=142.60 0.00

TRINITY_DN34456_c0_g1sp|Q54YD9|FOL1_DICDIfol1 Folic acid synthesis protein FOL1 OS=Dictyostelium discoideum GN=fol1 PE=3 SV=142.60 0.00

TRINITY_DN34755_c0_g2sp|Q8RWA5|NDT2_ARATHNDT2 Nicotinamide adenine dinucleotide transporter 2, mitochondrial OS=Arabidopsis thaliana GN=NDT2 PE=1 SV=142.60 0.00

TRINITY_DN34799_c0_g2sp|Q5AU62|NMRA_EMENInmrA Nitrogen metabolite repression protein nmrA OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=nmrA PE=1 SV=142.60 0.00

TRINITY_DN35383_c0_g4sp|D4B0V1|E13B_ARTBCARB_02077Probable glucan endo-1,3-beta-glucosidase ARB_02077 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_02077 PE=1 SV=142.60 0.00

TRINITY_DN35431_c1_g10sp|Q8K3F7|TDH_MOUSETdh L-threonine 3-dehydrogenase, mitochondrial OS=Mus musculus GN=Tdh PE=1 SV=142.60 0.00

TRINITY_DN35617_c0_g1sp|Q9NCL7|PITP2_DICDIpitB Phosphatidylinositol transfer protein 2 OS=Dictyostelium discoideum GN=pitB PE=2 SV=142.60 0.00

TRINITY_DN36181_c0_g8sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=142.60 0.00

TRINITY_DN36724_c0_g1sp|Q9HC07|TM165_HUMANTMEM165 Transmembrane protein 165 OS=Homo sapiens GN=TMEM165 PE=1 SV=142.60 0.00

TRINITY_DN36940_c0_g3sp|O15631|RS19_ENTHIRPS19 40S ribosomal protein S19 OS=Entamoeba histolytica GN=RPS19 PE=2 SV=142.60 0.00

TRINITY_DN37260_c0_g2sp|A1A4J6|ATP9B_BOVINATP9B Probable phospholipid-transporting ATPase IIB OS=Bos taurus GN=ATP9B PE=2 SV=142.60 0.00

TRINITY_DN38793_c0_g1sp|P44121|DNLI_HAEINligA DNA ligase OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=ligA PE=1 SV=242.60 0.00

TRINITY_DN39392_c0_g1sp|Q3UWA6|GUC2C_MOUSEGucy2c Heat-stable enterotoxin receptor OS=Mus musculus GN=Gucy2c PE=2 SV=142.60 0.00

TRINITY_DN39645_c0_g3sp|O01991|EF2K_CAEELefk-1 Eukaryotic elongation factor 2 kinase OS=Caenorhabditis elegans GN=efk-1 PE=1 SV=142.60 0.00

TRINITY_DN41155_c0_g1sp|Q07121|AMO1_ARTS1maoI Primary amine oxidase OS=Arthrobacter sp. (strain P1) GN=maoI PE=1 SV=142.60 0.00

TRINITY_DN41303_c0_g2sp|F4JAA5|SKI2_ARATHSKI2 DExH-box ATP-dependent RNA helicase DExH11 OS=Arabidopsis thaliana GN=SKI2 PE=1 SV=142.60 0.00

TRINITY_DN41553_c0_g3sp|O80738|TPS10_ARATHTPS10 Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10 OS=Arabidopsis thaliana GN=TPS10 PE=2 SV=142.60 0.00

TRINITY_DN41641_c0_g4sp|Q93VK0|PPCK2_ARATHPPCK2 Phosphoenolpyruvate carboxylase kinase 2 OS=Arabidopsis thaliana GN=PPCK2 PE=1 SV=242.60 0.00

TRINITY_DN42047_c0_g1sp|Q9FE17|SIR1_ARATHSRT1 NAD-dependent protein deacetylase SRT1 OS=Arabidopsis thaliana GN=SRT1 PE=2 SV=142.60 0.00

TRINITY_DN42379_c0_g1sp|Q9FVW4|RENT3_ARATHUPF3 Regulator of nonsense transcripts UPF3 OS=Arabidopsis thaliana GN=UPF3 PE=1 SV=142.60 0.00

TRINITY_DN42990_c1_g4sp|Q9ZU97|VAC14_ARATHVAC14 Protein VAC14 homolog OS=Arabidopsis thaliana GN=VAC14 PE=1 SV=242.60 0.00

TRINITY_DN43383_c0_g1sp|P39109|YCFI_YEASTYCF1 Metal resistance protein YCF1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YCF1 PE=1 SV=242.60 0.00

TRINITY_DN43441_c1_g3sp|A2ZMH2|NEK2_ORYSINEK2 Serine/threonine-protein kinase Nek2 OS=Oryza sativa subsp. indica GN=NEK2 PE=3 SV=142.60 0.00

TRINITY_DN43587_c0_g6sp|Q9C7G1|PUB45_ARATHPUB45 U-box domain-containing protein 45 OS=Arabidopsis thaliana GN=PUB45 PE=1 SV=142.60 0.00

TRINITY_DN43674_c0_g2sp|Q564K3|CND2_ARATHCAPH Condensin complex subunit 2 OS=Arabidopsis thaliana GN=CAPH PE=1 SV=142.60 0.00



TRINITY_DN44217_c0_g1sp|P0AB84|END3_ECOL6nth Endonuclease III OS=Escherichia coli O6:H1 (strain CFT073 / ATCC 700928 / UPEC) GN=nth PE=3 SV=142.60 0.00

TRINITY_DN44219_c0_g5sp|P51532|SMCA4_HUMANSMARCA4 Transcription activator BRG1 OS=Homo sapiens GN=SMARCA4 PE=1 SV=242.60 0.00

TRINITY_DN44361_c0_g1sp|Q9ZNV9|AHP1_ARATHAHP1 Histidine-containing phosphotransfer protein 1 OS=Arabidopsis thaliana GN=AHP1 PE=1 SV=142.60 0.00

TRINITY_DN44476_c0_g9sp|Q08DJ7|AAR2_BOVINAAR2 Protein AAR2 homolog OS=Bos taurus GN=AAR2 PE=2 SV=142.60 0.00

TRINITY_DN44510_c0_g1sp|Q9JIC3|DCR1A_MOUSEDclre1a DNA cross-link repair 1A protein OS=Mus musculus GN=Dclre1a PE=1 SV=242.60 0.00

TRINITY_DN45061_c0_g1sp|O74386|YNVB_SCHPOSPBC3H7.11Uncharacterized methyltransferase C3H7.11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC3H7.11 PE=3 SV=142.60 0.00

TRINITY_DN45160_c0_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=142.60 0.00

TRINITY_DN45240_c0_g5sp|O65837|LCYE_SOLLCCRTL-E-1Lycopene epsilon cyclase, chloroplastic OS=Solanum lycopersicum GN=CRTL-E-1 PE=2 SV=142.60 0.00

TRINITY_DN45608_c1_g1sp|Q8LIF2|C7345_ORYSJCYP734A5Cytochrome P450 734A5 OS=Oryza sativa subsp. japonica GN=CYP734A5 PE=2 SV=142.60 0.00

TRINITY_DN46382_c0_g3sp|Q92398|SPM1_SCHPOspm1 Mitogen-activated protein kinase spm1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=spm1 PE=1 SV=142.60 0.00

TRINITY_DN47024_c0_g1sp|Q9VHH9|JHD1_DROMEKdm2 JmjC domain-containing histone demethylation protein 1 OS=Drosophila melanogaster GN=Kdm2 PE=1 SV=242.60 0.00

TRINITY_DN47160_c3_g2sp|P08819|CBP2_WHEATCBP2 Serine carboxypeptidase 2 OS=Triticum aestivum GN=CBP2 PE=1 SV=242.60 0.00

TRINITY_DN47381_c0_g1sp|Q54XX5|Y9849_DICDIDDB_G0278535Probable serine/threonine-protein kinase DDB_G0278535 OS=Dictyostelium discoideum GN=DDB_G0278535 PE=3 SV=142.60 0.00

TRINITY_DN47538_c0_g1sp|Q94JZ8|PUX7_ARATHPUX7 Plant UBX domain-containing protein 7 OS=Arabidopsis thaliana GN=PUX7 PE=1 SV=142.60 0.00

TRINITY_DN47543_c1_g6sp|P53992|SC24C_HUMANSEC24C Protein transport protein Sec24C OS=Homo sapiens GN=SEC24C PE=1 SV=342.60 0.00

TRINITY_DN47705_c0_g7sp|Q6BJW6|INV_DEBHAINV Invertase OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=INV PE=3 SV=242.60 0.00

TRINITY_DN49426_c1_g8sp|Q09817|NMD3_SCHPOnmd3 60S ribosomal export protein nmd3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nmd3 PE=3 SV=142.60 0.00

TRINITY_DN49701_c0_g3sp|P55203|GUC2D_BOVINGUCY2D Retinal guanylyl cyclase 1 OS=Bos taurus GN=GUCY2D PE=1 SV=142.60 0.00

TRINITY_DN50484_c0_g2sp|Q5I020|ZNT8_XENLAslc30a8 Zinc transporter 8 OS=Xenopus laevis GN=slc30a8 PE=2 SV=142.60 0.00

TRINITY_DN51123_c0_g1sp|C0LGN2|Y3148_ARATHLRR-RLK Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840 OS=Arabidopsis thaliana GN=LRR-RLK PE=2 SV=142.60 0.00

TRINITY_DN51622_c1_g2sp|Q39160|MYO5_ARATHXI-1 Myosin-5 OS=Arabidopsis thaliana GN=XI-1 PE=1 SV=142.60 0.00

TRINITY_DN51698_c0_g1sp|Q5F380|PIGM_CHICKPIGM GPI mannosyltransferase 1 OS=Gallus gallus GN=PIGM PE=2 SV=242.60 0.00

TRINITY_DN51950_c0_g4sp|P38205|NCL1_YEASTNCL1 Multisite-specific tRNA:(cytosine-C(5))-methyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NCL1 PE=1 SV=142.60 0.00

TRINITY_DN6708_c0_g1sp|Q54RV6|TPPC2_DICDItrappc2 Trafficking protein particle complex subunit 2 OS=Dictyostelium discoideum GN=trappc2 PE=3 SV=142.60 0.00

TRINITY_DN9169_c0_g1sp|Q54NZ8|ISC1B_DICDIDDB_G0284901Isochorismatase family protein 1B OS=Dictyostelium discoideum GN=DDB_G0284901 PE=3 SV=142.60 0.00

TRINITY_DN16764_c0_g1sp|P54639|CYSP4_DICDIcprD Cysteine proteinase 4 OS=Dictyostelium discoideum GN=cprD PE=2 SV=242.50 0.00

TRINITY_DN22117_c0_g1sp|A5DNZ1|YPI1_PICGUYPI1 Type 1 phosphatases regulator YPI1 OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=YPI1 PE=3 SV=242.50 0.00

TRINITY_DN23729_c0_g1sp|A2XDG4|UBP26_ORYSIUBP26 Ubiquitin carboxyl-terminal hydrolase 26 OS=Oryza sativa subsp. indica GN=UBP26 PE=3 SV=142.50 0.00

TRINITY_DN27160_c0_g1sp|P14019|DCOR_CRIGRODC1 Ornithine decarboxylase OS=Cricetulus griseus GN=ODC1 PE=2 SV=342.50 0.00

TRINITY_DN28549_c0_g1sp|Q6P360|RN121_XENTRrnf121 RING finger protein 121 OS=Xenopus tropicalis GN=rnf121 PE=2 SV=142.50 0.00

TRINITY_DN29477_c0_g1sp|Q6DFV7|NCOA7_MOUSENcoa7 Nuclear receptor coactivator 7 OS=Mus musculus GN=Ncoa7 PE=1 SV=242.50 0.00

TRINITY_DN30319_c0_g2sp|Q6FZ15|ENGB_BARQUengB Probable GTP-binding protein EngB OS=Bartonella quintana (strain Toulouse) GN=engB PE=3 SV=142.50 0.00

TRINITY_DN31364_c0_g1sp|P40807|DCOR1_DROMEOdc1 Ornithine decarboxylase 1 OS=Drosophila melanogaster GN=Odc1 PE=2 SV=342.50 0.00

TRINITY_DN31477_c0_g1sp|O22267|CKI1_ARATHCKI1 Histidine kinase CKI1 OS=Arabidopsis thaliana GN=CKI1 PE=1 SV=142.50 0.00

TRINITY_DN32563_c0_g1sp|Q55BN8|NEK2_DICDInek2 Probable serine/threonine-protein kinase nek2 OS=Dictyostelium discoideum GN=nek2 PE=1 SV=142.50 0.00

TRINITY_DN33327_c0_g3sp|Q61166|MARE1_MOUSEMapre1 Microtubule-associated protein RP/EB family member 1 OS=Mus musculus GN=Mapre1 PE=1 SV=342.50 0.00

TRINITY_DN34619_c0_g4sp|A0NGI1|TM234_ANOGAAGAP012180Transmembrane protein 234 homolog OS=Anopheles gambiae GN=AGAP012180 PE=3 SV=142.50 0.00

TRINITY_DN34700_c0_g2sp|Q8GYB4|CAAT3_ARATHCAT3 Cationic amino acid transporter 3, mitochondrial OS=Arabidopsis thaliana GN=CAT3 PE=2 SV=142.50 0.00

TRINITY_DN34859_c0_g1sp|Q8N5X7|IF4E3_HUMANEIF4E3 Eukaryotic translation initiation factor 4E type 3 OS=Homo sapiens GN=EIF4E3 PE=2 SV=442.50 0.00

TRINITY_DN35492_c1_g6sp|Q9S7U9|M2K2_ARATHMKK2 Mitogen-activated protein kinase kinase 2 OS=Arabidopsis thaliana GN=MKK2 PE=1 SV=242.50 0.00

TRINITY_DN35718_c0_g1sp|Q59PT0|VATB_CANALVMA2 V-type proton ATPase subunit B OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=VMA2 PE=3 SV=142.50 0.00

TRINITY_DN35856_c0_g3sp|O15865|CDPK2_PLAFKCPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=CPK2 PE=1 SV=342.50 0.00

TRINITY_DN35868_c0_g8sp|Q5ZM45|UBP48_CHICKUSP48 Ubiquitin carboxyl-terminal hydrolase 48 OS=Gallus gallus GN=USP48 PE=2 SV=142.50 0.00

TRINITY_DN36045_c0_g1sp|O08760|OGG1_MOUSEOgg1 N-glycosylase/DNA lyase OS=Mus musculus GN=Ogg1 PE=2 SV=242.50 0.00

TRINITY_DN36286_c0_g1sp|Q6DD06|ZC3HF_XENLAzc3h15 Zinc finger CCCH domain-containing protein 15 OS=Xenopus laevis GN=zc3h15 PE=2 SV=142.50 0.00

TRINITY_DN36566_c1_g4sp|Q0VFV7|KCTD7_DANREkctd7 BTB/POZ domain-containing protein KCTD7 OS=Danio rerio GN=kctd7 PE=2 SV=242.50 0.00

TRINITY_DN36653_c0_g3sp|Q55BK0|UFD1_DICDIufd1 Ubiquitin fusion degradation protein 1 homolog OS=Dictyostelium discoideum GN=ufd1 PE=3 SV=142.50 0.00

TRINITY_DN36850_c0_g1sp|Q8IBS5|CDPK4_PLAF7CPK4 Calcium-dependent protein kinase 4 OS=Plasmodium falciparum (isolate 3D7) GN=CPK4 PE=1 SV=342.50 0.00

TRINITY_DN3689_c0_g1sp|Q54P23|SDF2_DICDIDDB_G0284847Stromal cell-derived factor 2-like protein OS=Dictyostelium discoideum GN=DDB_G0284847 PE=3 SV=142.50 0.00

TRINITY_DN37733_c0_g2sp|Q9FVU9|CSN5A_ARATHCSN5A COP9 signalosome complex subunit 5a OS=Arabidopsis thaliana GN=CSN5A PE=1 SV=142.50 0.00

TRINITY_DN37739_c1_g4sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=342.50 0.00

TRINITY_DN37815_c1_g1sp|P60483|PTEN_CANLFPTEN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN OS=Canis lupus familiaris GN=PTEN PE=2 SV=142.50 0.00

TRINITY_DN38923_c0_g1sp|Q54LV7|JMJCC_DICDIjcdC JmjC domain-containing protein C OS=Dictyostelium discoideum GN=jcdC PE=3 SV=242.50 0.00

TRINITY_DN38936_c0_g2sp|Q8RY25|NU98A_ARATHNUP98A Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana GN=NUP98A PE=1 SV=142.50 0.00

TRINITY_DN39376_c0_g4sp|Q8WN96|ITPR2_BOVINITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Bos taurus GN=ITPR2 PE=2 SV=142.50 0.00

TRINITY_DN39518_c0_g1sp|F4K5X6|RVE2_ARATHRVE2 Protein REVEILLE 2 OS=Arabidopsis thaliana GN=RVE2 PE=2 SV=142.50 0.00



TRINITY_DN39963_c0_g4sp|Q9SDL7|HMT1_ARATHHMT-1 Homocysteine S-methyltransferase 1 OS=Arabidopsis thaliana GN=HMT-1 PE=1 SV=142.50 0.00

TRINITY_DN40040_c0_g3sp|Q07590|SAV_SULACsav Protein SAV OS=Sulfolobus acidocaldarius (strain ATCC 33909 / DSM 639 / JCM 8929 / NBRC 15157 / NCIMB 11770) GN=sav PE=3 SV=242.50 0.00

TRINITY_DN40772_c2_g1sp|P0C1I7|CYP5_RHIO9cyp5 Peptidyl-prolyl cis-trans isomerase cyp5 OS=Rhizopus delemar (strain RA 99-880 / ATCC MYA-4621 / FGSC 9543 / NRRL 43880) GN=cyp5 PE=3 SV=142.50 0.00

TRINITY_DN41160_c0_g1sp|Q9TXJ0|CMK1_CAEELcmk-1 Calcium/calmodulin-dependent protein kinase type 1 OS=Caenorhabditis elegans GN=cmk-1 PE=1 SV=142.50 0.00

TRINITY_DN41251_c0_g2sp|Q9SHS7|BSL3_ARATHBSL3 Serine/threonine-protein phosphatase BSL3 OS=Arabidopsis thaliana GN=BSL3 PE=1 SV=242.50 0.00

TRINITY_DN42834_c0_g2sp|Q9M0Y8|NSF_ARATHNSF Vesicle-fusing ATPase OS=Arabidopsis thaliana GN=NSF PE=2 SV=242.50 0.00

TRINITY_DN43512_c0_g2sp|P21872|PUR2_CHICKGART Trifunctional purine biosynthetic protein adenosine-3 OS=Gallus gallus GN=GART PE=2 SV=142.50 0.00

TRINITY_DN43773_c0_g1sp|F4JNY0|APE2_ARATHAPE2 DNA-(apurinic or apyrimidinic site) lyase 2 OS=Arabidopsis thaliana GN=APE2 PE=1 SV=142.50 0.00

TRINITY_DN43941_c0_g1sp|A2WNB0|ARP6_ORYSIARP6 Actin-related protein 6 OS=Oryza sativa subsp. indica GN=ARP6 PE=3 SV=142.50 0.00

TRINITY_DN44155_c1_g1sp|P25251|CYSP4_BRANA- Cysteine proteinase COT44 (Fragment) OS=Brassica napus PE=2 SV=142.50 0.00

TRINITY_DN44155_c1_g6sp|P14080|PAPA2_CARPA- Chymopapain OS=Carica papaya PE=1 SV=242.50 0.00

TRINITY_DN44263_c0_g8sp|P52917|VPS4_YEASTVPS4 Vacuolar protein sorting-associated protein 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS4 PE=1 SV=142.50 0.00

TRINITY_DN44574_c0_g2sp|P74038|RSMI_SYNY3rsmI Ribosomal RNA small subunit methyltransferase I OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=rsmI PE=3 SV=142.50 0.00

TRINITY_DN45685_c1_g3sp|Q09723|TR112_SCHPOtrm112 Multifunctional methyltransferase subunit trm112 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trm112 PE=3 SV=142.50 0.00

TRINITY_DN46425_c0_g1sp|Q64J17|PIMT2_ARATHPIMT2 Protein-L-isoaspartate O-methyltransferase 2 OS=Arabidopsis thaliana GN=PIMT2 PE=1 SV=142.50 0.00

TRINITY_DN46497_c0_g2sp|P98205|ALA2_ARATHALA2 Phospholipid-transporting ATPase 2 OS=Arabidopsis thaliana GN=ALA2 PE=1 SV=142.50 0.00

TRINITY_DN47031_c1_g7sp|Q9BUK6|MSTO1_HUMANMSTO1 Protein misato homolog 1 OS=Homo sapiens GN=MSTO1 PE=1 SV=142.50 0.00

TRINITY_DN47457_c1_g1sp|F4JAU3|P4H2_ARATHP4H2 Prolyl 4-hydroxylase 2 OS=Arabidopsis thaliana GN=P4H2 PE=1 SV=142.50 0.00

TRINITY_DN47461_c0_g2sp|P57772|SELB_HUMANEEFSEC Selenocysteine-specific elongation factor OS=Homo sapiens GN=EEFSEC PE=1 SV=442.50 0.00

TRINITY_DN47688_c0_g1sp|Q91WU2|S22A7_MOUSESlc22a7 Solute carrier family 22 member 7 OS=Mus musculus GN=Slc22a7 PE=1 SV=142.50 0.00

TRINITY_DN47745_c0_g1sp|P37167|ACTP_ACACA- Actophorin OS=Acanthamoeba castellanii PE=1 SV=242.50 0.00

TRINITY_DN48251_c0_g6sp|Q08BW6|CO041_DANREzgc:154061Uncharacterized protein C15orf41 homolog OS=Danio rerio GN=zgc:154061 PE=2 SV=142.50 0.00

TRINITY_DN48813_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=142.50 0.00

TRINITY_DN49057_c1_g2sp|Q87AD4|Y1892_XYLFTPD_1892 UPF0394 membrane protein PD_1892 OS=Xylella fastidiosa (strain Temecula1 / ATCC 700964) GN=PD_1892 PE=3 SV=142.50 0.00

TRINITY_DN50014_c0_g4sp|Q502G2|T41AA_DANREtmem41aaTransmembrane protein 41A-A OS=Danio rerio GN=tmem41aa PE=2 SV=142.50 0.00

TRINITY_DN5047_c0_g1sp|O59790|ARK1_SCHPOark1 Serine/threonine-protein kinase ark1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ark1 PE=1 SV=242.50 0.00

TRINITY_DN50567_c0_g1sp|Q8BH82|NAPEP_MOUSENapepld N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D OS=Mus musculus GN=Napepld PE=1 SV=142.50 0.00

TRINITY_DN51178_c0_g5sp|Q651A1|LPA1H_ORYSJOs09g0572200P-loop NTPase domain-containing protein LPA1 homolog OS=Oryza sativa subsp. japonica GN=Os09g0572200 PE=3 SV=142.50 0.00

TRINITY_DN51211_c0_g1sp|Q9M291|SC24C_ARATHCEF Protein transport protein Sec24-like CEF OS=Arabidopsis thaliana GN=CEF PE=2 SV=342.50 0.00

TRINITY_DN52510_c1_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=142.50 0.00

TRINITY_DN11120_c0_g1sp|Q54XZ0|MFEB_DICDImfeB Probable enoyl-CoA hydratase 2 OS=Dictyostelium discoideum GN=mfeB PE=2 SV=142.40 0.00

TRINITY_DN14460_c0_g2sp|Q4FZW5|SEH1A_XENLAseh1l-a Nucleoporin seh1-A OS=Xenopus laevis GN=seh1l-a PE=2 SV=142.40 0.00

TRINITY_DN15457_c0_g1sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=142.40 0.00

TRINITY_DN27944_c0_g1sp|Q5NC05|TTF2_MOUSETtf2 Transcription termination factor 2 OS=Mus musculus GN=Ttf2 PE=1 SV=242.40 0.00

TRINITY_DN28721_c0_g1sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=142.40 0.00

TRINITY_DN28939_c0_g2sp|Q8RUF8|NILP3_ARATHNLP3 Omega-amidase, chloroplastic OS=Arabidopsis thaliana GN=NLP3 PE=1 SV=142.40 0.00

TRINITY_DN30163_c0_g1sp|P20664|PRI1_MOUSEPrim1 DNA primase small subunit OS=Mus musculus GN=Prim1 PE=1 SV=142.40 0.00

TRINITY_DN30758_c0_g1sp|Q2KJ44|PTPA_BOVINPPP2R4 Serine/threonine-protein phosphatase 2A activator OS=Bos taurus GN=PPP2R4 PE=2 SV=142.40 0.00

TRINITY_DN30921_c0_g2sp|Q3ABL6|COAE_CARHZcoaE Dephospho-CoA kinase OS=Carboxydothermus hydrogenoformans (strain ATCC BAA-161 / DSM 6008 / Z-2901) GN=coaE PE=3 SV=142.40 0.00

TRINITY_DN31573_c2_g1sp|Q9LDU6|ST7R_ARATHDWF5 7-dehydrocholesterol reductase OS=Arabidopsis thaliana GN=DWF5 PE=1 SV=142.40 0.00

TRINITY_DN31903_c0_g1sp|Q14185|DOCK1_HUMANDOCK1 Dedicator of cytokinesis protein 1 OS=Homo sapiens GN=DOCK1 PE=1 SV=242.40 0.00

TRINITY_DN33450_c0_g1sp|A4QQ05|RIFK_MAGO7FMN1 Riboflavin kinase OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=FMN1 PE=3 SV=342.40 0.00

TRINITY_DN3354_c0_g1sp|P20425|KCY_DICDIpyrK UMP-CMP kinase OS=Dictyostelium discoideum GN=pyrK PE=1 SV=242.40 0.00

TRINITY_DN33651_c0_g1sp|Q3T0I2|CATH_BOVINCTSH Pro-cathepsin H OS=Bos taurus GN=CTSH PE=2 SV=142.40 0.00

TRINITY_DN33716_c0_g1sp|Q8H0W2|HDA9_ARATHHDA9 Histone deacetylase 9 OS=Arabidopsis thaliana GN=HDA9 PE=1 SV=142.40 0.00

TRINITY_DN34084_c0_g2sp|Q08B22|ALG11_XENLAalg11 GDP-Man:Man(3)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase OS=Xenopus laevis GN=alg11 PE=2 SV=242.40 0.00

TRINITY_DN35477_c0_g4sp|P07768|SUIS_RABITSI Sucrase-isomaltase, intestinal OS=Oryctolagus cuniculus GN=SI PE=1 SV=342.40 0.00

TRINITY_DN35674_c0_g1sp|P50258|TBAD_PHYPOALTA Tubulin alpha-1A chain OS=Physarum polycephalum GN=ALTA PE=1 SV=142.40 0.00

TRINITY_DN35786_c0_g6sp|Q92538|GBF1_HUMANGBF1 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1 OS=Homo sapiens GN=GBF1 PE=1 SV=242.40 0.00

TRINITY_DN36579_c0_g14sp|Q6AI08|HEAT6_HUMANHEATR6 HEAT repeat-containing protein 6 OS=Homo sapiens GN=HEATR6 PE=1 SV=142.40 0.00

TRINITY_DN36961_c0_g1sp|Q93075|TATD2_HUMANTATDN2 Putative deoxyribonuclease TATDN2 OS=Homo sapiens GN=TATDN2 PE=1 SV=242.40 0.00

TRINITY_DN378_c0_g1sp|P53441|CATR_NAEGRCTN Caltractin OS=Naegleria gruberi GN=CTN PE=2 SV=142.40 0.00

TRINITY_DN38498_c2_g5sp|Q6AY63|NUDT5_RATNudt5 ADP-sugar pyrophosphatase OS=Rattus norvegicus GN=Nudt5 PE=2 SV=142.40 0.00

TRINITY_DN38847_c0_g7sp|Q1ZXI5|Y1558_DICDIDDB_G0278845Probable serine/threonine-protein kinase DDB_G0278845 OS=Dictyostelium discoideum GN=DDB_G0278845 PE=3 SV=142.40 0.00

TRINITY_DN38891_c1_g1sp|F4JS25|SRFR1_ARATHSRFR1 Suppressor of RPS4-RLD 1 OS=Arabidopsis thaliana GN=SRFR1 PE=1 SV=142.40 0.00

TRINITY_DN39178_c0_g1sp|Q8IYL2|TRM44_HUMANTRMT44 Probable tRNA (uracil-O(2)-)-methyltransferase OS=Homo sapiens GN=TRMT44 PE=1 SV=242.40 0.00



TRINITY_DN39458_c0_g1sp|Q54S77|VPS15_DICDIvps15 Probable serine/threonine-protein kinase vps15 OS=Dictyostelium discoideum GN=vps15 PE=3 SV=142.40 0.00

TRINITY_DN40175_c0_g1sp|Q9SVM8|RBG2_ARATHRBG2 Glycine-rich RNA-binding protein 2, mitochondrial OS=Arabidopsis thaliana GN=RBG2 PE=1 SV=142.40 0.00

TRINITY_DN40327_c1_g5sp|O43396|TXNL1_HUMANTXNL1 Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=342.40 0.00

TRINITY_DN40343_c0_g4sp|Q9J579|DCK2_FOWPNFPV151 Probable deoxycytidine kinase FPV151 OS=Fowlpox virus (strain NVSL) GN=FPV151 PE=3 SV=142.40 0.00

TRINITY_DN40451_c0_g9sp|Q54TS4|YIPF1_DICDIyipf1 Protein YIPF1 homolog OS=Dictyostelium discoideum GN=yipf1 PE=3 SV=142.40 0.00

TRINITY_DN40531_c0_g1sp|Q5RDK1|TEX10_PONABTEX10 Testis-expressed sequence 10 protein OS=Pongo abelii GN=TEX10 PE=2 SV=142.40 0.00

TRINITY_DN40560_c0_g11sp|P19672|YQXC_BACSUyqxC Putative rRNA methyltransferase YqxC OS=Bacillus subtilis (strain 168) GN=yqxC PE=3 SV=342.40 0.00

TRINITY_DN41088_c0_g1sp|Q54P70|Y4757_DICDIDDB_G0284757OTU domain-containing protein DDB_G0284757 OS=Dictyostelium discoideum GN=DDB_G0284757 PE=3 SV=242.40 0.00

TRINITY_DN41522_c1_g5sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=142.40 0.00

TRINITY_DN42155_c0_g4sp|Q8INB9|AKT1_DROMEAkt1 RAC serine/threonine-protein kinase OS=Drosophila melanogaster GN=Akt1 PE=1 SV=342.40 0.00

TRINITY_DN42217_c0_g5sp|Q54CD8|DDX54_DICDIhelA ATP-dependent RNA helicase ddx54 OS=Dictyostelium discoideum GN=helA PE=3 SV=142.40 0.00

TRINITY_DN42354_c1_g2sp|Q72Q29|HPPA_LEPIChppA Putative K(+)-stimulated pyrophosphate-energized sodium pump OS=Leptospira interrogans serogroup Icterohaemorrhagiae serovar copenhageni (strain Fiocruz L1-130) GN=hppA PE=3 SV=142.40 0.00

TRINITY_DN42427_c2_g1sp|A2YM35|PDRP1_ORYSIPDRP1 Probable pyruvate, phosphate dikinase regulatory protein, chloroplastic OS=Oryza sativa subsp. indica GN=PDRP1 PE=3 SV=142.40 0.00

TRINITY_DN42800_c0_g4sp|P92966|SRS41_ARATHRS41 Serine/arginine-rich splicing factor RS41 OS=Arabidopsis thaliana GN=RS41 PE=1 SV=242.40 0.00

TRINITY_DN42809_c0_g1sp|Q9M1I1|FB304_ARATHAt3g54460F-box protein At3g54460 OS=Arabidopsis thaliana GN=At3g54460 PE=2 SV=142.40 0.00

TRINITY_DN43008_c0_g1sp|Q9SR93|LMBD1_ARATHAt3g08930LIMR family protein At3g08930 OS=Arabidopsis thaliana GN=At3g08930 PE=2 SV=242.40 0.00

TRINITY_DN43060_c0_g3sp|Q9FVN0|AMT13_SOLLCAMT1-3 Ammonium transporter 1 member 3 OS=Solanum lycopersicum GN=AMT1-3 PE=2 SV=142.40 0.00

TRINITY_DN43062_c0_g6sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=142.40 0.00

TRINITY_DN43485_c1_g2sp|P61800|APTX_TAKRUaptx Aprataxin OS=Takifugu rubripes GN=aptx PE=2 SV=142.40 0.00

TRINITY_DN43588_c1_g2sp|P44578|ARCB_HAEINarcB Aerobic respiration control sensor protein ArcB homolog OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=arcB PE=3 SV=142.40 0.00

TRINITY_DN44471_c1_g1sp|Q6GLW1|THO4B_XENLAalyref-bTHO complex subunit 4-B OS=Xenopus laevis GN=alyref-b PE=2 SV=142.40 0.00

TRINITY_DN45163_c0_g4sp|Q12362|RIB2_YEASTRIB2 Bifunctional protein RIB2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RIB2 PE=1 SV=142.40 0.00

TRINITY_DN45273_c0_g6sp|Q54YD8|COPB2_DICDIcopb2 Coatomer subunit beta' OS=Dictyostelium discoideum GN=copb2 PE=3 SV=142.40 0.00

TRINITY_DN47284_c1_g8sp|O15118|NPC1_HUMANNPC1 Niemann-Pick C1 protein OS=Homo sapiens GN=NPC1 PE=1 SV=242.40 0.00

TRINITY_DN47358_c0_g2sp|Q9ATY5|UVH3_ARATHUVH3 DNA repair protein UVH3 OS=Arabidopsis thaliana GN=UVH3 PE=2 SV=142.40 0.00

TRINITY_DN47835_c0_g2sp|O04716|MSH6_ARATHMSH6 DNA mismatch repair protein MSH6 OS=Arabidopsis thaliana GN=MSH6 PE=1 SV=242.40 0.00

TRINITY_DN47931_c1_g8sp|P48455|PP2BC_MOUSEPpp3cc Serine/threonine-protein phosphatase 2B catalytic subunit gamma isoform OS=Mus musculus GN=Ppp3cc PE=1 SV=142.40 0.00

TRINITY_DN48343_c1_g7sp|Q54BF0|FHKA_DICDIfhkA Probable serine/threonine-protein kinase fhkA OS=Dictyostelium discoideum GN=fhkA PE=3 SV=142.40 0.00

TRINITY_DN48373_c0_g1sp|P54678|ATC1_DICDIpatA Calcium-transporting ATPase PAT1 OS=Dictyostelium discoideum GN=patA PE=2 SV=242.40 0.00

TRINITY_DN48738_c0_g4sp|P49101|CDPK2_MAIZECPK2 Calcium-dependent protein kinase 2 OS=Zea mays GN=CPK2 PE=2 SV=142.40 0.00

TRINITY_DN49080_c0_g3sp|Q5XIC8|ALKB3_RATAlkbh3 Alpha-ketoglutarate-dependent dioxygenase alkB homolog 3 OS=Rattus norvegicus GN=Alkbh3 PE=2 SV=142.40 0.00

TRINITY_DN50096_c0_g1sp|Q8GY23|UPL1_ARATHUPL1 E3 ubiquitin-protein ligase UPL1 OS=Arabidopsis thaliana GN=UPL1 PE=1 SV=342.40 0.00

TRINITY_DN50232_c1_g3sp|Q9V557|CP4P2_DROMECyp4p2 Probable cytochrome P450 4p2 OS=Drosophila melanogaster GN=Cyp4p2 PE=2 SV=142.40 0.00

TRINITY_DN50534_c0_g2sp|Q9PW71|DUS4_CHICKDUSP4 Dual specificity protein phosphatase 4 OS=Gallus gallus GN=DUSP4 PE=2 SV=142.40 0.00

TRINITY_DN50556_c0_g5sp|O70146|TESK1_MOUSETesk1 Dual specificity testis-specific protein kinase 1 OS=Mus musculus GN=Tesk1 PE=1 SV=342.40 0.00

TRINITY_DN52439_c1_g3sp|P49101|CDPK2_MAIZECPK2 Calcium-dependent protein kinase 2 OS=Zea mays GN=CPK2 PE=2 SV=142.40 0.00

TRINITY_DN26939_c0_g1sp|Q3UGF1|WDR19_MOUSEWdr19 WD repeat-containing protein 19 OS=Mus musculus GN=Wdr19 PE=1 SV=142.30 0.00

TRINITY_DN28068_c0_g1sp|Q9FMM4|RHG1A_ARATHRHG1A Probable E3 ubiquitin-protein ligase RHG1A OS=Arabidopsis thaliana GN=RHG1A PE=2 SV=142.30 0.00

TRINITY_DN30947_c0_g1sp|Q69TY4|PR2E1_ORYSJPRXIIE-1Peroxiredoxin-2E-1, chloroplastic OS=Oryza sativa subsp. japonica GN=PRXIIE-1 PE=2 SV=142.30 0.00

TRINITY_DN30981_c0_g2sp|Q94AA1|UN933_ARATHAt3g09470UNC93-like protein 3 OS=Arabidopsis thaliana GN=At3g09470 PE=2 SV=142.30 0.00

TRINITY_DN31113_c0_g1sp|Q86HQ2|ABCG8_DICDIabcG8 ABC transporter G family member 8 OS=Dictyostelium discoideum GN=abcG8 PE=3 SV=142.30 0.00

TRINITY_DN32534_c0_g1sp|O52025|ARSM_HALSAarsM Putative arsenite methyltransferase OS=Halobacterium salinarum (strain ATCC 700922 / JCM 11081 / NRC-1) GN=arsM PE=2 SV=142.30 0.00

TRINITY_DN33261_c0_g1sp|Q1E7P0|TPC1_COCIMTPC1 Mitochondrial thiamine pyrophosphate carrier 1 OS=Coccidioides immitis (strain RS) GN=TPC1 PE=3 SV=142.30 0.00

TRINITY_DN33269_c0_g1sp|Q94BY6|ATL75_ARATHATL75 RING-H2 finger protein ATL75 OS=Arabidopsis thaliana GN=ATL75 PE=2 SV=142.30 0.00

TRINITY_DN34613_c0_g1sp|Q12529|SET6_YEASTSET6 Potential protein lysine methyltransferase SET6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SET6 PE=3 SV=142.30 0.00

TRINITY_DN35018_c0_g3sp|Q54R58|YTYK2_DICDIDDB_G0283397Probable tyrosine-protein kinase DDB_G0283397 OS=Dictyostelium discoideum GN=DDB_G0283397 PE=3 SV=142.30 0.00

TRINITY_DN35137_c0_g1sp|P0C6F1|DYH2_MOUSEDnah2 Dynein heavy chain 2, axonemal OS=Mus musculus GN=Dnah2 PE=1 SV=142.30 0.00

TRINITY_DN35635_c0_g2sp|Q02905|AMYA_ASPAWamyA Alpha-amylase A OS=Aspergillus awamori GN=amyA PE=3 SV=142.30 0.00

TRINITY_DN35896_c0_g2sp|Q9SCS3|PGML4_ARATHAt3g50520Phosphoglycerate mutase-like protein 4 OS=Arabidopsis thaliana GN=At3g50520 PE=2 SV=142.30 0.00

TRINITY_DN36332_c0_g3sp|Q6U1I9|SGK1_CHICKSGK1 Serine/threonine-protein kinase Sgk1 OS=Gallus gallus GN=SGK1 PE=2 SV=142.30 0.00

TRINITY_DN36955_c0_g1sp|D4ACP5|RECQ5_RATRecql5 ATP-dependent DNA helicase Q5 OS=Rattus norvegicus GN=Recql5 PE=1 SV=142.30 0.00

TRINITY_DN37700_c2_g5sp|Q61YG1|LMLN_CAEBRCBG03556Leishmanolysin-like peptidase OS=Caenorhabditis briggsae GN=CBG03556 PE=3 SV=242.30 0.00

TRINITY_DN37717_c0_g1sp|P39377|IADA_ECOLIiadA Isoaspartyl dipeptidase OS=Escherichia coli (strain K12) GN=iadA PE=1 SV=142.30 0.00

TRINITY_DN38040_c0_g4sp|Q4V8C9|LRC56_RATLrrc56 Leucine-rich repeat-containing protein 56 OS=Rattus norvegicus GN=Lrrc56 PE=2 SV=142.30 0.00

TRINITY_DN38225_c0_g5sp|P10569|MYSC_ACACAMIC Myosin IC heavy chain OS=Acanthamoeba castellanii GN=MIC PE=1 SV=142.30 0.00

TRINITY_DN38337_c0_g2sp|P05332|YP20_BACLIp20 Uncharacterized N-acetyltransferase p20 OS=Bacillus licheniformis GN=p20 PE=3 SV=142.30 0.00



TRINITY_DN38530_c0_g8sp|Q9FWQ5|HAC12_ARATHHAC12 Histone acetyltransferase HAC12 OS=Arabidopsis thaliana GN=HAC12 PE=2 SV=242.30 0.00

TRINITY_DN39260_c0_g1sp|Q949Y0|UBP6_ARATHUBP6 Ubiquitin carboxyl-terminal hydrolase 6 OS=Arabidopsis thaliana GN=UBP6 PE=1 SV=142.30 0.00

TRINITY_DN39381_c0_g1sp|Q8GWW8|GFA2_ARATHGFA2 Chaperone protein dnaJ GFA2, mitochondrial OS=Arabidopsis thaliana GN=GFA2 PE=2 SV=142.30 0.00

TRINITY_DN39792_c0_g2sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=142.30 0.00

TRINITY_DN40040_c0_g4sp|Q54UC0|PRKDC_DICDIdnapkcs DNA-dependent protein kinase catalytic subunit OS=Dictyostelium discoideum GN=dnapkcs PE=3 SV=242.30 0.00

TRINITY_DN40161_c1_g1sp|Q9D832|DNJB4_MOUSEDnajb4 DnaJ homolog subfamily B member 4 OS=Mus musculus GN=Dnajb4 PE=1 SV=142.30 0.00

TRINITY_DN40625_c0_g9sp|Q38861|XPB1_ARATHXPB1 DNA repair helicase XPB1 OS=Arabidopsis thaliana GN=XPB1 PE=2 SV=342.30 0.00

TRINITY_DN41255_c0_g2sp|P58312|AT1A3_OREMOatp1a3 Sodium/potassium-transporting ATPase subunit alpha-3 OS=Oreochromis mossambicus GN=atp1a3 PE=2 SV=142.30 0.00

TRINITY_DN41451_c0_g3sp|Q6AZD4|IMP2L_DANREimmp2l Mitochondrial inner membrane protease subunit 2 OS=Danio rerio GN=immp2l PE=2 SV=142.30 0.00

TRINITY_DN41622_c0_g1sp|F4IDY5|BTSL1_ARATHAt1g18910Zinc finger protein BRUTUS-like At1g18910 OS=Arabidopsis thaliana GN=At1g18910 PE=2 SV=142.30 0.00

TRINITY_DN42164_c0_g2sp|Q8GUK6|PIS2_ARATHPIS2 Probable CDP-diacylglycerol--inositol 3-phosphatidyltransferase 2 OS=Arabidopsis thaliana GN=PIS2 PE=2 SV=242.30 0.00

TRINITY_DN42260_c0_g5sp|P32483|PABS_STRGRpab Para-aminobenzoate synthase OS=Streptomyces griseus GN=pab PE=3 SV=142.30 0.00

TRINITY_DN42639_c0_g3sp|Q6BZY4|TIM22_YARLITIM22 Mitochondrial import inner membrane translocase subunit TIM22 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=TIM22 PE=3 SV=242.30 0.00

TRINITY_DN43528_c0_g5sp|Q316U7|DNAJ_DESAGdnaJ Chaperone protein DnaJ OS=Desulfovibrio alaskensis (strain G20) GN=dnaJ PE=3 SV=142.30 0.00

TRINITY_DN44077_c0_g1sp|Q5D013|MET10_DANREmettl10 Protein-lysine N-methyltransferase mettl10 OS=Danio rerio GN=mettl10 PE=2 SV=142.30 0.00

TRINITY_DN44119_c0_g3sp|Q553Y1|P2XB_DICDIp2xB P2X receptor B OS=Dictyostelium discoideum GN=p2xB PE=3 SV=242.30 0.00

TRINITY_DN44155_c1_g9sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=142.30 0.00

TRINITY_DN45291_c0_g1sp|Q8LF05|RBL19_ARATHRBL19 Rhomboid-like protein 19 OS=Arabidopsis thaliana GN=RBL19 PE=2 SV=142.30 0.00

TRINITY_DN45913_c0_g3sp|P48504|QCR6_SOLTU- Cytochrome b-c1 complex subunit 6 OS=Solanum tuberosum PE=1 SV=242.30 0.00

TRINITY_DN46587_c0_g5sp|D3ZGS3|OCRL_RATOcrl Inositol polyphosphate 5-phosphatase OCRL-1 OS=Rattus norvegicus GN=Ocrl PE=1 SV=142.30 0.00

TRINITY_DN46596_c0_g4sp|P13466|GELA_DICDIabpC Gelation factor OS=Dictyostelium discoideum GN=abpC PE=1 SV=142.30 0.00

TRINITY_DN46614_c0_g4sp|Q9FMJ0|P4KB1_ARATHPI4KB1 Phosphatidylinositol 4-kinase beta 1 OS=Arabidopsis thaliana GN=PI4KB1 PE=1 SV=142.30 0.00

TRINITY_DN46976_c0_g2sp|Q17QL9|T184C_BOVINTMEM184CTransmembrane protein 184C OS=Bos taurus GN=TMEM184C PE=2 SV=142.30 0.00

TRINITY_DN48134_c0_g4sp|Q8SSC5|UGPA1_ENCCUUGP1 UTP--glucose-1-phosphate uridylyltransferase OS=Encephalitozoon cuniculi (strain GB-M1) GN=UGP1 PE=1 SV=142.30 0.00

TRINITY_DN48182_c1_g6sp|Q9XHM1|EIF3C_MEDTRTIF3C1 Eukaryotic translation initiation factor 3 subunit C OS=Medicago truncatula GN=TIF3C1 PE=2 SV=142.30 0.00

TRINITY_DN48235_c0_g5sp|P70496|PLD1_RATPld1 Phospholipase D1 OS=Rattus norvegicus GN=Pld1 PE=1 SV=342.30 0.00

TRINITY_DN48337_c0_g1sp|P27815|PDE4A_HUMANPDE4A cAMP-specific 3',5'-cyclic phosphodiesterase 4A OS=Homo sapiens GN=PDE4A PE=1 SV=342.30 0.00

TRINITY_DN48417_c1_g2sp|Q9FZL3|MGDG_TOBACMGD Probable monogalactosyldiacylglycerol synthase, chloroplastic OS=Nicotiana tabacum GN=MGD A PE=2 SV=142.30 0.00

TRINITY_DN48822_c1_g3sp|Q7KWX9|EXOS3_DICDIexosc3 Putative exosome complex component rrp40 OS=Dictyostelium discoideum GN=exosc3 PE=3 SV=142.30 0.00

TRINITY_DN49020_c1_g1sp|B2S7N5|ACSA_BRUA1acsA Acetyl-coenzyme A synthetase OS=Brucella abortus (strain S19) GN=acsA PE=3 SV=142.30 0.00

TRINITY_DN49468_c2_g1sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=242.30 0.00

TRINITY_DN49497_c0_g2sp|Q8H124|Y2446_ARATHAt2g34460Uncharacterized protein At2g34460, chloroplastic OS=Arabidopsis thaliana GN=At2g34460 PE=2 SV=142.30 0.00

TRINITY_DN50004_c0_g5sp|Q6D736|BGAL_PECASlacZ Beta-galactosidase OS=Pectobacterium atrosepticum (strain SCRI 1043 / ATCC BAA-672) GN=lacZ PE=3 SV=142.30 0.00

TRINITY_DN50210_c0_g4sp|Q8L850|PI5K9_ARATHPIP5K9 Phosphatidylinositol 4-phosphate 5-kinase 9 OS=Arabidopsis thaliana GN=PIP5K9 PE=1 SV=242.30 0.00

TRINITY_DN51018_c0_g1sp|Q559T8|Y0701_DICDIDDB_G0272282Probable serine/threonine-protein kinase DDB_G0272282 OS=Dictyostelium discoideum GN=DDB_G0272282 PE=3 SV=142.30 0.00

TRINITY_DN51458_c0_g3sp|P25776|ORYA_ORYSJOs04g0650000Oryzain alpha chain OS=Oryza sativa subsp. japonica GN=Os04g0650000 PE=1 SV=242.30 0.00

TRINITY_DN51715_c0_g6sp|Q8VID1|DHRS4_RATDhrs4 Dehydrogenase/reductase SDR family member 4 OS=Rattus norvegicus GN=Dhrs4 PE=2 SV=242.30 0.00

TRINITY_DN51806_c0_g5sp|Q8LPT9|GWD1_CITRER1 Alpha-glucan water dikinase, chloroplastic OS=Citrus reticulata GN=R1 PE=2 SV=142.30 0.00

TRINITY_DN51900_c2_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=142.30 0.00

TRINITY_DN52659_c0_g3sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=242.30 0.00

TRINITY_DN52849_c0_g1sp|O00909|ARF1_DICDIarfA ADP-ribosylation factor 1 OS=Dictyostelium discoideum GN=arfA PE=1 SV=342.30 0.00

TRINITY_DN53531_c0_g1sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=242.30 0.00

TRINITY_DN6717_c0_g1sp|O04834|SAR1A_ARATHSAR1A GTP-binding protein SAR1A OS=Arabidopsis thaliana GN=SAR1A PE=2 SV=142.30 0.00

TRINITY_DN1532_c0_g2sp|Q8VXZ7|AGAL3_ARATHAGAL3 Alpha-galactosidase 3 OS=Arabidopsis thaliana GN=AGAL3 PE=1 SV=142.20 0.00

TRINITY_DN24455_c0_g2sp|Q7PLI7|DCLK_DROMECG17528 Serine/threonine-protein kinase CG17528 OS=Drosophila melanogaster GN=CG17528 PE=1 SV=142.20 0.00

TRINITY_DN25462_c0_g2sp|O94111|DYL1_EMENInudG Dynein light chain, cytoplasmic OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=nudG PE=3 SV=142.20 0.00

TRINITY_DN28098_c0_g2sp|Q9UT45|ENG1_SCHPOeng1 Endo-1,3(4)-beta-glucanase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=eng1 PE=3 SV=142.20 0.00

TRINITY_DN29339_c1_g2sp|Q4E162|IF4A_TRYCCTc00.1047053511585.190Probable eukaryotic initiation factor 4A OS=Trypanosoma cruzi (strain CL Brener) GN=Tc00.1047053511585.190 PE=3 SV=142.20 0.00

TRINITY_DN31796_c0_g1sp|Q54QI2|Y9877_DICDIDDB_G0283821Serine/threonine-protein kinase DDB_G0283821 OS=Dictyostelium discoideum GN=DDB_G0283821 PE=3 SV=142.20 0.00

TRINITY_DN31984_c0_g1sp|A8ISN6|ARL3_CHLREARL3 ADP-ribosylation factor-like protein 3 OS=Chlamydomonas reinhardtii GN=ARL3 PE=1 SV=242.20 0.00

TRINITY_DN32385_c0_g2sp|Q54J42|ALG5_DICDIalg5 Dolichyl-phosphate beta-glucosyltransferase OS=Dictyostelium discoideum GN=alg5 PE=2 SV=142.20 0.00

TRINITY_DN33802_c0_g3sp|Q9Y243|AKT3_HUMANAKT3 RAC-gamma serine/threonine-protein kinase OS=Homo sapiens GN=AKT3 PE=1 SV=142.20 0.00

TRINITY_DN34730_c0_g1sp|Q32LJ2|ARFRP_BOVINARFRP1 ADP-ribosylation factor-related protein 1 OS=Bos taurus GN=ARFRP1 PE=2 SV=142.20 0.00

TRINITY_DN35615_c0_g1sp|Q5R9K4|VMP1_PONABVMP1 Vacuole membrane protein 1 OS=Pongo abelii GN=VMP1 PE=2 SV=142.20 0.00

TRINITY_DN35821_c0_g1sp|Q0J7N5|PPCS2_ORYSJOs08g0176100Phosphopantothenate--cysteine ligase 2 OS=Oryza sativa subsp. japonica GN=Os08g0176100 PE=2 SV=242.20 0.00

TRINITY_DN35949_c0_g1sp|Q54RT9|FNTA_DICDIfntA Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Dictyostelium discoideum GN=fntA PE=3 SV=142.20 0.00



TRINITY_DN36974_c0_g4sp|Q9H8S9|MOB1A_HUMANMOB1A MOB kinase activator 1A OS=Homo sapiens GN=MOB1A PE=1 SV=442.20 0.00

TRINITY_DN37222_c0_g1sp|O44001|HSP90_EIMTEHSP90 Heat shock protein 90 OS=Eimeria tenella GN=HSP90 PE=2 SV=142.20 0.00

TRINITY_DN39449_c1_g1sp|F4HPZ9|LIG6_ARATHLIG6 DNA ligase 6 OS=Arabidopsis thaliana GN=LIG6 PE=2 SV=142.20 0.00

TRINITY_DN39458_c0_g5sp|Q9Y0T4|CTXA_POLPActxA Cortexillin-1 OS=Polysphondylium pallidum GN=ctxA PE=3 SV=142.20 0.00

TRINITY_DN39469_c0_g2sp|P48027|GACS_PSESYgacS Sensor protein GacS OS=Pseudomonas syringae pv. syringae GN=gacS PE=3 SV=142.20 0.00

TRINITY_DN39559_c0_g2sp|Q5UQG7|YR818_MIMIVMIMI_R818Putative serine/threonine-protein kinase/receptor R818 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R818 PE=3 SV=142.20 0.00

TRINITY_DN40117_c2_g2sp|P42451|SUMT_SYNE7cobA Uroporphyrinogen-III C-methyltransferase OS=Synechococcus elongatus (strain PCC 7942) GN=cobA PE=3 SV=142.20 0.00

TRINITY_DN40870_c0_g7sp|Q30WI7|TRUB_DESAGtruB tRNA pseudouridine synthase B OS=Desulfovibrio alaskensis (strain G20) GN=truB PE=3 SV=142.20 0.00

TRINITY_DN41275_c2_g4sp|Q9C587|RFC1_ARATHRFC1 Replication factor C subunit 1 OS=Arabidopsis thaliana GN=RFC1 PE=2 SV=142.20 0.00

TRINITY_DN41560_c0_g1sp|O74452|SCW1_SCHPOscw1 Cell wall integrity protein scw1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=scw1 PE=1 SV=142.20 0.00

TRINITY_DN41563_c1_g3sp|Q9H7B4|SMYD3_HUMANSMYD3 Histone-lysine N-methyltransferase SMYD3 OS=Homo sapiens GN=SMYD3 PE=1 SV=442.20 0.00

TRINITY_DN41570_c0_g1sp|Q2NL82|TSR1_HUMANTSR1 Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens GN=TSR1 PE=1 SV=142.20 0.00

TRINITY_DN41621_c0_g1sp|Q9M9U9|RKD1_ARATHRKD1 Protein RKD1 OS=Arabidopsis thaliana GN=RKD1 PE=3 SV=142.20 0.00

TRINITY_DN41648_c1_g2sp|Q55B10|AGAL_DICDImelA Probable alpha-galactosidase OS=Dictyostelium discoideum GN=melA PE=3 SV=142.20 0.00

TRINITY_DN42713_c0_g1sp|P42620|YQJG_ECOLIyqjG Glutathionyl-hydroquinone reductase YqjG OS=Escherichia coli (strain K12) GN=yqjG PE=1 SV=142.20 0.00

TRINITY_DN43062_c0_g3sp|Q9FWX7|AB11B_ARATHABCB11 ABC transporter B family member 11 OS=Arabidopsis thaliana GN=ABCB11 PE=2 SV=142.20 0.00

TRINITY_DN43746_c0_g1sp|Q8IYD1|ERF3B_HUMANGSPT2 Eukaryotic peptide chain release factor GTP-binding subunit ERF3B OS=Homo sapiens GN=GSPT2 PE=1 SV=242.20 0.00

TRINITY_DN44180_c0_g1sp|Q9FIQ0|AGD9_ARATHAGD9 Probable ADP-ribosylation factor GTPase-activating protein AGD9 OS=Arabidopsis thaliana GN=AGD9 PE=1 SV=142.20 0.00

TRINITY_DN44717_c0_g6sp|O70351|HCD2_RATHsd17b103-hydroxyacyl-CoA dehydrogenase type-2 OS=Rattus norvegicus GN=Hsd17b10 PE=1 SV=342.20 0.00

TRINITY_DN44976_c1_g1sp|P0A9T4|TAS_ECOLItas Protein tas OS=Escherichia coli (strain K12) GN=tas PE=1 SV=142.20 0.00

TRINITY_DN45084_c1_g11sp|Q6FV07|IPL1_CANGAIPL1 Spindle assembly checkpoint kinase OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=IPL1 PE=3 SV=142.20 0.00

TRINITY_DN45446_c0_g2sp|Q6AXQ4|MTM1_RATMtm1 Myotubularin OS=Rattus norvegicus GN=Mtm1 PE=2 SV=242.20 0.00

TRINITY_DN45465_c0_g3sp|Q8WYH8|ING5_HUMANING5 Inhibitor of growth protein 5 OS=Homo sapiens GN=ING5 PE=1 SV=142.20 0.00

TRINITY_DN45576_c0_g2sp|Q6DJM2|TAM41_XENLAtamm41 Phosphatidate cytidylyltransferase, mitochondrial OS=Xenopus laevis GN=tamm41 PE=2 SV=142.20 0.00

TRINITY_DN46453_c0_g1sp|A6WYK8|FMT_OCHA4fmt Methionyl-tRNA formyltransferase OS=Ochrobactrum anthropi (strain ATCC 49188 / DSM 6882 / JCM 21032 / NBRC 15819 / NCTC 12168) GN=fmt PE=3 SV=142.20 0.00

TRINITY_DN46596_c0_g1sp|P13466|GELA_DICDIabpC Gelation factor OS=Dictyostelium discoideum GN=abpC PE=1 SV=142.20 0.00

TRINITY_DN46789_c0_g2sp|P53039|YIP1_YEASTYIP1 Protein transport protein YIP1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YIP1 PE=1 SV=142.20 0.00

TRINITY_DN47347_c0_g1sp|P49730|RIR2_TOBAC- Ribonucleoside-diphosphate reductase small chain OS=Nicotiana tabacum PE=2 SV=142.20 0.00

TRINITY_DN47732_c0_g2sp|Q9D9R0|RN125_MOUSERnf125 E3 ubiquitin-protein ligase RNF125 OS=Mus musculus GN=Rnf125 PE=2 SV=342.20 0.00

TRINITY_DN48042_c3_g2sp|Q0WU02|MTP10_ARATHMTP10 Metal tolerance protein 10 OS=Arabidopsis thaliana GN=MTP10 PE=2 SV=142.20 0.00

TRINITY_DN48981_c0_g3sp|Q8W496|PTC52_ARATHPTC52 Protochlorophyllide-dependent translocon component 52, chloroplastic OS=Arabidopsis thaliana GN=PTC52 PE=2 SV=142.20 0.00

TRINITY_DN49192_c0_g5sp|O60885|BRD4_HUMANBRD4 Bromodomain-containing protein 4 OS=Homo sapiens GN=BRD4 PE=1 SV=242.20 0.00

TRINITY_DN49259_c0_g4sp|Q944K2|OST48_ARATHOST48 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Arabidopsis thaliana GN=OST48 PE=2 SV=142.20 0.00

TRINITY_DN50254_c0_g1sp|Q8VEH6|CBWD1_MOUSECbwd1 COBW domain-containing protein 1 OS=Mus musculus GN=Cbwd1 PE=1 SV=142.20 0.00

TRINITY_DN50958_c0_g1sp|Q8LPK0|AB8A_ARATHABCA8 ABC transporter A family member 8 OS=Arabidopsis thaliana GN=ABCA8 PE=2 SV=342.20 0.00

TRINITY_DN51036_c0_g1sp|F4KBF3|AAE17_ARATHAAE17 Probable acyl-activating enzyme 17, peroxisomal OS=Arabidopsis thaliana GN=AAE17 PE=2 SV=142.20 0.00

TRINITY_DN51165_c0_g1sp|Q9NZJ4|SACS_HUMANSACS Sacsin OS=Homo sapiens GN=SACS PE=1 SV=242.20 0.00

TRINITY_DN51398_c2_g6sp|Q8VYA5|RSZ33_ARATHRS2Z33 Serine/arginine-rich splicing factor RS2Z33 OS=Arabidopsis thaliana GN=RS2Z33 PE=1 SV=142.20 0.00

TRINITY_DN51650_c0_g1sp|Q9QXL2|KI21A_MOUSEKif21a Kinesin-like protein KIF21A OS=Mus musculus GN=Kif21a PE=1 SV=242.20 0.00

TRINITY_DN51696_c2_g2sp|Q54IF2|Y0670_DICDIDDB_G0288795Probable serine/threonine-protein kinase DDB_G0288795 OS=Dictyostelium discoideum GN=DDB_G0288795 PE=2 SV=142.20 0.00

TRINITY_DN8117_c0_g1sp|Q9VTU3|RG68F_DROMERhoGAP68FRho GTPase-activating protein 68F OS=Drosophila melanogaster GN=RhoGAP68F PE=1 SV=142.20 0.00

TRINITY_DN15397_c0_g1sp|Q9LWM4|CIPK5_ORYSJCIPK5 CBL-interacting protein kinase 5 OS=Oryza sativa subsp. japonica GN=CIPK5 PE=2 SV=142.10 0.00

TRINITY_DN18605_c0_g1sp|Q9CPP7|LIPG_MOUSELipf Gastric triacylglycerol lipase OS=Mus musculus GN=Lipf PE=2 SV=142.10 0.00

TRINITY_DN18631_c0_g1sp|Q9P7Q9|ALG9_SCHPOalg9 Alpha-1,2-mannosyltransferase alg9 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=alg9 PE=3 SV=142.10 0.00

TRINITY_DN1938_c0_g1sp|A2YS06|ATG8C_ORYSIATG8C Autophagy-related protein 8C OS=Oryza sativa subsp. indica GN=ATG8C PE=3 SV=242.10 0.00

TRINITY_DN21843_c0_g2sp|D9HP27|CNR11_MAIZECNR11 Cell number regulator 11 OS=Zea mays GN=CNR11 PE=2 SV=142.10 0.00

TRINITY_DN25771_c0_g1sp|O04716|MSH6_ARATHMSH6 DNA mismatch repair protein MSH6 OS=Arabidopsis thaliana GN=MSH6 PE=1 SV=242.10 0.00

TRINITY_DN27779_c0_g1sp|Q9Y2Y1|RPC10_HUMANPOLR3K DNA-directed RNA polymerase III subunit RPC10 OS=Homo sapiens GN=POLR3K PE=1 SV=242.10 0.00

TRINITY_DN32570_c0_g1sp|P0DKC7|HSD4A_ARATHHSD4 11-beta-hydroxysteroid dehydrogenase-like 4A OS=Arabidopsis thaliana GN=HSD4 PE=2 SV=142.10 0.00

TRINITY_DN32674_c0_g2sp|P11605|NIA1_TOBACNIA1 Nitrate reductase [NADH] 1 OS=Nicotiana tabacum GN=NIA1 PE=3 SV=142.10 0.00

TRINITY_DN32742_c0_g1sp|Q9NZT2|OGFR_HUMANOGFR Opioid growth factor receptor OS=Homo sapiens GN=OGFR PE=1 SV=342.10 0.00

TRINITY_DN33353_c0_g4sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=142.10 0.00

TRINITY_DN34112_c0_g1sp|P54073|YUY1_CAEELF44G4.1 Brix domain-containing protein F44G4.1 OS=Caenorhabditis elegans GN=F44G4.1 PE=3 SV=442.10 0.00

TRINITY_DN34125_c0_g1sp|Q86IZ9|DDX52_DICDIddx52 Probable ATP-dependent RNA helicase ddx52 OS=Dictyostelium discoideum GN=ddx52 PE=3 SV=142.10 0.00

TRINITY_DN34336_c0_g1sp|Q54CJ3|6PGL_DICDIpgl Probable 6-phosphogluconolactonase OS=Dictyostelium discoideum GN=pgl PE=3 SV=142.10 0.00

TRINITY_DN34792_c0_g3sp|Q92835|SHIP1_HUMANINPP5D Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 1 OS=Homo sapiens GN=INPP5D PE=1 SV=242.10 0.00



TRINITY_DN34807_c0_g1sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=242.10 0.00

TRINITY_DN35417_c0_g1sp|Q7L9L4|MOB1B_HUMANMOB1B MOB kinase activator 1B OS=Homo sapiens GN=MOB1B PE=1 SV=342.10 0.00

TRINITY_DN35537_c1_g9sp|P51784|UBP11_HUMANUSP11 Ubiquitin carboxyl-terminal hydrolase 11 OS=Homo sapiens GN=USP11 PE=1 SV=342.10 0.00

TRINITY_DN35565_c0_g1sp|P32361|IRE1_YEASTIRE1 Serine/threonine-protein kinase/endoribonuclease IRE1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=IRE1 PE=1 SV=242.10 0.00

TRINITY_DN36364_c0_g7sp|O43861|ATP9B_HUMANATP9B Probable phospholipid-transporting ATPase IIB OS=Homo sapiens GN=ATP9B PE=2 SV=442.10 0.00

TRINITY_DN36375_c0_g1sp|O94489|EF3_SCHPOtef3 Elongation factor 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tef3 PE=1 SV=142.10 0.00

TRINITY_DN36392_c0_g1sp|O65282|CH20_ARATHCPN20 20 kDa chaperonin, chloroplastic OS=Arabidopsis thaliana GN=CPN20 PE=1 SV=242.10 0.00

TRINITY_DN36584_c2_g1sp|Q5ZLX5|ZRAB2_CHICKZRANB2 Zinc finger Ran-binding domain-containing protein 2 OS=Gallus gallus GN=ZRANB2 PE=2 SV=142.10 0.00

TRINITY_DN36607_c0_g1sp|Q9NZJ4|SACS_HUMANSACS Sacsin OS=Homo sapiens GN=SACS PE=1 SV=242.10 0.00

TRINITY_DN36840_c0_g11sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=342.10 0.00

TRINITY_DN36860_c0_g1sp|O82197|VP321_ARATHVPS32.1 Vacuolar protein sorting-associated protein 32 homolog 1 OS=Arabidopsis thaliana GN=VPS32.1 PE=1 SV=142.10 0.00

TRINITY_DN36892_c0_g2sp|O14399|UBL1_SCHPOubl1 Ubiquitin-like protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubl1 PE=3 SV=142.10 0.00

TRINITY_DN36936_c0_g1sp|A8QCE4|LST2_BRUMABm1_49520Lateral signaling target protein 2 homolog OS=Brugia malayi GN=Bm1_49520 PE=3 SV=142.10 0.00

TRINITY_DN37234_c0_g11sp|Q9NZT2|OGFR_HUMANOGFR Opioid growth factor receptor OS=Homo sapiens GN=OGFR PE=1 SV=342.10 0.00

TRINITY_DN37624_c0_g2sp|B0DZL3|AMPP1_LACBSAMPP Probable Xaa-Pro aminopeptidase P OS=Laccaria bicolor (strain S238N-H82 / ATCC MYA-4686) GN=AMPP PE=3 SV=142.10 0.00

TRINITY_DN37663_c0_g4sp|P25228|RAB3_DROMERab3 Ras-related protein Rab-3 OS=Drosophila melanogaster GN=Rab3 PE=1 SV=142.10 0.00

TRINITY_DN37889_c0_g3sp|Q0P4C4|DCAKD_DANREdcakd Dephospho-CoA kinase domain-containing protein OS=Danio rerio GN=dcakd PE=2 SV=142.10 0.00

TRINITY_DN37975_c0_g1sp|Q9LK90|ALA8_ARATHALA8 Probable phospholipid-transporting ATPase 8 OS=Arabidopsis thaliana GN=ALA8 PE=3 SV=142.10 0.00

TRINITY_DN38063_c0_g1sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=242.10 0.00

TRINITY_DN38205_c2_g4sp|Q9ASR4|BCAL2_ARATHAt5g27410Branched-chain-amino-acid aminotransferase-like protein 2 OS=Arabidopsis thaliana GN=At5g27410 PE=2 SV=142.10 0.00

TRINITY_DN38351_c0_g1sp|O15706|VACA_DICDIvacA Vacuolin-A OS=Dictyostelium discoideum GN=vacA PE=1 SV=142.10 0.00

TRINITY_DN38393_c0_g2sp|Q810A5|K895L_MOUSEKiaa0895lUncharacterized protein KIAA0895-like OS=Mus musculus GN=Kiaa0895l PE=2 SV=142.10 0.00

TRINITY_DN38706_c0_g2sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=142.10 0.00

TRINITY_DN38834_c0_g9sp|Q24C27|RL14_TETTSRPL14 60S ribosomal protein L14 OS=Tetrahymena thermophila (strain SB210) GN=RPL14 PE=1 SV=242.10 0.00

TRINITY_DN39086_c1_g1sp|Q9XIG1|U80B1_ARATHUGT80B1 Sterol 3-beta-glucosyltransferase UGT80B1 OS=Arabidopsis thaliana GN=UGT80B1 PE=2 SV=142.10 0.00

TRINITY_DN39249_c0_g3sp|Q9TV69|DHDH_PIGDHDH Trans-1,2-dihydrobenzene-1,2-diol dehydrogenase OS=Sus scrofa GN=DHDH PE=1 SV=142.10 0.00

TRINITY_DN4019_c0_g2sp|Q10SC8|CIPK9_ORYSJCIPK9 CBL-interacting protein kinase 9 OS=Oryza sativa subsp. japonica GN=CIPK9 PE=2 SV=142.10 0.00

TRINITY_DN40440_c0_g3sp|Q88FY6|NICT_PSEPKnicT Putative metabolite transport protein NicT OS=Pseudomonas putida (strain ATCC 47054 / DSM 6125 / NCIMB 11950 / KT2440) GN=nicT PE=2 SV=142.10 0.00

TRINITY_DN40493_c0_g2sp|P13466|GELA_DICDIabpC Gelation factor OS=Dictyostelium discoideum GN=abpC PE=1 SV=142.10 0.00

TRINITY_DN40927_c0_g2sp|Q86GV3|GCY28_CAEELgcy-28 Receptor-type guanylate cyclase gcy-28 OS=Caenorhabditis elegans GN=gcy-28 PE=1 SV=142.10 0.00

TRINITY_DN41051_c0_g2sp|Q8BHC7|RHBL4_MOUSERhbdd1 Rhomboid-related protein 4 OS=Mus musculus GN=Rhbdd1 PE=1 SV=142.10 0.00

TRINITY_DN41451_c1_g3sp|Q96MW5|COG8_HUMANCOG8 Conserved oligomeric Golgi complex subunit 8 OS=Homo sapiens GN=COG8 PE=1 SV=242.10 0.00

TRINITY_DN41495_c0_g3sp|Q2Y6F3|RLMN_NITMUrlmN Dual-specificity RNA methyltransferase RlmN OS=Nitrosospira multiformis (strain ATCC 25196 / NCIMB 11849 / C 71) GN=rlmN PE=3 SV=142.10 0.00

TRINITY_DN41595_c0_g4sp|O60508|PRP17_HUMANCDC40 Pre-mRNA-processing factor 17 OS=Homo sapiens GN=CDC40 PE=1 SV=142.10 0.00

TRINITY_DN41898_c0_g1sp|Q8T8P3|ABCD2_DICDIabcD2 ABC transporter D family member 2 OS=Dictyostelium discoideum GN=abcD2 PE=3 SV=142.10 0.00

TRINITY_DN41992_c0_g1sp|P51892|DNLI1_XENLAlig1 DNA ligase 1 OS=Xenopus laevis GN=lig1 PE=2 SV=142.10 0.00

TRINITY_DN42415_c0_g2sp|Q6IDL4|P24D3_ARATHAt1g09580Transmembrane emp24 domain-containing protein p24delta3 OS=Arabidopsis thaliana GN=At1g09580 PE=1 SV=142.10 0.00

TRINITY_DN42828_c0_g3sp|Q8RXF1|SF3A1_ARATHAt1g14650Probable splicing factor 3A subunit 1 OS=Arabidopsis thaliana GN=At1g14650 PE=1 SV=242.10 0.00

TRINITY_DN42935_c0_g3sp|Q8RY46|AB26B_ARATHABCB26 ABC transporter B family member 26, chloroplastic OS=Arabidopsis thaliana GN=ABCB26 PE=1 SV=142.10 0.00

TRINITY_DN44241_c1_g1sp|Q27245|YH24_CAEELlap-2 Putative aminopeptidase W07G4.4 OS=Caenorhabditis elegans GN=lap-2 PE=3 SV=142.10 0.00

TRINITY_DN44619_c0_g3sp|Q00IB6|CPL4_ARATHCPL4 RNA polymerase II C-terminal domain phosphatase-like 4 OS=Arabidopsis thaliana GN=CPL4 PE=1 SV=142.10 0.00

TRINITY_DN45296_c1_g2sp|Q96NN9|AIFM3_HUMANAIFM3 Apoptosis-inducing factor 3 OS=Homo sapiens GN=AIFM3 PE=1 SV=142.10 0.00

TRINITY_DN45599_c0_g3sp|P57772|SELB_HUMANEEFSEC Selenocysteine-specific elongation factor OS=Homo sapiens GN=EEFSEC PE=1 SV=442.10 0.00

TRINITY_DN46041_c0_g5sp|O43242|PSMD3_HUMANPSMD3 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens GN=PSMD3 PE=1 SV=242.10 0.00

TRINITY_DN46109_c0_g1sp|B9DG24|TAF7_ARATHTAF7 Transcription initiation factor TFIID subunit 7 OS=Arabidopsis thaliana GN=TAF7 PE=1 SV=142.10 0.00

TRINITY_DN46850_c1_g3sp|B5DEQ3|XPP3_RATXpnpep3 Probable Xaa-Pro aminopeptidase 3 OS=Rattus norvegicus GN=Xpnpep3 PE=1 SV=142.10 0.00

TRINITY_DN47468_c1_g7sp|P41920|YRB1_YEASTYRB1 Ran-specific GTPase-activating protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YRB1 PE=1 SV=142.10 0.00

TRINITY_DN47788_c1_g1sp|Q9FVR6|Y1222_ARATHAt1g32220Uncharacterized protein At1g32220, chloroplastic OS=Arabidopsis thaliana GN=At1g32220 PE=2 SV=142.10 0.00

TRINITY_DN47977_c0_g1sp|Q8NDW8|TT21A_HUMANTTC21A Tetratricopeptide repeat protein 21A OS=Homo sapiens GN=TTC21A PE=2 SV=342.10 0.00

TRINITY_DN48182_c1_g7sp|Q9ZRD6|YKT61_ARATHYKT61 VAMP-like protein YKT61 OS=Arabidopsis thaliana GN=YKT61 PE=2 SV=142.10 0.00

TRINITY_DN48191_c0_g2sp|Q55CT0|TPP1_DICDItpp1 Tripeptidyl-peptidase 1 OS=Dictyostelium discoideum GN=tpp1 PE=3 SV=142.10 0.00

TRINITY_DN48622_c0_g1sp|Q0P5Y3|TPPP2_MOUSETppp2 Tubulin polymerization-promoting protein family member 2 OS=Mus musculus GN=Tppp2 PE=2 SV=142.10 0.00

TRINITY_DN49833_c0_g2sp|P48428|TBCA_MOUSETbca Tubulin-specific chaperone A OS=Mus musculus GN=Tbca PE=1 SV=342.10 0.00

TRINITY_DN50653_c1_g6sp|A0AVT1|UBA6_HUMANUBA6 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=142.10 0.00

TRINITY_DN50706_c0_g2sp|O42872|RRP41_SCHPOski6 Exosome complex component ski6 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ski6 PE=2 SV=142.10 0.00

TRINITY_DN1139_c0_g1sp|Q54PI4|T1841_DICDItmem184ATransmembrane protein 184 homolog DDB_G0284525 OS=Dictyostelium discoideum GN=tmem184A PE=3 SV=142.00 0.00



TRINITY_DN17947_c0_g2sp|P90893|YM9I_CAEELF56F10.1Putative serine protease F56F10.1 OS=Caenorhabditis elegans GN=F56F10.1 PE=1 SV=242.00 0.00

TRINITY_DN19713_c0_g1sp|P97346|NXN_MOUSENxn Nucleoredoxin OS=Mus musculus GN=Nxn PE=1 SV=142.00 0.00

TRINITY_DN22974_c0_g1sp|Q7TSP2|KIF15_RATKif15 Kinesin-like protein KIF15 OS=Rattus norvegicus GN=Kif15 PE=2 SV=142.00 0.00

TRINITY_DN25269_c0_g2sp|Q6XHA7|ROCO9_DICDIroco9 Probable serine/threonine-protein kinase roco9 OS=Dictyostelium discoideum GN=roco9 PE=3 SV=142.00 0.00

TRINITY_DN25485_c0_g1sp|Q91YR5|MET13_MOUSEMettl13 Methyltransferase-like protein 13 OS=Mus musculus GN=Mettl13 PE=1 SV=142.00 0.00

TRINITY_DN25741_c0_g1sp|Q323Z6|RIBX_SHIBSybiA N-glycosidase YbiA OS=Shigella boydii serotype 4 (strain Sb227) GN=ybiA PE=3 SV=142.00 0.00

TRINITY_DN25903_c0_g1sp|Q9FIC3|BOLA2_ARATHBOLA2 Protein BOLA2 OS=Arabidopsis thaliana GN=BOLA2 PE=1 SV=142.00 0.00

TRINITY_DN26535_c0_g1sp|Q8HYL8|ACOX1_PHACIACOX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Phascolarctos cinereus GN=ACOX1 PE=1 SV=242.00 0.00

TRINITY_DN29163_c0_g1sp|Q6BVA0|IPL1_DEBHAIPL1 Spindle assembly checkpoint kinase OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=IPL1 PE=3 SV=242.00 0.00

TRINITY_DN30459_c0_g1sp|Q86IV5|CTNA_DICDIctnA Countin-1 OS=Dictyostelium discoideum GN=ctnA PE=1 SV=142.00 0.00

TRINITY_DN32504_c0_g2sp|O46054|C4AE1_DROMECyp4ae1 Cytochrome P450 4ae1 OS=Drosophila melanogaster GN=Cyp4ae1 PE=2 SV=142.00 0.00

TRINITY_DN32750_c0_g4sp|P36604|GRP78_SCHPObip1 78 kDa glucose-regulated protein homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bip1 PE=3 SV=242.00 0.00

TRINITY_DN33664_c0_g1sp|O28987|Y1281_ARCFUAF_1281 Uncharacterized protein AF_1281 OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_1281 PE=3 SV=142.00 0.00

TRINITY_DN34043_c0_g1sp|A8Y197|PFD6_CAEBRpfd-6 Probable prefoldin subunit 6 OS=Caenorhabditis briggsae GN=pfd-6 PE=3 SV=142.00 0.00

TRINITY_DN34301_c0_g2sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=142.00 0.00

TRINITY_DN35257_c0_g1sp|P04793|HSP13_SOYBNHSP17.5-M17.5 kDa class I heat shock protein OS=Glycine max GN=HSP17.5-M PE=3 SV=142.00 0.00

TRINITY_DN35758_c0_g2sp|A5DY34|DRS1_LODELDRS1 ATP-dependent RNA helicase DRS1 OS=Lodderomyces elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) GN=DRS1 PE=3 SV=142.00 0.00

TRINITY_DN37290_c0_g7sp|Q7ZVM1|STRUM_DANREzgc:55908WASH complex subunit strumpellin OS=Danio rerio GN=zgc:55908 PE=2 SV=142.00 0.00

TRINITY_DN37612_c0_g4sp|Q8C6G1|CU002_MOUSE- Protein C21orf2 homolog OS=Mus musculus PE=1 SV=142.00 0.00

TRINITY_DN37698_c1_g2sp|Q9XJ36|CLPR2_ARATHCLPR2 ATP-dependent Clp protease proteolytic subunit-related protein 2, chloroplastic OS=Arabidopsis thaliana GN=CLPR2 PE=1 SV=142.00 0.00

TRINITY_DN37779_c0_g10sp|P45974|UBP5_HUMANUSP5 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=242.00 0.00

TRINITY_DN37991_c0_g1sp|Q75LV5|YAO_ORYSJOs03g0625900U3 snoRNP-associated protein-like YAOH OS=Oryza sativa subsp. japonica GN=Os03g0625900 PE=2 SV=142.00 0.00

TRINITY_DN38015_c0_g1sp|Q7TMF2|ERI1_MOUSEEri1 3'-5' exoribonuclease 1 OS=Mus musculus GN=Eri1 PE=1 SV=242.00 0.00

TRINITY_DN38372_c0_g5sp|P34099|KAPC_DICDIpkaC cAMP-dependent protein kinase catalytic subunit OS=Dictyostelium discoideum GN=pkaC PE=1 SV=242.00 0.00

TRINITY_DN38553_c0_g5sp|Q86I14|COMD7_DICDIcommd7 COMM domain-containing protein 7 OS=Dictyostelium discoideum GN=commd7 PE=3 SV=142.00 0.00

TRINITY_DN38632_c0_g5sp|Q9JJ66|CDC20_MOUSECdc20 Cell division cycle protein 20 homolog OS=Mus musculus GN=Cdc20 PE=1 SV=242.00 0.00

TRINITY_DN38940_c0_g1sp|Q9U8B8|DYR_HELVIDHFR Dihydrofolate reductase OS=Heliothis virescens GN=DHFR PE=1 SV=142.00 0.00

TRINITY_DN39547_c0_g2sp|Q9SJQ6|ROS1_ARATHROS1 Protein ROS1 OS=Arabidopsis thaliana GN=ROS1 PE=1 SV=242.00 0.00

TRINITY_DN39565_c0_g1sp|P23552|XYNB_CALSAxynB Beta-xylosidase OS=Caldicellulosiruptor saccharolyticus GN=xynB PE=3 SV=142.00 0.00

TRINITY_DN39786_c1_g2sp|Q9VH78|ALG12_DROMECG8412 Probable Dol-P-Man:Man(7)GlcNAc(2)-PP-Dol alpha-1,6-mannosyltransferase OS=Drosophila melanogaster GN=CG8412 PE=2 SV=142.00 0.00

TRINITY_DN39844_c1_g1sp|Q9SEZ6|RNH2A_ARATHAt2g25100Ribonuclease H2 subunit A OS=Arabidopsis thaliana GN=At2g25100 PE=2 SV=242.00 0.00

TRINITY_DN40438_c0_g2sp|Q91W34|RUS1_MOUSE- RUS1 family protein C16orf58 homolog OS=Mus musculus PE=1 SV=142.00 0.00

TRINITY_DN40467_c1_g1sp|Q9LS42|CASP_ARATHCASP Protein CASP OS=Arabidopsis thaliana GN=CASP PE=1 SV=242.00 0.00

TRINITY_DN40490_c0_g3sp|Q8H0V6|AB3F_ARATHABCF3 ABC transporter F family member 3 OS=Arabidopsis thaliana GN=ABCF3 PE=1 SV=142.00 0.00

TRINITY_DN40572_c0_g6sp|B0TAE8|YBEY_HELMIybeY Endoribonuclease YbeY OS=Heliobacterium modesticaldum (strain ATCC 51547 / Ice1) GN=ybeY PE=3 SV=142.00 0.00

TRINITY_DN41302_c0_g1sp|Q8RDT4|MEGL_FUSNNFN1419 L-methionine gamma-lyase OS=Fusobacterium nucleatum subsp. nucleatum (strain ATCC 25586 / CIP 101130 / JCM 8532 / LMG 13131) GN=FN1419 PE=1 SV=142.00 0.00

TRINITY_DN41387_c1_g2sp|Q680I5|GAGT2_ARATHGGT2 Gamma-glutamyltranspeptidase 2 OS=Arabidopsis thaliana GN=GGT2 PE=2 SV=142.00 0.00

TRINITY_DN41583_c0_g3sp|Q6L5C4|P2C52_ORYSJOs05g0587100Probable protein phosphatase 2C 52 OS=Oryza sativa subsp. japonica GN=Os05g0587100 PE=2 SV=142.00 0.00

TRINITY_DN41604_c0_g8sp|P31692|ADT_PARKE- ADP,ATP carrier protein OS=Parachlorella kessleri PE=3 SV=142.00 0.00

TRINITY_DN41879_c0_g6sp|Q9C701|BUB32_ARATHBUB3.2 Mitotic checkpoint protein BUB3.2 OS=Arabidopsis thaliana GN=BUB3.2 PE=2 SV=142.00 0.00

TRINITY_DN42035_c0_g5sp|O62703|CTBL1_BOVINCTNNBL1 Beta-catenin-like protein 1 OS=Bos taurus GN=CTNNBL1 PE=2 SV=342.00 0.00

TRINITY_DN42418_c0_g3sp|Q4V7T1|CP013_XENLA- UPF0585 protein C16orf13 homolog OS=Xenopus laevis PE=2 SV=142.00 0.00

TRINITY_DN42543_c0_g1sp|Q2TAC6|KIF19_HUMANKIF19 Kinesin-like protein KIF19 OS=Homo sapiens GN=KIF19 PE=2 SV=242.00 0.00

TRINITY_DN42984_c0_g3sp|P76104|YDCP_ECOLIydcP Uncharacterized protease YdcP OS=Escherichia coli (strain K12) GN=ydcP PE=1 SV=242.00 0.00

TRINITY_DN43583_c0_g3sp|Q9D0P0|EBPL_MOUSEEbpl Emopamil-binding protein-like OS=Mus musculus GN=Ebpl PE=2 SV=142.00 0.00

TRINITY_DN43959_c1_g5sp|Q9S7L2|MYB98_ARATHMYB98 Transcription factor MYB98 OS=Arabidopsis thaliana GN=MYB98 PE=2 SV=142.00 0.00

TRINITY_DN44233_c0_g1sp|Q6PCJ1|DCTN1_XENLAdctn1 Dynactin subunit 1 OS=Xenopus laevis GN=dctn1 PE=2 SV=142.00 0.00

TRINITY_DN44309_c0_g1sp|Q54IF2|Y0670_DICDIDDB_G0288795Probable serine/threonine-protein kinase DDB_G0288795 OS=Dictyostelium discoideum GN=DDB_G0288795 PE=2 SV=142.00 0.00

TRINITY_DN45025_c0_g3sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=142.00 0.00

TRINITY_DN45644_c0_g1sp|Q05086|UBE3A_HUMANUBE3A Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=442.00 0.00

TRINITY_DN45656_c0_g1sp|Q5YYB6|IDI_NOCFAidi Isopentenyl-diphosphate Delta-isomerase OS=Nocardia farcinica (strain IFM 10152) GN=idi PE=3 SV=142.00 0.00

TRINITY_DN45989_c1_g1sp|Q63615|VP33A_RATVps33a Vacuolar protein sorting-associated protein 33A OS=Rattus norvegicus GN=Vps33a PE=1 SV=142.00 0.00

TRINITY_DN46043_c0_g3sp|P31956|PAC_ARTVIpac Penicillin G acylase OS=Arthrobacter viscosus GN=pac PE=1 SV=142.00 0.00

TRINITY_DN46548_c0_g9sp|Q86UW9|DTX2_HUMANDTX2 Probable E3 ubiquitin-protein ligase DTX2 OS=Homo sapiens GN=DTX2 PE=1 SV=342.00 0.00

TRINITY_DN46576_c0_g3sp|P0C0A3|CHMP6_MOUSEChmp6 Charged multivesicular body protein 6 OS=Mus musculus GN=Chmp6 PE=1 SV=242.00 0.00

TRINITY_DN47586_c1_g1sp|Q8L774|SLP1_ARATHSLP1 Shewanella-like protein phosphatase 1 OS=Arabidopsis thaliana GN=SLP1 PE=1 SV=142.00 0.00



TRINITY_DN47987_c0_g6sp|Q03761|TAF12_YEASTTAF12 Transcription initiation factor TFIID subunit 12 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TAF12 PE=1 SV=142.00 0.00

TRINITY_DN48096_c0_g1sp|A4QW40|T2AG_MAGO7TOA2 Transcription initiation factor IIA subunit 2 OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=TOA2 PE=3 SV=142.00 0.00

TRINITY_DN48248_c0_g1sp|P35285|RB22A_MOUSERab22a Ras-related protein Rab-22A OS=Mus musculus GN=Rab22a PE=1 SV=242.00 0.00

TRINITY_DN49147_c0_g6sp|Q8W032|CDC6B_ARATHCDC6B Cell division control protein 6 homolog B OS=Arabidopsis thaliana GN=CDC6B PE=2 SV=142.00 0.00

TRINITY_DN49608_c0_g7sp|Q8WYA6|CTBL1_HUMANCTNNBL1 Beta-catenin-like protein 1 OS=Homo sapiens GN=CTNNBL1 PE=1 SV=142.00 0.00

TRINITY_DN50640_c0_g6sp|P09102|PDIA1_CHICKP4HB Protein disulfide-isomerase OS=Gallus gallus GN=P4HB PE=1 SV=342.00 0.00

TRINITY_DN51547_c0_g3sp|Q6R0H1|LHY_ARATHLHY Protein LHY OS=Arabidopsis thaliana GN=LHY PE=1 SV=242.00 0.00

TRINITY_DN51622_c1_g4sp|Q9LIS2|RBG4_ARATHRBG4 Glycine-rich RNA-binding protein 4, mitochondrial OS=Arabidopsis thaliana GN=RBG4 PE=2 SV=142.00 0.00

TRINITY_DN51696_c2_g3sp|A8XW88|KAPC1_CAEBRkin-1 cAMP-dependent protein kinase catalytic subunit OS=Caenorhabditis briggsae GN=kin-1 PE=1 SV=142.00 0.00

TRINITY_DN51900_c2_g5sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=142.00 0.00

TRINITY_DN52417_c1_g2sp|Q61481|PDE1A_MOUSEPde1a Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1A OS=Mus musculus GN=Pde1a PE=1 SV=242.00 0.00

TRINITY_DN52440_c1_g1sp|Q84K47|AB2A_ARATHABCA2 ABC transporter A family member 2 OS=Arabidopsis thaliana GN=ABCA2 PE=2 SV=142.00 0.00

TRINITY_DN52518_c4_g3sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=242.00 0.00

TRINITY_DN5814_c0_g1sp|F4IUX6|RENT2_ARATHUPF2 Regulator of nonsense transcripts UPF2 OS=Arabidopsis thaliana GN=UPF2 PE=2 SV=142.00 0.00

TRINITY_DN17088_c0_g1sp|Q962P8|TBA6_NAEPRTUBA6 Tubulin alpha-6 chain OS=Naegleria pringsheimi GN=TUBA6 PE=2 SV=141.90 0.00

TRINITY_DN28398_c0_g1sp|Q54QY3|YIPF5_DICDIyipf5 Protein YIPF5 homolog OS=Dictyostelium discoideum GN=yipf5 PE=3 SV=141.90 0.00

TRINITY_DN29170_c0_g1sp|Q9S840|SPL2_ARATHSPL2 Squamosa promoter-binding-like protein 2 OS=Arabidopsis thaliana GN=SPL2 PE=2 SV=141.90 0.00

TRINITY_DN29777_c0_g1sp|Q9LNW0|HS178_ARATHHSP17.8 17.8 kDa class I heat shock protein OS=Arabidopsis thaliana GN=HSP17.8 PE=1 SV=141.90 0.00

TRINITY_DN30365_c0_g1sp|Q9UKB3|DJC12_HUMANDNAJC12 DnaJ homolog subfamily C member 12 OS=Homo sapiens GN=DNAJC12 PE=1 SV=141.90 0.00

TRINITY_DN33069_c0_g1sp|Q4WI88|TIM14_ASPFUpam18 Mitochondrial import inner membrane translocase subunit tim14 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=pam18 PE=3 SV=141.90 0.00

TRINITY_DN33207_c0_g1sp|Q4WT84|CLF1_ASPFUclf1 Pre-mRNA-splicing factor clf1 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=clf1 PE=3 SV=141.90 0.00

TRINITY_DN33947_c0_g2sp|Q9STV4|CIPK8_ARATHCIPK8 CBL-interacting serine/threonine-protein kinase 8 OS=Arabidopsis thaliana GN=CIPK8 PE=1 SV=141.90 0.00

TRINITY_DN34295_c1_g5sp|Q54Z25|PLDC_DICDIpldC Phospholipase D C OS=Dictyostelium discoideum GN=pldC PE=3 SV=141.90 0.00

TRINITY_DN34545_c0_g6sp|P37693|HETM_NOSS1hetM Polyketide synthase HetM OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=hetM PE=3 SV=141.90 0.00

TRINITY_DN34801_c1_g4sp|B9JVN4|EFG_AGRVSfusA Elongation factor G OS=Agrobacterium vitis (strain S4 / ATCC BAA-846) GN=fusA PE=3 SV=141.90 0.00

TRINITY_DN34918_c0_g11sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=241.90 0.00

TRINITY_DN35116_c0_g1sp|A8GMD3|RLME_RICAHrlmE Ribosomal RNA large subunit methyltransferase E OS=Rickettsia akari (strain Hartford) GN=rlmE PE=3 SV=141.90 0.00

TRINITY_DN35275_c0_g1sp|Q54BF6|MCFN_DICDImcfN Mitochondrial substrate carrier family protein N OS=Dictyostelium discoideum GN=mcfN PE=1 SV=241.90 0.00

TRINITY_DN35879_c0_g1sp|Q69VD9|P2C57_ORYSJOs06g0597200Probable protein phosphatase 2C 57 OS=Oryza sativa subsp. japonica GN=Os06g0597200 PE=2 SV=141.90 0.00

TRINITY_DN36377_c1_g1sp|Q9XFA2|PCKA2_UROPAPCK2 Phosphoenolpyruvate carboxykinase [ATP] 2 OS=Urochloa panicoides GN=PCK2 PE=2 SV=141.90 0.00

TRINITY_DN36467_c0_g8sp|A3KPN8|TTC38_DANREttc38 Tetratricopeptide repeat protein 38 OS=Danio rerio GN=ttc38 PE=3 SV=141.90 0.00

TRINITY_DN37152_c2_g7sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=141.90 0.00

TRINITY_DN37175_c0_g4sp|O80763|NRX1_ARATHAt1g60420Probable nucleoredoxin 1 OS=Arabidopsis thaliana GN=At1g60420 PE=1 SV=141.90 0.00

TRINITY_DN37290_c0_g1sp|Q54IR8|STRUM_DICDIDDB_G0288569WASH complex subunit strumpellin homolog OS=Dictyostelium discoideum GN=DDB_G0288569 PE=1 SV=141.90 0.00

TRINITY_DN37739_c1_g5sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=341.90 0.00

TRINITY_DN37744_c0_g2sp|P38861|NMD3_YEASTNMD3 60S ribosomal export protein NMD3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NMD3 PE=1 SV=341.90 0.00

TRINITY_DN37771_c0_g1sp|Q6Z829|WEE1_ORYSJWEE1 Wee1-like protein kinase OS=Oryza sativa subsp. japonica GN=WEE1 PE=3 SV=141.90 0.00

TRINITY_DN37821_c0_g1sp|B5YIF8|DNLJ_THEYDligA DNA ligase OS=Thermodesulfovibrio yellowstonii (strain ATCC 51303 / DSM 11347 / YP87) GN=ligA PE=3 SV=141.90 0.00

TRINITY_DN37902_c0_g1sp|Q9C5L3|GLPT1_ARATHAt3g47420Putative glycerol-3-phosphate transporter 1 OS=Arabidopsis thaliana GN=At3g47420 PE=2 SV=141.90 0.00

TRINITY_DN38009_c2_g1sp|Q55C99|SYDM_DICDImaspS Aspartate--tRNA ligase, mitochondrial OS=Dictyostelium discoideum GN=maspS PE=3 SV=141.90 0.00

TRINITY_DN38096_c0_g1sp|Q5RA75|F135A_PONABFAM135A Protein FAM135A OS=Pongo abelii GN=FAM135A PE=2 SV=141.90 0.00

TRINITY_DN38732_c0_g1sp|Q8IU85|KCC1D_HUMANCAMK1D Calcium/calmodulin-dependent protein kinase type 1D OS=Homo sapiens GN=CAMK1D PE=1 SV=141.90 0.00

TRINITY_DN38867_c0_g1sp|A7HZ93|IF2_PARL1infB Translation initiation factor IF-2 OS=Parvibaculum lavamentivorans (strain DS-1 / DSM 13023 / NCIMB 13966) GN=infB PE=3 SV=141.90 0.00

TRINITY_DN39244_c0_g2sp|Q55DH6|NTM1_DICDIDDB_G0269658Alpha N-terminal protein methyltransferase 1 OS=Dictyostelium discoideum GN=DDB_G0269658 PE=3 SV=141.90 0.00

TRINITY_DN39378_c0_g2sp|Q7TQK4|EXOS3_MOUSEExosc3 Exosome complex component RRP40 OS=Mus musculus GN=Exosc3 PE=1 SV=341.90 0.00

TRINITY_DN39443_c0_g3sp|P19037|HS181_ARATHHSP18.1 18.1 kDa class I heat shock protein OS=Arabidopsis thaliana GN=HSP18.1 PE=1 SV=141.90 0.00

TRINITY_DN39644_c1_g3sp|Q9ZR37|DUS1_ARATHDSPTP1 Dual specificity protein phosphatase 1 OS=Arabidopsis thaliana GN=DSPTP1 PE=1 SV=141.90 0.00

TRINITY_DN39748_c0_g1sp|Q8T197|DHRS7_DICDIDDB_G0274201Dehydrogenase/reductase SDR family protein 7-like OS=Dictyostelium discoideum GN=DDB_G0274201 PE=3 SV=141.90 0.00



TRINITY_DN39789_c1_g2sp|F1RAX8|COQ6_DANREcoq6 Ubiquinone biosynthesis monooxygenase COQ6, mitochondrial OS=Danio rerio GN=coq6 PE=2 SV=141.90 0.00

TRINITY_DN40682_c0_g1sp|Q8CFQ3|AQR_MOUSEAqr Intron-binding protein aquarius OS=Mus musculus GN=Aqr PE=1 SV=241.90 0.00

TRINITY_DN40707_c0_g2sp|Q9LW57|PAP6_ARATHPAP6 Probable plastid-lipid-associated protein 6, chloroplastic OS=Arabidopsis thaliana GN=PAP6 PE=1 SV=141.90 0.00

TRINITY_DN41072_c0_g3sp|Q54VC4|ASCC2_DICDIascc2 Activating signal cointegrator 1 complex subunit 2 homolog OS=Dictyostelium discoideum GN=ascc2 PE=3 SV=241.90 0.00

TRINITY_DN41758_c3_g2sp|Q8RD30|ANMK_CALS4anmK Anhydro-N-acetylmuramic acid kinase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=anmK PE=3 SV=141.90 0.00

TRINITY_DN42510_c0_g6sp|Q54BM5|BBP_DICDIsf1 Branchpoint-bridging protein OS=Dictyostelium discoideum GN=sf1 PE=3 SV=141.90 0.00

TRINITY_DN42916_c0_g3sp|Q96HL8|SH3Y1_HUMANSH3YL1 SH3 domain-containing YSC84-like protein 1 OS=Homo sapiens GN=SH3YL1 PE=1 SV=141.90 0.00

TRINITY_DN42973_c0_g1sp|Q5RC80|RBM39_PONABRBM39 RNA-binding protein 39 OS=Pongo abelii GN=RBM39 PE=2 SV=141.90 0.00

TRINITY_DN43159_c0_g14sp|O22173|PABP4_ARATHPAB4 Polyadenylate-binding protein 4 OS=Arabidopsis thaliana GN=PAB4 PE=1 SV=141.90 0.00

TRINITY_DN43226_c0_g4sp|Q8L649|BB_ARATHBB E3 ubiquitin ligase BIG BROTHER OS=Arabidopsis thaliana GN=BB PE=1 SV=141.90 0.00

TRINITY_DN43437_c0_g3sp|Q3ZCB8|EMC3_BOVINEMC3 ER membrane protein complex subunit 3 OS=Bos taurus GN=EMC3 PE=2 SV=341.90 0.00

TRINITY_DN43807_c1_g2sp|P48513|TF2B_SOYBNTFIIB1 Transcription initiation factor IIB OS=Glycine max GN=TFIIB1 PE=2 SV=141.90 0.00

TRINITY_DN4434_c0_g1sp|Q9UPU5|UBP24_HUMANUSP24 Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=341.90 0.00

TRINITY_DN44695_c1_g2sp|P43255|CSN8_ARATHCSN8 COP9 signalosome complex subunit 8 OS=Arabidopsis thaliana GN=CSN8 PE=1 SV=141.90 0.00

TRINITY_DN45063_c3_g1sp|Q9GMY7|PEPA_RHIFEPGA Pepsin A OS=Rhinolophus ferrumequinum GN=PGA PE=2 SV=141.90 0.00

TRINITY_DN46253_c0_g5sp|Q9LVQ8|P2C80_ARATHAt5g66720Probable protein phosphatase 2C 80 OS=Arabidopsis thaliana GN=At5g66720 PE=2 SV=141.90 0.00

TRINITY_DN46320_c0_g4sp|Q9XJ35|CLPR1_ARATHCLPR1 ATP-dependent Clp protease proteolytic subunit-related protein 1, chloroplastic OS=Arabidopsis thaliana GN=CLPR1 PE=1 SV=141.90 0.00

TRINITY_DN46322_c0_g3sp|Q68FA7|MARH3_XENTRmarch3 E3 ubiquitin-protein ligase MARCH3 OS=Xenopus tropicalis GN=march3 PE=2 SV=141.90 0.00

TRINITY_DN46627_c1_g2sp|Q7TMR0|PCP_MOUSEPrcp Lysosomal Pro-X carboxypeptidase OS=Mus musculus GN=Prcp PE=1 SV=241.90 0.00

TRINITY_DN47717_c0_g6sp|Q9FWY7|IMPA6_ARATHIMPA6 Importin subunit alpha-6 OS=Arabidopsis thaliana GN=IMPA6 PE=2 SV=141.90 0.00

TRINITY_DN48498_c0_g1sp|Q54PB2|MRD1_DICDImrd1 Multiple RNA-binding domain-containing protein 1 OS=Dictyostelium discoideum GN=mrd1 PE=3 SV=141.90 0.00

TRINITY_DN48655_c0_g1sp|Q94JU3|CSN7_ARATHCSN7 COP9 signalosome complex subunit 7 OS=Arabidopsis thaliana GN=CSN7 PE=1 SV=141.90 0.00

TRINITY_DN48838_c1_g2sp|A6VCV6|PRMA_PSEA7prmA Ribosomal protein L11 methyltransferase OS=Pseudomonas aeruginosa (strain PA7) GN=prmA PE=3 SV=141.90 0.00

TRINITY_DN49024_c0_g4sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.90 0.00

TRINITY_DN49658_c0_g1sp|A5GFW7|RTF2_PIGRTFDC1 Protein RTF2 homolog OS=Sus scrofa GN=RTFDC1 PE=3 SV=141.90 0.00

TRINITY_DN49676_c0_g2sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=141.90 0.00

TRINITY_DN49839_c0_g2sp|Q38961|SNM1_ARATHSNM1 DNA cross-link repair protein SNM1 OS=Arabidopsis thaliana GN=SNM1 PE=2 SV=141.90 0.00

TRINITY_DN49987_c2_g3sp|Q47WP3|LEPA_COLP3lepA Elongation factor 4 OS=Colwellia psychrerythraea (strain 34H / ATCC BAA-681) GN=lepA PE=3 SV=141.90 0.00

TRINITY_DN50064_c1_g1sp|A7SD85|CDC5L_NEMVEcdc5l Cell division cycle 5-related protein OS=Nematostella vectensis GN=cdc5l PE=3 SV=141.90 0.00

TRINITY_DN50183_c1_g1sp|O22941|IDE1_ARATHPXM16 Insulin-degrading enzyme-like 1, peroxisomal OS=Arabidopsis thaliana GN=PXM16 PE=2 SV=141.90 0.00

TRINITY_DN50496_c0_g1sp|Q8LPZ7|CDPK3_ORYSJCPK3 Calcium-dependent protein kinase 3 OS=Oryza sativa subsp. japonica GN=CPK3 PE=2 SV=141.90 0.00

TRINITY_DN51332_c0_g1sp|P54673|PI3K1_DICDIpikA Phosphatidylinositol 3-kinase 1 OS=Dictyostelium discoideum GN=pikA PE=2 SV=241.90 0.00

TRINITY_DN52056_c0_g1sp|Q2HIW2|MAPR4_ARATHMAPR4 Membrane-associated progesterone-binding protein 4 OS=Arabidopsis thaliana GN=MAPR4 PE=2 SV=141.90 0.00

TRINITY_DN52313_c1_g9sp|Q0HA38|TT21B_MOUSETtc21b Tetratricopeptide repeat protein 21B OS=Mus musculus GN=Ttc21b PE=1 SV=141.90 0.00

TRINITY_DN16761_c0_g2sp|P32331|YMC1_YEASTYMC1 Carrier protein YMC1, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YMC1 PE=3 SV=241.80 0.00

TRINITY_DN21711_c0_g1sp|Q9ZTP3|EIN4_ARATHEIN4 Protein EIN4 OS=Arabidopsis thaliana GN=EIN4 PE=1 SV=141.80 0.00

TRINITY_DN22676_c0_g1sp|Q3SWZ7|WAP53_BOVINWRAP53 Telomerase Cajal body protein 1 OS=Bos taurus GN=WRAP53 PE=2 SV=141.80 0.00

TRINITY_DN23963_c0_g2sp|Q5RKI3|DPOLL_RATPoll DNA polymerase lambda OS=Rattus norvegicus GN=Poll PE=2 SV=141.80 0.00

TRINITY_DN25007_c0_g1sp|Q7ZVR8|ESRP2_DANREesrp2 Epithelial splicing regulatory protein 2 OS=Danio rerio GN=esrp2 PE=2 SV=241.80 0.00

TRINITY_DN26488_c0_g1sp|Q54ST3|Y2237_DICDIDDB_G0282237DDT domain-containing protein DDB_G0282237 OS=Dictyostelium discoideum GN=DDB_G0282237 PE=3 SV=141.80 0.00

TRINITY_DN30525_c0_g1sp|Q9QZB9|DCTN5_MOUSEDctn5 Dynactin subunit 5 OS=Mus musculus GN=Dctn5 PE=1 SV=141.80 0.00

TRINITY_DN32228_c0_g1sp|Q39584|DYL3_CHLRE- Dynein 18 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=141.80 0.00

TRINITY_DN32360_c0_g1sp|Q948R1|PLA11_ARATHDAD1 Phospholipase A(1) DAD1, chloroplastic OS=Arabidopsis thaliana GN=DAD1 PE=1 SV=141.80 0.00

TRINITY_DN33590_c0_g2sp|P42124|EZ_DROMEE(z) Histone-lysine N-methyltransferase E(z) OS=Drosophila melanogaster GN=E(z) PE=1 SV=241.80 0.00

TRINITY_DN3432_c0_g1sp|Q3U481|MFS12_MOUSEMfsd12 Major facilitator superfamily domain-containing protein 12 OS=Mus musculus GN=Mfsd12 PE=1 SV=141.80 0.00

TRINITY_DN34571_c0_g3sp|Q8H183|BUP1_ARATHPYD3 Beta-ureidopropionase OS=Arabidopsis thaliana GN=PYD3 PE=1 SV=141.80 0.00

TRINITY_DN34654_c0_g1sp|Q58CU0|EAF6_BOVINMEAF6 Chromatin modification-related protein MEAF6 OS=Bos taurus GN=MEAF6 PE=2 SV=241.80 0.00

TRINITY_DN35057_c0_g1sp|P50389|PNPH_SULSOSSO2706 Purine nucleoside phosphorylase OS=Sulfolobus solfataricus (strain ATCC 35092 / DSM 1617 / JCM 11322 / P2) GN=SSO2706 PE=1 SV=141.80 0.00

TRINITY_DN35469_c0_g2sp|Q9LK90|ALA8_ARATHALA8 Probable phospholipid-transporting ATPase 8 OS=Arabidopsis thaliana GN=ALA8 PE=3 SV=141.80 0.00

TRINITY_DN35742_c0_g1sp|P27808|MGAT1_MOUSEMgat1 Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferase OS=Mus musculus GN=Mgat1 PE=1 SV=141.80 0.00

TRINITY_DN35918_c0_g1sp|Q86VD7|S2542_HUMANSLC25A42Mitochondrial coenzyme A transporter SLC25A42 OS=Homo sapiens GN=SLC25A42 PE=2 SV=241.80 0.00

TRINITY_DN36087_c0_g4sp|Q8RXF1|SF3A1_ARATHAt1g14650Probable splicing factor 3A subunit 1 OS=Arabidopsis thaliana GN=At1g14650 PE=1 SV=241.80 0.00

TRINITY_DN36172_c0_g1sp|P92958|KIN11_ARATHKIN11 SNF1-related protein kinase catalytic subunit alpha KIN11 OS=Arabidopsis thaliana GN=KIN11 PE=1 SV=141.80 0.00

TRINITY_DN36254_c0_g1sp|Q9FZ36|M3K2_ARATHANP2 Mitogen-activated protein kinase kinase kinase 2 OS=Arabidopsis thaliana GN=ANP2 PE=2 SV=141.80 0.00

TRINITY_DN36359_c0_g5sp|A7A1P0|STE11_YEAS7STE11 Serine/threonine-protein kinase STE11 OS=Saccharomyces cerevisiae (strain YJM789) GN=STE11 PE=3 SV=141.80 0.00

TRINITY_DN36710_c0_g8sp|A7YW98|SYRC_BOVINRARS Arginine--tRNA ligase, cytoplasmic OS=Bos taurus GN=RARS PE=2 SV=141.80 0.00



TRINITY_DN36718_c0_g1sp|Q9SGG3|ALA5_ARATHALA5 Probable phospholipid-transporting ATPase 5 OS=Arabidopsis thaliana GN=ALA5 PE=3 SV=141.80 0.00

TRINITY_DN36804_c0_g6sp|P74933|DPO1_TREPApolA DNA polymerase I OS=Treponema pallidum (strain Nichols) GN=polA PE=3 SV=241.80 0.00

TRINITY_DN36912_c0_g7sp|Q54TH9|GACY_DICDIgacY Rho GTPase-activating protein gacY OS=Dictyostelium discoideum GN=gacY PE=3 SV=141.80 0.00

TRINITY_DN37148_c0_g9sp|A7MBL8|PKN2_DANREpkn2 Serine/threonine-protein kinase N2 OS=Danio rerio GN=pkn2 PE=2 SV=141.80 0.00

TRINITY_DN37282_c0_g2sp|Q8RXF1|SF3A1_ARATHAt1g14650Probable splicing factor 3A subunit 1 OS=Arabidopsis thaliana GN=At1g14650 PE=1 SV=241.80 0.00

TRINITY_DN37522_c0_g6sp|Q58DS9|RAB5C_BOVINRAB5C Ras-related protein Rab-5C OS=Bos taurus GN=RAB5C PE=2 SV=141.80 0.00

TRINITY_DN37602_c1_g3sp|Q6BCY4|NB5R2_HUMANCYB5R2 NADH-cytochrome b5 reductase 2 OS=Homo sapiens GN=CYB5R2 PE=1 SV=141.80 0.00

TRINITY_DN37624_c0_g4sp|P04905|GSTM1_RATGstm1 Glutathione S-transferase Mu 1 OS=Rattus norvegicus GN=Gstm1 PE=1 SV=241.80 0.00

TRINITY_DN37828_c1_g6sp|Q9JHW4|SELB_MOUSEEefsec Selenocysteine-specific elongation factor OS=Mus musculus GN=Eefsec PE=1 SV=241.80 0.00

TRINITY_DN38588_c1_g3sp|B4IBY3|NOL6_DROSEMat89Ba Nucleolar protein 6 OS=Drosophila sechellia GN=Mat89Ba PE=3 SV=141.80 0.00

TRINITY_DN38590_c1_g8sp|P43508|CPR4_CAEELcpr-4 Cathepsin B-like cysteine proteinase 4 OS=Caenorhabditis elegans GN=cpr-4 PE=2 SV=141.80 0.00

TRINITY_DN38689_c0_g4sp|Q6Z9D2|KN7H_ORYSJKIN7H Kinesin-like protein KIN-7H OS=Oryza sativa subsp. japonica GN=KIN7H PE=2 SV=241.80 0.00

TRINITY_DN38741_c0_g1sp|P53995|APC1_MOUSEAnapc1 Anaphase-promoting complex subunit 1 OS=Mus musculus GN=Anapc1 PE=1 SV=241.80 0.00

TRINITY_DN38799_c0_g3sp|Q5PP37|ATXR2_ARATHATXR2 Histone-lysine N-methyltransferase ATXR2 OS=Arabidopsis thaliana GN=ATXR2 PE=2 SV=141.80 0.00

TRINITY_DN38997_c0_g1sp|Q00438|PTBP1_RATPtbp1 Polypyrimidine tract-binding protein 1 OS=Rattus norvegicus GN=Ptbp1 PE=1 SV=141.80 0.00

TRINITY_DN39138_c0_g2sp|Q9ZWT2|CYB5D_ARATHCYTB5-D Cytochrome B5 isoform D OS=Arabidopsis thaliana GN=CYTB5-D PE=1 SV=141.80 0.00

TRINITY_DN39257_c1_g2sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=341.80 0.00

TRINITY_DN39269_c2_g2sp|P46392|BCCA_MYCLEbccA Acetyl-/propionyl-coenzyme A carboxylase alpha chain OS=Mycobacterium leprae (strain TN) GN=bccA PE=3 SV=241.80 0.00

TRINITY_DN40058_c0_g1sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=241.80 0.00

TRINITY_DN40442_c0_g1sp|Q86W50|MET16_HUMANMETTL16 Methyltransferase-like protein 16 OS=Homo sapiens GN=METTL16 PE=1 SV=241.80 0.00

TRINITY_DN40705_c0_g5sp|Q05627|Y202_CLOB8Cbei_0202Uncharacterized protein Cbei_0202 OS=Clostridium beijerinckii (strain ATCC 51743 / NCIMB 8052) GN=Cbei_0202 PE=4 SV=241.80 0.00

TRINITY_DN40875_c0_g1sp|Q11GC6|RL25_CHESBrplY 50S ribosomal protein L25 OS=Chelativorans sp. (strain BNC1) GN=rplY PE=3 SV=141.80 0.00

TRINITY_DN41265_c0_g2sp|Q9UBS3|DNJB9_HUMANDNAJB9 DnaJ homolog subfamily B member 9 OS=Homo sapiens GN=DNAJB9 PE=1 SV=141.80 0.00

TRINITY_DN41410_c1_g2sp|Q8YHC2|SSB_BRUMEssb Single-stranded DNA-binding protein OS=Brucella melitensis biotype 1 (strain 16M / ATCC 23456 / NCTC 10094) GN=ssb PE=3 SV=141.80 0.00

TRINITY_DN41529_c0_g1sp|Q54Z01|TBCB_DICDItbcb Tubulin-specific chaperone B OS=Dictyostelium discoideum GN=tbcb PE=3 SV=141.80 0.00

TRINITY_DN42593_c1_g9sp|Q9CS74|ECD_MOUSEEcd Protein ecdysoneless homolog OS=Mus musculus GN=Ecd PE=1 SV=241.80 0.00

TRINITY_DN42871_c0_g1sp|Q6NS46|RRP5_MOUSEPdcd11 Protein RRP5 homolog OS=Mus musculus GN=Pdcd11 PE=1 SV=241.80 0.00

TRINITY_DN42884_c0_g2sp|Q54BM5|BBP_DICDIsf1 Branchpoint-bridging protein OS=Dictyostelium discoideum GN=sf1 PE=3 SV=141.80 0.00

TRINITY_DN43257_c1_g3sp|Q94502|GANAB_DICDImodA Neutral alpha-glucosidase AB OS=Dictyostelium discoideum GN=modA PE=3 SV=141.80 0.00

TRINITY_DN43459_c1_g1sp|Q24562|U2AF2_DROMEU2af50 Splicing factor U2AF 50 kDa subunit OS=Drosophila melanogaster GN=U2af50 PE=1 SV=141.80 0.00

TRINITY_DN43462_c1_g2sp|Q9I6Z0|OXODE_PSEAEPA0142 8-oxoguanine deaminase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA0142 PE=1 SV=141.80 0.00

TRINITY_DN43654_c0_g4sp|Q9LT31|VPS9A_ARATHVPS9A Vacuolar protein sorting-associated protein 9A OS=Arabidopsis thaliana GN=VPS9A PE=1 SV=141.80 0.00

TRINITY_DN43848_c0_g13sp|A2X6X1|CDKG1_ORYSICDKG-1 Cyclin-dependent kinase G-1 OS=Oryza sativa subsp. indica GN=CDKG-1 PE=3 SV=141.80 0.00

TRINITY_DN43848_c0_g3sp|P11802|CDK4_HUMANCDK4 Cyclin-dependent kinase 4 OS=Homo sapiens GN=CDK4 PE=1 SV=241.80 0.00

TRINITY_DN44283_c0_g5sp|P97346|NXN_MOUSENxn Nucleoredoxin OS=Mus musculus GN=Nxn PE=1 SV=141.80 0.00

TRINITY_DN44331_c0_g11sp|P27882|ERV1_YEASTERV1 Mitochondrial FAD-linked sulfhydryl oxidase ERV1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ERV1 PE=1 SV=241.80 0.00

TRINITY_DN44513_c0_g3sp|Q9FE17|SIR1_ARATHSRT1 NAD-dependent protein deacetylase SRT1 OS=Arabidopsis thaliana GN=SRT1 PE=2 SV=141.80 0.00

TRINITY_DN45016_c0_g1sp|Q9KTL4|TRUC_VIBCHtruC tRNA pseudouridine synthase C OS=Vibrio cholerae serotype O1 (strain ATCC 39315 / El Tor Inaba N16961) GN=truC PE=3 SV=141.80 0.00

TRINITY_DN45096_c0_g6sp|F4HNU6|NRDC_ARATHAt1g06900Nardilysin-like OS=Arabidopsis thaliana GN=At1g06900 PE=2 SV=141.80 0.00

TRINITY_DN45519_c1_g2sp|O22788|PXG3_ARATHPXG3 Probable peroxygenase 3 OS=Arabidopsis thaliana GN=PXG3 PE=1 SV=141.80 0.00

TRINITY_DN45951_c1_g9sp|Q9C5J7|PFKA7_ARATHPFK7 ATP-dependent 6-phosphofructokinase 7 OS=Arabidopsis thaliana GN=PFK7 PE=1 SV=141.80 0.00

TRINITY_DN46238_c1_g1sp|P37803|CNN1_MELGACNN1 Calponin-1 (Fragment) OS=Meleagris gallopavo GN=CNN1 PE=1 SV=141.80 0.00

TRINITY_DN46480_c1_g2sp|O24617|MSH2_ARATHMSH2 DNA mismatch repair protein MSH2 OS=Arabidopsis thaliana GN=MSH2 PE=1 SV=141.80 0.00

TRINITY_DN46539_c0_g1sp|A4K2M3|STK4_PAPANSTK4 Serine/threonine-protein kinase 4 OS=Papio anubis GN=STK4 PE=3 SV=141.80 0.00

TRINITY_DN47141_c0_g1sp|Q8L840|RQL4A_ARATHRECQL4A ATP-dependent DNA helicase Q-like 4A OS=Arabidopsis thaliana GN=RECQL4A PE=2 SV=141.80 0.00

TRINITY_DN47265_c0_g1sp|Q9SJT1|SAE2_ARATHSAE2 SUMO-activating enzyme subunit 2 OS=Arabidopsis thaliana GN=SAE2 PE=1 SV=141.80 0.00

TRINITY_DN47570_c0_g8sp|Q9FFK8|NFXL2_ARATHNFXL2 NF-X1-type zinc finger protein NFXL2 OS=Arabidopsis thaliana GN=NFXL2 PE=1 SV=241.80 0.00

TRINITY_DN47783_c0_g2sp|P42285|SK2L2_HUMANSKIV2L2 Superkiller viralicidic activity 2-like 2 OS=Homo sapiens GN=SKIV2L2 PE=1 SV=341.80 0.00

TRINITY_DN48741_c0_g4sp|Q99K67|AASS_MOUSEAass Alpha-aminoadipic semialdehyde synthase, mitochondrial OS=Mus musculus GN=Aass PE=1 SV=141.80 0.00

TRINITY_DN48801_c1_g2sp|O22993|FTSI1_ARATHFTSHI1 Probable inactive ATP-dependent zinc metalloprotease FTSHI 1, chloroplastic OS=Arabidopsis thaliana GN=FTSHI1 PE=1 SV=141.80 0.00

TRINITY_DN49324_c1_g1sp|P22189|ATC3_SCHPOcta3 Calcium-transporting ATPase 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cta3 PE=1 SV=141.80 0.00

TRINITY_DN49713_c1_g6sp|Q8KQN8|CPHE_PSEAGcphE Cyanophycinase OS=Pseudomonas anguilliseptica GN=cphE PE=1 SV=141.80 0.00

TRINITY_DN50173_c1_g2sp|P23098|DYHC_TRIGR- Dynein beta chain, ciliary OS=Tripneustes gratilla PE=1 SV=141.80 0.00

TRINITY_DN50425_c0_g3sp|Q9ZPY7|XPO2_ARATHCAS Exportin-2 OS=Arabidopsis thaliana GN=CAS PE=2 SV=141.80 0.00

TRINITY_DN50876_c0_g3sp|Q15269|PWP2_HUMANPWP2 Periodic tryptophan protein 2 homolog OS=Homo sapiens GN=PWP2 PE=2 SV=241.80 0.00

TRINITY_DN51274_c0_g1sp|P26991|ARF_GIAIN- ADP-ribosylation factor OS=Giardia intestinalis PE=3 SV=341.80 0.00



TRINITY_DN51368_c1_g7sp|Q2TBG8|UCHL3_BOVINUCHL3 Ubiquitin carboxyl-terminal hydrolase isozyme L3 OS=Bos taurus GN=UCHL3 PE=2 SV=141.80 0.00

TRINITY_DN51415_c0_g1sp|O07834|DAPB1_PSEMXdapb1 Dipeptidyl aminopeptidase BI OS=Pseudoxanthomonas mexicana GN=dapb1 PE=1 SV=141.80 0.00

TRINITY_DN51664_c2_g1sp|Q9LW77|HRD1A_ARATHHRD1A ERAD-associated E3 ubiquitin-protein ligase HRD1A OS=Arabidopsis thaliana GN=HRD1A PE=2 SV=141.80 0.00

TRINITY_DN51987_c2_g1sp|Q61481|PDE1A_MOUSEPde1a Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1A OS=Mus musculus GN=Pde1a PE=1 SV=241.80 0.00

TRINITY_DN52025_c1_g1sp|Q8H129|PPA3_ARATHPAP3 Purple acid phosphatase 3 OS=Arabidopsis thaliana GN=PAP3 PE=2 SV=141.80 0.00

TRINITY_DN12704_c0_g1sp|Q9CQZ5|NDUA6_MOUSENdufa6 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6 OS=Mus musculus GN=Ndufa6 PE=1 SV=141.70 0.00

TRINITY_DN20257_c0_g1sp|Q8RVL1|DEK1_MAIZEDEK1 Calpain-type cysteine protease DEK1 OS=Zea mays GN=DEK1 PE=1 SV=241.70 0.00

TRINITY_DN25797_c0_g1sp|Q54ID4|LZIC_DICDIlzic Protein LZIC OS=Dictyostelium discoideum GN=lzic PE=2 SV=141.70 0.00

TRINITY_DN26710_c0_g4sp|P30290|MIK1_SCHPOmik1 Mitosis inhibitor protein kinase mik1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mik1 PE=3 SV=141.70 0.00

TRINITY_DN29101_c0_g1sp|Q54BR1|PEN2_DICDIpsenen Probable gamma-secretase subunit PEN-2 OS=Dictyostelium discoideum GN=psenen PE=3 SV=241.70 0.00

TRINITY_DN3097_c0_g1sp|A8WUG4|KPC3_CAEBRpkc-3 Protein kinase C-like 3 OS=Caenorhabditis briggsae GN=pkc-3 PE=3 SV=141.70 0.00

TRINITY_DN31841_c0_g1sp|O67500|Y1546_AQUAEaq_1546 Uncharacterized phosphosugar isomerase aq_1546 OS=Aquifex aeolicus (strain VF5) GN=aq_1546 PE=3 SV=141.70 0.00

TRINITY_DN31920_c0_g1sp|O94272|ATG8_SCHPOatg8 Autophagy-related protein 8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=atg8 PE=3 SV=141.70 0.00

TRINITY_DN32072_c0_g1sp|Q96J65|MRP9_HUMANABCC12 Multidrug resistance-associated protein 9 OS=Homo sapiens GN=ABCC12 PE=1 SV=241.70 0.00

TRINITY_DN33601_c0_g3sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=141.70 0.00

TRINITY_DN34005_c0_g3sp|Q9H7B4|SMYD3_HUMANSMYD3 Histone-lysine N-methyltransferase SMYD3 OS=Homo sapiens GN=SMYD3 PE=1 SV=441.70 0.00

TRINITY_DN34114_c0_g1sp|P56389|CDD_MOUSECda Cytidine deaminase OS=Mus musculus GN=Cda PE=1 SV=241.70 0.00

TRINITY_DN34250_c0_g2sp|B8AXB6|UFL1_ORYSIOsI_18219E3 UFM1-protein ligase 1 homolog OS=Oryza sativa subsp. indica GN=OsI_18219 PE=3 SV=141.70 0.00

TRINITY_DN35055_c0_g1sp|O96552|CHMP1_DICDIchmp1 Charged multivesicular body protein 1 OS=Dictyostelium discoideum GN=chmp1 PE=3 SV=141.70 0.00

TRINITY_DN35694_c0_g1sp|Q54B10|REDA_DICDIredA NADPH oxidoreductase A OS=Dictyostelium discoideum GN=redA PE=2 SV=141.70 0.00

TRINITY_DN35757_c1_g7sp|Q5M8N4|D39U1_MOUSESdr39u1 Epimerase family protein SDR39U1 OS=Mus musculus GN=Sdr39u1 PE=1 SV=141.70 0.00

TRINITY_DN36017_c0_g3sp|Q29458|LIPG_BOVINLIPF Gastric triacylglycerol lipase OS=Bos taurus GN=LIPF PE=1 SV=141.70 0.00

TRINITY_DN36090_c0_g1sp|Q8BM14|LIPK_MOUSELipk Lipase member K OS=Mus musculus GN=Lipk PE=2 SV=141.70 0.00

TRINITY_DN36202_c0_g1sp|Q54MV2|MRKB_DICDImrkB Probable serine/threonine-protein kinase MARK-B OS=Dictyostelium discoideum GN=mrkB PE=3 SV=141.70 0.00

TRINITY_DN37094_c0_g1sp|Q8L5Y6|CAND1_ARATHCAND1 Cullin-associated NEDD8-dissociated protein 1 OS=Arabidopsis thaliana GN=CAND1 PE=1 SV=141.70 0.00

TRINITY_DN37148_c0_g11sp|Q8LPL6|AP2A1_ARATHALPHA-ADRAP-2 complex subunit alpha-1 OS=Arabidopsis thaliana GN=ALPHA-ADR PE=1 SV=141.70 0.00

TRINITY_DN37175_c0_g3sp|O77404|TYPX_TRYBB- Tryparedoxin OS=Trypanosoma brucei brucei PE=1 SV=141.70 0.00

TRINITY_DN37808_c0_g4sp|P49762|DOA_DROMEDoa Serine/threonine-protein kinase Doa OS=Drosophila melanogaster GN=Doa PE=1 SV=241.70 0.00

TRINITY_DN38266_c0_g1sp|P25807|CPR1_CAEELcpr-1 Gut-specific cysteine proteinase OS=Caenorhabditis elegans GN=cpr-1 PE=1 SV=241.70 0.00

TRINITY_DN38345_c0_g1sp|Q8L7W2|NUDT8_ARATHNUDT8 Nudix hydrolase 8 OS=Arabidopsis thaliana GN=NUDT8 PE=2 SV=241.70 0.00

TRINITY_DN38370_c0_g3sp|A4FV98|MT21B_BOVINMETTL21BProtein-lysine methyltransferase METTL21B OS=Bos taurus GN=METTL21B PE=2 SV=141.70 0.00

TRINITY_DN3842_c0_g1sp|P34686|CAPZB_CAEELcap-2 F-actin-capping protein subunit beta OS=Caenorhabditis elegans GN=cap-2 PE=2 SV=141.70 0.00

TRINITY_DN39119_c3_g2sp|Q9JI13|SAS10_MOUSEUtp3 Something about silencing protein 10 OS=Mus musculus GN=Utp3 PE=1 SV=141.70 0.00

TRINITY_DN39578_c0_g4sp|Q55CA5|ATP23_DICDIDDB_G0270738Mitochondrial inner membrane protease ATP23 homolog OS=Dictyostelium discoideum GN=DDB_G0270738 PE=3 SV=241.70 0.00

TRINITY_DN39766_c0_g3sp|Q7L273|KCTD9_HUMANKCTD9 BTB/POZ domain-containing protein KCTD9 OS=Homo sapiens GN=KCTD9 PE=1 SV=141.70 0.00

TRINITY_DN4019_c0_g1sp|Q96RR4|KKCC2_HUMANCAMKK2 Calcium/calmodulin-dependent protein kinase kinase 2 OS=Homo sapiens GN=CAMKK2 PE=1 SV=241.70 0.00

TRINITY_DN41344_c0_g2sp|O43822|CU002_HUMANC21orf2 Protein C21orf2 OS=Homo sapiens GN=C21orf2 PE=1 SV=141.70 0.00

TRINITY_DN42062_c1_g1sp|Q50568|FDHC_METTFfdhC Probable formate transporter OS=Methanothermobacter thermautotrophicus GN=fdhC PE=3 SV=141.70 0.00

TRINITY_DN42296_c0_g7sp|Q5DU05|CE164_MOUSECep164 Centrosomal protein of 164 kDa OS=Mus musculus GN=Cep164 PE=1 SV=241.70 0.00

TRINITY_DN42303_c0_g4sp|Q54VD8|RIO1_DICDIrio1 Serine/threonine-protein kinase rio1 OS=Dictyostelium discoideum GN=rio1 PE=3 SV=141.70 0.00

TRINITY_DN42762_c1_g4sp|Q9SGS2|HMGB9_ARATHHMGB9 High mobility group B protein 9 OS=Arabidopsis thaliana GN=HMGB9 PE=2 SV=141.70 0.00

TRINITY_DN43082_c0_g1sp|P55884|EIF3B_HUMANEIF3B Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens GN=EIF3B PE=1 SV=341.70 0.00

TRINITY_DN43572_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.70 0.00

TRINITY_DN43798_c0_g4sp|Q27171|DYHC_PARTEDHC-8 Dynein heavy chain, cytoplasmic OS=Paramecium tetraurelia GN=DHC-8 PE=2 SV=141.70 0.00

TRINITY_DN43848_c0_g11sp|P10993|ACT2_TETPY- Actin, cytoplasmic OS=Tetrahymena pyriformis PE=3 SV=241.70 0.00

TRINITY_DN44067_c0_g1sp|P15791|KCC2D_RATCamk2d Calcium/calmodulin-dependent protein kinase type II subunit delta OS=Rattus norvegicus GN=Camk2d PE=1 SV=141.70 0.00

TRINITY_DN44286_c0_g3sp|Q9BXP8|PAPP2_HUMANPAPPA2 Pappalysin-2 OS=Homo sapiens GN=PAPPA2 PE=1 SV=441.70 0.00

TRINITY_DN44927_c0_g6sp|B2RW38|CFA58_MOUSECfap58 Cilia- and flagella-associated protein 58 OS=Mus musculus GN=Cfap58 PE=2 SV=141.70 0.00

TRINITY_DN45779_c0_g4sp|A6H742|PLSI_BOVINPLS1 Plastin-1 OS=Bos taurus GN=PLS1 PE=2 SV=141.70 0.00

TRINITY_DN46372_c0_g1sp|Q8RWB1|SRL1_ARATHSRL1 Pre-mRNA splicing factor SR-like 1 OS=Arabidopsis thaliana GN=SRL1 PE=1 SV=141.70 0.00

TRINITY_DN46445_c0_g4sp|B5FZ19|EIF3I_TAEGUEIF3I Eukaryotic translation initiation factor 3 subunit I OS=Taeniopygia guttata GN=EIF3I PE=2 SV=241.70 0.00

TRINITY_DN46724_c0_g5sp|Q0WSF1|AL221_ARATHALDH22A1Aldehyde dehydrogenase 22A1 OS=Arabidopsis thaliana GN=ALDH22A1 PE=2 SV=241.70 0.00

TRINITY_DN46780_c1_g1sp|Q0P4U8|SMAL1_XENTRsmarcal1SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1 OS=Xenopus tropicalis GN=smarcal1 PE=2 SV=141.70 0.00

TRINITY_DN46906_c1_g1sp|A1VE87|SELD_DESVVselD Selenide, water dikinase OS=Desulfovibrio vulgaris subsp. vulgaris (strain DP4) GN=selD PE=3 SV=241.70 0.00

TRINITY_DN47117_c0_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=141.70 0.00

TRINITY_DN47818_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.70 0.00



TRINITY_DN47841_c0_g2sp|Q8VWJ1|HPT1_ARATHHPT1 Homogentisate phytyltransferase 1, chloroplastic OS=Arabidopsis thaliana GN=HPT1 PE=1 SV=141.70 0.00

TRINITY_DN48058_c0_g1sp|P29677|MPPA_SOLTUMPP Mitochondrial-processing peptidase subunit alpha OS=Solanum tuberosum GN=MPP PE=1 SV=141.70 0.00

TRINITY_DN48087_c0_g6sp|Q5U3K5|RABL6_MOUSERabl6 Rab-like protein 6 OS=Mus musculus GN=Rabl6 PE=1 SV=241.70 0.00

TRINITY_DN48185_c0_g8sp|Q39565|DYHB_CHLREODA4 Dynein beta chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA4 PE=3 SV=141.70 0.00

TRINITY_DN48375_c2_g5sp|B5F731|RIHC_SALA4rihC Non-specific ribonucleoside hydrolase RihC OS=Salmonella agona (strain SL483) GN=rihC PE=3 SV=141.70 0.00

TRINITY_DN48774_c0_g1sp|Q54IK2|TM120_DICDItmem120 Transmembrane protein 120 homolog OS=Dictyostelium discoideum GN=tmem120 PE=3 SV=141.70 0.00

TRINITY_DN48985_c0_g1sp|Q8GW20|Y5390_ARATHAt5g03900Uncharacterized protein At5g03900, chloroplastic OS=Arabidopsis thaliana GN=At5g03900 PE=2 SV=241.70 0.00

TRINITY_DN49004_c0_g1sp|Q9LTR2|TGD2_ARATHTGD2 Protein TRIGALACTOSYLDIACYLGLYCEROL 2, chloroplastic OS=Arabidopsis thaliana GN=TGD2 PE=1 SV=141.70 0.00

TRINITY_DN49565_c1_g2sp|B7ZMP1|XPP3_MOUSEXpnpep3 Probable Xaa-Pro aminopeptidase 3 OS=Mus musculus GN=Xpnpep3 PE=1 SV=141.70 0.00

TRINITY_DN51059_c0_g3sp|Q5M827|PIR_RATPir Pirin OS=Rattus norvegicus GN=Pir PE=1 SV=141.70 0.00

TRINITY_DN51270_c1_g6sp|Q9FMH8|RD21B_ARATHRD21B Probable cysteine protease RD21B OS=Arabidopsis thaliana GN=RD21B PE=1 SV=141.70 0.00

TRINITY_DN51637_c0_g3sp|Q55DA0|ABCGM_DICDIabcG22 ABC transporter G family member 22 OS=Dictyostelium discoideum GN=abcG22 PE=2 SV=141.70 0.00

TRINITY_DN51696_c2_g1sp|Q19187|GCY12_CAEELgcy-12 Receptor-type guanylate cyclase gcy-12 OS=Caenorhabditis elegans GN=gcy-12 PE=1 SV=341.70 0.00

TRINITY_DN52236_c2_g1sp|Q9W4T4|PDE4A_DROMEdnc cAMP-specific 3',5'-cyclic phosphodiesterase, isoform I OS=Drosophila melanogaster GN=dnc PE=1 SV=241.70 0.00

TRINITY_DN52440_c0_g3sp|A7RZW4|DPP3_NEMVEdpp3 Dipeptidyl peptidase 3 OS=Nematostella vectensis GN=dpp3 PE=3 SV=141.70 0.00

TRINITY_DN8130_c0_g1sp|P16709|UBIL_NPVACV-UBI Ubiquitin-like protein OS=Autographa californica nuclear polyhedrosis virus GN=V-UBI PE=3 SV=241.70 0.00

TRINITY_DN14045_c0_g2sp|P42322|CANB1_NAEGRCNB1 Calcineurin subunit B OS=Naegleria gruberi GN=CNB1 PE=3 SV=141.60 0.00

TRINITY_DN15732_c0_g1sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=141.60 0.00

TRINITY_DN23271_c0_g1sp|Q54GN2|KTHY_DICDIdtymk Thymidylate kinase OS=Dictyostelium discoideum GN=dtymk PE=3 SV=141.60 0.00

TRINITY_DN34630_c0_g1sp|Q6PBN4|CQ10X_DANREzgc:73324Coenzyme Q-binding protein COQ10 homolog, mitochondrial OS=Danio rerio GN=zgc:73324 PE=2 SV=241.60 0.00

TRINITY_DN36509_c1_g4sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=341.60 0.00

TRINITY_DN36786_c0_g6sp|Q5ZKR7|ACBG2_CHICKACSBG2 Long-chain-fatty-acid--CoA ligase ACSBG2 OS=Gallus gallus GN=ACSBG2 PE=2 SV=241.60 0.00

TRINITY_DN37055_c0_g1sp|Q9P7C7|PRP11_SCHPOprp11 Pre-mRNA-processing ATP-dependent RNA helicase prp11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=prp11 PE=3 SV=141.60 0.00

TRINITY_DN37188_c0_g1sp|A2XKU9|COSA_ORYSIOsI_012692Costars family protein OS=Oryza sativa subsp. indica GN=OsI_012692 PE=3 SV=141.60 0.00

TRINITY_DN37208_c1_g1sp|Q54PI4|T1841_DICDItmem184ATransmembrane protein 184 homolog DDB_G0284525 OS=Dictyostelium discoideum GN=tmem184A PE=3 SV=141.60 0.00

TRINITY_DN37231_c0_g4sp|Q9STK6|WNK3_ARATHWNK3 Probable serine/threonine-protein kinase WNK3 OS=Arabidopsis thaliana GN=WNK3 PE=2 SV=141.60 0.00

TRINITY_DN38210_c0_g2sp|Q9SLK2|ALIS3_ARATHALIS3 ALA-interacting subunit 3 OS=Arabidopsis thaliana GN=ALIS3 PE=1 SV=141.60 0.00

TRINITY_DN38404_c0_g1sp|Q9C5X8|MOCOS_ARATHABA3 Molybdenum cofactor sulfurase OS=Arabidopsis thaliana GN=ABA3 PE=1 SV=141.60 0.00

TRINITY_DN38666_c0_g1sp|Q8ERA3|DAPEL_OCEIHOB1403 N-acetyldiaminopimelate deacetylase OS=Oceanobacillus iheyensis (strain DSM 14371 / CIP 107618 / JCM 11309 / KCTC 3954 / HTE831) GN=OB1403 PE=3 SV=141.60 0.00

TRINITY_DN39024_c0_g1sp|Q10449|MU157_SCHPOmug157 Meiotically up-regulated gene 157 protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mug157 PE=1 SV=141.60 0.00

TRINITY_DN39217_c0_g3sp|Q5FWP8|PCID2_XENLApcid2 PCI domain-containing protein 2 OS=Xenopus laevis GN=pcid2 PE=2 SV=141.60 0.00

TRINITY_DN39276_c0_g3sp|O80925|AGD7_ARATHAGD7 ADP-ribosylation factor GTPase-activating protein AGD7 OS=Arabidopsis thaliana GN=AGD7 PE=1 SV=141.60 0.00

TRINITY_DN39576_c0_g1sp|Q10211|YAY3_SCHPOSPAC4H3.03cUncharacterized protein C4H3.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4H3.03c PE=4 SV=141.60 0.00

TRINITY_DN39762_c0_g9sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=241.60 0.00

TRINITY_DN39811_c0_g4sp|A8INQ0|ARL13_CHLREARL13 ADP-ribosylation factor-like protein 13B OS=Chlamydomonas reinhardtii GN=ARL13 PE=1 SV=141.60 0.00

TRINITY_DN40070_c0_g1sp|O00841|CUDA_DICDIcudA Putative transcriptional regulator cudA OS=Dictyostelium discoideum GN=cudA PE=1 SV=241.60 0.00

TRINITY_DN41103_c1_g1sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=241.60 0.00

TRINITY_DN41301_c0_g2sp|Q6MEG4|RSMH_PARUWrsmH Ribosomal RNA small subunit methyltransferase H OS=Protochlamydia amoebophila (strain UWE25) GN=rsmH PE=3 SV=141.60 0.00

TRINITY_DN42130_c0_g1sp|Q655R6|MOCOS_ORYSJMCSU3 Molybdenum cofactor sulfurase OS=Oryza sativa subsp. japonica GN=MCSU3 PE=2 SV=241.60 0.00

TRINITY_DN42572_c0_g2sp|Q9N9X3|CTX80_EUPOC- Ciliary WD repeat-containing protein ctxp80 OS=Euplotes octocarinatus PE=3 SV=141.60 0.00

TRINITY_DN43278_c1_g1sp|Q9H0I3|CC113_HUMANCCDC113 Coiled-coil domain-containing protein 113 OS=Homo sapiens GN=CCDC113 PE=1 SV=141.60 0.00

TRINITY_DN43455_c0_g1sp|Q9M9E8|FB92_ARATHAt1g78280F-box protein At1g78280 OS=Arabidopsis thaliana GN=At1g78280 PE=2 SV=341.60 0.00

TRINITY_DN43489_c2_g1sp|Q93ZA0|NYC1_ARATHNYC1 Probable chlorophyll(ide) b reductase NYC1, chloroplastic OS=Arabidopsis thaliana GN=NYC1 PE=1 SV=141.60 0.00

TRINITY_DN44435_c1_g2sp|Q05086|UBE3A_HUMANUBE3A Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=441.60 0.00

TRINITY_DN44476_c0_g7sp|P19220|ADAB_BACSUadaB Methylated-DNA--protein-cysteine methyltransferase, inducible OS=Bacillus subtilis (strain 168) GN=adaB PE=1 SV=141.60 0.00

TRINITY_DN44488_c0_g3sp|Q9FT72|RQL3_ARATHRECQL3 ATP-dependent DNA helicase Q-like 3 OS=Arabidopsis thaliana GN=RECQL3 PE=1 SV=141.60 0.00

TRINITY_DN44636_c1_g3sp|Q54RB7|SHKA_DICDIshkA Dual specificity protein kinase shkA OS=Dictyostelium discoideum GN=shkA PE=2 SV=141.60 0.00

TRINITY_DN45051_c0_g1sp|O94481|TFC5_SCHPObdp1 Transcription factor TFIIIB component B'' OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bdp1 PE=3 SV=241.60 0.00

TRINITY_DN45647_c0_g3sp|Q6NPS8|NDOR1_ARATHATR3 NADPH-dependent diflavin oxidoreductase 1 OS=Arabidopsis thaliana GN=ATR3 PE=1 SV=141.60 0.00

TRINITY_DN45726_c0_g1sp|Q5D018|RBM8A_DANRErbm8a RNA-binding protein 8A OS=Danio rerio GN=rbm8a PE=2 SV=141.60 0.00

TRINITY_DN45769_c0_g5sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=241.60 0.00

TRINITY_DN45806_c0_g1sp|P73962|MENA_SYNY3menA 2-carboxy-1,4-naphthoquinone phytyltransferase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=menA PE=3 SV=141.60 0.00

TRINITY_DN45825_c0_g2sp|Q9P775|YBEG_SCHPOSPBC1711.16Uncharacterized WD repeat-containing protein C17D11.16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC1711.16 PE=1 SV=141.60 0.00

TRINITY_DN46414_c0_g8sp|Q5Y2C3|H2AY_TETTSHTAY Histone H2A.Y OS=Tetrahymena thermophila (strain SB210) GN=HTAY PE=2 SV=241.60 0.00

TRINITY_DN46536_c1_g9sp|Q9P2H3|IFT80_HUMANIFT80 Intraflagellar transport protein 80 homolog OS=Homo sapiens GN=IFT80 PE=1 SV=341.60 0.00

TRINITY_DN46716_c1_g1sp|P47727|CBR1_RATCbr1 Carbonyl reductase [NADPH] 1 OS=Rattus norvegicus GN=Cbr1 PE=1 SV=241.60 0.00



TRINITY_DN46730_c0_g1sp|Q8GXV5|UGHY_ARATHUGLYAH (S)-ureidoglycine aminohydrolase OS=Arabidopsis thaliana GN=UGLYAH PE=1 SV=141.60 0.00

TRINITY_DN46774_c0_g1sp|Q503I8|NGLY1_DANREngly1 Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase OS=Danio rerio GN=ngly1 PE=2 SV=141.60 0.00

TRINITY_DN47705_c0_g1sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=141.60 0.00

TRINITY_DN47809_c1_g1sp|Q9SLK2|ALIS3_ARATHALIS3 ALA-interacting subunit 3 OS=Arabidopsis thaliana GN=ALIS3 PE=1 SV=141.60 0.00

TRINITY_DN48220_c0_g1sp|Q9Y872|MET3_CANALMET3 Sulfate adenylyltransferase OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=MET3 PE=3 SV=241.60 0.00

TRINITY_DN48701_c0_g1sp|P73627|Y1770_SYNY3sll1770 Uncharacterized protein sll1770 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1770 PE=3 SV=141.60 0.00

TRINITY_DN49629_c0_g4sp|Q6NZQ2|DDX31_MOUSEDdx31 Probable ATP-dependent RNA helicase DDX31 OS=Mus musculus GN=Ddx31 PE=2 SV=241.60 0.00

TRINITY_DN49719_c1_g1sp|Q7ZZ25|ATD1A_DANREatad1a ATPase family AAA domain-containing protein 1-A OS=Danio rerio GN=atad1a PE=2 SV=241.60 0.00

TRINITY_DN50775_c0_g2sp|Q07307|UAPA_EMENIuapA Uric acid-xanthine permease OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=uapA PE=1 SV=341.60 0.00

TRINITY_DN51992_c1_g1sp|Q15751|HERC1_HUMANHERC1 Probable E3 ubiquitin-protein ligase HERC1 OS=Homo sapiens GN=HERC1 PE=1 SV=241.60 0.00

TRINITY_DN52077_c0_g7sp|P10993|ACT2_TETPY- Actin, cytoplasmic OS=Tetrahymena pyriformis PE=3 SV=241.60 0.00

TRINITY_DN52278_c1_g6sp|Q6PG31|RNPS1_DANRErnps1 RNA-binding protein with serine-rich domain 1 OS=Danio rerio GN=rnps1 PE=2 SV=141.60 0.00

TRINITY_DN52300_c4_g1sp|Q5RFI8|PGM2_PONABPGM2 Phosphoglucomutase-2 OS=Pongo abelii GN=PGM2 PE=2 SV=341.60 0.00

TRINITY_DN52396_c3_g1sp|P54678|ATC1_DICDIpatA Calcium-transporting ATPase PAT1 OS=Dictyostelium discoideum GN=patA PE=2 SV=241.60 0.00

TRINITY_DN10179_c0_g2sp|Q2FIT5|SAES_STAA3saeS Histidine protein kinase SaeS OS=Staphylococcus aureus (strain USA300) GN=saeS PE=3 SV=141.50 0.00

TRINITY_DN15728_c0_g2sp|B2HLY1|Y1995_MYCMMMMAR_1995UPF0678 fatty acid-binding protein-like protein MMAR_1995 OS=Mycobacterium marinum (strain ATCC BAA-535 / M) GN=MMAR_1995 PE=3 SV=141.50 0.00

TRINITY_DN17554_c0_g1sp|Q7Z4L5|TT21B_HUMANTTC21B Tetratricopeptide repeat protein 21B OS=Homo sapiens GN=TTC21B PE=1 SV=241.50 0.00

TRINITY_DN225_c0_g1sp|P04542|ISK1_CANLFSPINK1 Serine protease inhibitor Kazal-type 1 OS=Canis lupus familiaris GN=SPINK1 PE=1 SV=141.50 0.00

TRINITY_DN23551_c0_g2sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=241.50 0.00

TRINITY_DN23678_c0_g1sp|Q8LBK6|GRS15_ARATHGRXS15 Monothiol glutaredoxin-S15, mitochondrial OS=Arabidopsis thaliana GN=GRXS15 PE=1 SV=241.50 0.00

TRINITY_DN23798_c0_g1sp|P93045|BSH_ARATHBSH Chromatin structure-remodeling complex protein BSH OS=Arabidopsis thaliana GN=BSH PE=1 SV=241.50 0.00

TRINITY_DN23928_c0_g1sp|Q94748|DYL2_SCHMA- Probable dynein light chain OS=Schistosoma mansoni PE=3 SV=141.50 0.00

TRINITY_DN25916_c0_g1sp|Q9NP73|ALG13_HUMANALG13 Putative bifunctional UDP-N-acetylglucosamine transferase and deubiquitinase ALG13 OS=Homo sapiens GN=ALG13 PE=1 SV=241.50 0.00

TRINITY_DN28998_c0_g2sp|A2R5A0|TPC1_ASPNCtpc1 Mitochondrial thiamine pyrophosphate carrier 1 OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=tpc1 PE=3 SV=141.50 0.00

TRINITY_DN29219_c0_g2sp|Q5N749|MOR1_ORYSJMOR1 Protein MOR1 OS=Oryza sativa subsp. japonica GN=MOR1 PE=2 SV=141.50 0.00

TRINITY_DN32143_c0_g1sp|Q9Y2Q0|AT8A1_HUMANATP8A1 Phospholipid-transporting ATPase IA OS=Homo sapiens GN=ATP8A1 PE=1 SV=141.50 0.00

TRINITY_DN33038_c0_g1sp|Q557G3|TPPC1_DICDItrappc1-1Trafficking protein particle complex subunit 1 OS=Dictyostelium discoideum GN=trappc1-1 PE=3 SV=141.50 0.00

TRINITY_DN33496_c0_g1sp|Q55G91|U160_DICDIDDB_G0267768UPF0160 protein OS=Dictyostelium discoideum GN=DDB_G0267768 PE=3 SV=141.50 0.00

TRINITY_DN33754_c1_g3sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=141.50 0.00

TRINITY_DN33825_c0_g1sp|Q04178|HPRT_YEASTHPT1 Hypoxanthine-guanine phosphoribosyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HPT1 PE=1 SV=141.50 0.00

TRINITY_DN34378_c0_g1sp|Q2SJP9|MSRB_HAHCHmsrB Peptide methionine sulfoxide reductase MsrB OS=Hahella chejuensis (strain KCTC 2396) GN=msrB PE=3 SV=141.50 0.00

TRINITY_DN34652_c0_g1sp|P27766|DYI3_CHLREODA6 Dynein, 70 kDa intermediate chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA6 PE=1 SV=141.50 0.00

TRINITY_DN34997_c2_g2sp|P55824|FAF_DROMEfaf Probable ubiquitin carboxyl-terminal hydrolase FAF OS=Drosophila melanogaster GN=faf PE=1 SV=241.50 0.00

TRINITY_DN35950_c0_g1sp|Q9UYB2|SUA5_PYRABsua5 Threonylcarbamoyl-AMP synthase OS=Pyrococcus abyssi (strain GE5 / Orsay) GN=sua5 PE=1 SV=141.50 0.00

TRINITY_DN36163_c0_g5sp|Q92994|TF3B_HUMANBRF1 Transcription factor IIIB 90 kDa subunit OS=Homo sapiens GN=BRF1 PE=1 SV=141.50 0.00

TRINITY_DN36312_c0_g4sp|C0SUT9|JMJ16_ARATHJMJ16 Putative lysine-specific demethylase JMJ16 OS=Arabidopsis thaliana GN=JMJ16 PE=2 SV=141.50 0.00

TRINITY_DN36586_c0_g1sp|Q54DY7|SCPL1_DICDIDDB_G0291912Serine carboxypeptidase S10 family member 1 OS=Dictyostelium discoideum GN=DDB_G0291912 PE=3 SV=141.50 0.00

TRINITY_DN36962_c0_g1sp|Q54MZ4|MCFB_DICDImcfB Mitochondrial substrate carrier family protein B OS=Dictyostelium discoideum GN=mcfB PE=3 SV=141.50 0.00

TRINITY_DN37122_c1_g6sp|P14080|PAPA2_CARPA- Chymopapain OS=Carica papaya PE=1 SV=241.50 0.00

TRINITY_DN37240_c0_g5sp|P0C8Z0|Y8359_ORYSIOsI_027940Uncharacterized protein OsI_027940 OS=Oryza sativa subsp. indica GN=OsI_027940 PE=1 SV=241.50 0.00

TRINITY_DN37306_c0_g6sp|Q55CT0|TPP1_DICDItpp1 Tripeptidyl-peptidase 1 OS=Dictyostelium discoideum GN=tpp1 PE=3 SV=141.50 0.00

TRINITY_DN37463_c1_g7sp|Q3Z879|HIS8_DEHM1hisC Histidinol-phosphate aminotransferase OS=Dehalococcoides mccartyi (strain ATCC BAA-2266 / KCTC 15142 / 195) GN=hisC PE=3 SV=141.50 0.00

TRINITY_DN38204_c0_g1sp|Q9VCK0|EI3D1_DROMEeIF-3p66Eukaryotic translation initiation factor 3 subunit D-1 OS=Drosophila melanogaster GN=eIF-3p66 PE=1 SV=141.50 0.00

TRINITY_DN39375_c0_g4sp|P50607|TUB_HUMANTUB Tubby protein homolog OS=Homo sapiens GN=TUB PE=1 SV=141.50 0.00

TRINITY_DN40702_c1_g3sp|Q8L7Y9|NPC1_ARATHNPC1 Non-specific phospholipase C1 OS=Arabidopsis thaliana GN=NPC1 PE=2 SV=141.50 0.00

TRINITY_DN40992_c0_g1sp|P73689|SPPA_SYNY3sppA Protease 4 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sppA PE=3 SV=141.50 0.00

TRINITY_DN41425_c0_g1sp|A0Q1R3|DNAJ_CLONNdnaJ Chaperone protein DnaJ OS=Clostridium novyi (strain NT) GN=dnaJ PE=3 SV=141.50 0.00

TRINITY_DN41547_c1_g1sp|Q3MHE4|MSH2_BOVINMSH2 DNA mismatch repair protein Msh2 OS=Bos taurus GN=MSH2 PE=2 SV=141.50 0.00

TRINITY_DN41978_c1_g1sp|Q7XB14|HGGT_HORVUHGGT Homogentisate geranylgeranyltransferase OS=Hordeum vulgare GN=HGGT PE=1 SV=141.50 0.00

TRINITY_DN42335_c0_g5sp|Q9SVN5|SYMC_ARATHAt4g13780Methionine--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At4g13780 PE=2 SV=141.50 0.00

TRINITY_DN42591_c0_g3sp|Q8WVM8|SCFD1_HUMANSCFD1 Sec1 family domain-containing protein 1 OS=Homo sapiens GN=SCFD1 PE=1 SV=441.50 0.00

TRINITY_DN42905_c1_g5sp|Q8BGC0|HTSF1_MOUSEHtatsf1 HIV Tat-specific factor 1 homolog OS=Mus musculus GN=Htatsf1 PE=1 SV=141.50 0.00

TRINITY_DN43266_c2_g1sp|Q86I95|TV23A_DICDIDDB_G0276319Uncharacterized Golgi apparatus membrane protein-like protein 1 OS=Dictyostelium discoideum GN=DDB_G0276319 PE=3 SV=141.50 0.00

TRINITY_DN43424_c1_g1sp|Q8VEG4|EXD2_MOUSEExd2 Exonuclease 3'-5' domain-containing protein 2 OS=Mus musculus GN=Exd2 PE=1 SV=241.50 0.00

TRINITY_DN43513_c0_g5sp|Q32L31|HMGB3_BOVINHMGB3 High mobility group protein B3 OS=Bos taurus GN=HMGB3 PE=2 SV=241.50 0.00

TRINITY_DN43894_c0_g5sp|O60907|TBL1X_HUMANTBL1X F-box-like/WD repeat-containing protein TBL1X OS=Homo sapiens GN=TBL1X PE=1 SV=341.50 0.00



TRINITY_DN45013_c1_g3sp|B9DFV2|PQT3L_ARATHAt5g47430E3 ubiquitin ligase PQT3-like OS=Arabidopsis thaliana GN=At5g47430 PE=1 SV=141.50 0.00

TRINITY_DN45127_c0_g1sp|F4J3G5|CTPA3_ARATHCTPA3 Carboxyl-terminal-processing peptidase 3, chloroplastic OS=Arabidopsis thaliana GN=CTPA3 PE=3 SV=141.50 0.00

TRINITY_DN45505_c0_g9sp|P54310|LIPS_MOUSELipe Hormone-sensitive lipase OS=Mus musculus GN=Lipe PE=1 SV=241.50 0.00

TRINITY_DN45520_c1_g1sp|Q47690|MMUM_ECOLImmuM Homocysteine S-methyltransferase OS=Escherichia coli (strain K12) GN=mmuM PE=1 SV=241.50 0.00

TRINITY_DN45570_c0_g1sp|Q03AL0|CLPP_LACC3clpP ATP-dependent Clp protease proteolytic subunit OS=Lactobacillus casei (strain ATCC 334) GN=clpP PE=3 SV=141.50 0.00

TRINITY_DN45807_c0_g1sp|O89023|TPP1_MOUSETpp1 Tripeptidyl-peptidase 1 OS=Mus musculus GN=Tpp1 PE=1 SV=241.50 0.00

TRINITY_DN46222_c2_g2sp|Q9Z1P1|DPM2_CRIGRDPM2 Dolichol phosphate-mannose biosynthesis regulatory protein OS=Cricetulus griseus GN=DPM2 PE=3 SV=341.50 0.00

TRINITY_DN46543_c0_g2sp|P49576|PPX1_PARTEPpx1 Serine/threonine-protein phosphatase PP-X homolog 1 OS=Paramecium tetraurelia GN=Ppx1 PE=3 SV=241.50 0.00

TRINITY_DN46587_c0_g6sp|O15056|SYNJ2_HUMANSYNJ2 Synaptojanin-2 OS=Homo sapiens GN=SYNJ2 PE=1 SV=341.50 0.00

TRINITY_DN47095_c1_g5sp|O59768|VCX1_SCHPOvcx1 Vacuolar calcium ion transporter OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vcx1 PE=3 SV=141.50 0.00

TRINITY_DN47147_c2_g6sp|E9PZJ8|ASCC3_MOUSEAscc3 Activating signal cointegrator 1 complex subunit 3 OS=Mus musculus GN=Ascc3 PE=1 SV=141.50 0.00

TRINITY_DN47353_c0_g2sp|Q14596|NBR1_HUMANNBR1 Next to BRCA1 gene 1 protein OS=Homo sapiens GN=NBR1 PE=1 SV=341.50 0.00

TRINITY_DN48219_c1_g2sp|Q9FZE0|BGL40_ARATHBGLU40 Beta-glucosidase 40 OS=Arabidopsis thaliana GN=BGLU40 PE=2 SV=141.50 0.00

TRINITY_DN48905_c0_g2sp|P58388|THTM_ECO57sseA 3-mercaptopyruvate sulfurtransferase OS=Escherichia coli O157:H7 GN=sseA PE=3 SV=241.50 0.00

TRINITY_DN49029_c1_g6sp|Q9FNY0|E2FA_ARATHE2FA Transcription factor E2FA OS=Arabidopsis thaliana GN=E2FA PE=1 SV=141.50 0.00

TRINITY_DN50281_c0_g1sp|Q02977|YRK_CHICKYRK Proto-oncogene tyrosine-protein kinase Yrk OS=Gallus gallus GN=YRK PE=2 SV=241.50 0.00

TRINITY_DN50336_c1_g1sp|Q8RXV3|P2C59_ARATHWIN2 Probable protein phosphatase 2C 59 OS=Arabidopsis thaliana GN=WIN2 PE=1 SV=141.50 0.00

TRINITY_DN51331_c0_g1sp|Q2TA06|AURKA_BOVINAURKA Aurora kinase A OS=Bos taurus GN=AURKA PE=2 SV=141.50 0.00

TRINITY_DN51701_c1_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.50 0.00

TRINITY_DN51972_c2_g2sp|Q7X9I4|ERO2_ARATHAERO2 Endoplasmic reticulum oxidoreductin-2 OS=Arabidopsis thaliana GN=AERO2 PE=1 SV=141.50 0.00

TRINITY_DN52393_c0_g1sp|Q704U0|XPO7A_XENLAxpo7-a Exportin-7-A OS=Xenopus laevis GN=xpo7-a PE=1 SV=141.50 0.00

TRINITY_DN7544_c0_g1sp|Q10154|RTF2_SCHPOrtf2 Replication termination factor 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rtf2 PE=1 SV=141.50 0.00

TRINITY_DN10631_c0_g1sp|Q9BXW4|MLP3C_HUMANMAP1LC3CMicrotubule-associated proteins 1A/1B light chain 3C OS=Homo sapiens GN=MAP1LC3C PE=1 SV=141.40 0.00

TRINITY_DN19668_c0_g2sp|Q39610|DYHA_CHLREODA11 Dynein alpha chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA11 PE=3 SV=241.40 0.00

TRINITY_DN26629_c0_g1sp|O04931|AGLU_BETVU- Alpha-glucosidase OS=Beta vulgaris PE=1 SV=141.40 0.00

TRINITY_DN29145_c0_g1sp|Q5THJ4|VP13D_HUMANVPS13D Vacuolar protein sorting-associated protein 13D OS=Homo sapiens GN=VPS13D PE=1 SV=241.40 0.00

TRINITY_DN32175_c0_g4sp|Q54GE3|VPS45_DICDIvps45 Vacuolar protein sorting-associated protein 45 OS=Dictyostelium discoideum GN=vps45 PE=1 SV=141.40 0.00

TRINITY_DN33554_c0_g1sp|Q64430|ATP7A_MOUSEAtp7a Copper-transporting ATPase 1 OS=Mus musculus GN=Atp7a PE=1 SV=341.40 0.00

TRINITY_DN34061_c0_g1sp|P52551|MYBB_XENLAmybl2 Myb-related protein B OS=Xenopus laevis GN=mybl2 PE=2 SV=241.40 0.00

TRINITY_DN35009_c0_g1sp|Q73W27|Y2833_MYCPAMAP_2833cUPF0678 fatty acid-binding protein-like protein MAP_2833c OS=Mycobacterium paratuberculosis (strain ATCC BAA-968 / K-10) GN=MAP_2833c PE=3 SV=141.40 0.00

TRINITY_DN35516_c0_g1sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=141.40 0.00

TRINITY_DN35704_c0_g2sp|Q54RI9|XPOT_DICDIxpot Exportin-T OS=Dictyostelium discoideum GN=xpot PE=3 SV=141.40 0.00

TRINITY_DN35785_c0_g7sp|Q502M8|ERI2_DANREeri2 ERI1 exoribonuclease 2 OS=Danio rerio GN=eri2 PE=2 SV=141.40 0.00

TRINITY_DN36230_c1_g5sp|Q96L34|MARK4_HUMANMARK4 MAP/microtubule affinity-regulating kinase 4 OS=Homo sapiens GN=MARK4 PE=1 SV=141.40 0.00

TRINITY_DN36403_c1_g6sp|Q8H852|COPG1_ORYSJOs03g0227000Coatomer subunit gamma-1 OS=Oryza sativa subsp. japonica GN=Os03g0227000 PE=2 SV=241.40 0.00

TRINITY_DN36438_c1_g5sp|Q6IRP4|ABHDD_XENLAabhd13 Protein ABHD13 OS=Xenopus laevis GN=abhd13 PE=2 SV=141.40 0.00

TRINITY_DN37097_c0_g4sp|Q5T3U5|MRP7_HUMANABCC10 Multidrug resistance-associated protein 7 OS=Homo sapiens GN=ABCC10 PE=1 SV=141.40 0.00

TRINITY_DN37474_c0_g1sp|Q2GVK6|KAD2_CHAGBADK1 Adenylate kinase OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=ADK1 PE=3 SV=141.40 0.00

TRINITY_DN37666_c1_g4sp|Q9ZT48|ATE1_ARATHATE1 Arginyl-tRNA--protein transferase 1 OS=Arabidopsis thaliana GN=ATE1 PE=2 SV=241.40 0.00

TRINITY_DN37920_c0_g2sp|Q1JPL4|NDB1_ARATHNDB1 External alternative NAD(P)H-ubiquinone oxidoreductase B1, mitochondrial OS=Arabidopsis thaliana GN=NDB1 PE=1 SV=141.40 0.00

TRINITY_DN37964_c1_g6sp|A7ISW1|QPCT_BOIIRQPCT Glutaminyl-peptide cyclotransferase OS=Boiga irregularis GN=QPCT PE=2 SV=141.40 0.00

TRINITY_DN38461_c0_g6sp|D2XNQ9|FLOT2_MEDTRFLOT2 Flotillin-like protein 2 OS=Medicago truncatula GN=FLOT2 PE=2 SV=141.40 0.00

TRINITY_DN38738_c0_g1sp|Q9SB50|AP4M_ARATHAP4M AP-4 complex subunit mu OS=Arabidopsis thaliana GN=AP4M PE=2 SV=141.40 0.00

TRINITY_DN38879_c2_g1sp|B3PGJ1|AGAL_CELJUagaA Alpha-galactosidase A OS=Cellvibrio japonicus (strain Ueda107) GN=agaA PE=1 SV=141.40 0.00

TRINITY_DN39031_c1_g8sp|Q9SH30|HMA5_ARATHHMA5 Probable copper-transporting ATPase HMA5 OS=Arabidopsis thaliana GN=HMA5 PE=1 SV=241.40 0.00

TRINITY_DN39102_c1_g1sp|Q8W4K1|TYW23_ARATHAt4g04670tRNA wybutosine-synthesizing protein 2/3/4 OS=Arabidopsis thaliana GN=At4g04670 PE=2 SV=141.40 0.00

TRINITY_DN39536_c1_g2sp|Q9JM98|WRP73_MOUSEWrap73 WD repeat-containing protein WRAP73 OS=Mus musculus GN=Wrap73 PE=1 SV=241.40 0.00

TRINITY_DN39814_c0_g1sp|Q9Z2V5|HDAC6_MOUSEHdac6 Histone deacetylase 6 OS=Mus musculus GN=Hdac6 PE=1 SV=341.40 0.00

TRINITY_DN40119_c0_g1sp|Q90X38|GPKOW_DANREgpkow G patch domain and KOW motifs-containing protein OS=Danio rerio GN=gpkow PE=2 SV=241.40 0.00

TRINITY_DN40682_c2_g3sp|Q9UNA3|A4GCT_HUMANA4GNT Alpha-1,4-N-acetylglucosaminyltransferase OS=Homo sapiens GN=A4GNT PE=2 SV=141.40 0.00

TRINITY_DN41553_c0_g2sp|Q7TQ07|DPOLN_MOUSEPoln DNA polymerase nu OS=Mus musculus GN=Poln PE=2 SV=241.40 0.00

TRINITY_DN42048_c0_g2sp|P23965|ECI1_RATEci1 Enoyl-CoA delta isomerase 1, mitochondrial OS=Rattus norvegicus GN=Eci1 PE=1 SV=141.40 0.00

TRINITY_DN42506_c0_g5sp|Q6NXM2|RCBT1_MOUSERcbtb1 RCC1 and BTB domain-containing protein 1 OS=Mus musculus GN=Rcbtb1 PE=2 SV=141.40 0.00

TRINITY_DN42831_c0_g7sp|Q9M209|CER7_ARATHRRP45B Exosome complex component RRP45B OS=Arabidopsis thaliana GN=RRP45B PE=2 SV=141.40 0.00

TRINITY_DN43221_c0_g1sp|Q55EJ3|NAT10_DICDInat10 RNA cytidine acetyltransferase OS=Dictyostelium discoideum GN=nat10 PE=3 SV=141.40 0.00

TRINITY_DN43571_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.40 0.00



TRINITY_DN4379_c0_g1sp|P12810|HS16A_WHEAThsp16.9A16.9 kDa class I heat shock protein 1 OS=Triticum aestivum GN=hsp16.9A PE=2 SV=141.40 0.00

TRINITY_DN43925_c2_g2sp|O67178|Y1088_AQUAEaq_1088 Uncharacterized protein aq_1088 OS=Aquifex aeolicus (strain VF5) GN=aq_1088 PE=3 SV=141.40 0.00

TRINITY_DN44087_c0_g1sp|A5DEZ6|FMP52_PICGUFMP52 Protein FMP52, mitochondrial OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=FMP52 PE=3 SV=241.40 0.00

TRINITY_DN44223_c0_g5sp|Q9UPT9|UBP22_HUMANUSP22 Ubiquitin carboxyl-terminal hydrolase 22 OS=Homo sapiens GN=USP22 PE=1 SV=241.40 0.00

TRINITY_DN44336_c0_g4sp|B5DE69|CHD8_XENTRchd8 Chromodomain-helicase-DNA-binding protein 8 OS=Xenopus tropicalis GN=chd8 PE=2 SV=241.40 0.00

TRINITY_DN44996_c0_g4sp|Q9SYI2|AB3B_ARATHABCB3 ABC transporter B family member 3 OS=Arabidopsis thaliana GN=ABCB3 PE=3 SV=141.40 0.00

TRINITY_DN45117_c0_g2sp|Q554P0|BZPJ_DICDIbzpJ Probable basic-leucine zipper transcription factor J OS=Dictyostelium discoideum GN=bzpJ PE=3 SV=141.40 0.00

TRINITY_DN45297_c0_g6sp|Q54CY9|MYLKD_DICDIDDB_G0292624Probable myosin light chain kinase DDB_G0292624 OS=Dictyostelium discoideum GN=DDB_G0292624 PE=3 SV=141.40 0.00

TRINITY_DN45413_c0_g5sp|Q9Y711|AOX_AJECAAOX1 Alternative oxidase, mitochondrial OS=Ajellomyces capsulatus GN=AOX1 PE=2 SV=141.40 0.00

TRINITY_DN45663_c1_g3sp|P0C872|JMJD7_MOUSEJmjd7 JmjC domain-containing protein 7 OS=Mus musculus GN=Jmjd7 PE=1 SV=141.40 0.00

TRINITY_DN45711_c0_g2sp|Q54RZ2|YIPF6_DICDIyipf6 Protein YIPF6 homolog OS=Dictyostelium discoideum GN=yipf6 PE=3 SV=241.40 0.00

TRINITY_DN46460_c0_g2sp|O74935|ACOX2_YARLIPOX2 Acyl-coenzyme A oxidase 2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=POX2 PE=1 SV=141.40 0.00

TRINITY_DN46626_c0_g2sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=141.40 0.00

TRINITY_DN47473_c0_g2sp|Q93VQ0|VCL1_ARATHVCL1 Protein VACUOLELESS1 OS=Arabidopsis thaliana GN=VCL1 PE=1 SV=141.40 0.00

TRINITY_DN48006_c0_g1sp|Q9CR50|ZN363_MOUSERchy1 RING finger and CHY zinc finger domain-containing protein 1 OS=Mus musculus GN=Rchy1 PE=1 SV=141.40 0.00

TRINITY_DN48120_c0_g1sp|P36110|PRY2_YEASTPRY2 Protein PRY2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY2 PE=1 SV=141.40 0.00

TRINITY_DN48442_c0_g2sp|P28237|BADH_BETVU- Betaine aldehyde dehydrogenase, chloroplastic OS=Beta vulgaris PE=2 SV=141.40 0.00

TRINITY_DN48724_c0_g1sp|Q9ZVN2|Y1457_ARATHAt1g54570Acyltransferase-like protein At1g54570, chloroplastic OS=Arabidopsis thaliana GN=At1g54570 PE=2 SV=141.40 0.00

TRINITY_DN48807_c0_g3sp|P0CH36|ADHC1_MYCS2adhc1 NADP-dependent alcohol dehydrogenase C 1 OS=Mycobacterium smegmatis (strain ATCC 700084 / mc(2)155) GN=adhc1 PE=1 SV=141.40 0.00

TRINITY_DN49129_c1_g1sp|P0ADT7|YGIC_ECO57ygiC Putative acid--amine ligase YgiC OS=Escherichia coli O157:H7 GN=ygiC PE=3 SV=141.40 0.00

TRINITY_DN49998_c0_g9sp|P10301|RRAS_HUMANRRAS Ras-related protein R-Ras OS=Homo sapiens GN=RRAS PE=1 SV=141.40 0.00

TRINITY_DN51161_c0_g1sp|A8JID5|CF157_CHLRECFAP157 Cilia- and flagella-associated protein 157 OS=Chlamydomonas reinhardtii GN=CFAP157 PE=1 SV=141.40 0.00

TRINITY_DN51432_c0_g1sp|Q6ZY51|PWD_ARATHGWD3 Phosphoglucan, water dikinase, chloroplastic OS=Arabidopsis thaliana GN=GWD3 PE=1 SV=141.40 0.00

TRINITY_DN52548_c1_g3sp|P29449|TRXH1_TOBAC- Thioredoxin H-type 1 OS=Nicotiana tabacum PE=2 SV=141.40 0.00

TRINITY_DN52551_c2_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.40 0.00

TRINITY_DN5576_c0_g1sp|Q3MHP2|RB11B_BOVINRAB11B Ras-related protein Rab-11B OS=Bos taurus GN=RAB11B PE=2 SV=341.40 0.00

TRINITY_DN14253_c0_g2sp|Q62941|ZNT2_RATSlc30a2 Zinc transporter 2 OS=Rattus norvegicus GN=Slc30a2 PE=2 SV=141.30 0.00

TRINITY_DN30208_c0_g2sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=341.30 0.00

TRINITY_DN32042_c0_g1sp|Q7Z3D6|CN159_HUMANC14orf159UPF0317 protein C14orf159, mitochondrial OS=Homo sapiens GN=C14orf159 PE=1 SV=241.30 0.00

TRINITY_DN32713_c0_g3sp|P29363|THRC_PSEAEthrC Threonine synthase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=thrC PE=3 SV=341.30 0.00

TRINITY_DN33319_c0_g1sp|Q91195|CYT_ONCMY- Cystatin OS=Oncorhynchus mykiss PE=2 SV=141.30 0.00

TRINITY_DN33988_c0_g1sp|P34121|COAA_DICDIcoaA Coactosin OS=Dictyostelium discoideum GN=coaA PE=1 SV=141.30 0.00

TRINITY_DN34313_c0_g10sp|O70228|ATP9A_MOUSEAtp9a Probable phospholipid-transporting ATPase IIA OS=Mus musculus GN=Atp9a PE=1 SV=341.30 0.00

TRINITY_DN34914_c0_g8sp|Q869L3|MDN1_DICDImdn1 Midasin OS=Dictyostelium discoideum GN=mdn1 PE=3 SV=241.30 0.00

TRINITY_DN35172_c0_g1sp|Q9M884|MPI1_ARATHPMI1 Mannose-6-phosphate isomerase 1 OS=Arabidopsis thaliana GN=PMI1 PE=1 SV=141.30 0.00

TRINITY_DN35454_c0_g6sp|P54677|PI4K_DICDIpikD Phosphatidylinositol 4-kinase OS=Dictyostelium discoideum GN=pikD PE=3 SV=341.30 0.00

TRINITY_DN35591_c1_g8sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=141.30 0.00

TRINITY_DN35748_c0_g2sp|Q4V7R2|PIGB_XENLApigb GPI mannosyltransferase 3 OS=Xenopus laevis GN=pigb PE=2 SV=141.30 0.00

TRINITY_DN35933_c0_g2sp|P01040|CYTA_HUMANCSTA Cystatin-A OS=Homo sapiens GN=CSTA PE=1 SV=141.30 0.00

TRINITY_DN36097_c0_g6sp|A2RVM0|TIC32_ARATHTIC32 Short-chain dehydrogenase TIC 32, chloroplastic OS=Arabidopsis thaliana GN=TIC32 PE=2 SV=141.30 0.00

TRINITY_DN37431_c1_g3sp|P93231|VPS41_SOLLCVPS41 Vacuolar protein sorting-associated protein 41 homolog OS=Solanum lycopersicum GN=VPS41 PE=2 SV=141.30 0.00

TRINITY_DN38834_c0_g8sp|Q9SA27|RH36_ARATHRH36 DEAD-box ATP-dependent RNA helicase 36 OS=Arabidopsis thaliana GN=RH36 PE=2 SV=141.30 0.00

TRINITY_DN39117_c0_g4sp|P30682|GNAI_LYMST- Guanine nucleotide-binding protein G(i) subunit alpha OS=Lymnaea stagnalis PE=2 SV=341.30 0.00

TRINITY_DN39260_c0_g2sp|P54654|CAP_DICDIcap Adenylyl cyclase-associated protein OS=Dictyostelium discoideum GN=cap PE=1 SV=141.30 0.00

TRINITY_DN39528_c0_g1sp|Q949J1|IPYR2_CHLREppa2 Soluble inorganic pyrophosphatase 2 OS=Chlamydomonas reinhardtii GN=ppa2 PE=1 SV=141.30 0.00

TRINITY_DN39535_c0_g4sp|Q8BT60|CPNE3_MOUSECpne3 Copine-3 OS=Mus musculus GN=Cpne3 PE=1 SV=241.30 0.00

TRINITY_DN40424_c0_g2sp|P36361|CHI5_PHAVU- Endochitinase CH5B OS=Phaseolus vulgaris PE=3 SV=141.30 0.00

TRINITY_DN40438_c0_g1sp|Q8W4R8|P4KG6_ARATHPI4KG6 Phosphatidylinositol 4-kinase gamma 6 OS=Arabidopsis thaliana GN=PI4KG6 PE=2 SV=141.30 0.00

TRINITY_DN40603_c0_g4sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.30 0.00

TRINITY_DN40716_c0_g5sp|Q8R344|CCD12_MOUSECcdc12 Coiled-coil domain-containing protein 12 OS=Mus musculus GN=Ccdc12 PE=1 SV=241.30 0.00

TRINITY_DN40907_c0_g2sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=241.30 0.00

TRINITY_DN41560_c0_g3sp|Q8VC52|RBPS2_MOUSERbpms2 RNA-binding protein with multiple splicing 2 OS=Mus musculus GN=Rbpms2 PE=1 SV=141.30 0.00

TRINITY_DN41682_c1_g1sp|B6TVL4|CAS_MAIZE- Calcium sensing receptor, chloroplastic OS=Zea mays PE=1 SV=141.30 0.00

TRINITY_DN41893_c1_g3sp|Q2RIW8|METX_MOOTAmetX Homoserine O-acetyltransferase OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=metX PE=3 SV=141.30 0.00

TRINITY_DN41974_c1_g2sp|Q54KH0|Y7435_DICDIDDB_G0287347Uncharacterized protein DDB_G0287347 OS=Dictyostelium discoideum GN=DDB_G0287347 PE=3 SV=241.30 0.00

TRINITY_DN42358_c1_g2sp|Q9ZQ81|PPA9_ARATHPAP9 Probable inactive purple acid phosphatase 9 OS=Arabidopsis thaliana GN=PAP9 PE=2 SV=141.30 0.00



TRINITY_DN42738_c0_g5sp|Q5Z922|S40A1_ORYSJOs06g0560000Solute carrier family 40 member 1 OS=Oryza sativa subsp. japonica GN=Os06g0560000 PE=2 SV=141.30 0.00

TRINITY_DN42777_c1_g1sp|Q8L799|MIOX1_ARATHMIOX1 Inositol oxygenase 1 OS=Arabidopsis thaliana GN=MIOX1 PE=2 SV=141.30 0.00

TRINITY_DN42881_c0_g1sp|Q9DG67|RA54B_CHICKRAD54B DNA repair and recombination protein RAD54B OS=Gallus gallus GN=RAD54B PE=2 SV=141.30 0.00

TRINITY_DN42908_c0_g5sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=341.30 0.00

TRINITY_DN44015_c1_g3sp|P41363|ELYA_BACHDBH0855 Thermostable alkaline protease OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=BH0855 PE=1 SV=241.30 0.00

TRINITY_DN44294_c1_g3sp|Q96328|SAC8_ARATHSAC8 Phosphoinositide phosphatase SAC8 OS=Arabidopsis thaliana GN=SAC8 PE=2 SV=141.30 0.00

TRINITY_DN45774_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.30 0.00

TRINITY_DN46151_c0_g4sp|Q54KN2|GEMI2_DICDIgemin2 Gem-associated protein 2 OS=Dictyostelium discoideum GN=gemin2 PE=3 SV=141.30 0.00

TRINITY_DN46714_c0_g2sp|Q9EQH3|VPS35_MOUSEVps35 Vacuolar protein sorting-associated protein 35 OS=Mus musculus GN=Vps35 PE=1 SV=141.30 0.00

TRINITY_DN47269_c0_g1sp|Q55BN8|NEK2_DICDInek2 Probable serine/threonine-protein kinase nek2 OS=Dictyostelium discoideum GN=nek2 PE=1 SV=141.30 0.00

TRINITY_DN48433_c0_g2sp|F4IRR2|SAD2_ARATHSAD2 Importin beta-like SAD2 OS=Arabidopsis thaliana GN=SAD2 PE=1 SV=141.30 0.00

TRINITY_DN48644_c1_g2sp|Q944H2|AB12I_ARATHABCI12 Protein ABCI12, chloroplastic OS=Arabidopsis thaliana GN=ABCI12 PE=1 SV=141.30 0.00

TRINITY_DN48708_c0_g1sp|Q8LAN3|P4H4_ARATHP4H4 Probable prolyl 4-hydroxylase 4 OS=Arabidopsis thaliana GN=P4H4 PE=2 SV=141.30 0.00

TRINITY_DN49024_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.30 0.00

TRINITY_DN49101_c0_g7sp|Q652B0|HFB2C_ORYSJHSFB2C Heat stress transcription factor B-2c OS=Oryza sativa subsp. japonica GN=HSFB2C PE=2 SV=141.30 0.00

TRINITY_DN49318_c0_g11sp|P23796|RIT1_YEASTRIT1 tRNA A64-2'-O-ribosylphosphate transferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RIT1 PE=1 SV=341.30 0.00

TRINITY_DN49522_c2_g2sp|P48208|DNAJ_HAEDUdnaJ Chaperone protein DnaJ OS=Haemophilus ducreyi (strain 35000HP / ATCC 700724) GN=dnaJ PE=3 SV=141.30 0.00

TRINITY_DN49627_c0_g2sp|Q9ZNW0|MOCS3_ARATHMOCS3 Adenylyltransferase and sulfurtransferase MOCS3 OS=Arabidopsis thaliana GN=MOCS3 PE=2 SV=141.30 0.00

TRINITY_DN49658_c0_g2sp|A6QP05|DHR12_BOVINDHRS12 Dehydrogenase/reductase SDR family member 12 OS=Bos taurus GN=DHRS12 PE=2 SV=141.30 0.00

TRINITY_DN50759_c1_g3sp|Q941R4|GONS1_ARATHGONST1 GDP-mannose transporter GONST1 OS=Arabidopsis thaliana GN=GONST1 PE=1 SV=241.30 0.00

TRINITY_DN51222_c0_g2sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=141.30 0.00

TRINITY_DN51291_c0_g1sp|Q9HCG7|GBA2_HUMANGBA2 Non-lysosomal glucosylceramidase OS=Homo sapiens GN=GBA2 PE=1 SV=241.30 0.00

TRINITY_DN51571_c0_g3sp|P46014|P2C70_ARATHKAPP Protein phosphatase 2C 70 OS=Arabidopsis thaliana GN=KAPP PE=1 SV=241.30 0.00

TRINITY_DN51572_c1_g2sp|P0CQ27|ATP23_CRYNBATP23 Mitochondrial inner membrane protease ATP23 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=ATP23 PE=3 SV=141.30 0.00

TRINITY_DN51735_c1_g1sp|F4ICF4|RBL10_ARATHRBL10 RHOMBOID-like protein 10, chloroplastic OS=Arabidopsis thaliana GN=RBL10 PE=2 SV=141.30 0.00

TRINITY_DN5400_c0_g3sp|O46043|PARG_DROMEParg Poly(ADP-ribose) glycohydrolase OS=Drosophila melanogaster GN=Parg PE=1 SV=341.30 0.00

TRINITY_DN12609_c0_g1sp|Q8CG09|MRP1_RATAbcc1 Multidrug resistance-associated protein 1 OS=Rattus norvegicus GN=Abcc1 PE=1 SV=241.20 0.00

TRINITY_DN23460_c0_g1sp|Q9SCN2|C71BU_ARATHCYP71B31Cytochrome P450 71B31 OS=Arabidopsis thaliana GN=CYP71B31 PE=2 SV=141.20 0.00

TRINITY_DN31345_c0_g1sp|Q2TBR6|PFD4_BOVINPFDN4 Prefoldin subunit 4 OS=Bos taurus GN=PFDN4 PE=2 SV=141.20 0.00

TRINITY_DN33167_c0_g1sp|O31633|YJCK_BACSUyjcK Putative ribosomal-protein-alanine acetyltransferase OS=Bacillus subtilis (strain 168) GN=yjcK PE=3 SV=141.20 0.00

TRINITY_DN34290_c0_g1sp|Q9Y248|PSF2_HUMANGINS2 DNA replication complex GINS protein PSF2 OS=Homo sapiens GN=GINS2 PE=1 SV=141.20 0.00

TRINITY_DN35335_c0_g14sp|Q9QYZ3|SMK2B_MOUSESmok2b Sperm motility kinase 2B OS=Mus musculus GN=Smok2b PE=2 SV=141.20 0.00

TRINITY_DN35469_c0_g10sp|Q9LK90|ALA8_ARATHALA8 Probable phospholipid-transporting ATPase 8 OS=Arabidopsis thaliana GN=ALA8 PE=3 SV=141.20 0.00

TRINITY_DN35827_c0_g1sp|Q9LPG6|RHM2_ARATHRHM2 Trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase RHM2 OS=Arabidopsis thaliana GN=RHM2 PE=1 SV=141.20 0.00

TRINITY_DN36020_c0_g2sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=241.20 0.00

TRINITY_DN36048_c0_g2sp|Q5XM24|APRA_DICDIaprA Autocrine proliferation repressor protein A OS=Dictyostelium discoideum GN=aprA PE=1 SV=141.20 0.00

TRINITY_DN36488_c0_g1sp|Q9ZVT9|C2GR1_ARATHAt1g03370C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana GN=At1g03370 PE=2 SV=441.20 0.00

TRINITY_DN36495_c0_g1sp|P9WLM0|Y2030_MYCTOMT2089 Uncharacterized protein MT2089 OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=MT2089 PE=2 SV=141.20 0.00

TRINITY_DN36901_c0_g1sp|Q5ZKP7|S2536_CHICKSLC25A36Solute carrier family 25 member 36 OS=Gallus gallus GN=SLC25A36 PE=2 SV=141.20 0.00

TRINITY_DN37104_c1_g2sp|Q54JS5|WDR24_DICDIwdr24 WD repeat-containing protein 24 homolog OS=Dictyostelium discoideum GN=wdr24 PE=3 SV=141.20 0.00

TRINITY_DN37429_c0_g4sp|Q9ZTP3|EIN4_ARATHEIN4 Protein EIN4 OS=Arabidopsis thaliana GN=EIN4 PE=1 SV=141.20 0.00

TRINITY_DN37548_c0_g1sp|Q9CZP5|BCS1_MOUSEBcs1l Mitochondrial chaperone BCS1 OS=Mus musculus GN=Bcs1l PE=1 SV=141.20 0.00

TRINITY_DN38045_c1_g6sp|Q84WJ2|PRI2_ARATHAt1g67320Probable DNA primase large subunit OS=Arabidopsis thaliana GN=At1g67320 PE=2 SV=241.20 0.00

TRINITY_DN38078_c0_g1sp|Q5A4E2|DED1_CANALDED1 ATP-dependent RNA helicase DED1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=DED1 PE=3 SV=141.20 0.00

TRINITY_DN38078_c0_g3sp|D0PV95|DDX3_CAEELlaf-1 ATP-dependent RNA helicase laf-1 OS=Caenorhabditis elegans GN=laf-1 PE=1 SV=141.20 0.00

TRINITY_DN38650_c0_g2sp|Q9VJ33|NEDD8_DROMENedd8 NEDD8 OS=Drosophila melanogaster GN=Nedd8 PE=1 SV=141.20 0.00

TRINITY_DN38767_c0_g2sp|Q6DCT2|CJ076_XENLA- UPF0668 protein C10orf76 homolog OS=Xenopus laevis PE=2 SV=241.20 0.00

TRINITY_DN39042_c0_g1sp|O94520|YQ13_SCHPOSPCC1281.03cER membrane protein complex subunit 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1281.03c PE=3 SV=141.20 0.00

TRINITY_DN39292_c0_g4sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=141.20 0.00

TRINITY_DN39400_c1_g2sp|Q6GKX5|FOLB3_ARATHFOLB3 Probable dihydroneopterin aldolase 3 OS=Arabidopsis thaliana GN=FOLB3 PE=2 SV=141.20 0.00

TRINITY_DN39814_c0_g10sp|Q8K4F6|NSUN5_MOUSENsun5 Probable 28S rRNA (cytosine-C(5))-methyltransferase OS=Mus musculus GN=Nsun5 PE=2 SV=241.20 0.00

TRINITY_DN40226_c0_g1sp|Q6PGP7|TTC37_HUMANTTC37 Tetratricopeptide repeat protein 37 OS=Homo sapiens GN=TTC37 PE=1 SV=141.20 0.00

TRINITY_DN40635_c0_g2sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=141.20 0.00

TRINITY_DN40982_c2_g3sp|P18156|GLPF_BACSUglpF Glycerol uptake facilitator protein OS=Bacillus subtilis (strain 168) GN=glpF PE=2 SV=241.20 0.00

TRINITY_DN41705_c0_g4sp|A2APX8|SCN1A_MOUSEScn1a Sodium channel protein type 1 subunit alpha OS=Mus musculus GN=Scn1a PE=1 SV=141.20 0.00

TRINITY_DN41858_c0_g1sp|Q6NUB2|CW15A_XENLAcwc15-a Protein CWC15 homolog A OS=Xenopus laevis GN=cwc15-a PE=2 SV=141.20 0.00



TRINITY_DN42048_c0_g3sp|Q58421|PSTS_METJApstS Phosphate-binding protein PstS OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=pstS PE=3 SV=141.20 0.00

TRINITY_DN43126_c1_g3sp|Q94KJ7|VPS33_ARATHVPS33 Vacuolar protein-sorting-associated protein 33 homolog OS=Arabidopsis thaliana GN=VPS33 PE=1 SV=141.20 0.00

TRINITY_DN43259_c0_g10sp|O75592|MYCB2_HUMANMYCBP2 E3 ubiquitin-protein ligase MYCBP2 OS=Homo sapiens GN=MYCBP2 PE=1 SV=341.20 0.00

TRINITY_DN43330_c0_g5sp|Q9D3U0|PUS10_MOUSEPus10 Putative tRNA pseudouridine synthase Pus10 OS=Mus musculus GN=Pus10 PE=1 SV=141.20 0.00

TRINITY_DN43432_c0_g8sp|Q40191|RB11A_LOTJARAB11A Ras-related protein Rab11A OS=Lotus japonicus GN=RAB11A PE=2 SV=141.20 0.00

TRINITY_DN43632_c0_g5sp|Q96DT5|DYH11_HUMANDNAH11 Dynein heavy chain 11, axonemal OS=Homo sapiens GN=DNAH11 PE=1 SV=441.20 0.00

TRINITY_DN43825_c1_g5sp|O35454|CLCN6_MOUSEClcn6 Chloride transport protein 6 OS=Mus musculus GN=Clcn6 PE=1 SV=141.20 0.00

TRINITY_DN43880_c0_g3sp|Q9FPT5|UBP1_ARATHUBP1 Ubiquitin carboxyl-terminal hydrolase 1 OS=Arabidopsis thaliana GN=UBP1 PE=1 SV=241.20 0.00

TRINITY_DN44296_c0_g7sp|Q48MT7|RNLS_PSE14PSPPH_1014Renalase OS=Pseudomonas savastanoi pv. phaseolicola (strain 1448A / Race 6) GN=PSPPH_1014 PE=1 SV=141.20 0.00

TRINITY_DN45025_c0_g2sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=141.20 0.00

TRINITY_DN45398_c1_g2sp|Q9FN05|PSL5_ARATHPSL5 Probable glucan 1,3-alpha-glucosidase OS=Arabidopsis thaliana GN=PSL5 PE=1 SV=141.20 0.00

TRINITY_DN45898_c1_g1sp|Q9FY51|HPAT3_ARATHHPAT3 Hydroxyproline O-arabinosyltransferase 3 OS=Arabidopsis thaliana GN=HPAT3 PE=1 SV=141.20 0.00

TRINITY_DN4606_c0_g1sp|P81748|MIFH_TRITR- Macrophage migration inhibitory factor homolog OS=Trichuris trichiura PE=1 SV=241.20 0.00

TRINITY_DN46157_c0_g3sp|Q67Z52|TBCB_ARATHTFCB Tubulin-folding cofactor B OS=Arabidopsis thaliana GN=TFCB PE=1 SV=141.20 0.00

TRINITY_DN47149_c0_g2sp|P04907|GSTF3_MAIZEGST3 Glutathione S-transferase 3 OS=Zea mays GN=GST3 PE=1 SV=441.20 0.00

TRINITY_DN47748_c0_g4sp|P92520|M820_ARATHAtMg00820Uncharacterized mitochondrial protein AtMg00820 OS=Arabidopsis thaliana GN=AtMg00820 PE=4 SV=141.20 0.00

TRINITY_DN48259_c0_g1sp|Q9EQV6|TPP1_RATTpp1 Tripeptidyl-peptidase 1 OS=Rattus norvegicus GN=Tpp1 PE=1 SV=141.20 0.00

TRINITY_DN48913_c0_g2sp|P37064|ASO_CUCPM- L-ascorbate oxidase OS=Cucurbita pepo var. melopepo PE=1 SV=141.20 0.00

TRINITY_DN49079_c1_g8sp|Q12469|SKM1_YEASTSKM1 Serine/threonine-protein kinase SKM1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SKM1 PE=1 SV=141.20 0.00

TRINITY_DN49371_c0_g2sp|Q8VC52|RBPS2_MOUSERbpms2 RNA-binding protein with multiple splicing 2 OS=Mus musculus GN=Rbpms2 PE=1 SV=141.20 0.00

TRINITY_DN49546_c1_g1sp|Q9SIF2|HS905_ARATHHSP90-5 Heat shock protein 90-5, chloroplastic OS=Arabidopsis thaliana GN=HSP90-5 PE=1 SV=141.20 0.00

TRINITY_DN49554_c0_g2sp|Q67UX7|P2C10_ORYSJOs02g0149800Probable protein phosphatase 2C 10 OS=Oryza sativa subsp. japonica GN=Os02g0149800 PE=2 SV=141.20 0.00

TRINITY_DN49609_c0_g3sp|Q6BU97|PTPA2_DEBHARRD2 Serine/threonine-protein phosphatase 2A activator 2 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=RRD2 PE=3 SV=241.20 0.00

TRINITY_DN49618_c0_g5sp|A2A5R2|BIG2_MOUSEArfgef2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Mus musculus GN=Arfgef2 PE=1 SV=141.20 0.00

TRINITY_DN49758_c0_g3sp|Q9FZB1|Y5188_ARATHAt1g51880Probable LRR receptor-like serine/threonine-protein kinase At1g51880 OS=Arabidopsis thaliana GN=At1g51880 PE=2 SV=141.20 0.00

TRINITY_DN49847_c0_g1sp|Q54NA3|ATG9_DICDIatg9 Autophagy-related protein 9 OS=Dictyostelium discoideum GN=atg9 PE=2 SV=141.20 0.00

TRINITY_DN50301_c0_g2sp|P61209|ARF1_DROMEArf79F ADP-ribosylation factor 1 OS=Drosophila melanogaster GN=Arf79F PE=2 SV=241.20 0.00

TRINITY_DN50318_c2_g6sp|Q9TTJ6|RGN_RABITRGN Regucalcin OS=Oryctolagus cuniculus GN=RGN PE=2 SV=141.20 0.00

TRINITY_DN50344_c1_g1sp|P0AEC7|BARA_ECO57barA Signal transduction histidine-protein kinase BarA OS=Escherichia coli O157:H7 GN=barA PE=3 SV=141.20 0.00

TRINITY_DN51021_c0_g1sp|Q8N163|CCAR2_HUMANCCAR2 Cell cycle and apoptosis regulator protein 2 OS=Homo sapiens GN=CCAR2 PE=1 SV=241.20 0.00

TRINITY_DN51056_c0_g1sp|O22609|DEGP1_ARATHDEGP1 Protease Do-like 1, chloroplastic OS=Arabidopsis thaliana GN=DEGP1 PE=1 SV=241.20 0.00

TRINITY_DN14423_c0_g1sp|Q6R8G2|PHO18_ARATHPHO1-H8 Phosphate transporter PHO1 homolog 8 OS=Arabidopsis thaliana GN=PHO1-H8 PE=2 SV=141.10 0.00

TRINITY_DN17092_c0_g1sp|Q9LPC5|BIG3_ARATHBIG3 Brefeldin A-inhibited guanine nucleotide-exchange protein 3 OS=Arabidopsis thaliana GN=BIG3 PE=1 SV=141.10 0.00

TRINITY_DN24985_c0_g1sp|Q1ZXF1|ECHM_DICDIechs1 Probable enoyl-CoA hydratase, mitochondrial OS=Dictyostelium discoideum GN=echs1 PE=3 SV=141.10 0.00

TRINITY_DN29148_c0_g1sp|Q7XJ96|GAS8_CHLREGAS8 Growth arrest-specific protein 8 homolog OS=Chlamydomonas reinhardtii GN=GAS8 PE=1 SV=141.10 0.00

TRINITY_DN32010_c0_g3sp|Q8GYH8|SUT42_ARATHSULTR4;2Probable sulfate transporter 4.2 OS=Arabidopsis thaliana GN=SULTR4;2 PE=2 SV=241.10 0.00

TRINITY_DN32442_c0_g1sp|P12688|YPK1_YEASTYPK1 Serine/threonine-protein kinase YPK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK1 PE=1 SV=241.10 0.00

TRINITY_DN32445_c0_g4sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=141.10 0.00

TRINITY_DN33806_c0_g1sp|Q9FE78|IF2A_ARATHEIF2A Eukaryotic translation initiation factor 2 subunit alpha OS=Arabidopsis thaliana GN=EIF2A PE=1 SV=141.10 0.00

TRINITY_DN34025_c0_g1sp|Q01890|YPT1_PHYINYPT1 Ras-like GTP-binding protein YPT1 OS=Phytophthora infestans GN=YPT1 PE=3 SV=141.10 0.00

TRINITY_DN34801_c1_g1sp|Q72I01|EFG_THET2fusA Elongation factor G OS=Thermus thermophilus (strain HB27 / ATCC BAA-163 / DSM 7039) GN=fusA PE=1 SV=141.10 0.00

TRINITY_DN34872_c0_g7sp|O64644|SAP18_ARATHAt2g45640Histone deacetylase complex subunit SAP18 OS=Arabidopsis thaliana GN=At2g45640 PE=1 SV=141.10 0.00

TRINITY_DN35245_c0_g2sp|O14072|ATC4_SCHPOcta4 Manganese-transporting ATPase 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cta4 PE=3 SV=141.10 0.00

TRINITY_DN35425_c0_g4sp|Q8R4V2|DUS15_MOUSEDusp15 Dual specificity protein phosphatase 15 OS=Mus musculus GN=Dusp15 PE=2 SV=341.10 0.00

TRINITY_DN36140_c1_g6sp|Q9NA13|IPLA_DICDIiplA Inositol 1,4,5-trisphosphate receptor-like protein A OS=Dictyostelium discoideum GN=iplA PE=2 SV=141.10 0.00

TRINITY_DN36960_c0_g4sp|Q9M895|FTSI3_ARATHFTSHI3 Probable inactive ATP-dependent zinc metalloprotease FTSHI 3, chloroplastic OS=Arabidopsis thaliana GN=FTSHI3 PE=1 SV=141.10 0.00

TRINITY_DN37638_c0_g1sp|Q9FNE9|ATXR6_ARATHATXR6 Histone-lysine N-methyltransferase ATXR6 OS=Arabidopsis thaliana GN=ATXR6 PE=1 SV=141.10 0.00

TRINITY_DN37756_c2_g1sp|O78428|YCF27_GUITHycf27 Probable transcriptional regulator ycf27 OS=Guillardia theta GN=ycf27 PE=3 SV=141.10 0.00

TRINITY_DN37975_c0_g6sp|C7EXK4|AT8A2_BOVINATP8A2 Phospholipid-transporting ATPase IB OS=Bos taurus GN=ATP8A2 PE=1 SV=441.10 0.00

TRINITY_DN38454_c0_g1sp|Q9STL4|CEP2_ARATHCEP2 KDEL-tailed cysteine endopeptidase CEP2 OS=Arabidopsis thaliana GN=CEP2 PE=1 SV=141.10 0.00

TRINITY_DN38462_c0_g2sp|Q54KX0|GTAN_DICDIgtaN GATA zinc finger domain-containing protein 14 OS=Dictyostelium discoideum GN=gtaN PE=3 SV=141.10 0.00

TRINITY_DN38939_c0_g2sp|P32835|GSP1_YEASTGSP1 GTP-binding nuclear protein GSP1/CNR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GSP1 PE=1 SV=141.10 0.00

TRINITY_DN39506_c0_g5sp|Q4IN52|SDHF3_GIBZEFGRRES_01356Succinate dehydrogenase assembly factor 3, mitochondrial OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=FGRRES_01356 PE=3 SV=141.10 0.00

TRINITY_DN39592_c0_g2sp|Q95107|WASL_BOVINWASL Neural Wiskott-Aldrich syndrome protein OS=Bos taurus GN=WASL PE=1 SV=141.10 0.00

TRINITY_DN42371_c0_g9sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=141.10 0.00

TRINITY_DN42774_c1_g2sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=241.10 0.00



TRINITY_DN42967_c0_g4sp|Q7Y214|GTE7_ARATHGTE7 Transcription factor GTE7 OS=Arabidopsis thaliana GN=GTE7 PE=2 SV=141.10 0.00

TRINITY_DN43030_c0_g4sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.10 0.00

TRINITY_DN43283_c1_g2sp|Q9WYX8|Y508_THEMATM_0508 Uncharacterized protein TM_0508 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0508 PE=3 SV=141.10 0.00

TRINITY_DN43984_c0_g5sp|A6QLH5|ERI3_BOVINERI3 ERI1 exoribonuclease 3 OS=Bos taurus GN=ERI3 PE=2 SV=141.10 0.00

TRINITY_DN44066_c0_g4sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=141.10 0.00

TRINITY_DN44112_c1_g2sp|Q9FN02|PPP7_ARATHPP7 Serine/threonine-protein phosphatase 7 OS=Arabidopsis thaliana GN=PP7 PE=1 SV=141.10 0.00

TRINITY_DN44208_c1_g1sp|Q8RE31|KAD_FUSNNadk Adenylate kinase OS=Fusobacterium nucleatum subsp. nucleatum (strain ATCC 25586 / CIP 101130 / JCM 8532 / LMG 13131) GN=adk PE=3 SV=141.10 0.00

TRINITY_DN44449_c0_g5sp|Q3MHP0|RBM40_BOVINRNPC3 RNA-binding protein 40 OS=Bos taurus GN=RNPC3 PE=2 SV=141.10 0.00

TRINITY_DN45172_c0_g1sp|Q8T8P3|ABCD2_DICDIabcD2 ABC transporter D family member 2 OS=Dictyostelium discoideum GN=abcD2 PE=3 SV=141.10 0.00

TRINITY_DN45544_c1_g1sp|P25851|F16P1_ARATHFBP Fructose-1,6-bisphosphatase, chloroplastic OS=Arabidopsis thaliana GN=FBP PE=1 SV=241.10 0.00

TRINITY_DN45687_c1_g2sp|Q86J02|MMGT_DICDImmgt Membrane magnesium transporter homolog OS=Dictyostelium discoideum GN=mmgt PE=3 SV=141.10 0.00

TRINITY_DN45968_c0_g5sp|Q9C6D2|MTK_ARATHMTK Methylthioribose kinase OS=Arabidopsis thaliana GN=MTK PE=1 SV=141.10 0.00

TRINITY_DN46178_c0_g3sp|A0A0R4I9Y1|R213B_DANRErnf213b E3 ubiquitin-protein ligase rnf213-beta OS=Danio rerio GN=rnf213b PE=3 SV=141.10 0.00

TRINITY_DN46360_c0_g2sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=341.10 0

TRINITY_DN47891_c0_g7sp|Q0UJJ7|NST1_PHANONST1 Stress response protein NST1 OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=NST1 PE=3 SV=341.10 0.00

TRINITY_DN47919_c0_g5sp|Q9S7I0|TADA_ARATHTADA tRNA(adenine(34)) deaminase, chloroplastic OS=Arabidopsis thaliana GN=TADA PE=1 SV=141.10 0.00

TRINITY_DN48068_c0_g5sp|Q96PE2|ARHGH_HUMANARHGEF17Rho guanine nucleotide exchange factor 17 OS=Homo sapiens GN=ARHGEF17 PE=1 SV=141.10 0.00

TRINITY_DN48121_c0_g1sp|O04716|MSH6_ARATHMSH6 DNA mismatch repair protein MSH6 OS=Arabidopsis thaliana GN=MSH6 PE=1 SV=241.10 0.00

TRINITY_DN48158_c0_g1sp|P28039|AOAH_HUMANAOAH Acyloxyacyl hydrolase OS=Homo sapiens GN=AOAH PE=1 SV=141.10 0.00

TRINITY_DN48327_c0_g3sp|P38861|NMD3_YEASTNMD3 60S ribosomal export protein NMD3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NMD3 PE=1 SV=341.10 0.00

TRINITY_DN48575_c0_g5sp|A3RF36|AL3A1_CANLFALDH3A1 Aldehyde dehydrogenase, dimeric NADP-preferring OS=Canis lupus familiaris GN=ALDH3A1 PE=2 SV=141.10 0.00

TRINITY_DN48900_c0_g4sp|Q15691|MARE1_HUMANMAPRE1 Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens GN=MAPRE1 PE=1 SV=341.10 0.00

TRINITY_DN49060_c0_g2sp|Q8WTT2|NOC3L_HUMANNOC3L Nucleolar complex protein 3 homolog OS=Homo sapiens GN=NOC3L PE=1 SV=141.10 0.00

TRINITY_DN49260_c0_g4sp|Q5BL50|AT8B1_XENTRatp8b1 Phospholipid-transporting ATPase IC OS=Xenopus tropicalis GN=atp8b1 PE=2 SV=141.10 0.00

TRINITY_DN49458_c0_g1sp|Q9SFU0|SC24A_ARATHAt3g07100Protein transport protein Sec24-like At3g07100 OS=Arabidopsis thaliana GN=At3g07100 PE=2 SV=241.10 0.00

TRINITY_DN49860_c0_g3sp|Q9C5G7|PUX13_ARATHPUX13 Plant UBX domain-containing protein 13 OS=Arabidopsis thaliana GN=PUX13 PE=1 SV=141.10 0.00

TRINITY_DN49883_c0_g6sp|Q54YS0|Y8111_DICDIDDB_G0278111DNA-binding protein DDB_G0278111 OS=Dictyostelium discoideum GN=DDB_G0278111 PE=3 SV=241.10 0.00

TRINITY_DN50351_c0_g4sp|A6R7X5|PAN1_AJECNPAN1 Actin cytoskeleton-regulatory complex protein PAN1 OS=Ajellomyces capsulatus (strain NAm1 / WU24) GN=PAN1 PE=3 SV=141.10 0.00

TRINITY_DN50444_c0_g2sp|Q5C9Z4|NOM1_HUMANNOM1 Nucleolar MIF4G domain-containing protein 1 OS=Homo sapiens GN=NOM1 PE=1 SV=141.10 0.00

TRINITY_DN50473_c0_g5sp|Q8RWB8|UPL6_ARATHUPL6 E3 ubiquitin-protein ligase UPL6 OS=Arabidopsis thaliana GN=UPL6 PE=2 SV=141.10 0.00

TRINITY_DN50574_c1_g1sp|B5XAM2|ICT1_SALSAmrpl58 Peptidyl-tRNA hydrolase ICT1, mitochondrial OS=Salmo salar GN=mrpl58 PE=2 SV=141.10 0.00

TRINITY_DN51410_c2_g1sp|Q9P7B4|YI13_SCHPOSPAC521.03NADP-dependent 3-hydroxy acid dehydrogenase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC521.03 PE=1 SV=141.10 0.00

TRINITY_DN51458_c0_g1sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=141.10 0.00

TRINITY_DN51458_c0_g12sp|Q9FGR9|CEP1_ARATHCEP1 KDEL-tailed cysteine endopeptidase CEP1 OS=Arabidopsis thaliana GN=CEP1 PE=1 SV=141.10 0.00

TRINITY_DN52882_c0_g1sp|Q6Q477|AT2B4_MOUSEAtp2b4 Plasma membrane calcium-transporting ATPase 4 OS=Mus musculus GN=Atp2b4 PE=1 SV=141.10 0.00

TRINITY_DN7240_c0_g1sp|Q9LMT2|PAPS1_ARATHPAPS1 Nuclear poly(A) polymerase 1 OS=Arabidopsis thaliana GN=PAPS1 PE=1 SV=141.10 0.00

TRINITY_DN15298_c0_g2sp|P98192|GNPAT_MOUSEGnpat Dihydroxyacetone phosphate acyltransferase OS=Mus musculus GN=Gnpat PE=1 SV=141.00 0.00

TRINITY_DN15784_c0_g1sp|Q54PE0|PWP2_DICDIpwp2 Periodic tryptophan protein 2 homolog OS=Dictyostelium discoideum GN=pwp2 PE=3 SV=141.00 0.00

TRINITY_DN21596_c0_g1sp|Q7L211|ABHDD_HUMANABHD13 Protein ABHD13 OS=Homo sapiens GN=ABHD13 PE=2 SV=141.00 0.00

TRINITY_DN23542_c0_g1sp|O43012|DCTD_SCHPOSPBC2G2.13cDeoxycytidylate deaminase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC2G2.13c PE=3 SV=241.00 0.00

TRINITY_DN28548_c0_g4sp|Q6ZR08|DYH12_HUMANDNAH12 Dynein heavy chain 12, axonemal OS=Homo sapiens GN=DNAH12 PE=2 SV=241.00 0.00

TRINITY_DN30415_c0_g1sp|Q0VCC1|PQLC1_BOVINPQLC1 PQ-loop repeat-containing protein 1 OS=Bos taurus GN=PQLC1 PE=2 SV=141.00 0.00

TRINITY_DN31653_c0_g4sp|P0CQ23|SPT16_CRYNBSPT16 FACT complex subunit SPT16 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=SPT16 PE=3 SV=141.00 0.00

TRINITY_DN31710_c0_g1sp|A1XDC0|TFP11_DICDIstip-1 Septin and tuftelin-interacting protein 1 homolog OS=Dictyostelium discoideum GN=stip-1 PE=2 SV=141.00 0.00

TRINITY_DN32148_c0_g4sp|Q55FJ2|WDR91_DICDIwdr91 WD repeat-containing protein 91 homolog OS=Dictyostelium discoideum GN=wdr91 PE=3 SV=141.00 0.00

TRINITY_DN32172_c0_g1sp|O95714|HERC2_HUMANHERC2 E3 ubiquitin-protein ligase HERC2 OS=Homo sapiens GN=HERC2 PE=1 SV=241.00 0.00

TRINITY_DN32449_c0_g1sp|Q1RMP0|RPA12_BOVINZNRD1 DNA-directed RNA polymerase I subunit RPA12 OS=Bos taurus GN=ZNRD1 PE=2 SV=141.00 0.00

TRINITY_DN33820_c0_g3sp|B0W377|MOCS3_CULQUCPIJ001621Adenylyltransferase and sulfurtransferase MOCS3 OS=Culex quinquefasciatus GN=CPIJ001621 PE=3 SV=141.00 0.00

TRINITY_DN33943_c0_g4sp|P24155|THOP1_RATThop1 Thimet oligopeptidase OS=Rattus norvegicus GN=Thop1 PE=1 SV=441.00 0.00

TRINITY_DN35195_c0_g1sp|Q9UBX1|CATF_HUMANCTSF Cathepsin F OS=Homo sapiens GN=CTSF PE=1 SV=141.00 0.00

TRINITY_DN35197_c0_g10sp|P16912|KDC2_DROMEPka-C3 Protein kinase DC2 OS=Drosophila melanogaster GN=Pka-C3 PE=2 SV=241.00 0.00

TRINITY_DN35973_c0_g1sp|Q9M9H7|SOL1_ARATHSOL1 Carboxypeptidase SOL1 OS=Arabidopsis thaliana GN=SOL1 PE=2 SV=141.00 0.00

TRINITY_DN36283_c1_g3sp|P54399|PDI_DROMEPdi Protein disulfide-isomerase OS=Drosophila melanogaster GN=Pdi PE=2 SV=141.00 0.00

TRINITY_DN36322_c1_g2sp|P44121|DNLI_HAEINligA DNA ligase OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=ligA PE=1 SV=241.00 0.00

TRINITY_DN36379_c0_g1sp|Q2KJ93|CDC42_BOVINCDC42 Cell division control protein 42 homolog OS=Bos taurus GN=CDC42 PE=1 SV=141.00 0.00

TRINITY_DN36390_c0_g9sp|Q5VQ78|COB21_ORYSJOs06g0143900Coatomer subunit beta'-1 OS=Oryza sativa subsp. japonica GN=Os06g0143900 PE=2 SV=141.00 0.00



TRINITY_DN37218_c0_g1sp|Q54GD9|ARV1_DICDIarv1 Protein arv1 homolog OS=Dictyostelium discoideum GN=arv1 PE=3 SV=141.00 0.00

TRINITY_DN37241_c0_g1sp|Q6NRF4|CCY1B_XENLAccnyl1-bCyclin-Y-like protein 1-B OS=Xenopus laevis GN=ccnyl1-b PE=2 SV=141.00 0.00

TRINITY_DN37345_c0_g6sp|Q93008|USP9X_HUMANUSP9X Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=341.00 0.00

TRINITY_DN38141_c0_g1sp|Q5XM24|APRA_DICDIaprA Autocrine proliferation repressor protein A OS=Dictyostelium discoideum GN=aprA PE=1 SV=141.00 0.00

TRINITY_DN38162_c0_g1sp|P10508|MAL63_YEASXMAL63 Maltose fermentation regulatory protein MAL63 OS=Saccharomyces cerevisiae GN=MAL63 PE=3 SV=141.00 0.00

TRINITY_DN38724_c0_g1sp|O34481|RECDL_BACSUyrrC ATP-dependent RecD-like DNA helicase OS=Bacillus subtilis (strain 168) GN=yrrC PE=3 SV=141.00 0.00

TRINITY_DN39610_c1_g9sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=141.00 0.00

TRINITY_DN39767_c0_g2sp|Q7T037|RF12B_XENLArnf12-b E3 ubiquitin-protein ligase RNF12-B OS=Xenopus laevis GN=rnf12-b PE=2 SV=141.00 0.00

TRINITY_DN40016_c0_g1sp|Q92462|PUB1_SCHPOpub1 E3 ubiquitin-protein ligase pub1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pub1 PE=1 SV=241.00 0.00

TRINITY_DN40150_c0_g1sp|F4I2H2|CHR9_ARATHSWI2 Switch 2 OS=Arabidopsis thaliana GN=SWI2 PE=3 SV=141.00 0.00

TRINITY_DN40344_c1_g2sp|Q8IS19|GEFD_DICDIgefD Ras guanine nucleotide exchange factor D OS=Dictyostelium discoideum GN=gefD PE=2 SV=141.00 0.00

TRINITY_DN40510_c0_g7sp|Q4PC06|HOG1_USTMAHOG1 Mitogen-activated protein kinase HOG1 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=HOG1 PE=3 SV=141.00 0.00

TRINITY_DN40546_c2_g4sp|O60524|NEMF_HUMANNEMF Nuclear export mediator factor NEMF OS=Homo sapiens GN=NEMF PE=1 SV=441.00 0.00

TRINITY_DN40566_c0_g1sp|O59668|YB83_SCHPOSPBC29A3.03cLisH domain-containing protein C29A3.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC29A3.03c PE=3 SV=141.00 0.00

TRINITY_DN40753_c0_g3sp|Q9NY57|ST32B_HUMANSTK32B Serine/threonine-protein kinase 32B OS=Homo sapiens GN=STK32B PE=2 SV=141.00 0.00

TRINITY_DN40756_c0_g4sp|Q8GY23|UPL1_ARATHUPL1 E3 ubiquitin-protein ligase UPL1 OS=Arabidopsis thaliana GN=UPL1 PE=1 SV=341.00 0.00

TRINITY_DN41106_c0_g1sp|P48777|UAPC_EMENIuapC Purine permease OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=uapC PE=2 SV=241.00 0.00

TRINITY_DN41153_c0_g1sp|Q9I8S4|AZIN2_XENLAazin2 Antizyme inhibitor 2 OS=Xenopus laevis GN=azin2 PE=2 SV=141.00 0.00

TRINITY_DN41209_c0_g2sp|Q9TRY0|FKBP4_BOVINFKBP4 Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Bos taurus GN=FKBP4 PE=1 SV=441.00 0.00

TRINITY_DN41546_c0_g4sp|Q54RS7|ELMOC_DICDIelmoC ELMO domain-containing protein C OS=Dictyostelium discoideum GN=elmoC PE=3 SV=141.00 0.00

TRINITY_DN41730_c1_g2sp|P49444|PP2C1_PARTEGSPATT00029903001Protein phosphatase 2C 1 OS=Paramecium tetraurelia GN=GSPATT00029903001 PE=1 SV=241.00 0.00

TRINITY_DN41741_c0_g2sp|O65902|ACAP1_ARATHCAP1 Cyclase-associated protein 1 OS=Arabidopsis thaliana GN=CAP1 PE=2 SV=141.00 0.00

TRINITY_DN41807_c0_g3sp|Q6INL7|ADCK1_XENLAadck1 Uncharacterized aarF domain-containing protein kinase 1 OS=Xenopus laevis GN=adck1 PE=2 SV=141.00 0.00

TRINITY_DN42135_c0_g2sp|P43644|DNJH_ATRNU- DnaJ protein homolog ANJ1 OS=Atriplex nummularia PE=2 SV=141.00 0.00

TRINITY_DN42649_c1_g1sp|Q8INF0|GCY8E_DROMEGyc88E Soluble guanylate cyclase 88E OS=Drosophila melanogaster GN=Gyc88E PE=1 SV=341.00 0.00

TRINITY_DN42773_c1_g6sp|Q84WB7|GT645_ARATHAt5g04500Glycosyltransferase family protein 64 protein C5 OS=Arabidopsis thaliana GN=At5g04500 PE=2 SV=141.00 0.00

TRINITY_DN43185_c0_g4sp|P15398|RPA1_SCHPOrpa1 DNA-directed RNA polymerase I subunit rpa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa1 PE=1 SV=241.00 0.00

TRINITY_DN43263_c0_g1sp|O67820|IMDH_AQUAEguaB Inosine-5'-monophosphate dehydrogenase OS=Aquifex aeolicus (strain VF5) GN=guaB PE=3 SV=141.00 0.00

TRINITY_DN43290_c0_g1sp|F4IE66|PRP22_ARATHRID1 Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH10 OS=Arabidopsis thaliana GN=RID1 PE=1 SV=141.00 0.00

TRINITY_DN43292_c1_g8sp|O75385|ULK1_HUMANULK1 Serine/threonine-protein kinase ULK1 OS=Homo sapiens GN=ULK1 PE=1 SV=241.00 0.00

TRINITY_DN43437_c0_g5sp|Q7T0W1|BOP1A_XENLAbop1-a Ribosome biogenesis protein bop1-A OS=Xenopus laevis GN=bop1-a PE=2 SV=141.00 0.00

TRINITY_DN43513_c0_g1sp|Q9C958|SRK2B_ARATHSRK2B Serine/threonine-protein kinase SRK2B OS=Arabidopsis thaliana GN=SRK2B PE=1 SV=141.00 0.00

TRINITY_DN43878_c0_g1sp|Q8R3F5|FABD_MOUSEMcat Malonyl-CoA-acyl carrier protein transacylase, mitochondrial OS=Mus musculus GN=Mcat PE=1 SV=341.00 0.00

TRINITY_DN43919_c0_g1sp|Q54FF3|GEFK_DICDIgefK Ras guanine nucleotide exchange factor K OS=Dictyostelium discoideum GN=gefK PE=2 SV=141.00 0.00

TRINITY_DN44413_c1_g4sp|P27080|ADT_CHLREABT ADP,ATP carrier protein OS=Chlamydomonas reinhardtii GN=ABT PE=2 SV=141.00 0.00

TRINITY_DN44443_c1_g1sp|Q9FNY0|E2FA_ARATHE2FA Transcription factor E2FA OS=Arabidopsis thaliana GN=E2FA PE=1 SV=141.00 0.00

TRINITY_DN44486_c0_g3sp|Q9LZV4|STN8_ARATHSTN8 Serine/threonine-protein kinase STN8, chloroplastic OS=Arabidopsis thaliana GN=STN8 PE=2 SV=141.00 0.00

TRINITY_DN44871_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=141.00 0.00

TRINITY_DN45168_c2_g7sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=241.00 0.00

TRINITY_DN45416_c0_g8sp|E1BZR9|TCPR1_CHICKTECPR1 Tectonin beta-propeller repeat-containing protein 1 OS=Gallus gallus GN=TECPR1 PE=3 SV=141.00 0.00

TRINITY_DN45585_c0_g1sp|Q8MR62|VIAF1_DROMEviaf Viral IAP-associated factor homolog OS=Drosophila melanogaster GN=viaf PE=1 SV=141.00 0.00

TRINITY_DN45885_c0_g1sp|Q99459|CDC5L_HUMANCDC5L Cell division cycle 5-like protein OS=Homo sapiens GN=CDC5L PE=1 SV=241.00 0.00

TRINITY_DN46116_c1_g2sp|B9DFG3|ISE2_ARATHISE2 DExH-box ATP-dependent RNA helicase DExH15 chloroplastic OS=Arabidopsis thaliana GN=ISE2 PE=1 SV=241.00 0.00

TRINITY_DN46462_c0_g1sp|Q9XTQ6|TBH1_CAEELtbh-1 Tyramine beta-hydroxylase OS=Caenorhabditis elegans GN=tbh-1 PE=1 SV=341.00 0.00

TRINITY_DN46766_c0_g1sp|Q2XQY7|IFT57_CHLREIFT57 Intraflagellar transport protein 57 OS=Chlamydomonas reinhardtii GN=IFT57 PE=1 SV=141.00 0.00

TRINITY_DN47421_c1_g3sp|P0CY31|SEC4_CANALSEC4 Ras-related protein SEC4 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=SEC4 PE=3 SV=141.00 0.00

TRINITY_DN47893_c1_g5sp|O81024|EKI_ARATHEMB1187 Probable ethanolamine kinase OS=Arabidopsis thaliana GN=EMB1187 PE=2 SV=141.00 0.00

TRINITY_DN48203_c1_g5sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=241.00 0.00

TRINITY_DN48465_c0_g3sp|O43301|HS12A_HUMANHSPA12A Heat shock 70 kDa protein 12A OS=Homo sapiens GN=HSPA12A PE=1 SV=241.00 0.00

TRINITY_DN48631_c0_g1sp|Q7T0S7|CFA36_XENLAcfap36 Cilia- and flagella-associated protein 36 OS=Xenopus laevis GN=cfap36 PE=2 SV=141.00 0.00

TRINITY_DN48807_c0_g6sp|Q02972|CADH8_ARATHCAD8 Cinnamyl alcohol dehydrogenase 8 OS=Arabidopsis thaliana GN=CAD8 PE=1 SV=141.00 0.00

TRINITY_DN49093_c0_g1sp|Q5ZJY3|GARL3_CHICKGARNL3 GTPase-activating Rap/Ran-GAP domain-like protein 3 OS=Gallus gallus GN=GARNL3 PE=2 SV=141.00 0.00

TRINITY_DN50357_c0_g5sp|Q5AVM1|DBP5_EMENIdbp5 ATP-dependent RNA helicase dbp5 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=dbp5 PE=3 SV=141.00 0.00

TRINITY_DN50535_c0_g4sp|Q0JL75|P2C07_ORYSJOs01g0618200Probable protein phosphatase 2C 7 OS=Oryza sativa subsp. japonica GN=Os01g0618200 PE=2 SV=241.00 0.00

TRINITY_DN50809_c0_g1sp|Q9QX66|DPF1_MOUSEDpf1 Zinc finger protein neuro-d4 OS=Mus musculus GN=Dpf1 PE=1 SV=241.00 0.00

TRINITY_DN51327_c0_g1sp|O34431|ATCL_BACSUyloB Calcium-transporting ATPase OS=Bacillus subtilis (strain 168) GN=yloB PE=1 SV=141.00 0.00



TRINITY_DN51503_c1_g1sp|Q08972|NEW1_YEASTNEW1 [NU+] prion formation protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NEW1 PE=1 SV=141.00 0.00

TRINITY_DN51705_c0_g1sp|Q641Q2|FA21A_HUMANFAM21A WASH complex subunit FAM21A OS=Homo sapiens GN=FAM21A PE=1 SV=341.00 0.00

TRINITY_DN51728_c1_g2sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=141.00 0.00

TRINITY_DN756_c0_g1sp|Q6ZSI9|CAN12_HUMANCAPN12 Calpain-12 OS=Homo sapiens GN=CAPN12 PE=2 SV=141.00 0.00

TRINITY_DN8489_c0_g1sp|Q15833|STXB2_HUMANSTXBP2 Syntaxin-binding protein 2 OS=Homo sapiens GN=STXBP2 PE=1 SV=241.00 0.00

TRINITY_DN17054_c0_g1sp|Q54EY1|DTD_DICDIdtd D-tyrosyl-tRNA(Tyr) deacylase OS=Dictyostelium discoideum GN=dtd PE=3 SV=140.90 0.00

TRINITY_DN17080_c0_g1sp|O59672|YB89_SCHPOSPBC29A3.09cUncharacterized ABC transporter ATP-binding protein C29A3.09c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC29A3.09c PE=3 SV=140.90 0.00

TRINITY_DN25718_c0_g1sp|O96626|ARPC5_DICDIarcE Actin-related protein 2/3 complex subunit 5 OS=Dictyostelium discoideum GN=arcE PE=1 SV=140.90 0.00

TRINITY_DN29965_c0_g1sp|Q32P71|TC1D2_BOVINTCTEX1D2Tctex1 domain-containing protein 2 OS=Bos taurus GN=TCTEX1D2 PE=2 SV=240.90 0.00

TRINITY_DN31311_c0_g2sp|Q9X1E4|GLPK2_THEMAglpK2 Glycerol kinase 2 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=glpK2 PE=3 SV=240.90 0.00

TRINITY_DN32220_c0_g1sp|Q09811|HUS2_SCHPOrqh1 ATP-dependent DNA helicase hus2/rqh1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rqh1 PE=1 SV=140.90 0.00

TRINITY_DN33777_c0_g1sp|Q54CR8|MOB1B_DICDImobB MOB kinase activator-like 1 homolog B OS=Dictyostelium discoideum GN=mobB PE=3 SV=140.90 0.00

TRINITY_DN34295_c1_g7sp|Q9LRZ5|PLDZ1_ARATHPLDZETA1Phospholipase D zeta 1 OS=Arabidopsis thaliana GN=PLDZETA1 PE=1 SV=140.90 0.00

TRINITY_DN34582_c0_g6sp|F1QC45|XRP2_DANRErp2 Protein XRP2 OS=Danio rerio GN=rp2 PE=1 SV=140.90 0.00

TRINITY_DN34603_c0_g2sp|Q84ZC0|VATH_ORYSJOs07g0549700Probable V-type proton ATPase subunit H OS=Oryza sativa subsp. japonica GN=Os07g0549700 PE=2 SV=140.90 0.00

TRINITY_DN34938_c0_g6sp|Q9LDE1|MY108_ARATHMYB108 Transcription factor MYB108 OS=Arabidopsis thaliana GN=MYB108 PE=1 SV=140.90 0.00

TRINITY_DN34959_c0_g1sp|Q7XRV0|RMI1_ORYSJRMI1 RecQ-mediated genome instability protein 1 OS=Oryza sativa subsp. japonica GN=RMI1 PE=3 SV=240.90 0.00

TRINITY_DN35016_c0_g1sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=140.90 0.00

TRINITY_DN35457_c0_g5sp|D7UQM5|AURK_PATPEaur Aurora kinase OS=Patiria pectinifera GN=aur PE=1 SV=140.90 0.00

TRINITY_DN36588_c0_g1sp|Q64337|SQSTM_MOUSESqstm1 Sequestosome-1 OS=Mus musculus GN=Sqstm1 PE=1 SV=140.90 0.00

TRINITY_DN36727_c0_g9sp|Q1DNC5|MKAR_COCIMCIMG_08188Very-long-chain 3-oxoacyl-CoA reductase OS=Coccidioides immitis (strain RS) GN=CIMG_08188 PE=3 SV=240.90 0.00

TRINITY_DN36819_c0_g2sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=140.90 0.00

TRINITY_DN37101_c0_g1sp|Q14149|MORC3_HUMANMORC3 MORC family CW-type zinc finger protein 3 OS=Homo sapiens GN=MORC3 PE=1 SV=340.90 0.00

TRINITY_DN37363_c0_g1sp|Q86XW9|TXND6_HUMANNME9 Thioredoxin domain-containing protein 6 OS=Homo sapiens GN=NME9 PE=2 SV=140.90 0.00

TRINITY_DN37395_c0_g2sp|Q5ZKW5|AR2BP_CHICKARL2BP ADP-ribosylation factor-like protein 2-binding protein OS=Gallus gallus GN=ARL2BP PE=2 SV=140.90 0.00

TRINITY_DN37418_c0_g1sp|Q0QLE4|DML_EUBBADml 2,3-dimethylmalate lyase OS=Eubacterium barkeri GN=Dml PE=1 SV=140.90 0.00

TRINITY_DN37444_c0_g2sp|Q10056|SHK2_SCHPOshk2 Serine/threonine-protein kinase shk2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=shk2 PE=3 SV=140.90 0.00

TRINITY_DN37825_c0_g1sp|Q7XZU3|SAC1_ARATHSAC1 Phosphoinositide phosphatase SAC1 OS=Arabidopsis thaliana GN=SAC1 PE=1 SV=140.90 0.00

TRINITY_DN38164_c0_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=140.90 0.00

TRINITY_DN38239_c0_g3sp|Q4R8X3|RAB1B_MACFARAB1B Ras-related protein Rab-1B OS=Macaca fascicularis GN=RAB1B PE=2 SV=140.90 0.00

TRINITY_DN38250_c0_g2sp|Q54QU8|Y3629_DICDIDDB_G0283629Probable zinc transporter protein DDB_G0283629 OS=Dictyostelium discoideum GN=DDB_G0283629 PE=3 SV=140.90 0.00

TRINITY_DN38330_c1_g1sp|P0CQ81|DHH1_CRYNBDHH1 ATP-dependent RNA helicase DHH1 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=DHH1 PE=3 SV=140.90 0.00

TRINITY_DN38704_c0_g3sp|Q10332|YBMA_SCHPOSPBC582.10cUncharacterized ATP-dependent helicase C582.10c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC582.10c PE=1 SV=140.90 0.00

TRINITY_DN39152_c0_g3sp|Q2YDE3|GOT1B_BOVINGOLT1B Vesicle transport protein GOT1B OS=Bos taurus GN=GOLT1B PE=2 SV=140.90 0.00

TRINITY_DN39535_c0_g2sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=240.90 0.00

TRINITY_DN40070_c0_g4sp|O00841|CUDA_DICDIcudA Putative transcriptional regulator cudA OS=Dictyostelium discoideum GN=cudA PE=1 SV=240.90 0.00

TRINITY_DN40122_c0_g5sp|Q2MHE4|HT1_ARATHHT1 Serine/threonine-protein kinase HT1 OS=Arabidopsis thaliana GN=HT1 PE=1 SV=140.90 0.00

TRINITY_DN40856_c3_g3sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=140.90 0.00

TRINITY_DN41082_c0_g4sp|Q56A40|CCD40_DANREccdc40 Coiled-coil domain-containing protein 40 OS=Danio rerio GN=ccdc40 PE=2 SV=240.90 0.00

TRINITY_DN41097_c0_g3sp|Q84L33|RD23B_ARATHRAD23B Ubiquitin receptor RAD23b OS=Arabidopsis thaliana GN=RAD23B PE=1 SV=340.90 0.00

TRINITY_DN41252_c1_g5sp|Q5RJV0|COQ9_XENTRcoq9 Ubiquinone biosynthesis protein COQ9, mitochondrial OS=Xenopus tropicalis GN=coq9 PE=2 SV=140.90 0.00

TRINITY_DN41403_c0_g3sp|Q94FY8|TOCC_MAIZESDX1 Probable tocopherol cyclase, chloroplastic OS=Zea mays GN=SDX1 PE=2 SV=140.90 0.00

TRINITY_DN41940_c1_g3sp|Q9ZRF1|MTDH_FRAANCAD Probable mannitol dehydrogenase OS=Fragaria ananassa GN=CAD PE=2 SV=140.90 0.00

TRINITY_DN42018_c0_g3sp|Q557J3|RPC8_DICDIpolr3h-1DNA-directed RNA polymerase III subunit rpc8 OS=Dictyostelium discoideum GN=polr3h-1 PE=2 SV=140.90 0.00

TRINITY_DN42126_c0_g7sp|P83775|GRP2_CANALGRP2 Putative NADPH-dependent methylglyoxal reductase GRP2 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GRP2 PE=1 SV=240.90 0.00

TRINITY_DN43398_c0_g3sp|Q0D7E4|NRAM1_ORYSJNRAMP1 Metal transporter Nramp1 OS=Oryza sativa subsp. japonica GN=NRAMP1 PE=2 SV=140.90 0.00

TRINITY_DN45469_c0_g2sp|Q9C5J8|OEP80_ARATHOEP80 Outer envelope protein 80, chloroplastic OS=Arabidopsis thaliana GN=OEP80 PE=2 SV=140.90 0.00

TRINITY_DN45883_c0_g2sp|Q69ZS7|HBS1L_MOUSEHbs1l HBS1-like protein OS=Mus musculus GN=Hbs1l PE=1 SV=240.90 0.00

TRINITY_DN46405_c0_g2sp|Q9Y6D5|BIG2_HUMANARFGEF2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Homo sapiens GN=ARFGEF2 PE=1 SV=340.90 0.00

TRINITY_DN47026_c0_g1sp|Q14123|PDE1C_HUMANPDE1C Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1C OS=Homo sapiens GN=PDE1C PE=1 SV=140.90 0.00

TRINITY_DN47344_c2_g4sp|O82261|DEGP2_ARATHDEGP2 Protease Do-like 2, chloroplastic OS=Arabidopsis thaliana GN=DEGP2 PE=1 SV=240.90 0.00

TRINITY_DN47420_c0_g5sp|B5X4Z4|NAGS2_ARATHNAGS2 Probable amino-acid acetyltransferase NAGS2, chloroplastic OS=Arabidopsis thaliana GN=NAGS2 PE=2 SV=140.90 0.00

TRINITY_DN47590_c0_g2sp|O04212|Y2090_ARATHAt2g40090Putative ABC1 protein At2g40090 OS=Arabidopsis thaliana GN=At2g40090 PE=2 SV=240.90 0.00

TRINITY_DN47915_c0_g9sp|Q8VYU4|CCR4F_ARATHCCR4-6 Carbon catabolite repressor protein 4 homolog 6 OS=Arabidopsis thaliana GN=CCR4-6 PE=2 SV=240.90 0.00

TRINITY_DN48073_c0_g6sp|P08299|PR1A_TOBAC- Pathogenesis-related protein 1A OS=Nicotiana tabacum PE=1 SV=140.90 0.00

TRINITY_DN48901_c0_g5sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=240.90 0.00



TRINITY_DN49341_c1_g2sp|Q84KJ3|DDB2_ORYSJDDB2 DNA damage-binding protein 2 OS=Oryza sativa subsp. japonica GN=DDB2 PE=1 SV=140.90 0.00

TRINITY_DN49417_c1_g3sp|Q8W566|Y3514_ARATHAt3g15140Uncharacterized exonuclease domain-containing protein At3g15140 OS=Arabidopsis thaliana GN=At3g15140 PE=2 SV=140.90 0.00

TRINITY_DN49803_c0_g7sp|P56287|EI2BE_SCHPOtif225 Probable translation initiation factor eIF-2B subunit epsilon OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tif225 PE=1 SV=140.90 0.00

TRINITY_DN50154_c0_g1sp|Q9UJA5|TRM6_HUMANTRMT6 tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit TRM6 OS=Homo sapiens GN=TRMT6 PE=1 SV=140.90 0.00

TRINITY_DN52044_c1_g1sp|Q9M1Q9|AB21B_ARATHABCB21 ABC transporter B family member 21 OS=Arabidopsis thaliana GN=ABCB21 PE=1 SV=240.90 0.00

TRINITY_DN52519_c0_g1sp|Q8UVR5|BAZ1A_XENLAbaz1a Bromodomain adjacent to zinc finger domain protein 1A (Fragment) OS=Xenopus laevis GN=baz1a PE=2 SV=140.90 0.00

TRINITY_DN53863_c0_g1sp|Q7T6Y2|YR831_MIMIVMIMI_R831Putative serine/threonine-protein kinase/receptor R831 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R831 PE=3 SV=240.90 0.00

TRINITY_DN11137_c0_g2sp|Q294B9|SUV39_DROPSSu(var)3-9Histone-lysine N-methyltransferase Su(var)3-9 OS=Drosophila pseudoobscura pseudoobscura GN=Su(var)3-9 PE=3 SV=140.80 0.00

TRINITY_DN1247_c0_g1sp|P32456|GBP2_HUMANGBP2 Guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=1 SV=340.80 0.00

TRINITY_DN13873_c0_g1sp|Q28FF3|MFS7A_XENTRmfsd7-A Major facilitator superfamily domain-containing protein 7-a OS=Xenopus tropicalis GN=mfsd7-A PE=2 SV=140.80 0.00

TRINITY_DN17145_c0_g1sp|P34726|RAS2_PHYPORAS-2 Ras-like protein 2 OS=Physarum polycephalum GN=RAS-2 PE=2 SV=140.80 0.00

TRINITY_DN22917_c0_g1sp|F4JZC2|ENAS1_ARATHENGASE1 Cytosolic endo-beta-N-acetylglucosaminidase 1 OS=Arabidopsis thaliana GN=ENGASE1 PE=1 SV=140.80 0.00

TRINITY_DN29097_c0_g1sp|Q6Z8B9|P2C12_ORYSJOs02g0224100Probable protein phosphatase 2C 12 OS=Oryza sativa subsp. japonica GN=Os02g0224100 PE=2 SV=140.80 0.00

TRINITY_DN29411_c0_g1sp|P20136|GSTM2_CHICKGSTM2 Glutathione S-transferase 2 OS=Gallus gallus GN=GSTM2 PE=1 SV=440.80 0.00

TRINITY_DN31375_c0_g3sp|Q9LEU4|CAF1J_ARATHCAF1-10 Probable CCR4-associated factor 1 homolog 10 OS=Arabidopsis thaliana GN=CAF1-10 PE=2 SV=140.80 0.00

TRINITY_DN31883_c0_g2sp|P41233|ABCA1_MOUSEAbca1 ATP-binding cassette sub-family A member 1 OS=Mus musculus GN=Abca1 PE=1 SV=440.80 0.00

TRINITY_DN32799_c0_g1sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=240.80 0.00

TRINITY_DN32960_c0_g1sp|Q8GWW8|GFA2_ARATHGFA2 Chaperone protein dnaJ GFA2, mitochondrial OS=Arabidopsis thaliana GN=GFA2 PE=2 SV=140.80 0.00

TRINITY_DN34205_c0_g1sp|Q6AXQ4|MTM1_RATMtm1 Myotubularin OS=Rattus norvegicus GN=Mtm1 PE=2 SV=240.80 0.00

TRINITY_DN34292_c0_g1sp|Q8BLR2|CPNE4_MOUSECpne4 Copine-4 OS=Mus musculus GN=Cpne4 PE=1 SV=140.80 0.00

TRINITY_DN34545_c0_g2sp|P33121|ACSL1_HUMANACSL1 Long-chain-fatty-acid--CoA ligase 1 OS=Homo sapiens GN=ACSL1 PE=1 SV=140.80 0.00

TRINITY_DN35073_c0_g1sp|Q99598|TSNAX_HUMANTSNAX Translin-associated protein X OS=Homo sapiens GN=TSNAX PE=1 SV=140.80 0.00

TRINITY_DN35079_c0_g5sp|F4I2H2|CHR9_ARATHSWI2 Switch 2 OS=Arabidopsis thaliana GN=SWI2 PE=3 SV=140.80 0.00

TRINITY_DN35537_c1_g4sp|O75604|UBP2_HUMANUSP2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Homo sapiens GN=USP2 PE=1 SV=240.80 0.00

TRINITY_DN36041_c0_g1sp|O95352|ATG7_HUMANATG7 Ubiquitin-like modifier-activating enzyme ATG7 OS=Homo sapiens GN=ATG7 PE=1 SV=140.80 0.00

TRINITY_DN36059_c0_g8sp|Q76FK4|NOL8_HUMANNOL8 Nucleolar protein 8 OS=Homo sapiens GN=NOL8 PE=1 SV=140.80 0.00

TRINITY_DN36803_c0_g5sp|Q5TIE3|VW5B1_HUMANVWA5B1 von Willebrand factor A domain-containing protein 5B1 OS=Homo sapiens GN=VWA5B1 PE=1 SV=240.80 0.00

TRINITY_DN36836_c0_g2sp|Q9SU79|PAO5_ARATHPAO5 Probable polyamine oxidase 5 OS=Arabidopsis thaliana GN=PAO5 PE=2 SV=140.80 0.00

TRINITY_DN36946_c0_g2sp|Q9LVG4|APRR3_ARATHAPRR3 Two-component response regulator-like APRR3 OS=Arabidopsis thaliana GN=APRR3 PE=1 SV=140.80 0.00

TRINITY_DN37057_c0_g8sp|Q54D10|RER1_DICDIrer1 Protein RER1 homolog OS=Dictyostelium discoideum GN=rer1 PE=3 SV=140.80 0.00

TRINITY_DN37187_c1_g9sp|O76321|RECG_ENTHIRACG Rho-related protein racG OS=Entamoeba histolytica GN=RACG PE=3 SV=140.80 0.00

TRINITY_DN37404_c0_g2sp|O15118|NPC1_HUMANNPC1 Niemann-Pick C1 protein OS=Homo sapiens GN=NPC1 PE=1 SV=240.80 0.00

TRINITY_DN37732_c0_g5sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=240.80 0.00

TRINITY_DN38288_c1_g4sp|P97562|ACOX2_RATAcox2 Peroxisomal acyl-coenzyme A oxidase 2 OS=Rattus norvegicus GN=Acox2 PE=1 SV=140.80 0.00

TRINITY_DN38357_c0_g1sp|Q9FHE1|GSTT3_ARATHGSTT3 Glutathione S-transferase T3 OS=Arabidopsis thaliana GN=GSTT3 PE=2 SV=140.80 0.00

TRINITY_DN38387_c0_g1sp|O22969|Y2416_ARATHAt2g34160Uncharacterized protein At2g34160 OS=Arabidopsis thaliana GN=At2g34160 PE=1 SV=140.80 0.00

TRINITY_DN38737_c1_g6sp|Q9HB90|RRAGC_HUMANRRAGC Ras-related GTP-binding protein C OS=Homo sapiens GN=RRAGC PE=1 SV=140.80 0.00

TRINITY_DN39074_c0_g5sp|Q9FFK3|EGY2_ARATHEGY2 Probable zinc metalloprotease EGY2, chloroplastic OS=Arabidopsis thaliana GN=EGY2 PE=2 SV=140.80 0.00

TRINITY_DN39316_c0_g2sp|Q54WR8|GNA1_DICDIgna1 Glucosamine 6-phosphate N-acetyltransferase 1 OS=Dictyostelium discoideum GN=gna1 PE=3 SV=140.80 0.00

TRINITY_DN40525_c0_g5sp|Q94B08|RDL1_ARATHGCP1 Germination-specific cysteine protease 1 OS=Arabidopsis thaliana GN=GCP1 PE=2 SV=240.80 0.00

TRINITY_DN40594_c1_g3sp|Q54U44|ABCCC_DICDIabcC12 ABC transporter C family member 12 OS=Dictyostelium discoideum GN=abcC12 PE=3 SV=140.80 0.00

TRINITY_DN41769_c0_g1sp|Q9VR59|VIP1_DROMEl(1)G0196Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase OS=Drosophila melanogaster GN=l(1)G0196 PE=1 SV=240.80 0.00

TRINITY_DN41816_c0_g1sp|Q8BL95|CU059_MOUSE- UPF0769 protein C21orf59 homolog OS=Mus musculus PE=1 SV=140.80 0.00

TRINITY_DN41974_c1_g1sp|P27008|PARP1_RATParp1 Poly [ADP-ribose] polymerase 1 OS=Rattus norvegicus GN=Parp1 PE=1 SV=440.80 0.00

TRINITY_DN42502_c0_g1sp|Q80XC3|US6NL_MOUSEUsp6nl USP6 N-terminal-like protein OS=Mus musculus GN=Usp6nl PE=1 SV=240.80 0.00

TRINITY_DN42527_c0_g1sp|P49642|PRI1_HUMANPRIM1 DNA primase small subunit OS=Homo sapiens GN=PRIM1 PE=1 SV=140.80 0.00

TRINITY_DN42691_c0_g6sp|O74944|POLK_SCHPOmug40 DNA polymerase kappa OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mug40 PE=1 SV=340.80 0.00

TRINITY_DN43088_c0_g2sp|Q8RYE9|GPPL3_ARATHAt2g33255Haloacid dehalogenase-like hydrolase domain-containing protein At2g33255 OS=Arabidopsis thaliana GN=At2g33255 PE=1 SV=140.80 0.00

TRINITY_DN43242_c0_g2sp|Q9TTC1|POL_KORVpro-pol Pro-Pol polyprotein OS=Koala retrovirus GN=pro-pol PE=3 SV=140.80 0.00

TRINITY_DN43256_c1_g4sp|P51644|ARF4_XENLAarf4 ADP-ribosylation factor 4 OS=Xenopus laevis GN=arf4 PE=1 SV=240.80 0.00

TRINITY_DN43291_c1_g1sp|Q0IWL9|GRS11_ORYSJGRXS11 Monothiol glutaredoxin-S11 OS=Oryza sativa subsp. japonica GN=GRXS11 PE=2 SV=240.80 0.00

TRINITY_DN43411_c1_g2sp|Q9LPG6|RHM2_ARATHRHM2 Trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase RHM2 OS=Arabidopsis thaliana GN=RHM2 PE=1 SV=140.80 0.00

TRINITY_DN44343_c0_g2sp|O35409|FOLH1_MOUSEFolh1 Glutamate carboxypeptidase 2 OS=Mus musculus GN=Folh1 PE=1 SV=240.80 0.00

TRINITY_DN45134_c0_g1sp|A1TFU9|HPXO_MYCVPhpxO FAD-dependent urate hydroxylase OS=Mycobacterium vanbaalenii (strain DSM 7251 / PYR-1) GN=hpxO PE=1 SV=140.80 0.00

TRINITY_DN45277_c1_g4sp|Q9GRF8|EF1B_DICDIefa1B Elongation factor 1-beta OS=Dictyostelium discoideum GN=efa1B PE=1 SV=140.80 0.00

TRINITY_DN45305_c0_g2sp|P0CT30|SGT2_USTMAUMAG_10205Small glutamine-rich tetratricopeptide repeat-containing protein 2 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_10205 PE=3 SV=140.80 0.00



TRINITY_DN46297_c0_g1sp|O34796|YVKC_BACSUyvkC Uncharacterized phosphotransferase YvkC OS=Bacillus subtilis (strain 168) GN=yvkC PE=3 SV=140.80 0.00

TRINITY_DN46625_c0_g11sp|O75351|VPS4B_HUMANVPS4B Vacuolar protein sorting-associated protein 4B OS=Homo sapiens GN=VPS4B PE=1 SV=240.80 0.00

TRINITY_DN46854_c0_g1sp|A8ICS9|CFA46_CHLRECFAP46 Cilia- and flagella-associated protein 46 OS=Chlamydomonas reinhardtii GN=CFAP46 PE=1 SV=140.80 0.00

TRINITY_DN47009_c0_g1sp|Q54WN7|BZPF_DICDIbzpF Probable basic-leucine zipper transcription factor F OS=Dictyostelium discoideum GN=bzpF PE=3 SV=140.80 0.00

TRINITY_DN47165_c0_g4sp|Q6PGZ3|MIPT3_DANREtraf3ip1TRAF3-interacting protein 1 OS=Danio rerio GN=traf3ip1 PE=2 SV=140.80 0.00

TRINITY_DN47204_c1_g1sp|Q66GP9|NOA1_ARATHNOA1 NO-associated protein 1, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=NOA1 PE=1 SV=140.80 0.00

TRINITY_DN47373_c0_g2sp|Q9LM71|FKB18_ARATHFKBP18 Peptidyl-prolyl cis-trans isomerase FKBP18, chloroplastic OS=Arabidopsis thaliana GN=FKBP18 PE=1 SV=240.80 0.00

TRINITY_DN47421_c1_g6sp|P0CY31|SEC4_CANALSEC4 Ras-related protein SEC4 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=SEC4 PE=3 SV=140.80 0.00

TRINITY_DN47455_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=140.80 0.00

TRINITY_DN47495_c0_g2sp|Q7G191|ALDO4_ARATHAAO4 Benzaldehyde dehydrogenase (NAD(+)) OS=Arabidopsis thaliana GN=AAO4 PE=1 SV=240.80 0.00

TRINITY_DN47757_c0_g4sp|O59790|ARK1_SCHPOark1 Serine/threonine-protein kinase ark1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ark1 PE=1 SV=240.80 0.00

TRINITY_DN48247_c1_g3sp|Q9STL8|UFSP_ARATHAt3g48380Probable Ufm1-specific protease OS=Arabidopsis thaliana GN=At3g48380 PE=1 SV=240.80 0.00

TRINITY_DN49461_c0_g7sp|Q7TXL8|PPSC_MYCBOppsC Phthiocerol/phenolphthiocerol synthesis polyketide synthase type I PpsC OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=ppsC PE=1 SV=140.80 0.00

TRINITY_DN49501_c0_g1sp|Q9FWR4|DHAR1_ARATHDHAR1 Glutathione S-transferase DHAR1, mitochondrial OS=Arabidopsis thaliana GN=DHAR1 PE=1 SV=140.80 0.00

TRINITY_DN49571_c0_g2sp|Q39119|VPEG_ARATHAt4g32940Vacuolar-processing enzyme gamma-isozyme OS=Arabidopsis thaliana GN=At4g32940 PE=2 SV=240.80 0.00

TRINITY_DN49787_c0_g6sp|Q99JX1|TAF11_MOUSETaf11 Transcription initiation factor TFIID subunit 11 OS=Mus musculus GN=Taf11 PE=2 SV=140.80 0.00

TRINITY_DN51449_c0_g2sp|Q7XMK8|RH6_ORYSJOs04g0533000DEAD-box ATP-dependent RNA helicase 6 OS=Oryza sativa subsp. japonica GN=Os04g0533000 PE=2 SV=140.80 0.00

TRINITY_DN14253_c0_g1sp|Q54QU8|Y3629_DICDIDDB_G0283629Probable zinc transporter protein DDB_G0283629 OS=Dictyostelium discoideum GN=DDB_G0283629 PE=3 SV=140.70 0.00

TRINITY_DN17281_c0_g1sp|Q9Z2V5|HDAC6_MOUSEHdac6 Histone deacetylase 6 OS=Mus musculus GN=Hdac6 PE=1 SV=340.70 0.00

TRINITY_DN23218_c0_g1sp|P51956|NEK3_HUMANNEK3 Serine/threonine-protein kinase Nek3 OS=Homo sapiens GN=NEK3 PE=1 SV=240.70 0.00

TRINITY_DN23876_c0_g1sp|Q96MV8|ZDH15_HUMANZDHHC15 Palmitoyltransferase ZDHHC15 OS=Homo sapiens GN=ZDHHC15 PE=2 SV=140.70 0.00

TRINITY_DN28491_c0_g2sp|A5PKD9|AB17C_BOVINABHD17C Protein ABHD17C OS=Bos taurus GN=ABHD17C PE=2 SV=140.70 0.00

TRINITY_DN32269_c0_g2sp|Q8MML5|PAXB_DICDIpaxB Paxillin-B OS=Dictyostelium discoideum GN=paxB PE=2 SV=140.70 0.00

TRINITY_DN32555_c0_g1sp|P0CG74|UBI4P_CANAXUBI4 Polyubiquitin OS=Candida albicans GN=UBI4 PE=1 SV=140.70 0.00

TRINITY_DN33082_c0_g2sp|Q94K73|SYFM_ARATHAt3g58140Phenylalanine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=At3g58140 PE=1 SV=140.70 0.00

TRINITY_DN33364_c0_g1sp|Q0J9J6|EME1_ORYSJEME1 Crossover junction endonuclease EME1 OS=Oryza sativa subsp. japonica GN=EME1 PE=2 SV=140.70 0.00

TRINITY_DN33390_c0_g6sp|Q9SUK9|P2C55_ARATHAt4g16580Probable protein phosphatase 2C 55 OS=Arabidopsis thaliana GN=At4g16580 PE=2 SV=240.70 0.00

TRINITY_DN33902_c0_g1sp|Q5VJL3|GDT9_DICDIgdt9 Probable serine/threonine-protein kinase gdt9 OS=Dictyostelium discoideum GN=gdt9 PE=2 SV=240.70 0.00

TRINITY_DN34608_c0_g1sp|Q54Y08|NGAP_DICDIngap Probable Ras GTPase-activating-like protein ngap OS=Dictyostelium discoideum GN=ngap PE=2 SV=140.70 0.00

TRINITY_DN34917_c0_g1sp|P52053|P5CR_VIBALproC Pyrroline-5-carboxylate reductase OS=Vibrio alginolyticus GN=proC PE=3 SV=240.70 0.00

TRINITY_DN35112_c0_g1sp|Q8MIE9|TF2LX_GORGOTGIF2LX Homeobox protein TGIF2LX OS=Gorilla gorilla gorilla GN=TGIF2LX PE=2 SV=140.70 0.00

TRINITY_DN35395_c0_g1sp|Q8WTR2|DUS19_HUMANDUSP19 Dual specificity protein phosphatase 19 OS=Homo sapiens GN=DUSP19 PE=1 SV=140.70 0.00

TRINITY_DN36150_c0_g1sp|Q1ZXL0|Y5795_DICDIDDB_G0275795PH domain-containing protein DDB_G0275795 OS=Dictyostelium discoideum GN=DDB_G0275795 PE=3 SV=140.70 0.00

TRINITY_DN36212_c0_g1sp|Q9SJ84|FIMB4_ARATHFIM4 Fimbrin-4 OS=Arabidopsis thaliana GN=FIM4 PE=3 SV=140.70 0.00

TRINITY_DN36675_c1_g1sp|Q9RSR1|PNP_DEIRApnp Polyribonucleotide nucleotidyltransferase OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=pnp PE=3 SV=240.70 0.00

TRINITY_DN37152_c2_g3sp|P08684|CP3A4_HUMANCYP3A4 Cytochrome P450 3A4 OS=Homo sapiens GN=CYP3A4 PE=1 SV=440.70 0.00

TRINITY_DN37336_c0_g1sp|P08594|AQL1_THEAQpstI Aqualysin-1 OS=Thermus aquaticus GN=pstI PE=1 SV=240.70 0.00

TRINITY_DN38496_c0_g2sp|Q64337|SQSTM_MOUSESqstm1 Sequestosome-1 OS=Mus musculus GN=Sqstm1 PE=1 SV=140.70 0.00

TRINITY_DN38794_c0_g3sp|O08760|OGG1_MOUSEOgg1 N-glycosylase/DNA lyase OS=Mus musculus GN=Ogg1 PE=2 SV=240.70 0.00

TRINITY_DN38952_c0_g5sp|Q551H4|FRAY2_DICDIfray2 Serine/threonine-protein kinase fray2 OS=Dictyostelium discoideum GN=fray2 PE=3 SV=140.70 0.00

TRINITY_DN39344_c0_g1sp|Q869S5|DOKA_DICDIdokA Hybrid signal transduction protein dokA OS=Dictyostelium discoideum GN=dokA PE=1 SV=140.70 0.00

TRINITY_DN39855_c0_g3sp|Q9D2N9|VP33A_MOUSEVps33a Vacuolar protein sorting-associated protein 33A OS=Mus musculus GN=Vps33a PE=1 SV=240.70 0.00

TRINITY_DN39861_c0_g1sp|Q6I5Y0|CDKC1_ORYSJCDKC-1 Cyclin-dependent kinase C-1 OS=Oryza sativa subsp. japonica GN=CDKC-1 PE=2 SV=140.70 0.00

TRINITY_DN40003_c0_g1sp|P25635|PWP2_YEASTPWP2 Periodic tryptophan protein 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PWP2 PE=1 SV=240.70 0.00

TRINITY_DN40034_c0_g8sp|P16925|CNJC_TETTHCNJC Conjugation stage-specific protein OS=Tetrahymena thermophila GN=CNJC PE=2 SV=140.70 0.00

TRINITY_DN41031_c0_g1sp|O32107|YUID_BACSUyuiD Uncharacterized membrane protein YuiD OS=Bacillus subtilis (strain 168) GN=yuiD PE=4 SV=140.70 0.00

TRINITY_DN41564_c0_g6sp|Q13247|SRSF6_HUMANSRSF6 Serine/arginine-rich splicing factor 6 OS=Homo sapiens GN=SRSF6 PE=1 SV=240.70 0.00

TRINITY_DN41772_c0_g4sp|Q61820|RANT_MOUSERasl2-9 GTP-binding nuclear protein Ran, testis-specific isoform OS=Mus musculus GN=Rasl2-9 PE=2 SV=140.70 0.00

TRINITY_DN41778_c0_g5sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=140.70 0.00

TRINITY_DN42146_c0_g1sp|P0CS67|AKR1_CRYNBAKR1 Palmitoyltransferase AKR1 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=AKR1 PE=3 SV=140.70 0.00

TRINITY_DN42192_c0_g3sp|O15530|PDPK1_HUMANPDPK1 3-phosphoinositide-dependent protein kinase 1 OS=Homo sapiens GN=PDPK1 PE=1 SV=140.70 0.00

TRINITY_DN42475_c0_g2sp|Q02250|HEM2_METSChemB Delta-aminolevulinic acid dehydratase OS=Methanothermus sociabilis GN=hemB PE=3 SV=140.70 0.00

TRINITY_DN42665_c1_g1sp|A2XUN8|PCH2_ORYSIOsI_16324Pachytene checkpoint protein 2 homolog OS=Oryza sativa subsp. indica GN=OsI_16324 PE=3 SV=240.70 0.00

TRINITY_DN43519_c0_g4sp|Q9UT08|2AAA_SCHPOpaa1 Protein phosphatase PP2A regulatory subunit A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=paa1 PE=3 SV=140.70 0.00

TRINITY_DN43901_c0_g1sp|Q22708|SYM2_CAEELsym-2 RNA-binding protein sym-2 OS=Caenorhabditis elegans GN=sym-2 PE=2 SV=340.70 0.00

TRINITY_DN44155_c1_g7sp|Q01957|CPP1_ENTHICPP1 Cysteine proteinase 1 OS=Entamoeba histolytica GN=CPP1 PE=1 SV=140.70 0.00



TRINITY_DN44299_c0_g1sp|Q09748|DNM1_SCHPOdnm1 Dynamin-related protein dnm1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dnm1 PE=3 SV=140.70 0.00

TRINITY_DN44437_c0_g5sp|Q64604|PTPRF_RATPtprf Receptor-type tyrosine-protein phosphatase F OS=Rattus norvegicus GN=Ptprf PE=2 SV=140.70 0.00

TRINITY_DN44927_c0_g4sp|C0QTM4|RS15_PERMHrpsO 30S ribosomal protein S15 OS=Persephonella marina (strain DSM 14350 / EX-H1) GN=rpsO PE=3 SV=140.70 0.00

TRINITY_DN45167_c0_g3sp|Q9Y7K5|YGI3_SCHPOSPBC2A9.03Uncharacterized WD repeat-containing protein C2A9.03 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC2A9.03 PE=3 SV=240.70 0.00

TRINITY_DN45674_c2_g6sp|Q67YI6|ATL65_ARATHATL65 RING-H2 finger protein ATL65 OS=Arabidopsis thaliana GN=ATL65 PE=2 SV=240.70 0.00

TRINITY_DN45794_c1_g1sp|Q3SZH7|LKHA4_BOVINLTA4H Leukotriene A-4 hydrolase OS=Bos taurus GN=LTA4H PE=2 SV=340.70 0.00

TRINITY_DN46301_c0_g4sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=340.70 0.00

TRINITY_DN46564_c0_g4sp|Q9CWV1|MCM8_MOUSEMcm8 DNA helicase MCM8 OS=Mus musculus GN=Mcm8 PE=1 SV=340.70 0.00

TRINITY_DN47188_c0_g1sp|P74003|PRMC_SYNY3prmC Release factor glutamine methyltransferase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=prmC PE=3 SV=140.70 0.00

TRINITY_DN47980_c0_g4sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=140.70 0.00

TRINITY_DN48447_c0_g3sp|P29139|ISP_PAEPOisp Intracellular serine protease OS=Paenibacillus polymyxa GN=isp PE=1 SV=140.70 0.00

TRINITY_DN49116_c0_g4sp|Q6DI37|UBCP1_DANREublcp1 Ubiquitin-like domain-containing CTD phosphatase 1 OS=Danio rerio GN=ublcp1 PE=2 SV=140.70 0.00

TRINITY_DN50034_c1_g2sp|Q9FNQ0|VIP4_ARATHVIP4 Protein LEO1 homolog OS=Arabidopsis thaliana GN=VIP4 PE=1 SV=140.70 0.00

TRINITY_DN50051_c0_g4sp|A7SKJ3|DPH2_NEMVEdph2 Diphthamide biosynthesis protein 2 OS=Nematostella vectensis GN=dph2 PE=3 SV=140.70 0.00

TRINITY_DN50684_c1_g1sp|Q2JNP0|FTSH_SYNJBftsH ATP-dependent zinc metalloprotease FtsH OS=Synechococcus sp. (strain JA-2-3B'a(2-13)) GN=ftsH PE=3 SV=140.70 0.00

TRINITY_DN51395_c1_g1sp|Q91V24|ABCA7_MOUSEAbca7 ATP-binding cassette sub-family A member 7 OS=Mus musculus GN=Abca7 PE=1 SV=140.70 0.00

TRINITY_DN51458_c0_g7sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=140.70 0.00

TRINITY_DN52119_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=140.70 0.00

TRINITY_DN14109_c0_g1sp|Q8GWU0|PGP2_ARATHPGLP2 Phosphoglycolate phosphatase 2 OS=Arabidopsis thaliana GN=PGLP2 PE=1 SV=140.60 0.00

TRINITY_DN26196_c0_g2sp|Q05397|FAK1_HUMANPTK2 Focal adhesion kinase 1 OS=Homo sapiens GN=PTK2 PE=1 SV=240.60 0.00

TRINITY_DN28143_c0_g1sp|Q9FK76|SBT56_ARATHSBT5.6 Subtilisin-like protease SBT5.6 OS=Arabidopsis thaliana GN=SBT5.6 PE=2 SV=140.60 0.00

TRINITY_DN29771_c0_g1sp|Q9SJK6|WBC30_ARATHWBC30 Putative white-brown complex homolog protein 30 OS=Arabidopsis thaliana GN=WBC30 PE=1 SV=340.60 0.00

TRINITY_DN30621_c0_g2sp|Q9DAJ5|DLRB2_MOUSEDynlrb2 Dynein light chain roadblock-type 2 OS=Mus musculus GN=Dynlrb2 PE=1 SV=140.60 0.00

TRINITY_DN31099_c1_g2sp|Q8K448|ABCA5_MOUSEAbca5 ATP-binding cassette sub-family A member 5 OS=Mus musculus GN=Abca5 PE=1 SV=240.60 0.00

TRINITY_DN31484_c0_g1sp|Q9ZR37|DUS1_ARATHDSPTP1 Dual specificity protein phosphatase 1 OS=Arabidopsis thaliana GN=DSPTP1 PE=1 SV=140.60 0.00

TRINITY_DN32059_c0_g1sp|Q2FK44|PFLB_STAA3pflB Formate acetyltransferase OS=Staphylococcus aureus (strain USA300) GN=pflB PE=3 SV=140.60 0.00

TRINITY_DN32279_c0_g1sp|Q84QK0|OPR1_ORYSJOPR1 12-oxophytodienoate reductase 1 OS=Oryza sativa subsp. japonica GN=OPR1 PE=2 SV=140.60 0.00

TRINITY_DN33536_c0_g1sp|Q03228|DIVJ_CAUCRdivJ Histidine protein kinase DivJ OS=Caulobacter crescentus (strain ATCC 19089 / CB15) GN=divJ PE=1 SV=240.60 0.00

TRINITY_DN34685_c1_g3sp|O31489|YDCI_BACSUydcI Uncharacterized protein YdcI OS=Bacillus subtilis (strain 168) GN=ydcI PE=3 SV=240.60 0.00

TRINITY_DN34789_c0_g3sp|P04072|THET_THEVU- Thermitase OS=Thermoactinomyces vulgaris PE=1 SV=140.60 0.00

TRINITY_DN35107_c1_g5sp|Q8ND76|CCNY_HUMANCCNY Cyclin-Y OS=Homo sapiens GN=CCNY PE=1 SV=240.60 0.00

TRINITY_DN35307_c1_g8sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=240.60 0.00

TRINITY_DN35364_c0_g1sp|B9KZ43|DER_THERPder GTPase Der OS=Thermomicrobium roseum (strain ATCC 27502 / DSM 5159 / P-2) GN=der PE=3 SV=140.60 0.00

TRINITY_DN35447_c1_g4sp|Q9H0F5|RNF38_HUMANRNF38 E3 ubiquitin-protein ligase RNF38 OS=Homo sapiens GN=RNF38 PE=1 SV=440.60 0.00

TRINITY_DN36040_c0_g1sp|A2YEZ6|SAP8_ORYSISAP8 Zinc finger A20 and AN1 domain-containing stress-associated protein 8 OS=Oryza sativa subsp. indica GN=SAP8 PE=2 SV=240.60 0.00

TRINITY_DN36112_c0_g1sp|Q3Z6G6|TRPD_DEHM1trpD Anthranilate phosphoribosyltransferase OS=Dehalococcoides mccartyi (strain ATCC BAA-2266 / KCTC 15142 / 195) GN=trpD PE=3 SV=140.60 0.00

TRINITY_DN37105_c0_g6sp|P43565|RIM15_YEASTRIM15 Serine/threonine-protein kinase RIM15 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RIM15 PE=1 SV=140.60 0.00

TRINITY_DN37169_c0_g1sp|Q9ZPJ8|AMT12_ARATHAMT1-2 Ammonium transporter 1 member 2 OS=Arabidopsis thaliana GN=AMT1-2 PE=1 SV=140.60 0.00

TRINITY_DN37287_c1_g7sp|Q8N6T7|SIR6_HUMANSIRT6 NAD-dependent protein deacetylase sirtuin-6 OS=Homo sapiens GN=SIRT6 PE=1 SV=240.60 0.00

TRINITY_DN37288_c0_g1sp|Q4J6C6|PPCEL_HUMANPREPL Prolyl endopeptidase-like OS=Homo sapiens GN=PREPL PE=1 SV=140.60 0.00

TRINITY_DN37428_c0_g1sp|Q90Y35|ZN622_CHICKZNF622 Zinc finger protein 622 OS=Gallus gallus GN=ZNF622 PE=2 SV=140.60 0.00

TRINITY_DN37565_c0_g2sp|O23722|MVD1_ARATHMVD1 Diphosphomevalonate decarboxylase MVD1, peroxisomal OS=Arabidopsis thaliana GN=MVD1 PE=1 SV=140.60 0.00

TRINITY_DN37631_c0_g2sp|Q9PKU9|MALQ_CHLMUmalQ 4-alpha-glucanotransferase OS=Chlamydia muridarum (strain MoPn / Nigg) GN=malQ PE=3 SV=140.60 0.00

TRINITY_DN38704_c0_g8sp|P49534|YCF39_ODOSIycf39 Uncharacterized protein ycf39 OS=Odontella sinensis GN=ycf39 PE=3 SV=140.60 0.00

TRINITY_DN39517_c0_g4sp|Q9SD81|GDPD6_ARATHGDPD6 Glycerophosphodiester phosphodiesterase GDPD6 OS=Arabidopsis thaliana GN=GDPD6 PE=2 SV=140.60 0.00

TRINITY_DN39824_c0_g1sp|Q965T1|TM258_CAEELY57E12AM.1Transmembrane protein 258 homolog OS=Caenorhabditis elegans GN=Y57E12AM.1 PE=3 SV=140.60 0.00

TRINITY_DN39879_c0_g3sp|Q9CQC4|TM216_MOUSETmem216 Transmembrane protein 216 OS=Mus musculus GN=Tmem216 PE=1 SV=240.60 0.00

TRINITY_DN40045_c0_g3sp|Q8BT60|CPNE3_MOUSECpne3 Copine-3 OS=Mus musculus GN=Cpne3 PE=1 SV=240.60 0.00

TRINITY_DN40178_c0_g1sp|Q948R8|THH1_ARATHTHH1 Protein TOM THREE HOMOLOG 1 OS=Arabidopsis thaliana GN=THH1 PE=2 SV=140.60 0.00

TRINITY_DN40621_c1_g2sp|Q74ZS6|PABP_ASHGOPAB1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=PAB1 PE=3 SV=140.60 0.00

TRINITY_DN40687_c0_g1sp|Q9LT72|PUS4_ARATHAt3g19440RNA pseudouridine synthase 4, mitochondrial OS=Arabidopsis thaliana GN=At3g19440 PE=2 SV=140.60 0.00

TRINITY_DN40733_c0_g4sp|Q6PFP6|NDOR1_DANREndor1 NADPH-dependent diflavin oxidoreductase 1 OS=Danio rerio GN=ndor1 PE=2 SV=140.60 0.00

TRINITY_DN41121_c1_g4sp|O50314|BCHH_CHLP8bchH Magnesium-chelatase subunit H OS=Chlorobaculum parvum (strain NCIB 8327) GN=bchH PE=3 SV=240.60 0.00

TRINITY_DN42124_c0_g2sp|Q54DU1|MCFP_DICDImcfP Mitochondrial substrate carrier family protein P OS=Dictyostelium discoideum GN=mcfP PE=3 SV=140.60 0.00

TRINITY_DN43044_c0_g2sp|Q54WN7|BZPF_DICDIbzpF Probable basic-leucine zipper transcription factor F OS=Dictyostelium discoideum GN=bzpF PE=3 SV=140.60 0.00

TRINITY_DN43253_c0_g1sp|Q3E9C0|CDPKY_ARATHCPK34 Calcium-dependent protein kinase 34 OS=Arabidopsis thaliana GN=CPK34 PE=2 SV=140.60 0.00



TRINITY_DN43676_c0_g2sp|Q06668|OMS1_YEASTOMS1 Methyltransferase OMS1, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=OMS1 PE=1 SV=140.60 0.00

TRINITY_DN43853_c0_g2sp|Q58646|DHQS_METJAaroB' 3-dehydroquinate synthase OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=aroB' PE=1 SV=140.60 0.00

TRINITY_DN44098_c0_g2sp|O94481|TFC5_SCHPObdp1 Transcription factor TFIIIB component B'' OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bdp1 PE=3 SV=240.60 0.00

TRINITY_DN44545_c0_g1sp|Q8L970|P4H7_ARATHP4H7 Probable prolyl 4-hydroxylase 7 OS=Arabidopsis thaliana GN=P4H7 PE=2 SV=140.60 0.00

TRINITY_DN44595_c0_g2sp|Q6IQS6|SAE1_DANREsae1 SUMO-activating enzyme subunit 1 OS=Danio rerio GN=sae1 PE=2 SV=140.60 0.00

TRINITY_DN45304_c1_g5sp|Q6P8C8|ARL8A_XENTRarl8a ADP-ribosylation factor-like protein 8A OS=Xenopus tropicalis GN=arl8a PE=2 SV=140.60 0.00

TRINITY_DN46309_c0_g4sp|Q5T280|CI114_HUMANC9orf114Putative methyltransferase C9orf114 OS=Homo sapiens GN=C9orf114 PE=1 SV=340.60 0.00

TRINITY_DN46834_c1_g1sp|O79407|COX3_SCYCAMT-CO3 Cytochrome c oxidase subunit 3 OS=Scyliorhinus canicula GN=MT-CO3 PE=3 SV=140.60 0.00

TRINITY_DN47239_c0_g1sp|Q94A82|NUD19_ARATHNUDT19 Nudix hydrolase 19, chloroplastic OS=Arabidopsis thaliana GN=NUDT19 PE=1 SV=140.60 0.00

TRINITY_DN47425_c0_g1sp|B4I4Y1|DGKH_DROSEGM10981 Diacylglycerol kinase eta OS=Drosophila sechellia GN=GM10981 PE=3 SV=240.60 0.00

TRINITY_DN47440_c1_g5sp|Q758C3|BTN1_ASHGOBTN1 Protein BTN1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=BTN1 PE=3 SV=140.60 0.00

TRINITY_DN47827_c0_g2sp|Q92994|TF3B_HUMANBRF1 Transcription factor IIIB 90 kDa subunit OS=Homo sapiens GN=BRF1 PE=1 SV=140.60 0.00

TRINITY_DN48048_c0_g2sp|Q2KIA6|PRPF3_BOVINPRPF3 U4/U6 small nuclear ribonucleoprotein Prp3 OS=Bos taurus GN=PRPF3 PE=2 SV=140.60 0.00

TRINITY_DN48336_c0_g3sp|Q9SSJ8|FAB1C_ARATHFAB1C Putative 1-phosphatidylinositol-3-phosphate 5-kinase FAB1C OS=Arabidopsis thaliana GN=FAB1C PE=2 SV=140.60 0.00

TRINITY_DN49176_c0_g2sp|Q9LYR5|FKB19_ARATHFKBP19 Peptidyl-prolyl cis-trans isomerase FKBP19, chloroplastic OS=Arabidopsis thaliana GN=FKBP19 PE=1 SV=140.60 0.00

TRINITY_DN50412_c1_g1sp|Q9P7X8|RPA2_SCHPOrpa2 Probable DNA-directed RNA polymerase I subunit RPA2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa2 PE=3 SV=240.60 0.00

TRINITY_DN50738_c0_g1sp|O73888|HPGDS_CHICKHPGDS Hematopoietic prostaglandin D synthase OS=Gallus gallus GN=HPGDS PE=1 SV=340.60 0.00

TRINITY_DN51067_c1_g7sp|Q9JMG1|EDF1_MOUSEEdf1 Endothelial differentiation-related factor 1 OS=Mus musculus GN=Edf1 PE=1 SV=140.60 0.00

TRINITY_DN7506_c0_g2sp|O22842|CHI61_ARATHAt2g43610Endochitinase At2g43610 OS=Arabidopsis thaliana GN=At2g43610 PE=2 SV=140.60 0.00

TRINITY_DN1758_c0_g1sp|A8XNJ6|SGK1_CAEBRsgk-1 Serine/threonine-protein kinase sgk-1 OS=Caenorhabditis briggsae GN=sgk-1 PE=3 SV=340.50 0.00

TRINITY_DN1778_c0_g1sp|C7G046|Y6969_DICDIDDB_G0286969von Willebrand factor A domain-containing protein DDB_G0286969 OS=Dictyostelium discoideum GN=DDB_G0286969 PE=3 SV=140.50 0.00

TRINITY_DN19881_c0_g1sp|F4JML5|ECH2M_ARATHAt4g16800Probable enoyl-CoA hydratase 2, mitochondrial OS=Arabidopsis thaliana GN=At4g16800 PE=2 SV=140.50 0.00

TRINITY_DN22064_c0_g1sp|P50942|INP52_YEASTINP52 Polyphosphatidylinositol phosphatase INP52 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=INP52 PE=1 SV=140.50 0.00

TRINITY_DN27844_c0_g3sp|Q0IXP9|AARE1_ORYSJOs10g0415600Acylamino-acid-releasing enzyme 1 OS=Oryza sativa subsp. japonica GN=Os10g0415600 PE=3 SV=140.50 0.00

TRINITY_DN29286_c0_g1sp|Q8N4T8|CBR4_HUMANCBR4 Carbonyl reductase family member 4 OS=Homo sapiens GN=CBR4 PE=1 SV=340.50 0.00

TRINITY_DN29598_c0_g1sp|Q9JHG1|PIGP_MOUSEPigp Phosphatidylinositol N-acetylglucosaminyltransferase subunit P OS=Mus musculus GN=Pigp PE=2 SV=140.50 0.00

TRINITY_DN30540_c0_g1sp|Q92JK0|TILS_RICCNtilS tRNA(Ile)-lysidine synthase OS=Rickettsia conorii (strain ATCC VR-613 / Malish 7) GN=tilS PE=3 SV=140.50 0.00

TRINITY_DN31491_c0_g2sp|Q569D5|SBP1_XENTRselenbp1Selenium-binding protein 1 OS=Xenopus tropicalis GN=selenbp1 PE=2 SV=140.50 0.00

TRINITY_DN32607_c0_g2sp|Q8NI08|NCOA7_HUMANNCOA7 Nuclear receptor coactivator 7 OS=Homo sapiens GN=NCOA7 PE=1 SV=240.50 0.00

TRINITY_DN34028_c0_g3sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=140.50 0.00

TRINITY_DN34141_c0_g2sp|O95671|ASML_HUMANASMTL N-acetylserotonin O-methyltransferase-like protein OS=Homo sapiens GN=ASMTL PE=1 SV=340.50 0.00

TRINITY_DN35124_c0_g1sp|P81926|SODC_HALRO- Superoxide dismutase [Cu-Zn] OS=Halocynthia roretzi PE=1 SV=240.50 0.00

TRINITY_DN35178_c0_g1sp|P82861|ADRO_SALFOfdxr NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Salvelinus fontinalis GN=fdxr PE=2 SV=140.50 0.00

TRINITY_DN35225_c0_g1sp|Q9ZT48|ATE1_ARATHATE1 Arginyl-tRNA--protein transferase 1 OS=Arabidopsis thaliana GN=ATE1 PE=2 SV=240.50 0.00

TRINITY_DN35333_c0_g2sp|Q9D7H3|RTCA_MOUSERtcA RNA 3'-terminal phosphate cyclase OS=Mus musculus GN=RtcA PE=1 SV=240.50 0.00

TRINITY_DN35371_c0_g1sp|Q6NV31|WDR82_DANREwdr82 WD repeat-containing protein 82 OS=Danio rerio GN=wdr82 PE=2 SV=140.50 0.00

TRINITY_DN35481_c0_g1sp|F4IP06|SWC2_ARATHSWC2 SWR1 complex subunit 2 OS=Arabidopsis thaliana GN=SWC2 PE=1 SV=140.50 0.00

TRINITY_DN35561_c0_g4sp|P42731|PABP2_ARATHPAB2 Polyadenylate-binding protein 2 OS=Arabidopsis thaliana GN=PAB2 PE=1 SV=140.50 0.00

TRINITY_DN35725_c0_g1sp|Q55BD5|CSN7_DICDIcsn7 COP9 signalosome complex subunit 7 OS=Dictyostelium discoideum GN=csn7 PE=1 SV=140.50 0.00

TRINITY_DN36008_c0_g1sp|Q8CAK1|CAF17_MOUSEIba57 Putative transferase CAF17 homolog, mitochondrial OS=Mus musculus GN=Iba57 PE=1 SV=140.50 0.00

TRINITY_DN36063_c0_g6sp|Q7T6Y2|YR831_MIMIVMIMI_R831Putative serine/threonine-protein kinase/receptor R831 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R831 PE=3 SV=240.50 0.00

TRINITY_DN36814_c0_g2sp|Q54S52|Y2801_DICDIDDB_G0282801Protein PIEZO homolog OS=Dictyostelium discoideum GN=DDB_G0282801 PE=3 SV=140.50 0.00

TRINITY_DN37411_c0_g1sp|D3YV10|CCD13_MOUSECcdc13 Coiled-coil domain-containing protein 13 OS=Mus musculus GN=Ccdc13 PE=1 SV=140.50 0.00

TRINITY_DN37451_c0_g8sp|P04186|CFAB_MOUSECfb Complement factor B OS=Mus musculus GN=Cfb PE=1 SV=240.50 0.00

TRINITY_DN37472_c0_g2sp|Q9S7L2|MYB98_ARATHMYB98 Transcription factor MYB98 OS=Arabidopsis thaliana GN=MYB98 PE=2 SV=140.50 0.00

TRINITY_DN37653_c0_g1sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=140.50 0.00

TRINITY_DN38138_c0_g3sp|P07839|FER_CHLREPETF Ferredoxin, chloroplastic OS=Chlamydomonas reinhardtii GN=PETF PE=1 SV=240.50 0.00

TRINITY_DN38269_c1_g3sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=240.50 0.00

TRINITY_DN38588_c1_g5sp|Q5M7P5|NOL6_XENTRnol6 Nucleolar protein 6 OS=Xenopus tropicalis GN=nol6 PE=2 SV=140.50 0.00

TRINITY_DN38725_c1_g8sp|Q99PG2|OGFR_MOUSEOgfr Opioid growth factor receptor OS=Mus musculus GN=Ogfr PE=1 SV=140.50 0.00

TRINITY_DN38917_c0_g1sp|Q9VBX1|NEMF_DROMEClbn Nuclear export mediator factor NEMF homolog OS=Drosophila melanogaster GN=Clbn PE=1 SV=240.50 0.00

TRINITY_DN39691_c1_g1sp|Q9JIC3|DCR1A_MOUSEDclre1a DNA cross-link repair 1A protein OS=Mus musculus GN=Dclre1a PE=1 SV=240.50 0.00

TRINITY_DN40030_c0_g10sp|Q6ZSI9|CAN12_HUMANCAPN12 Calpain-12 OS=Homo sapiens GN=CAPN12 PE=2 SV=140.50 0.00

TRINITY_DN40604_c0_g1sp|P25804|CYSP_PEA- Cysteine proteinase 15A OS=Pisum sativum PE=2 SV=140.50 0.00

TRINITY_DN41190_c1_g1sp|A7SNN5|PLK4_NEMVEv1g246408Serine/threonine-protein kinase PLK4 OS=Nematostella vectensis GN=v1g246408 PE=3 SV=140.50 0.00

TRINITY_DN41611_c0_g5sp|Q7TPN3|PIGV_MOUSEPigv GPI mannosyltransferase 2 OS=Mus musculus GN=Pigv PE=2 SV=240.50 0.00



TRINITY_DN41791_c0_g1sp|P27521|CA4_ARATHLHCA4 Chlorophyll a-b binding protein 4, chloroplastic OS=Arabidopsis thaliana GN=LHCA4 PE=1 SV=140.50 0.00

TRINITY_DN42099_c1_g9sp|Q9LIC2|TMN7_ARATHTMN7 Transmembrane 9 superfamily member 7 OS=Arabidopsis thaliana GN=TMN7 PE=2 SV=140.50 0.00

TRINITY_DN42217_c0_g4sp|A2YV85|RH29_ORYSIOsI_028228DEAD-box ATP-dependent RNA helicase 29 OS=Oryza sativa subsp. indica GN=OsI_028228 PE=2 SV=240.50 0.00

TRINITY_DN42236_c0_g3sp|Q4R8D2|GNL1_MACFAGNL1 Guanine nucleotide-binding protein-like 1 OS=Macaca fascicularis GN=GNL1 PE=2 SV=140.50 0.00

TRINITY_DN42875_c1_g4sp|P17256|KIME_RATMvk Mevalonate kinase OS=Rattus norvegicus GN=Mvk PE=1 SV=140.50 0.00

TRINITY_DN43139_c0_g1sp|Q8TF62|AT8B4_HUMANATP8B4 Probable phospholipid-transporting ATPase IM OS=Homo sapiens GN=ATP8B4 PE=1 SV=340.50 0.00

TRINITY_DN43330_c0_g1sp|Q6DJI5|PITH1_XENLApithd1 PITH domain-containing protein 1 OS=Xenopus laevis GN=pithd1 PE=2 SV=140.50 0.00

TRINITY_DN44170_c2_g1sp|O75937|DNJC8_HUMANDNAJC8 DnaJ homolog subfamily C member 8 OS=Homo sapiens GN=DNAJC8 PE=1 SV=240.50 0.00

TRINITY_DN44449_c0_g7sp|Q8RWV8|U1165_ARATHSNRNP65 U11/U12 small nuclear ribonucleoprotein 65 kDa protein OS=Arabidopsis thaliana GN=SNRNP65 PE=1 SV=140.50 0.00

TRINITY_DN44910_c0_g5sp|Q556Z0|SNF12_DICDIsnf12-1 SWI/SNF complex component SNF12 homolog OS=Dictyostelium discoideum GN=snf12-1 PE=3 SV=140.50 0.00

TRINITY_DN45215_c0_g3sp|Q4A160|WALR_STAS1walR Transcriptional regulatory protein WalR OS=Staphylococcus saprophyticus subsp. saprophyticus (strain ATCC 15305 / DSM 20229) GN=walR PE=3 SV=140.50 0.00

TRINITY_DN45460_c0_g1sp|Q58A42|DD3_DICDIDD3-3 Protein DD3-3 OS=Dictyostelium discoideum GN=DD3-3 PE=2 SV=140.50 0.00

TRINITY_DN45986_c0_g4sp|Q67XX3|FB252_ARATHAt5g06550F-box protein At5g06550 OS=Arabidopsis thaliana GN=At5g06550 PE=2 SV=140.50 0.00

TRINITY_DN46532_c0_g1sp|Q7TMR0|PCP_MOUSEPrcp Lysosomal Pro-X carboxypeptidase OS=Mus musculus GN=Prcp PE=1 SV=240.50 0.00

TRINITY_DN46559_c0_g1sp|P22129|RB11B_DIPOM- Ras-related protein Rab-11B OS=Diplobatis ommata PE=2 SV=140.50 0.00

TRINITY_DN46850_c1_g2sp|D3ZN43|NDUF6_RATNdufaf6 NADH dehydrogenase (ubiquinone) complex I, assembly factor 6 OS=Rattus norvegicus GN=Ndufaf6 PE=3 SV=140.50 0.00

TRINITY_DN47037_c0_g3sp|Q8GY23|UPL1_ARATHUPL1 E3 ubiquitin-protein ligase UPL1 OS=Arabidopsis thaliana GN=UPL1 PE=1 SV=340.50 0.00

TRINITY_DN47215_c0_g2sp|Q92562|FIG4_HUMANFIG4 Polyphosphoinositide phosphatase OS=Homo sapiens GN=FIG4 PE=1 SV=140.50 0.00

TRINITY_DN47364_c0_g7sp|Q7YRU3|PLCZ1_PIGPLCZ 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase zeta-1 OS=Sus scrofa GN=PLCZ PE=2 SV=140.50 0.00

TRINITY_DN47504_c1_g9sp|Q39584|DYL3_CHLRE- Dynein 18 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=140.50 0.00

TRINITY_DN47978_c0_g3sp|Q54HP1|MYBQ_DICDImybQ Myb-like protein Q OS=Dictyostelium discoideum GN=mybQ PE=3 SV=140.50 0.00

TRINITY_DN48134_c0_g6sp|F4JBP3|ATG1B_ARATHATG1B Serine/threonine-protein kinase ATG1b OS=Arabidopsis thaliana GN=ATG1B PE=2 SV=140.50 0.00

TRINITY_DN48209_c0_g6sp|P43292|SRK2G_ARATHSRK2G Serine/threonine-protein kinase SRK2G OS=Arabidopsis thaliana GN=SRK2G PE=1 SV=240.50 0.00

TRINITY_DN48513_c1_g1sp|O14299|WIS4_SCHPOwis4 MAP kinase kinase kinase wis4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=wis4 PE=3 SV=140.50 0.00

TRINITY_DN48533_c1_g1sp|Q5RHH4|IF172_DANREift172 Intraflagellar transport protein 172 homolog OS=Danio rerio GN=ift172 PE=2 SV=140.50 0

TRINITY_DN48702_c3_g7sp|Q9SUG3|ITPK3_ARATHITPK3 Inositol-tetrakisphosphate 1-kinase 3 OS=Arabidopsis thaliana GN=ITPK3 PE=1 SV=240.50 0.00

TRINITY_DN48779_c1_g1sp|P14735|IDE_HUMANIDE Insulin-degrading enzyme OS=Homo sapiens GN=IDE PE=1 SV=440.50 0.00

TRINITY_DN49247_c0_g3sp|Q7PNM6|ATAT_ANOGAAGAP005828Alpha-tubulin N-acetyltransferase OS=Anopheles gambiae GN=AGAP005828 PE=3 SV=440.50 0.00

TRINITY_DN49640_c0_g1sp|Q8LEV3|Y2060_ARATHAt2g30600/At2g30610BTB/POZ domain-containing protein At2g30600 OS=Arabidopsis thaliana GN=At2g30600/At2g30610 PE=2 SV=140.50 0.00

TRINITY_DN50105_c0_g1sp|Q9FFH1|RLT2_ARATHRLT2 Homeobox-DDT domain protein RLT2 OS=Arabidopsis thaliana GN=RLT2 PE=1 SV=140.50 0.00

TRINITY_DN50348_c0_g1sp|Q28DT7|EED_XENTReed Polycomb protein eed OS=Xenopus tropicalis GN=eed PE=2 SV=140.50 0.00

TRINITY_DN50932_c0_g6sp|Q5FWF4|ZRAB3_HUMANZRANB3 DNA annealing helicase and endonuclease ZRANB3 OS=Homo sapiens GN=ZRANB3 PE=1 SV=240.50 0.00

TRINITY_DN51180_c1_g3sp|Q26636|CATL_SARPE- Cathepsin L OS=Sarcophaga peregrina PE=1 SV=140.50 0.00

TRINITY_DN51440_c1_g2sp|O75343|GCYB2_HUMANGUCY1B2 Guanylate cyclase soluble subunit beta-2 OS=Homo sapiens GN=GUCY1B2 PE=2 SV=240.50 0.00

TRINITY_DN51458_c0_g2sp|P25776|ORYA_ORYSJOs04g0650000Oryzain alpha chain OS=Oryza sativa subsp. japonica GN=Os04g0650000 PE=1 SV=240.50 0.00

TRINITY_DN51728_c1_g1sp|Q54R58|YTYK2_DICDIDDB_G0283397Probable tyrosine-protein kinase DDB_G0283397 OS=Dictyostelium discoideum GN=DDB_G0283397 PE=3 SV=140.50 0.00

TRINITY_DN17366_c0_g1sp|Q6DRI7|DDX51_DANREddx51 ATP-dependent RNA helicase DDX51 OS=Danio rerio GN=ddx51 PE=2 SV=140.40 0.00

TRINITY_DN19734_c0_g3sp|O51055|Y024_BORBUBB_0024 Uncharacterized protein BB_0024 OS=Borrelia burgdorferi (strain ATCC 35210 / B31 / CIP 102532 / DSM 4680) GN=BB_0024 PE=4 SV=140.40 0.00

TRINITY_DN20296_c0_g1sp|P53994|RAB2A_MOUSERab2a Ras-related protein Rab-2A OS=Mus musculus GN=Rab2a PE=1 SV=140.40 0.00

TRINITY_DN22725_c0_g1sp|Q5ZJL8|ABHDD_CHICKABHD13 Protein ABHD13 OS=Gallus gallus GN=ABHD13 PE=2 SV=140.40 0.00

TRINITY_DN23414_c0_g1sp|Q9BXW4|MLP3C_HUMANMAP1LC3CMicrotubule-associated proteins 1A/1B light chain 3C OS=Homo sapiens GN=MAP1LC3C PE=1 SV=140.40 0.00

TRINITY_DN24615_c0_g1sp|Q60670|SIK1_MOUSESik1 Serine/threonine-protein kinase SIK1 OS=Mus musculus GN=Sik1 PE=1 SV=340.40 0.00

TRINITY_DN25080_c0_g2sp|P40312|CYB5_YEASTCYB5 Cytochrome b5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CYB5 PE=1 SV=240.40 0.00

TRINITY_DN28085_c0_g2sp|P32454|APE2_YEASTAPE2 Aminopeptidase 2, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=APE2 PE=1 SV=440.40 0.00

TRINITY_DN30631_c0_g1sp|Q9LHD1|AB15B_ARATHABCB15 ABC transporter B family member 15 OS=Arabidopsis thaliana GN=ABCB15 PE=3 SV=140.40 0.00

TRINITY_DN34083_c0_g1sp|Q95ZS2|TDC1_CAEELtdc-1 Tyrosine decarboxylase OS=Caenorhabditis elegans GN=tdc-1 PE=2 SV=140.40 0.00

TRINITY_DN34393_c0_g5sp|Q9NZT2|OGFR_HUMANOGFR Opioid growth factor receptor OS=Homo sapiens GN=OGFR PE=1 SV=340.40 0.00

TRINITY_DN34816_c1_g10sp|O81097|RPB8A_ARATHNRPB8A DNA-directed RNA polymerases II and V subunit 8A OS=Arabidopsis thaliana GN=NRPB8A PE=1 SV=140.40 0.00

TRINITY_DN36077_c0_g3sp|Q9YDK6|THSA_AERPEthsA Thermosome subunit alpha OS=Aeropyrum pernix (strain ATCC 700893 / DSM 11879 / JCM 9820 / NBRC 100138 / K1) GN=thsA PE=3 SV=240.40 0.00

TRINITY_DN36081_c1_g3sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=340.40 0.00

TRINITY_DN36727_c0_g7sp|Q2N2K0|PHYK3_SOYBN- Probable phytol kinase 3, chloroplastic OS=Glycine max PE=2 SV=140.40 0.00

TRINITY_DN37169_c0_g2sp|Q9FVN0|AMT13_SOLLCAMT1-3 Ammonium transporter 1 member 3 OS=Solanum lycopersicum GN=AMT1-3 PE=2 SV=140.40 0.00

TRINITY_DN37414_c0_g4sp|Q9NTI2|AT8A2_HUMANATP8A2 Phospholipid-transporting ATPase IB OS=Homo sapiens GN=ATP8A2 PE=1 SV=240.40 0.00

TRINITY_DN37501_c0_g4sp|Q4VYA5|HIUH_SALDUhiuH 5-hydroxyisourate hydrolase OS=Salmonella dublin GN=hiuH PE=1 SV=140.40 0.00

TRINITY_DN37888_c0_g6sp|Q8GWT4|ANM15_ARATHPMRT15 Protein arginine N-methyltransferase 1.5 OS=Arabidopsis thaliana GN=PMRT15 PE=1 SV=240.40 0.00

TRINITY_DN37988_c1_g2sp|Q6CJ50|MDV1_KLULAMDV1 Mitochondrial division protein 1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=MDV1 PE=3 SV=140.40 0.00



TRINITY_DN37993_c0_g4sp|Q54RV9|SGPL_DICDIsglA Sphingosine-1-phosphate lyase OS=Dictyostelium discoideum GN=sglA PE=2 SV=140.40 0.00

TRINITY_DN38854_c0_g7sp|O69787|BETC_RHIMEbetC Choline-sulfatase OS=Rhizobium meliloti (strain 1021) GN=betC PE=1 SV=240.40 0.00

TRINITY_DN38976_c0_g1sp|Q54ES6|RPC19_DICDIrpc19 DNA-directed RNA polymerases I and III subunit rpc19 OS=Dictyostelium discoideum GN=rpc19 PE=3 SV=140.40 0.00

TRINITY_DN39274_c0_g3sp|P22045|PGFS_LEIMAP100/11EProstaglandin F synthase OS=Leishmania major GN=P100/11E PE=1 SV=340.40 0.00

TRINITY_DN39309_c0_g1sp|Q652N5|PHT44_ORYSJPHT4;4 Probable anion transporter 4, chloroplastic OS=Oryza sativa subsp. japonica GN=PHT4;4 PE=2 SV=140.40 0.00

TRINITY_DN39646_c0_g4sp|Q92562|FIG4_HUMANFIG4 Polyphosphoinositide phosphatase OS=Homo sapiens GN=FIG4 PE=1 SV=140.40 0.00

TRINITY_DN39770_c1_g2sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=240.40 0.00

TRINITY_DN40058_c0_g5sp|O75131|CPNE3_HUMANCPNE3 Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=140.40 0.00

TRINITY_DN40402_c1_g4sp|B8AEH1|ORR23_ORYSIRR23 Two-component response regulator ORR23 OS=Oryza sativa subsp. indica GN=RR23 PE=3 SV=140.40 0.00

TRINITY_DN40652_c1_g5sp|Q4FE47|XB35_ARATHXBAT35 Putative E3 ubiquitin-protein ligase XBAT35 OS=Arabidopsis thaliana GN=XBAT35 PE=2 SV=140.40 0.00

TRINITY_DN41469_c1_g6sp|Q9STV4|CIPK8_ARATHCIPK8 CBL-interacting serine/threonine-protein kinase 8 OS=Arabidopsis thaliana GN=CIPK8 PE=1 SV=140.40 0.00

TRINITY_DN41776_c0_g8sp|Q8VYH2|ERG16_ARATHSQE3 Squalene epoxidase 3 OS=Arabidopsis thaliana GN=SQE3 PE=1 SV=140.40 0.00

TRINITY_DN41804_c1_g1sp|Q54IQ5|CCZ1_DICDIDDB_G0288589Vacuolar fusion protein CCZ1 homolog OS=Dictyostelium discoideum GN=DDB_G0288589 PE=3 SV=140.40 0.00

TRINITY_DN41807_c0_g1sp|Q54WM0|T1843_DICDItmem184CTransmembrane protein 184 homolog DDB_G0279555 OS=Dictyostelium discoideum GN=tmem184C PE=3 SV=140.40 0.00

TRINITY_DN42054_c2_g5sp|Q24799|MYPH_ECHGR- Myophilin OS=Echinococcus granulosus PE=2 SV=140.40 0.00

TRINITY_DN42467_c0_g2sp|Q16959|DYI2_HELCR- Dynein intermediate chain 2, ciliary OS=Heliocidaris crassispina PE=2 SV=140.40 0.00

TRINITY_DN42992_c0_g7sp|Q5ZJT0|SUV3_CHICKSUPV3L1 ATP-dependent RNA helicase SUPV3L1, mitochondrial OS=Gallus gallus GN=SUPV3L1 PE=2 SV=140.40 0.00

TRINITY_DN43965_c0_g1sp|O23372|ATXR3_ARATHATXR3 Histone-lysine N-methyltransferase ATXR3 OS=Arabidopsis thaliana GN=ATXR3 PE=2 SV=240.40 0.00

TRINITY_DN44126_c0_g8sp|Q9PUN2|SMUF1_XENLAsmurf1 E3 ubiquitin-protein ligase SMURF1 OS=Xenopus laevis GN=smurf1 PE=2 SV=140.40 0.00

TRINITY_DN44408_c0_g1sp|Q9GRX6|AIFM1_DICDIaif Apoptosis-inducing factor 1, mitochondrial OS=Dictyostelium discoideum GN=aif PE=2 SV=140.40 0.00

TRINITY_DN44841_c0_g2sp|Q60525|WAP53_MESAUWrap53 Telomerase Cajal body protein 1 OS=Mesocricetus auratus GN=Wrap53 PE=2 SV=140.40 0.00

TRINITY_DN44992_c1_g1sp|P0CB49|YLPM1_RATYlpm1 YLP motif-containing protein 1 OS=Rattus norvegicus GN=Ylpm1 PE=1 SV=140.40 0.00

TRINITY_DN45470_c0_g7sp|Q9FIF9|RAA2D_ARATHRABA2D Ras-related protein RABA2d OS=Arabidopsis thaliana GN=RABA2D PE=2 SV=140.40 0.00

TRINITY_DN45510_c0_g2sp|O59712|YBH4_SCHPOSPBC3B8.04cUncharacterized transporter C3B8.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC3B8.04c PE=3 SV=140.40 0.00

TRINITY_DN45734_c0_g3sp|Q8BHA3|DTD2_MOUSEDtd2 Probable D-tyrosyl-tRNA(Tyr) deacylase 2 OS=Mus musculus GN=Dtd2 PE=1 SV=140.40 0.00

TRINITY_DN45757_c0_g3sp|Q86AW9|GUAD_DICDIguaD Guanine deaminase OS=Dictyostelium discoideum GN=guaD PE=1 SV=140.40 0.00

TRINITY_DN45821_c0_g1sp|Q9Y5N5|HEMK2_HUMANN6AMT1 HemK methyltransferase family member 2 OS=Homo sapiens GN=N6AMT1 PE=1 SV=340.40 0.00

TRINITY_DN46145_c1_g1sp|Q84ME1|LUL3_ARATHLUL3 Probable E3 ubiquitin-protein ligase LUL3 OS=Arabidopsis thaliana GN=LUL3 PE=1 SV=140.40 0.00

TRINITY_DN47386_c1_g1sp|Q148M7|TAF13_BOVINTAF13 Transcription initiation factor TFIID subunit 13 OS=Bos taurus GN=TAF13 PE=2 SV=140.40 0.00

TRINITY_DN47623_c0_g1sp|Q9SV21|COPB1_ARATHAt4g31480Coatomer subunit beta-1 OS=Arabidopsis thaliana GN=At4g31480 PE=2 SV=240.40 0.00

TRINITY_DN48014_c0_g1sp|O49434|AAH_ARATHAAH Allantoate deiminase OS=Arabidopsis thaliana GN=AAH PE=1 SV=240.40 0.00

TRINITY_DN48069_c0_g2sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=140.40 0.00

TRINITY_DN48235_c0_g7sp|Q53FA7|QORX_HUMANTP53I3 Quinone oxidoreductase PIG3 OS=Homo sapiens GN=TP53I3 PE=1 SV=240.40 0.00

TRINITY_DN48284_c0_g1sp|Q5XGY1|TSR1_XENLAtsr1 Pre-rRNA-processing protein TSR1 homolog OS=Xenopus laevis GN=tsr1 PE=2 SV=140.40 0.00

TRINITY_DN49098_c0_g2sp|Q84JC0|RRP8_ARATHAt5g40530Ribosomal RNA-processing protein 8 OS=Arabidopsis thaliana GN=At5g40530 PE=2 SV=140.40 0.00

TRINITY_DN49678_c0_g3sp|Q9SRS9|CHIP_ARATHCHIP E3 ubiquitin-protein ligase CHIP OS=Arabidopsis thaliana GN=CHIP PE=1 SV=140.40 0.00

TRINITY_DN49703_c0_g3sp|Q58DC5|GTPB1_BOVINGTPBP1 GTP-binding protein 1 OS=Bos taurus GN=GTPBP1 PE=2 SV=240.40 0.00

TRINITY_DN49814_c1_g3sp|P16976|YPTM1_MAIZEYPTM1 GTP-binding protein YPTM1 OS=Zea mays GN=YPTM1 PE=2 SV=240.40 0.00

TRINITY_DN50145_c0_g6sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=140.40 0.00

TRINITY_DN50330_c1_g3sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=140.40 0.00

TRINITY_DN50744_c0_g1sp|Q9SUC5|FAH2_ARATHFAH2 Dihydroceramide fatty acyl 2-hydroxylase FAH2 OS=Arabidopsis thaliana GN=FAH2 PE=1 SV=140.40 0.00

TRINITY_DN50955_c0_g6sp|Q9LXD1|RLF_ARATHRLF Cytochrome b5 domain-containing protein RLF OS=Arabidopsis thaliana GN=RLF PE=2 SV=140.40 0.00

TRINITY_DN51640_c1_g7sp|P28338|GSTT1_MUSDOGst1 Glutathione S-transferase 1 OS=Musca domestica GN=Gst1 PE=2 SV=140.40 0.00

TRINITY_DN51721_c0_g1sp|Q9LTX3|PPOX1_ARATHPPOX1 Pyridoxine/pyridoxamine 5'-phosphate oxidase 1, chloroplastic OS=Arabidopsis thaliana GN=PPOX1 PE=1 SV=140.40 0.00

TRINITY_DN51862_c1_g2sp|Q9FYQ8|TMN11_ARATHTMN11 Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana GN=TMN11 PE=2 SV=140.40 0.00

TRINITY_DN52678_c0_g2sp|Q9M0Y8|NSF_ARATHNSF Vesicle-fusing ATPase OS=Arabidopsis thaliana GN=NSF PE=2 SV=240.40 0.00

TRINITY_DN9295_c0_g1sp|Q54WW7|Y0010_DICDIDDB_G0279405Probable serine/threonine-protein kinase DDB_G0279405 OS=Dictyostelium discoideum GN=DDB_G0279405 PE=3 SV=140.40 0.00

TRINITY_DN12559_c0_g1sp|Q9WTW7|S23A1_RATSlc23a1 Solute carrier family 23 member 1 OS=Rattus norvegicus GN=Slc23a1 PE=2 SV=140.30 0.00



TRINITY_DN19745_c0_g2sp|Q8C6G1|CU002_MOUSE- Protein C21orf2 homolog OS=Mus musculus PE=1 SV=140.30 0.00

TRINITY_DN20570_c0_g1sp|Q6NPC9|BIN3D_ARATHAt5g51130Probable RNA methyltransferase At5g51130 OS=Arabidopsis thaliana GN=At5g51130 PE=2 SV=140.30 0.00

TRINITY_DN25171_c0_g1sp|Q8R5K5|UTP11_RATUtp11 Probable U3 small nucleolar RNA-associated protein 11 OS=Rattus norvegicus GN=Utp11 PE=2 SV=140.30 0.00

TRINITY_DN25269_c0_g1sp|Q7ZXF1|MTMR4_XENLAmtmr4 Myotubularin-related protein 4 OS=Xenopus laevis GN=mtmr4 PE=2 SV=140.30 0.00

TRINITY_DN28780_c0_g1sp|Q4JHE0|XB36_ORYSJXBOS36 Probable E3 ubiquitin-protein ligase XBOS36 OS=Oryza sativa subsp. japonica GN=XBOS36 PE=2 SV=140.30 0.00

TRINITY_DN29840_c0_g1sp|Q5ZML9|SETD3_CHICKSETD3 Histone-lysine N-methyltransferase setd3 OS=Gallus gallus GN=SETD3 PE=2 SV=140.30 0.00

TRINITY_DN30059_c0_g2sp|P17635|FMO2_RABITFMO2 Dimethylaniline monooxygenase [N-oxide-forming] 2 OS=Oryctolagus cuniculus GN=FMO2 PE=1 SV=340.30 0.00

TRINITY_DN30374_c0_g1sp|Q9DCN2|NB5R3_MOUSECyb5r3 NADH-cytochrome b5 reductase 3 OS=Mus musculus GN=Cyb5r3 PE=1 SV=340.30 0.00

TRINITY_DN32039_c0_g1sp|A8NU18|RASL_COPC7CC-RAS 24 kDa Ras-like protein OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=CC-RAS PE=3 SV=340.30 0.00

TRINITY_DN32468_c0_g1sp|Q9D6K7|TTC33_MOUSETtc33 Tetratricopeptide repeat protein 33 OS=Mus musculus GN=Ttc33 PE=1 SV=140.30 0.00

TRINITY_DN32668_c0_g1sp|Q5M823|NUDC2_RATNudcd2 NudC domain-containing protein 2 OS=Rattus norvegicus GN=Nudcd2 PE=2 SV=140.30 0.00

TRINITY_DN33092_c0_g1sp|Q9LKW9|NHX7_ARATHNHX7 Sodium/hydrogen exchanger 7 OS=Arabidopsis thaliana GN=NHX7 PE=1 SV=140.30 0.00

TRINITY_DN33743_c0_g1sp|Q6DH02|RM24_DANREmrpl24 Probable 39S ribosomal protein L24, mitochondrial OS=Danio rerio GN=mrpl24 PE=2 SV=140.30 0.00

TRINITY_DN34172_c0_g1sp|Q76P23|PM34_DICDImcfQ Mitochondrial substrate carrier family protein Q OS=Dictyostelium discoideum GN=mcfQ PE=2 SV=140.30 0.00

TRINITY_DN34539_c2_g4sp|B2GV17|CBPC5_RATAgbl5 Cytosolic carboxypeptidase-like protein 5 OS=Rattus norvegicus GN=Agbl5 PE=2 SV=140.30 0.00

TRINITY_DN34727_c0_g1sp|Q08DM8|TSN_BOVINTSN Translin OS=Bos taurus GN=TSN PE=2 SV=140.30 0.00

TRINITY_DN34850_c0_g1sp|Q7DM58|AB4C_ARATHABCC4 ABC transporter C family member 4 OS=Arabidopsis thaliana GN=ABCC4 PE=2 SV=240.30 0.00

TRINITY_DN35123_c0_g2sp|Q0P5H2|TDIF2_BOVINDNTTIP2 Deoxynucleotidyltransferase terminal-interacting protein 2 OS=Bos taurus GN=DNTTIP2 PE=2 SV=140.30 0.00

TRINITY_DN36088_c0_g2sp|Q923W1|TGS1_MOUSETgs1 Trimethylguanosine synthase OS=Mus musculus GN=Tgs1 PE=1 SV=240.30 0.00

TRINITY_DN36094_c1_g2sp|Q54CS7|JMJCE_DICDIjcdE JmjC domain-containing protein E OS=Dictyostelium discoideum GN=jcdE PE=3 SV=240.30 0.00

TRINITY_DN36197_c0_g1sp|Q08BB5|CTL2A_DANREctdspl2aCTD small phosphatase-like protein 2-A OS=Danio rerio GN=ctdspl2a PE=2 SV=140.30 0.00

TRINITY_DN36276_c0_g2sp|Q8VDI9|ALG9_MOUSEAlg9 Alpha-1,2-mannosyltransferase ALG9 OS=Mus musculus GN=Alg9 PE=2 SV=140.30 0.00

TRINITY_DN36390_c0_g6sp|O55029|COPB2_MOUSECopb2 Coatomer subunit beta' OS=Mus musculus GN=Copb2 PE=1 SV=240.30 0.00

TRINITY_DN36632_c0_g1sp|Q9H2W6|RM46_HUMANMRPL46 39S ribosomal protein L46, mitochondrial OS=Homo sapiens GN=MRPL46 PE=1 SV=140.30 0.00

TRINITY_DN36801_c0_g5sp|P92974|UBE12_ARATHUBA2 Ubiquitin-activating enzyme E1 2 OS=Arabidopsis thaliana GN=UBA2 PE=1 SV=140.30 0.00

TRINITY_DN37152_c2_g5sp|P20815|CP3A5_HUMANCYP3A5 Cytochrome P450 3A5 OS=Homo sapiens GN=CYP3A5 PE=1 SV=140.30 0.00

TRINITY_DN37312_c0_g1sp|Q10215|RDL_SCHPOSPAC4H3.07cPutative thiosulfate sulfurtransferase, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4H3.07c PE=3 SV=240.30 0.00

TRINITY_DN37429_c0_g2sp|P0DMC5|RCSC_ECOLIrcsC Sensor histidine kinase RcsC OS=Escherichia coli (strain K12) GN=rcsC PE=1 SV=140.30 0.00

TRINITY_DN37565_c0_g1sp|P32377|MVD1_YEASTMVD1 Diphosphomevalonate decarboxylase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MVD1 PE=1 SV=240.30 0.00

TRINITY_DN38040_c0_g10sp|Q9SKN1|MON1_ARATHMON1 Vacuolar fusion protein MON1 homolog OS=Arabidopsis thaliana GN=MON1 PE=1 SV=240.30 0.00

TRINITY_DN38169_c0_g4sp|Q8GXJ1|HDA15_ARATHHDA15 Histone deacetylase 15 OS=Arabidopsis thaliana GN=HDA15 PE=2 SV=240.30 0.00

TRINITY_DN38718_c0_g4sp|P52922|LKHA4_DICDIlkhA Leukotriene A-4 hydrolase homolog OS=Dictyostelium discoideum GN=lkhA PE=2 SV=240.30 0.00

TRINITY_DN39829_c0_g2sp|P61865|RL12_CAEBRrpl-12 60S ribosomal protein L12 OS=Caenorhabditis briggsae GN=rpl-12 PE=3 SV=140.30 0.00

TRINITY_DN39933_c0_g6sp|Q10SC8|CIPK9_ORYSJCIPK9 CBL-interacting protein kinase 9 OS=Oryza sativa subsp. japonica GN=CIPK9 PE=2 SV=140.30 0.00

TRINITY_DN40606_c1_g4sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=240.30 0.00

TRINITY_DN40716_c0_g9sp|O74502|MSH6_SCHPOmsh6 DNA mismatch repair protein msh6 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=msh6 PE=1 SV=140.30 0.00

TRINITY_DN41042_c0_g1sp|Q8H1S6|RU2B2_ARATHAt1g06960U2 small nuclear ribonucleoprotein B'' 2 OS=Arabidopsis thaliana GN=At1g06960 PE=1 SV=140.30 0.00

TRINITY_DN41075_c0_g3sp|Q22004|AMERL_CAEELR166.3 Uncharacterized protein R166.3 OS=Caenorhabditis elegans GN=R166.3 PE=3 SV=140.30 0.00

TRINITY_DN41464_c0_g2sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=240.30 0.00

TRINITY_DN42145_c0_g1sp|Q9CVD2|ATX3_MOUSEAtxn3 Ataxin-3 OS=Mus musculus GN=Atxn3 PE=1 SV=240.30 0.00

TRINITY_DN42669_c0_g7sp|Q3ED68|Y1295_ARATHAt1g22950Uncharacterized PKHD-type hydroxylase At1g22950 OS=Arabidopsis thaliana GN=At1g22950 PE=2 SV=240.30 0.00

TRINITY_DN43850_c0_g2sp|Q54PM7|NAGK_DICDInagk N-acetyl-D-glucosamine kinase OS=Dictyostelium discoideum GN=nagk PE=3 SV=240.30 0.00

TRINITY_DN43939_c0_g2sp|Q9GPF1|AP3M_DICDIapm3 AP-3 complex subunit mu OS=Dictyostelium discoideum GN=apm3 PE=2 SV=140.30 0.00

TRINITY_DN44254_c1_g8sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=240.30 0.00

TRINITY_DN44461_c0_g2sp|Q6D736|BGAL_PECASlacZ Beta-galactosidase OS=Pectobacterium atrosepticum (strain SCRI 1043 / ATCC BAA-672) GN=lacZ PE=3 SV=140.30 0.00

TRINITY_DN45080_c0_g4sp|Q9Y3A5|SBDS_HUMANSBDS Ribosome maturation protein SBDS OS=Homo sapiens GN=SBDS PE=1 SV=440.30 0.00

TRINITY_DN45468_c0_g1sp|Q921L7|HEMK1_MOUSEHemk1 HemK methyltransferase family member 1 OS=Mus musculus GN=Hemk1 PE=2 SV=240.30 0.00

TRINITY_DN45651_c0_g2sp|Q8IYJ1|CPNE9_HUMANCPNE9 Copine-9 OS=Homo sapiens GN=CPNE9 PE=1 SV=340.30 0.00

TRINITY_DN45670_c0_g2sp|Q10248|YD1K_SCHPOSPAC4G9.20cUncharacterized mitochondrial carrier C4G9.20c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4G9.20c PE=3 SV=240.30 0.00

TRINITY_DN45814_c0_g1sp|Q20390|PPT1_CAEELppt-1 Palmitoyl-protein thioesterase 1 OS=Caenorhabditis elegans GN=ppt-1 PE=2 SV=240.30 0.00

TRINITY_DN46185_c0_g3sp|F4JBP3|ATG1B_ARATHATG1B Serine/threonine-protein kinase ATG1b OS=Arabidopsis thaliana GN=ATG1B PE=2 SV=140.30 0.00

TRINITY_DN46251_c0_g1sp|O23461|ARAK_ARATHARA1 L-arabinokinase OS=Arabidopsis thaliana GN=ARA1 PE=1 SV=140.30 0.00

TRINITY_DN46285_c0_g1sp|Q54RF3|EI2BE_DICDIeif2b5 Translation initiation factor eIF-2B subunit epsilon OS=Dictyostelium discoideum GN=eif2b5 PE=3 SV=140.30 0.00

TRINITY_DN46297_c0_g2sp|Q3B7M7|RMP_BOVINURI1 Unconventional prefoldin RPB5 interactor OS=Bos taurus GN=URI1 PE=2 SV=140.30 0.00

TRINITY_DN46432_c0_g1sp|Q54XX5|Y9849_DICDIDDB_G0278535Probable serine/threonine-protein kinase DDB_G0278535 OS=Dictyostelium discoideum GN=DDB_G0278535 PE=3 SV=140.30 0.00

TRINITY_DN47051_c0_g8sp|Q5ZKP4|TPPC2_CHICKTRAPPC2 Trafficking protein particle complex subunit 2 OS=Gallus gallus GN=TRAPPC2 PE=2 SV=240.30 0.00



TRINITY_DN47082_c0_g1sp|O64697|C7101_ARATHCYP710A1Cytochrome P450 710A1 OS=Arabidopsis thaliana GN=CYP710A1 PE=1 SV=140.30 0.00

TRINITY_DN47195_c0_g5sp|Q3YRE3|FOLD_EHRCJfolD Bifunctional protein FolD OS=Ehrlichia canis (strain Jake) GN=folD PE=3 SV=140.30 0.00

TRINITY_DN47229_c0_g1sp|Q9FEE2|TON2_ARATHTON2 Probable serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit TON2 OS=Arabidopsis thaliana GN=TON2 PE=1 SV=140.30 0.00

TRINITY_DN47512_c0_g2sp|P11632|NHP6A_YEASTNHP6A Non-histone chromosomal protein 6A OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NHP6A PE=1 SV=140.30 0.00

TRINITY_DN47727_c1_g2sp|P51911|CNN1_HUMANCNN1 Calponin-1 OS=Homo sapiens GN=CNN1 PE=1 SV=240.30 0.00

TRINITY_DN48099_c0_g5sp|Q4G0X9|CCD40_HUMANCCDC40 Coiled-coil domain-containing protein 40 OS=Homo sapiens GN=CCDC40 PE=2 SV=240.30 0.00

TRINITY_DN48248_c0_g6sp|Q9M8Z5|NSN1_ARATHNSN1 Guanine nucleotide-binding protein-like NSN1 OS=Arabidopsis thaliana GN=NSN1 PE=1 SV=140.30 0.00

TRINITY_DN48544_c1_g1sp|Q940H6|SRK2E_ARATHSRK2E Serine/threonine-protein kinase SRK2E OS=Arabidopsis thaliana GN=SRK2E PE=1 SV=140.30 0.00

TRINITY_DN48761_c0_g2sp|A7RK30|QORL2_NEMVEv1g238856Quinone oxidoreductase-like protein 2 homolog OS=Nematostella vectensis GN=v1g238856 PE=3 SV=140.30 0.00

TRINITY_DN49966_c0_g4sp|P10480|GCAT_AERHY- Phosphatidylcholine-sterol acyltransferase OS=Aeromonas hydrophila PE=1 SV=340.30 0.00

TRINITY_DN49999_c0_g6sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=140.30 0.00

TRINITY_DN50075_c1_g1sp|Q9LF41|UBE4_ARATHPUB1 Probable ubiquitin conjugation factor E4 OS=Arabidopsis thaliana GN=PUB1 PE=2 SV=140.30 0.00

TRINITY_DN50308_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=140.30 0.00

TRINITY_DN51716_c0_g1sp|Q804E1|IOD1_FUNHEdio1 Type I iodothyronine deiodinase OS=Fundulus heteroclitus GN=dio1 PE=2 SV=240.30 0.00

TRINITY_DN51829_c0_g3sp|Q9SLK2|ALIS3_ARATHALIS3 ALA-interacting subunit 3 OS=Arabidopsis thaliana GN=ALIS3 PE=1 SV=140.30 0.00

TRINITY_DN52205_c1_g1sp|Q9RSR1|PNP_DEIRApnp Polyribonucleotide nucleotidyltransferase OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=pnp PE=3 SV=240.30 0.00

TRINITY_DN52506_c1_g1sp|P21158|CSGA_MYXXAcsgA C-factor OS=Myxococcus xanthus GN=csgA PE=1 SV=140.30 0.00

TRINITY_DN7396_c0_g1sp|Q7SY48|HEAT1_DANREheatr1 HEAT repeat-containing protein 1 OS=Danio rerio GN=heatr1 PE=2 SV=140.30 0.00

TRINITY_DN9677_c0_g1sp|P07702|LYS2_YEASTLYS2 L-2-aminoadipate reductase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=LYS2 PE=1 SV=240.30 0.00

TRINITY_DN11389_c0_g1sp|Q758S3|RM51_ASHGOMRPL51 54S ribosomal protein L51, mitochondrial OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=MRPL51 PE=3 SV=140.20 0.00

TRINITY_DN24107_c0_g1sp|Q59990|CP120_SYNY3cyp120 Putative cytochrome P450 120 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=cyp120 PE=1 SV=140.20 0.00

TRINITY_DN25418_c0_g1sp|Q8IYM9|TRI22_HUMANTRIM22 E3 ubiquitin-protein ligase TRIM22 OS=Homo sapiens GN=TRIM22 PE=1 SV=140.20 0.00

TRINITY_DN26985_c0_g1sp|Q72M93|Y3295_LEPICLIC_13295Macro domain-containing protein LIC_13295 OS=Leptospira interrogans serogroup Icterohaemorrhagiae serovar copenhageni (strain Fiocruz L1-130) GN=LIC_13295 PE=3 SV=140.20 0.00

TRINITY_DN31158_c0_g1sp|D9HP23|CNR7_MAIZECNR7 Cell number regulator 7 OS=Zea mays GN=CNR7 PE=2 SV=140.20 0.00

TRINITY_DN31914_c0_g1sp|P97615|THIOM_RATTxn2 Thioredoxin, mitochondrial OS=Rattus norvegicus GN=Txn2 PE=2 SV=140.20 0.00

TRINITY_DN32462_c0_g2sp|Q8IVD9|NUDC3_HUMANNUDCD3 NudC domain-containing protein 3 OS=Homo sapiens GN=NUDCD3 PE=1 SV=340.20 0.00

TRINITY_DN33654_c1_g10sp|Q5ZKD7|MOV10_CHICKMOV10 Putative helicase MOV-10 OS=Gallus gallus GN=MOV10 PE=2 SV=140.20 0.00

TRINITY_DN34165_c0_g4sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=140.20 0.00

TRINITY_DN35490_c0_g1sp|P50288|ASPG_LUPAL- Isoaspartyl peptidase/L-asparaginase OS=Lupinus albus PE=3 SV=140.20 0.00

TRINITY_DN36036_c0_g5sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=140.20 0.00

TRINITY_DN36038_c0_g8sp|Q06A37|CHD7_CHICKCHD7 Chromodomain-helicase-DNA-binding protein 7 OS=Gallus gallus GN=CHD7 PE=2 SV=140.20 0.00

TRINITY_DN36543_c0_g2sp|P20136|GSTM2_CHICKGSTM2 Glutathione S-transferase 2 OS=Gallus gallus GN=GSTM2 PE=1 SV=440.20 0.00

TRINITY_DN36675_c1_g2sp|Q9RSR1|PNP_DEIRApnp Polyribonucleotide nucleotidyltransferase OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=pnp PE=3 SV=240.20 0.00

TRINITY_DN38311_c0_g3sp|F4HPN2|IRE4_ARATHIRE4 Probable serine/threonine protein kinase IRE4 OS=Arabidopsis thaliana GN=IRE4 PE=2 SV=140.20 0.00

TRINITY_DN38454_c0_g4sp|P07154|CATL1_RATCtsl Cathepsin L1 OS=Rattus norvegicus GN=Ctsl PE=1 SV=240.20 0.00

TRINITY_DN38535_c0_g2sp|Q94AW5|ERF03_ARATHERF003 Ethylene-responsive transcription factor ERF003 OS=Arabidopsis thaliana GN=ERF003 PE=2 SV=140.20 0.00

TRINITY_DN38610_c0_g2sp|B7ID01|Y1434_THEABTHA_1434UPF0145 protein THA_1434 OS=Thermosipho africanus (strain TCF52B) GN=THA_1434 PE=3 SV=140.20 0.00

TRINITY_DN38799_c0_g4sp|Q7T2P0|MX1_ICTPUmx1 Interferon-induced GTP-binding protein Mx1 OS=Ictalurus punctatus GN=mx1 PE=2 SV=140.20 0.00

TRINITY_DN38823_c0_g5sp|Q11119|UBP14_SCHPOubp14 Ubiquitin carboxyl-terminal hydrolase 14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubp14 PE=1 SV=240.20 0.00

TRINITY_DN38882_c0_g3sp|Q6NRL1|AGAP1_XENLAagap1 Arf-GAP with GTPase, ANK repeat and PH domain-containing protein 1 OS=Xenopus laevis GN=agap1 PE=2 SV=140.20 0.00

TRINITY_DN39045_c0_g1sp|Q2QEI3|IOD1_XENLAdio1 Type I iodothyronine deiodinase OS=Xenopus laevis GN=dio1 PE=2 SV=240.20 0.00

TRINITY_DN39117_c0_g1sp|P16894|GPA1_DICDIgpaA Guanine nucleotide-binding protein alpha-1 subunit OS=Dictyostelium discoideum GN=gpaA PE=2 SV=140.20 0.00

TRINITY_DN40631_c0_g2sp|Q55ER0|MANC_DICDImanC Alpha-mannosidase C OS=Dictyostelium discoideum GN=manC PE=3 SV=140.20 0.00

TRINITY_DN40632_c0_g2sp|P49109|FMO5_CAVPOFMO5 Dimethylaniline monooxygenase [N-oxide-forming] 5 OS=Cavia porcellus GN=FMO5 PE=2 SV=240.20 0.00

TRINITY_DN41078_c0_g2sp|Q9LZ98|AB20I_ARATHABCI20 ABC transporter I family member 20 OS=Arabidopsis thaliana GN=ABCI20 PE=2 SV=140.20 0.00

TRINITY_DN41274_c1_g6sp|Q9FH06|SCP41_ARATHSCPL41 Serine carboxypeptidase-like 41 OS=Arabidopsis thaliana GN=SCPL41 PE=2 SV=140.20 0.00

TRINITY_DN41468_c0_g4sp|E9PYY5|WDR78_MOUSEWdr78 WD repeat-containing protein 78 OS=Mus musculus GN=Wdr78 PE=1 SV=140.20 0.00

TRINITY_DN41603_c0_g3sp|Q9SEE4|PIRL_SOLLC- Pirin-like protein OS=Solanum lycopersicum PE=2 SV=140.20 0.00

TRINITY_DN41677_c0_g1sp|Q54P51|CPNC_DICDIcpnC Copine-C OS=Dictyostelium discoideum GN=cpnC PE=2 SV=140.20 0.00

TRINITY_DN41703_c0_g5sp|Q0WVF8|MMS19_ARATHMMS19 MMS19 nucleotide excision repair protein homolog OS=Arabidopsis thaliana GN=MMS19 PE=1 SV=140.20 0.00

TRINITY_DN41827_c0_g1sp|Q9VXB0|NECAP_DROMECG9132 NECAP-like protein CG9132 OS=Drosophila melanogaster GN=CG9132 PE=2 SV=140.20 0.00

TRINITY_DN42023_c0_g3sp|Q9C7F5|NTF2_ARATHNTF2 Nuclear transport factor 2 OS=Arabidopsis thaliana GN=NTF2 PE=1 SV=140.20 0.00

TRINITY_DN42171_c0_g1sp|Q6CEW9|MRD1_YARLIMRD1 Multiple RNA-binding domain-containing protein 1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=MRD1 PE=3 SV=140.20 0.00

TRINITY_DN42233_c0_g2sp|P33030|YEIR_ECOLIyeiR Zinc-binding GTPase YeiR OS=Escherichia coli (strain K12) GN=yeiR PE=1 SV=240.20 0.00

TRINITY_DN42426_c1_g1sp|P41233|ABCA1_MOUSEAbca1 ATP-binding cassette sub-family A member 1 OS=Mus musculus GN=Abca1 PE=1 SV=440.20 0.00

TRINITY_DN42624_c1_g1sp|Q24VT7|HTPG_DESHYhtpG Chaperone protein HtpG OS=Desulfitobacterium hafniense (strain Y51) GN=htpG PE=3 SV=140.20 0.00



TRINITY_DN4307_c0_g1sp|Q10248|YD1K_SCHPOSPAC4G9.20cUncharacterized mitochondrial carrier C4G9.20c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4G9.20c PE=3 SV=240.20 0.00

TRINITY_DN43084_c0_g1sp|Q9SXA1|P4KA1_ARATHPI4KA1 Phosphatidylinositol 4-kinase alpha 1 OS=Arabidopsis thaliana GN=PI4KA1 PE=1 SV=240.20 0.00

TRINITY_DN43166_c1_g3sp|Q9UBT6|POLK_HUMANPOLK DNA polymerase kappa OS=Homo sapiens GN=POLK PE=1 SV=140.20 0.00

TRINITY_DN43414_c1_g2sp|Q2V9B0|MY1R1_SOLTU- Transcription factor MYB1R1 OS=Solanum tuberosum PE=2 SV=140.20 0.00

TRINITY_DN43729_c1_g2sp|Q9SEE4|PIRL_SOLLC- Pirin-like protein OS=Solanum lycopersicum PE=2 SV=140.20 0.00

TRINITY_DN43806_c0_g3sp|Q27256|WHITE_ANOGAw Protein white OS=Anopheles gambiae GN=w PE=2 SV=140.20 0.00

TRINITY_DN43848_c0_g4sp|P45521|ACT_PROCL- Actin (Fragment) OS=Procambarus clarkii PE=1 SV=140.20 0.00

TRINITY_DN44004_c0_g2sp|Q9LND7|SKI16_ARATHSKIP16 F-box protein SKIP16 OS=Arabidopsis thaliana GN=SKIP16 PE=1 SV=140.20 0.00

TRINITY_DN44254_c1_g5sp|C0LGN2|Y3148_ARATHLRR-RLK Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840 OS=Arabidopsis thaliana GN=LRR-RLK PE=2 SV=140.20 0.00

TRINITY_DN45129_c0_g1sp|Q8TB22|SPT20_HUMANSPATA20 Spermatogenesis-associated protein 20 OS=Homo sapiens GN=SPATA20 PE=2 SV=340.20 0.00

TRINITY_DN45207_c0_g3sp|O48844|PSD1A_ARATHRPN2A 26S proteasome non-ATPase regulatory subunit 1 homolog A OS=Arabidopsis thaliana GN=RPN2A PE=1 SV=140.20 0.00

TRINITY_DN45553_c0_g2sp|Q9NQZ2|SAS10_HUMANUTP3 Something about silencing protein 10 OS=Homo sapiens GN=UTP3 PE=1 SV=140.20 0.00

TRINITY_DN45926_c0_g1sp|Q9SPM5|APY2_ARATHAPY2 Apyrase 2 OS=Arabidopsis thaliana GN=APY2 PE=1 SV=140.20 0.00

TRINITY_DN45950_c0_g3sp|Q86CS2|ATG1_DICDIatg1 Serine/threonine-protein kinase atg1 OS=Dictyostelium discoideum GN=atg1 PE=3 SV=140.20 0.00

TRINITY_DN46054_c1_g2sp|P55348|SQHC_SINFNshc Probable squalene--hopene cyclase OS=Sinorhizobium fredii (strain NBRC 101917 / NGR234) GN=shc PE=3 SV=140.20 0.00

TRINITY_DN46558_c0_g1sp|Q9HAQ2|KIF9_HUMANKIF9 Kinesin-like protein KIF9 OS=Homo sapiens GN=KIF9 PE=1 SV=440.20 0.00

TRINITY_DN46694_c0_g1sp|Q5JK52|NADK1_ORYSJOs01g0957000Probable NAD kinase 1 OS=Oryza sativa subsp. japonica GN=Os01g0957000 PE=2 SV=140.20 0.00

TRINITY_DN47503_c0_g4sp|P60483|PTEN_CANLFPTEN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN OS=Canis lupus familiaris GN=PTEN PE=2 SV=140.20 0.00

TRINITY_DN47965_c0_g1sp|Q8GWI5|Y4826_ARATHAt4g18257Uncharacterized protein At4g18257 OS=Arabidopsis thaliana GN=At4g18257 PE=1 SV=140.20 0.00

TRINITY_DN48296_c0_g1sp|P21837|CRYS_DICDIcryS Crystal protein OS=Dictyostelium discoideum GN=cryS PE=1 SV=140.20 0.00

TRINITY_DN48607_c0_g3sp|Q2RJW1|MTAD_MOOTAmtaD 5-methylthioadenosine/S-adenosylhomocysteine deaminase OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=mtaD PE=3 SV=140.20 0.00

TRINITY_DN48912_c0_g5sp|O74184|WAT1_SCHPOpop3 Target of rapamycin complex subunit wat1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pop3 PE=1 SV=140.20 0.00

TRINITY_DN48924_c0_g1sp|P43297|RD21A_ARATHRD21A Cysteine proteinase RD21A OS=Arabidopsis thaliana GN=RD21A PE=1 SV=140.20 0.00

TRINITY_DN49460_c0_g3sp|Q55CT1|NCPR_DICDIredB NADPH--cytochrome P450 reductase OS=Dictyostelium discoideum GN=redB PE=2 SV=140.20 0.00

TRINITY_DN49519_c0_g3sp|Q54MZ4|MCFB_DICDImcfB Mitochondrial substrate carrier family protein B OS=Dictyostelium discoideum GN=mcfB PE=3 SV=140.20 0.00

TRINITY_DN49675_c1_g1sp|Q4HXF6|PPID_GIBZECPR6 Peptidyl-prolyl cis-trans isomerase D OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=CPR6 PE=3 SV=140.20 0.00

TRINITY_DN51421_c0_g2sp|Q8TD26|CHD6_HUMANCHD6 Chromodomain-helicase-DNA-binding protein 6 OS=Homo sapiens GN=CHD6 PE=1 SV=440.20 0.00

TRINITY_DN52140_c1_g8sp|Q96BT7|ALKB8_HUMANALKBH8 Alkylated DNA repair protein alkB homolog 8 OS=Homo sapiens GN=ALKBH8 PE=1 SV=240.20 0.00

TRINITY_DN52327_c1_g1sp|P49606|CYAA_USTMAUAC1 Adenylate cyclase OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UAC1 PE=3 SV=140.20 0.00

TRINITY_DN52570_c0_g1sp|P47734|FADH_METMRfdh S-(hydroxymethyl)glutathione dehydrogenase OS=Methylobacter marinus GN=fdh PE=3 SV=240.20 0.00

TRINITY_DN28593_c0_g1sp|P27120|DCOR1_XENLAodc1-a Ornithine decarboxylase 1 OS=Xenopus laevis GN=odc1-a PE=2 SV=140.10 0.00

TRINITY_DN31138_c0_g1sp|Q68EK7|RAB4B_DANRErab4b Ras-related protein Rab-4B OS=Danio rerio GN=rab4b PE=2 SV=140.10 0.00

TRINITY_DN32960_c0_g3sp|B7IFE0|DNAJ_THEABdnaJ Chaperone protein DnaJ OS=Thermosipho africanus (strain TCF52B) GN=dnaJ PE=3 SV=140.10 0.00

TRINITY_DN33601_c0_g5sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=140.10 0.00

TRINITY_DN33625_c0_g1sp|P0CC06|Y4701_DICDIDDB_G0284701Enolase superfamily member DDB_G0284701 OS=Dictyostelium discoideum GN=DDB_G0284701 PE=3 SV=140.10 0.00

TRINITY_DN35425_c0_g6sp|Q54S38|RCL1_DICDIrcl1 Probable RNA 3'-terminal phosphate cyclase-like protein OS=Dictyostelium discoideum GN=rcl1 PE=1 SV=240.10 0.00

TRINITY_DN36114_c0_g3sp|Q54S83|NDUF7_DICDImidA Protein arginine methyltransferase NDUFAF7 homolog, mitochondrial OS=Dictyostelium discoideum GN=midA PE=1 SV=140.10 0.00

TRINITY_DN36869_c0_g1sp|O13870|NOT3_SCHPOnot3 General negative regulator of transcription subunit 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=not3 PE=1 SV=240.10 0.00

TRINITY_DN37515_c0_g3sp|Q9LUN4|CHX19_ARATHCHX19 Cation/H(+) antiporter 19 OS=Arabidopsis thaliana GN=CHX19 PE=2 SV=140.10 0.00

TRINITY_DN38363_c0_g1sp|Q54JK4|CHMP5_DICDIchmp5 Charged multivesicular body protein 5 OS=Dictyostelium discoideum GN=chmp5 PE=3 SV=140.10 0.00

TRINITY_DN39288_c0_g4sp|P92958|KIN11_ARATHKIN11 SNF1-related protein kinase catalytic subunit alpha KIN11 OS=Arabidopsis thaliana GN=KIN11 PE=1 SV=140.10 0.00

TRINITY_DN39559_c0_g1sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=140.10 0.00

TRINITY_DN39800_c1_g1sp|Q8L7L1|SPHK1_ARATHSPHK1 Sphingosine kinase 1 OS=Arabidopsis thaliana GN=SPHK1 PE=1 SV=140.10 0.00

TRINITY_DN39816_c0_g1sp|Q6GL69|MK67I_XENTRnifk MKI67 FHA domain-interacting nucleolar phosphoprotein-like OS=Xenopus tropicalis GN=nifk PE=2 SV=140.10 0.00

TRINITY_DN40184_c1_g6sp|O74442|UBP16_SCHPOubp16 Probable ubiquitin carboxyl-terminal hydrolase 16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubp16 PE=1 SV=140.10 0.00

TRINITY_DN41557_c0_g1sp|Q8RXF8|MIRO1_ARATHMIRO1 Mitochondrial Rho GTPase 1 OS=Arabidopsis thaliana GN=MIRO1 PE=1 SV=140.10 0.00

TRINITY_DN41603_c0_g1sp|P52875|TM165_MOUSETmem165 Transmembrane protein 165 OS=Mus musculus GN=Tmem165 PE=1 SV=240.10 0.00

TRINITY_DN42219_c1_g7sp|Q9D9B4|CJ011_MOUSE- Leucine-rich repeat-containing protein C10orf11 homolog OS=Mus musculus PE=1 SV=140.10 0.00

TRINITY_DN42311_c0_g1sp|Q9LZA6|SDP1_ARATHSDP1 Triacylglycerol lipase SDP1 OS=Arabidopsis thaliana GN=SDP1 PE=1 SV=140.10 0.00

TRINITY_DN42647_c0_g1sp|Q5XM24|APRA_DICDIaprA Autocrine proliferation repressor protein A OS=Dictyostelium discoideum GN=aprA PE=1 SV=140.10 0.00

TRINITY_DN45113_c0_g1sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=140.10 0.00

TRINITY_DN45529_c0_g3sp|Q13613|MTMR1_HUMANMTMR1 Myotubularin-related protein 1 OS=Homo sapiens GN=MTMR1 PE=1 SV=440.10 0.00

TRINITY_DN46069_c0_g3sp|Q9M841|PEX12_ARATHPEX12 Peroxisome biogenesis protein 12 OS=Arabidopsis thaliana GN=PEX12 PE=1 SV=240.10 0.00

TRINITY_DN46576_c0_g4sp|D0NLC2|TRM5_PHYITPITG_12867tRNA (guanine(37)-N1)-methyltransferase OS=Phytophthora infestans (strain T30-4) GN=PITG_12867 PE=3 SV=140.10 0.00

TRINITY_DN46863_c0_g3sp|P31319|KAPR_APLCA- cAMP-dependent protein kinase regulatory subunit OS=Aplysia californica PE=2 SV=240.10 0.00

TRINITY_DN46911_c1_g4sp|P12955|PEPD_HUMANPEPD Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=340.10 0.00



TRINITY_DN47244_c0_g2sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=240.10 0.00

TRINITY_DN48319_c1_g4sp|Q61LA8|ARF12_CAEBRarf-1.2 ADP-ribosylation factor 1-like 2 OS=Caenorhabditis briggsae GN=arf-1.2 PE=3 SV=340.10 0.00

TRINITY_DN49324_c1_g2sp|Q12691|ATN5_YEASTENA5 Sodium transport ATPase 5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ENA5 PE=1 SV=140.10 0.00

TRINITY_DN49585_c1_g3sp|Q7Y1W9|SAP9_ORYSJSAP9 Zinc finger A20 and AN1 domain-containing stress-associated protein 9 OS=Oryza sativa subsp. japonica GN=SAP9 PE=2 SV=140.10 0.00

TRINITY_DN51374_c1_g3sp|Q02790|FKBP4_HUMANFKBP4 Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Homo sapiens GN=FKBP4 PE=1 SV=340.10 0.00

TRINITY_DN51693_c2_g3sp|Q08080|HSP7S_SPIOLCHSP70 Stromal 70 kDa heat shock-related protein, chloroplastic (Fragment) OS=Spinacia oleracea GN=CHSP70 PE=2 SV=140.10 0.00

TRINITY_DN15783_c0_g2sp|Q4X0Z7|LONM_ASPFUpim1 Lon protease homolog, mitochondrial OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=pim1 PE=3 SV=140.00 0.00

TRINITY_DN23842_c0_g1sp|Q3V1H3|HPHL1_MOUSEHephl1 Hephaestin-like protein 1 OS=Mus musculus GN=Hephl1 PE=2 SV=240.00 0.00

TRINITY_DN25788_c0_g1sp|A8WYE4|PAR1_CAEBRpar-1 Serine/threonine-protein kinase par-1 OS=Caenorhabditis briggsae GN=par-1 PE=3 SV=140.00 0.00

TRINITY_DN27574_c0_g1sp|Q42602|C89A2_ARATHCYP89A2 Cytochrome P450 89A2 OS=Arabidopsis thaliana GN=CYP89A2 PE=2 SV=240.00 0.00

TRINITY_DN2791_c0_g1sp|O60306|AQR_HUMANAQR Intron-binding protein aquarius OS=Homo sapiens GN=AQR PE=1 SV=440.00 0.00

TRINITY_DN28874_c0_g1sp|Q01890|YPT1_PHYINYPT1 Ras-like GTP-binding protein YPT1 OS=Phytophthora infestans GN=YPT1 PE=3 SV=140.00 0.00

TRINITY_DN29439_c0_g1sp|Q875S9|AKR1_LACK1AKR1 Palmitoyltransferase AKR1 OS=Lachancea kluyveri (strain ATCC 58438 / CBS 3082 / CCRC 21498 / NBRC 1685 / JCM 7257 / NCYC 543 / NRRL Y-12651) GN=AKR1 PE=3 SV=140.00 0.00

TRINITY_DN3076_c0_g1sp|P46871|KRP95_STRPUKRP95 Kinesin-II 95 kDa subunit OS=Strongylocentrotus purpuratus GN=KRP95 PE=1 SV=140.00 0.00

TRINITY_DN31417_c0_g1sp|Q9Y7K5|YGI3_SCHPOSPBC2A9.03Uncharacterized WD repeat-containing protein C2A9.03 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC2A9.03 PE=3 SV=240.00 0.00

TRINITY_DN32143_c0_g2sp|P98197|AT11A_MOUSEAtp11a Probable phospholipid-transporting ATPase IH OS=Mus musculus GN=Atp11a PE=1 SV=140.00 0.00

TRINITY_DN32497_c0_g1sp|Q1RMH8|SNX3_BOVINSNX3 Sorting nexin-3 OS=Bos taurus GN=SNX3 PE=2 SV=340.00 0.00

TRINITY_DN33766_c0_g5sp|Q9D8V0|HM13_MOUSEHm13 Minor histocompatibility antigen H13 OS=Mus musculus GN=Hm13 PE=1 SV=140.00 0.00

TRINITY_DN34269_c0_g1sp|Q559R0|SAR1A_DICDIsarA GTP-binding protein Sar1A OS=Dictyostelium discoideum GN=sarA PE=1 SV=140.00 0.00

TRINITY_DN34882_c0_g2sp|G3MWR8|MICA3_BOVINMICAL3 Protein-methionine sulfoxide oxidase MICAL3 OS=Bos taurus GN=MICAL3 PE=3 SV=140.00 0.00

TRINITY_DN34987_c0_g6sp|P43524|CYAA_ANACYcya Adenylate cyclase OS=Anabaena cylindrica GN=cya PE=3 SV=140.00 0.00

TRINITY_DN35005_c0_g5sp|O61125|STK4_DICDIkrsA Serine/threonine-protein kinase 4 homolog A OS=Dictyostelium discoideum GN=krsA PE=1 SV=140.00 0.00

TRINITY_DN35278_c0_g5sp|P32375|ALN_YEASTDAL1 Allantoinase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DAL1 PE=3 SV=240.00 0.00

TRINITY_DN35307_c1_g11sp|P0CH30|RING1_GOSHIRING1 E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum GN=RING1 PE=1 SV=140.00 0.00

TRINITY_DN35916_c1_g8sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=140.00 0.00

TRINITY_DN35957_c0_g5sp|Q9SMZ4|AASS_ARATHLKR/SDH Alpha-aminoadipic semialdehyde synthase OS=Arabidopsis thaliana GN=LKR/SDH PE=1 SV=140.00 0.00

TRINITY_DN36124_c0_g1sp|Q3URF8|KCD21_MOUSEKctd21 BTB/POZ domain-containing protein KCTD21 OS=Mus musculus GN=Kctd21 PE=1 SV=140.00 0.00

TRINITY_DN36355_c1_g1sp|Q60738|ZNT1_MOUSESlc30a1 Zinc transporter 1 OS=Mus musculus GN=Slc30a1 PE=1 SV=140.00 0.00

TRINITY_DN36738_c1_g2sp|Q6IDS6|C3H35_ARATHMKRN E3 ubiquitin-protein ligase makorin OS=Arabidopsis thaliana GN=MKRN PE=2 SV=140.00 0.00

TRINITY_DN36779_c0_g4sp|P01053|ICI2_HORVU- Subtilisin-chymotrypsin inhibitor-2A OS=Hordeum vulgare PE=1 SV=240.00 0.00

TRINITY_DN36814_c0_g4sp|Q8WTS1|ABHD5_HUMANABHD5 1-acylglycerol-3-phosphate O-acyltransferase ABHD5 OS=Homo sapiens GN=ABHD5 PE=1 SV=140.00 0.00

TRINITY_DN36868_c0_g3sp|Q556R7|CF50_DICDIcf50-1 Counting factor 50 OS=Dictyostelium discoideum GN=cf50-1 PE=1 SV=140.00 0.00

TRINITY_DN38021_c0_g1sp|Q9M9E8|FB92_ARATHAt1g78280F-box protein At1g78280 OS=Arabidopsis thaliana GN=At1g78280 PE=2 SV=340.00 0.00

TRINITY_DN38298_c0_g8sp|Q54M94|PLBLC_DICDIplbC Phospholipase B-like protein C OS=Dictyostelium discoideum GN=plbC PE=3 SV=140.00 0.00

TRINITY_DN38549_c0_g7sp|Q55AX2|DOT1L_DICDIdotA Histone-lysine N-methyltransferase, H3 lysine-79 specific OS=Dictyostelium discoideum GN=dotA PE=2 SV=240.00 0.00

TRINITY_DN38795_c2_g5sp|P43317|GUN5_HYPJEegl5 Endoglucanase-5 OS=Hypocrea jecorina GN=egl5 PE=3 SV=140.00 0.00

TRINITY_DN38898_c0_g1sp|O67085|PHEA_AQUAEpheA P-protein OS=Aquifex aeolicus (strain VF5) GN=pheA PE=3 SV=140.00 0.00

TRINITY_DN39552_c0_g2sp|Q90YI5|TIM8A_TAKRUtimm8a Mitochondrial import inner membrane translocase subunit Tim8 A OS=Takifugu rubripes GN=timm8a PE=3 SV=140.00 0.00

TRINITY_DN39606_c1_g5sp|A6W3C9|MTNN_MARMSmtnN 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase OS=Marinomonas sp. (strain MWYL1) GN=mtnN PE=3 SV=140.00 0.00

TRINITY_DN39810_c1_g2sp|Q6K431|TRX1_ORYSJTRX1 Histone-lysine N-methyltransferase TRX1 OS=Oryza sativa subsp. japonica GN=TRX1 PE=1 SV=140.00 0.00

TRINITY_DN39957_c0_g1sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=240.00 0.00

TRINITY_DN39957_c0_g2sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=240.00 0.00

TRINITY_DN40653_c0_g2sp|Q9ZNW2|DES6_PHYPADES6 Acyl-lipid (9-3)-desaturase OS=Physcomitrella patens subsp. patens GN=DES6 PE=1 SV=140.00 0.00

TRINITY_DN40654_c1_g7sp|Q51TF7|CWC2_MAGO7CWC2 Pre-mRNA-splicing factor CWC2 OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=CWC2 PE=3 SV=240.00 0.00

TRINITY_DN41419_c0_g1sp|Q94IR2|CCD1_PHAVUCCD1 Carotenoid 9,10(9',10')-cleavage dioxygenase 1 OS=Phaseolus vulgaris GN=CCD1 PE=1 SV=140.00 0.00

TRINITY_DN41467_c0_g1sp|Q9FI44|SDAF2_ARATHSDHAF2 Succinate dehydrogenase assembly factor 2, mitochondrial OS=Arabidopsis thaliana GN=SDHAF2 PE=1 SV=140.00 0.00

TRINITY_DN41577_c0_g2sp|P0CT24|GLU2B_USTMAUMAG_12045Glucosidase 2 subunit beta OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_12045 PE=3 SV=140.00 0.00

TRINITY_DN41938_c1_g1sp|P26221|GUN4_THEFUcelD Endoglucanase E-4 OS=Thermobifida fusca GN=celD PE=1 SV=240.00 0.00

TRINITY_DN42565_c0_g6sp|Q9P0L0|VAPA_HUMANVAPA Vesicle-associated membrane protein-associated protein A OS=Homo sapiens GN=VAPA PE=1 SV=340.00 0.00

TRINITY_DN42572_c0_g1sp|Q9N9X3|CTX80_EUPOC- Ciliary WD repeat-containing protein ctxp80 OS=Euplotes octocarinatus PE=3 SV=140.00 0.00

TRINITY_DN42996_c1_g1sp|O78424|YCF19_GUITHycf19 Uncharacterized protein ycf19 OS=Guillardia theta GN=ycf19 PE=3 SV=140.00 0.00

TRINITY_DN43243_c0_g3sp|Q17QH8|D39U1_BOVINSDR39U1 Epimerase family protein SDR39U1 OS=Bos taurus GN=SDR39U1 PE=2 SV=140.00 0.00

TRINITY_DN43803_c0_g1sp|Q7XJE5|MCA2_ARATHAMC2 Metacaspase-2 OS=Arabidopsis thaliana GN=AMC2 PE=1 SV=140.00 0.00

TRINITY_DN43822_c0_g3sp|P14779|CPXB_BACMBcyp102A1Bifunctional cytochrome P450/NADPH--P450 reductase OS=Bacillus megaterium (strain ATCC 14581 / DSM 32 / JCM 2506 / NBRC 15308 / NCIMB 9376 / NCTC 10342 / VKM B-512) GN=cyp102A1 PE=1 SV=240.00 0.00

TRINITY_DN44006_c1_g1sp|Q1PDI2|DGK4_ARATHDGK4 Diacylglycerol kinase 4 OS=Arabidopsis thaliana GN=DGK4 PE=2 SV=140.00 0.00

TRINITY_DN44475_c0_g2sp|Q55681|RECG_SYNY3recG ATP-dependent DNA helicase RecG OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=recG PE=3 SV=140.00 0.00



TRINITY_DN44690_c0_g1sp|A7SD85|CDC5L_NEMVEcdc5l Cell division cycle 5-related protein OS=Nematostella vectensis GN=cdc5l PE=3 SV=140.00 0.00

TRINITY_DN44774_c1_g8sp|Q9LQV2|RDR1_ARATHRDR1 RNA-dependent RNA polymerase 1 OS=Arabidopsis thaliana GN=RDR1 PE=2 SV=140.00 0.00

TRINITY_DN45086_c0_g2sp|Q54IP4|SHKB_DICDIshkB Dual specificity protein kinase shkB OS=Dictyostelium discoideum GN=shkB PE=3 SV=140.00 0.00

TRINITY_DN45089_c0_g9sp|Q61MQ8|GPA7_CAEBRgpa-7 Guanine nucleotide-binding protein alpha-7 subunit OS=Caenorhabditis briggsae GN=gpa-7 PE=3 SV=140.00 0.00

TRINITY_DN45151_c0_g3sp|O49668|PAM68_ARATHPAM68 Protein PAM68, chloroplastic OS=Arabidopsis thaliana GN=PAM68 PE=1 SV=140.00 0.00

TRINITY_DN45223_c0_g7sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=140.00 0.00

TRINITY_DN45743_c0_g2sp|Q54QY9|ABCH4_DICDIabcH4 ABC transporter H family member 4 OS=Dictyostelium discoideum GN=abcH4 PE=3 SV=140.00 0.00

TRINITY_DN45871_c0_g2sp|Q9MUQ8|YCF66_MESVIycf66 Uncharacterized protein ycf66 OS=Mesostigma viride GN=ycf66 PE=3 SV=140.00 0.00

TRINITY_DN45959_c0_g1sp|Q9LJ98|PFD2_ARATHAt3g22480Probable prefoldin subunit 2 OS=Arabidopsis thaliana GN=At3g22480 PE=2 SV=140.00 0.00

TRINITY_DN46222_c2_g1sp|P79769|TSN_CHICKTSN Translin OS=Gallus gallus GN=TSN PE=1 SV=140.00 0.00

TRINITY_DN46499_c0_g1sp|Q6NTW6|ULA1_XENLAnae1 NEDD8-activating enzyme E1 regulatory subunit OS=Xenopus laevis GN=nae1 PE=2 SV=140.00 0.00

TRINITY_DN47038_c0_g2sp|Q9C5U1|AHK3_ARATHAHK3 Histidine kinase 3 OS=Arabidopsis thaliana GN=AHK3 PE=1 SV=140.00 0.00

TRINITY_DN47096_c0_g1sp|A6UYW3|BIOC_PSEA7bioC Malonyl-[acyl-carrier protein] O-methyltransferase OS=Pseudomonas aeruginosa (strain PA7) GN=bioC PE=3 SV=140.00 0.00

TRINITY_DN47454_c0_g6sp|P26854|ATPAM_MARPOATPA ATP synthase subunit alpha, mitochondrial OS=Marchantia polymorpha GN=ATPA PE=3 SV=240.00 0.00

TRINITY_DN47829_c1_g1sp|P38661|PDIA6_MEDSA- Probable protein disulfide-isomerase A6 OS=Medicago sativa PE=2 SV=140.00 0.00

TRINITY_DN47891_c0_g2sp|Q5Z8Q9|PRP2A_ORYSJPARP2-A Poly [ADP-ribose] polymerase 2-A OS=Oryza sativa subsp. japonica GN=PARP2-A PE=3 SV=240.00 0.00

TRINITY_DN47899_c0_g1sp|Q9SX52|FYPP1_ARATHFYPP1 Phytochrome-associated serine/threonine-protein phosphatase 1 OS=Arabidopsis thaliana GN=FYPP1 PE=2 SV=140.00 0.00

TRINITY_DN48049_c0_g1sp|P48724|IF5_PHAVUEIF5 Eukaryotic translation initiation factor 5 OS=Phaseolus vulgaris GN=EIF5 PE=2 SV=140.00 0.00

TRINITY_DN48208_c0_g3sp|O94489|EF3_SCHPOtef3 Elongation factor 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tef3 PE=1 SV=140.00 0.00

TRINITY_DN48272_c2_g1sp|Q96250|ATPG3_ARATHATPC ATP synthase subunit gamma, mitochondrial OS=Arabidopsis thaliana GN=ATPC PE=1 SV=140.00 0.00

TRINITY_DN48313_c2_g5sp|Q5R966|ZFN2A_PONABZFAND2A AN1-type zinc finger protein 2A OS=Pongo abelii GN=ZFAND2A PE=3 SV=140.00 0.00

TRINITY_DN48402_c0_g6sp|O94284|HMT2_SCHPOhmt2 Sulfide:quinone oxidoreductase, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hmt2 PE=3 SV=140.00 0.00

TRINITY_DN48901_c0_g1sp|Q9P2F8|SI1L2_HUMANSIPA1L2 Signal-induced proliferation-associated 1-like protein 2 OS=Homo sapiens GN=SIPA1L2 PE=1 SV=240.00 0.00

TRINITY_DN49362_c0_g1sp|O65555|Y4094_ARATHAt4g30940BTB/POZ domain-containing protein At4g30940 OS=Arabidopsis thaliana GN=At4g30940 PE=2 SV=140.00 0.00

TRINITY_DN49599_c1_g1sp|O25225|TYPA_HELPYtypA GTP-binding protein TypA/BipA homolog OS=Helicobacter pylori (strain ATCC 700392 / 26695) GN=typA PE=3 SV=140.00 0.00

TRINITY_DN49611_c1_g2sp|O94387|YGSA_SCHPOSPBC29A10.10cUncharacterized ATP-dependent helicase C29A10.10c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC29A10.10c PE=3 SV=140.00 0.00

TRINITY_DN49757_c0_g1sp|Q84TH4|SR45A_ARATHSR45A Serine/arginine-rich splicing factor SR45a OS=Arabidopsis thaliana GN=SR45A PE=1 SV=140.00 0.00

TRINITY_DN49803_c0_g5sp|Q61884|MNS1_MOUSEMns1 Meiosis-specific nuclear structural protein 1 OS=Mus musculus GN=Mns1 PE=1 SV=140.00 0.00

TRINITY_DN50058_c0_g2sp|Q9SRQ3|PE191_ARATHPEX19-1 Peroxisome biogenesis protein 19-1 OS=Arabidopsis thaliana GN=PEX19-1 PE=1 SV=140.00 0.00

TRINITY_DN50247_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=140.00 0.00

TRINITY_DN50310_c1_g13sp|P53034|RFC2_DROMERfC4 Replication factor C subunit 2 OS=Drosophila melanogaster GN=RfC4 PE=2 SV=140.00 0.00

TRINITY_DN50435_c0_g2sp|Q75V57|SAPK9_ORYSJSAPK9 Serine/threonine-protein kinase SAPK9 OS=Oryza sativa subsp. japonica GN=SAPK9 PE=2 SV=140.00 0.00

TRINITY_DN50524_c1_g2sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=240.00 0.00

TRINITY_DN50760_c1_g4sp|Q9UTL0|YIVG_SCHPOSPAC144.16MIP18 family protein C144.16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC144.16 PE=3 SV=140.00 0.00

TRINITY_DN50950_c1_g2sp|Q24145|SHARK_DROMEshark Tyrosine-protein kinase shark OS=Drosophila melanogaster GN=shark PE=1 SV=240.00 0.00

TRINITY_DN51189_c0_g5sp|Q78JW9|UBFD1_MOUSEUbfd1 Ubiquitin domain-containing protein UBFD1 OS=Mus musculus GN=Ubfd1 PE=1 SV=240.00 0.00

TRINITY_DN52162_c1_g4sp|A5PK19|MET13_BOVINMETTL13 Methyltransferase-like protein 13 OS=Bos taurus GN=METTL13 PE=2 SV=140.00 0.00

TRINITY_DN52929_c0_g1sp|O75521|ECI2_HUMANECI2 Enoyl-CoA delta isomerase 2, mitochondrial OS=Homo sapiens GN=ECI2 PE=1 SV=440.00 0.00

TRINITY_DN7100_c0_g1sp|Q9HBH5|RDH14_HUMANRDH14 Retinol dehydrogenase 14 OS=Homo sapiens GN=RDH14 PE=1 SV=140.00 0.00

TRINITY_DN7775_c0_g2sp|Q6CP50|TRM13_KLULATRM13 tRNA:m(4)X modification enzyme TRM13 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=TRM13 PE=3 SV=140.00 0.00

TRINITY_DN8183_c0_g1sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=140.00 0.00

TRINITY_DN24799_c0_g2sp|D0NLC2|TRM5_PHYITPITG_12867tRNA (guanine(37)-N1)-methyltransferase OS=Phytophthora infestans (strain T30-4) GN=PITG_12867 PE=3 SV=139.90 0.00

TRINITY_DN28798_c0_g1sp|Q8LEK2|TVP23_ARATHECH Golgi apparatus membrane protein-like protein ECHIDNA OS=Arabidopsis thaliana GN=ECH PE=1 SV=139.90 0.00

TRINITY_DN30773_c0_g1sp|P28187|RAA5C_ARATHRABA5C Ras-related protein RABA5c OS=Arabidopsis thaliana GN=RABA5C PE=1 SV=139.90 0.00

TRINITY_DN30788_c0_g2sp|P09226|CB25_TETTH- 25 kDa calcium-binding protein OS=Tetrahymena thermophila PE=1 SV=239.90 0.00

TRINITY_DN31883_c0_g3sp|Q8CF82|ABCA5_RATAbca5 ATP-binding cassette sub-family A member 5 OS=Rattus norvegicus GN=Abca5 PE=2 SV=139.90 0.00

TRINITY_DN32325_c0_g2sp|Q9NTI2|AT8A2_HUMANATP8A2 Phospholipid-transporting ATPase IB OS=Homo sapiens GN=ATP8A2 PE=1 SV=239.90 0.00

TRINITY_DN33248_c0_g1sp|Q93VB2|AT18A_ARATHATG18A Autophagy-related protein 18a OS=Arabidopsis thaliana GN=ATG18A PE=1 SV=139.90 0.00

TRINITY_DN33464_c0_g1sp|Q6IQE9|ALKB6_DANREalkbh6 Alpha-ketoglutarate-dependent dioxygenase alkB homolog 6 OS=Danio rerio GN=alkbh6 PE=2 SV=139.90 0.00

TRINITY_DN34282_c0_g1sp|O13741|NOP12_SCHPOnop12 Nucleolar protein 12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nop12 PE=1 SV=139.90 0.00

TRINITY_DN34404_c0_g3sp|Q14571|ITPR2_HUMANITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=239.90 0.00

TRINITY_DN35353_c0_g1sp|Q92777|SYN2_HUMANSYN2 Synapsin-2 OS=Homo sapiens GN=SYN2 PE=2 SV=339.90 0.00

TRINITY_DN35537_c1_g7sp|Q2KHV7|UBP2_BOVINUSP2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Bos taurus GN=USP2 PE=2 SV=139.90 0.00

TRINITY_DN35635_c0_g1sp|P21567|AMY1_SACFIALP1 Alpha-amylase OS=Saccharomycopsis fibuligera GN=ALP1 PE=3 SV=139.90 0.00

TRINITY_DN35647_c0_g2sp|O15541|R113A_HUMANRNF113A RING finger protein 113A OS=Homo sapiens GN=RNF113A PE=1 SV=139.90 0.00

TRINITY_DN36053_c0_g1sp|Q13569|TDG_HUMANTDG G/T mismatch-specific thymine DNA glycosylase OS=Homo sapiens GN=TDG PE=1 SV=239.90 0.00



TRINITY_DN36338_c0_g3sp|Q54DJ0|RPF2_DICDIbxdc1 Ribosome production factor 2 homolog OS=Dictyostelium discoideum GN=bxdc1 PE=3 SV=139.90 0.00

TRINITY_DN36433_c0_g1sp|P60483|PTEN_CANLFPTEN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN OS=Canis lupus familiaris GN=PTEN PE=2 SV=139.90 0.00

TRINITY_DN36700_c0_g3sp|Q9QWZ1|RAD1_MOUSERad1 Cell cycle checkpoint protein RAD1 OS=Mus musculus GN=Rad1 PE=1 SV=139.90 0.00

TRINITY_DN37342_c0_g2sp|Q6J4K2|NCKX6_HUMANSLC8B1 Sodium/potassium/calcium exchanger 6, mitochondrial OS=Homo sapiens GN=SLC8B1 PE=1 SV=239.90 0.00

TRINITY_DN37403_c0_g3sp|A9RY03|NNRD_PHYPAPHYPADRAFT_121160ATP-dependent (S)-NAD(P)H-hydrate dehydratase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_121160 PE=3 SV=139.90 0.00

TRINITY_DN37559_c0_g3sp|Q6DE75|S2538_XENLAslc25a38Solute carrier family 25 member 38 OS=Xenopus laevis GN=slc25a38 PE=2 SV=139.90 0.00

TRINITY_DN37714_c1_g1sp|Q5F450|PAN2_CHICKPAN2 PAB-dependent poly(A)-specific ribonuclease subunit PAN2 OS=Gallus gallus GN=PAN2 PE=2 SV=139.90 0.00

TRINITY_DN38737_c1_g2sp|Q54ML6|MOG1_DICDImog1 Probable ran guanine nucleotide release factor OS=Dictyostelium discoideum GN=mog1 PE=3 SV=139.90 0.00

TRINITY_DN39108_c2_g3sp|P17427|AP2A2_MOUSEAp2a2 AP-2 complex subunit alpha-2 OS=Mus musculus GN=Ap2a2 PE=1 SV=239.90 0.00

TRINITY_DN39290_c0_g2sp|Q54N73|7TMK1_DICDI7tmk1 Seven transmembrane domain-containing tyrosine-protein kinase 1 OS=Dictyostelium discoideum GN=7tmk1 PE=3 SV=139.90 0.00

TRINITY_DN39703_c0_g9sp|Q7RY30|LIS11_NEUCRnmp-1 Nuclear distribution protein nudF-2 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=nmp-1 PE=3 SV=239.90 0.00

TRINITY_DN40038_c0_g6sp|Q7KZ85|SPT6H_HUMANSUPT6H Transcription elongation factor SPT6 OS=Homo sapiens GN=SUPT6H PE=1 SV=239.90 0.00

TRINITY_DN40107_c0_g1sp|Q9SW44|RH16_ARATHRH16 DEAD-box ATP-dependent RNA helicase 16 OS=Arabidopsis thaliana GN=RH16 PE=2 SV=139.90 0.00

TRINITY_DN41036_c0_g2sp|O15743|SPNA_DICDIspnA Protein spalten OS=Dictyostelium discoideum GN=spnA PE=1 SV=139.90 0.00

TRINITY_DN41401_c0_g6sp|A5H0J2|DUR1_LACKLDUR1,2 Urea amidolyase OS=Lachancea kluyveri GN=DUR1,2 PE=3 SV=139.90 0.00

TRINITY_DN41464_c0_g6sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=239.90 0.00

TRINITY_DN4175_c0_g1sp|Q4V9P0|SAMC_DANREslc25a26S-adenosylmethionine mitochondrial carrier protein OS=Danio rerio GN=slc25a26 PE=2 SV=139.90 0.00

TRINITY_DN42079_c1_g1sp|Q6NV26|SDA1_DANREsdad1 Protein SDA1 homolog OS=Danio rerio GN=sdad1 PE=2 SV=139.90 0.00

TRINITY_DN42314_c0_g1sp|Q54Q99|PH2AB_DICDIphr2aB Serine/threonine-protein phosphatase 2A regulatory subunit phr2AB OS=Dictyostelium discoideum GN=phr2aB PE=3 SV=139.90 0.00

TRINITY_DN42616_c0_g1sp|Q8VZ48|RBL6_ARATHRBL6 RHOMBOID-like protein 6, mitochondrial OS=Arabidopsis thaliana GN=RBL6 PE=2 SV=139.90 0.00

TRINITY_DN43336_c0_g2sp|Q8L5U0|CSN4_ARATHCSN4 COP9 signalosome complex subunit 4 OS=Arabidopsis thaliana GN=CSN4 PE=1 SV=239.90 0.00

TRINITY_DN43879_c1_g1sp|Q5ZJC7|NOC4L_CHICKNOC4L Nucleolar complex protein 4 homolog OS=Gallus gallus GN=NOC4L PE=2 SV=139.90 0.00

TRINITY_DN43983_c1_g1sp|Q84W55|IP5PF_ARATHIP5P15 Type II inositol polyphosphate 5-phosphatase 15 OS=Arabidopsis thaliana GN=IP5P15 PE=1 SV=239.90 0.00

TRINITY_DN43999_c0_g1sp|Q9SRV2|SUVR3_ARATHSUVR3 Histone-lysine N-methyltransferase SUVR3 OS=Arabidopsis thaliana GN=SUVR3 PE=2 SV=439.90 0.00

TRINITY_DN44394_c0_g1sp|Q5JK24|TPK1_ORYSJTPK1 Thiamine pyrophosphokinase 1 OS=Oryza sativa subsp. japonica GN=TPK1 PE=2 SV=139.90 0.00

TRINITY_DN45435_c0_g7sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=139.90 0.00

TRINITY_DN45763_c0_g3sp|Q8WTS1|ABHD5_HUMANABHD5 1-acylglycerol-3-phosphate O-acyltransferase ABHD5 OS=Homo sapiens GN=ABHD5 PE=1 SV=139.90 0.00

TRINITY_DN46216_c0_g3sp|Q07G10|ALKB8_XENTRalkbh8 Alkylated DNA repair protein alkB homolog 8 OS=Xenopus tropicalis GN=alkbh8 PE=2 SV=239.90 0.00

TRINITY_DN46364_c0_g7sp|P08183|MDR1_HUMANABCB1 Multidrug resistance protein 1 OS=Homo sapiens GN=ABCB1 PE=1 SV=339.90 0.00

TRINITY_DN46853_c0_g6sp|Q93Y16|DEAH4_ARATHAt1g27900Probable pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH4 OS=Arabidopsis thaliana GN=At1g27900 PE=1 SV=139.90 0.00

TRINITY_DN47167_c1_g1sp|Q54DD7|UNC50_DICDIDDB_G0292320Protein unc-50 homolog OS=Dictyostelium discoideum GN=DDB_G0292320 PE=3 SV=139.90 0.00

TRINITY_DN47198_c0_g2sp|A8J6X7|PCDP1_CHLRECFAP221 Cilia- and flagella-associated protein 221 homolog OS=Chlamydomonas reinhardtii GN=CFAP221 PE=1 SV=139.90 0.00

TRINITY_DN47728_c0_g3sp|Q9BYJ9|YTHD1_HUMANYTHDF1 YTH domain-containing family protein 1 OS=Homo sapiens GN=YTHDF1 PE=1 SV=139.90 0.00

TRINITY_DN47948_c0_g1sp|Q43260|DHE3_MAIZEGDH1 Glutamate dehydrogenase OS=Zea mays GN=GDH1 PE=1 SV=139.90 0.00

TRINITY_DN48807_c0_g4sp|Q9ZRF1|MTDH_FRAANCAD Probable mannitol dehydrogenase OS=Fragaria ananassa GN=CAD PE=2 SV=139.90 0.00

TRINITY_DN50357_c0_g1sp|Q67YT8|RUS4_ARATHRUS4 Protein root UVB sensitive 4 OS=Arabidopsis thaliana GN=RUS4 PE=2 SV=139.90 0.00

TRINITY_DN51700_c1_g5sp|Q9BX10|GTPB2_HUMANGTPBP2 GTP-binding protein 2 OS=Homo sapiens GN=GTPBP2 PE=1 SV=139.90 0.00

TRINITY_DN51719_c0_g11sp|O95487|SC24B_HUMANSEC24B Protein transport protein Sec24B OS=Homo sapiens GN=SEC24B PE=1 SV=239.90 0.00

TRINITY_DN52084_c0_g1sp|O27628|APGM1_METTHapgM1 2,3-bisphosphoglycerate-independent phosphoglycerate mutase 1 OS=Methanothermobacter thermautotrophicus (strain ATCC 29096 / DSM 1053 / JCM 10044 / NBRC 100330 / Delta H) GN=apgM1 PE=3 SV=139.90 0.00

TRINITY_DN52571_c2_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=339.90 0.00

TRINITY_DN19952_c0_g1sp|Q5A872|SLN1_CANALSLN1 Histidine protein kinase SLN1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=SLN1 PE=1 SV=139.80 0.00

TRINITY_DN25234_c0_g1sp|Q9VGZ1|CK5P1_DROMECG6345 CDK5RAP1-like protein OS=Drosophila melanogaster GN=CG6345 PE=2 SV=139.80 0.00

TRINITY_DN25436_c0_g1sp|Q54NU2|RAB1D_DICDIrab1D Ras-related protein Rab-1D OS=Dictyostelium discoideum GN=rab1D PE=1 SV=139.80 0.00

TRINITY_DN27271_c0_g1sp|Q54CP4|MCM5_DICDImcm5 DNA replication licensing factor mcm5 OS=Dictyostelium discoideum GN=mcm5 PE=3 SV=139.80 0.00

TRINITY_DN30165_c1_g2sp|P41889|CUT9_SCHPOcut9 Anaphase-promoting complex subunit cut9 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cut9 PE=1 SV=239.80 0.00

TRINITY_DN30353_c0_g1sp|Q8TC12|RDH11_HUMANRDH11 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=239.80 0.00

TRINITY_DN30979_c0_g1sp|Q9V7A7|GPAN1_DROMECG8152 G patch domain and ankyrin repeat-containing protein 1 homolog OS=Drosophila melanogaster GN=CG8152 PE=2 SV=139.80 0.00

TRINITY_DN31535_c0_g1sp|Q56WF8|SCP48_ARATHSCPL48 Serine carboxypeptidase-like 48 OS=Arabidopsis thaliana GN=SCPL48 PE=2 SV=239.80 0.00

TRINITY_DN32325_c0_g1sp|P70704|AT8A1_MOUSEAtp8a1 Phospholipid-transporting ATPase IA OS=Mus musculus GN=Atp8a1 PE=1 SV=239.80 0.00

TRINITY_DN32774_c0_g2sp|Q5EBD9|ELP2_XENTRelp2 Elongator complex protein 2 OS=Xenopus tropicalis GN=elp2 PE=2 SV=139.80 0.00

TRINITY_DN32971_c0_g1sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=139.80 0.00

TRINITY_DN33510_c0_g1sp|Q9JHG1|PIGP_MOUSEPigp Phosphatidylinositol N-acetylglucosaminyltransferase subunit P OS=Mus musculus GN=Pigp PE=2 SV=139.80 0.00

TRINITY_DN33933_c0_g1sp|Q9LJK1|FUT11_ARATHFUT11 Glycoprotein 3-alpha-L-fucosyltransferase A OS=Arabidopsis thaliana GN=FUT11 PE=1 SV=139.80 0.00

TRINITY_DN33963_c0_g1sp|Q55GV3|PAKC_DICDIpakC Serine/threonine-protein kinase pakC OS=Dictyostelium discoideum GN=pakC PE=1 SV=239.80 0.00

TRINITY_DN34158_c0_g4sp|Q9W0Y8|SCN60_DROMENaCP60E Sodium channel protein 60E OS=Drosophila melanogaster GN=NaCP60E PE=2 SV=539.80 0.00

TRINITY_DN34785_c0_g9sp|A4QNX6|CTL2B_DANREctdspl2bCTD small phosphatase-like protein 2-B OS=Danio rerio GN=ctdspl2b PE=2 SV=139.80 0.00



TRINITY_DN35884_c0_g6sp|Q8VWZ8|SMO22_ARATHSMO2-2 Methylsterol monooxygenase 2-2 OS=Arabidopsis thaliana GN=SMO2-2 PE=2 SV=139.80 0.00

TRINITY_DN36504_c0_g3sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=139.80 0.00

TRINITY_DN37148_c0_g8sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=239.80 0.00

TRINITY_DN37367_c0_g1sp|Q54EH3|Y1510_DICDIDDB_G0291510GTPase-activating protein DDB_G0291510 OS=Dictyostelium discoideum GN=DDB_G0291510 PE=3 SV=139.80 0.00

TRINITY_DN37549_c0_g4sp|Q05609|CTR1_ARATHCTR1 Serine/threonine-protein kinase CTR1 OS=Arabidopsis thaliana GN=CTR1 PE=1 SV=139.80 0.00

TRINITY_DN37694_c1_g4sp|O49663|SAP9_ARATHSAP9 Zinc finger A20 and AN1 domain-containing stress-associated protein 9 OS=Arabidopsis thaliana GN=SAP9 PE=2 SV=139.80 0.00

TRINITY_DN37720_c0_g2sp|Q9N4V4|SCPL3_CAEELscpl-3 CTD small phosphatase-like protein 3 OS=Caenorhabditis elegans GN=scpl-3 PE=3 SV=139.80 0.00

TRINITY_DN38600_c0_g3sp|Q55A55|Y9848_DICDIDDB_G0272092Probable serine/threonine-protein kinase DDB_G0272092 OS=Dictyostelium discoideum GN=DDB_G0272092 PE=2 SV=139.80 0.00

TRINITY_DN38602_c0_g1sp|Q8LPS1|LACS6_ARATHLACS6 Long chain acyl-CoA synthetase 6, peroxisomal OS=Arabidopsis thaliana GN=LACS6 PE=1 SV=139.80 0.00

TRINITY_DN38860_c0_g12sp|Q8WN96|ITPR2_BOVINITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Bos taurus GN=ITPR2 PE=2 SV=139.80 0.00

TRINITY_DN38941_c0_g1sp|Q9SJC6|NUDT5_ARATHNUDT5 Nudix hydrolase 5 OS=Arabidopsis thaliana GN=NUDT5 PE=2 SV=339.80 0.00

TRINITY_DN39280_c1_g3sp|Q9LVG2|TOE2_ARATHTOE2 AP2-like ethylene-responsive transcription factor TOE2 OS=Arabidopsis thaliana GN=TOE2 PE=1 SV=139.80 0.00

TRINITY_DN39462_c0_g6sp|Q54ET6|ABPF_DICDIabpF Actin-binding protein F OS=Dictyostelium discoideum GN=abpF PE=1 SV=139.80 0.00

TRINITY_DN39492_c0_g1sp|Q0V8B6|TPP1_BOVINTPP1 Tripeptidyl-peptidase 1 OS=Bos taurus GN=TPP1 PE=2 SV=139.80 0.00

TRINITY_DN39542_c1_g1sp|Q9JLV6|PNKP_MOUSEPnkp Bifunctional polynucleotide phosphatase/kinase OS=Mus musculus GN=Pnkp PE=1 SV=239.80 0.00

TRINITY_DN39604_c0_g6sp|Q04996|HAT31_ARATHHAT3.1 Homeobox protein HAT3.1 OS=Arabidopsis thaliana GN=HAT3.1 PE=2 SV=339.80 0.00

TRINITY_DN40053_c1_g1sp|Q86IB5|TF2H3_DICDIgtf2h3 General transcription factor IIH subunit 3 OS=Dictyostelium discoideum GN=gtf2h3 PE=3 SV=139.80 0.00

TRINITY_DN40384_c0_g3sp|Q8CXS1|Y3128_LEPINLA_3128 UPF0176 protein LA_3128 OS=Leptospira interrogans serogroup Icterohaemorrhagiae serovar Lai (strain 56601) GN=LA_3128 PE=3 SV=139.80 0.00

TRINITY_DN40936_c0_g1sp|Q7T6X2|YR826_MIMIVMIMI_R826Putative serine/threonine-protein kinase/receptor R826 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R826 PE=3 SV=239.80 0.00

TRINITY_DN41420_c2_g3sp|Q29S00|OSCP1_BOVINOSCP1 Protein OSCP1 OS=Bos taurus GN=OSCP1 PE=2 SV=139.80 0.00

TRINITY_DN41776_c0_g2sp|B8AEH3|MCM5_ORYSIMCM5 DNA replication licensing factor MCM5 OS=Oryza sativa subsp. indica GN=MCM5 PE=3 SV=139.80 0.00

TRINITY_DN41778_c0_g10sp|P34148|RACB_DICDIracB Rho-related protein racB OS=Dictyostelium discoideum GN=racB PE=1 SV=139.80 0.00

TRINITY_DN42024_c0_g1sp|Q2NKU6|DPY30_BOVINDPY30 Protein dpy-30 homolog OS=Bos taurus GN=DPY30 PE=3 SV=139.80 0.00

TRINITY_DN42149_c0_g10sp|P01119|RAS1_YEASTRAS1 Ras-like protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RAS1 PE=1 SV=239.80 0.00

TRINITY_DN42166_c0_g5sp|Q5ZI87|TBCD_CHICKTBCD Tubulin-specific chaperone D OS=Gallus gallus GN=TBCD PE=2 SV=139.80 0.00

TRINITY_DN42365_c0_g3sp|Q9FNY0|E2FA_ARATHE2FA Transcription factor E2FA OS=Arabidopsis thaliana GN=E2FA PE=1 SV=139.80 0.00

TRINITY_DN42874_c2_g8sp|Q86L99|GACHH_DICDIgacHH Rho GTPase-activating protein gacHH OS=Dictyostelium discoideum GN=gacHH PE=3 SV=139.80 0.00

TRINITY_DN43025_c1_g2sp|O81024|EKI_ARATHEMB1187 Probable ethanolamine kinase OS=Arabidopsis thaliana GN=EMB1187 PE=2 SV=139.80 0.00

TRINITY_DN43716_c0_g7sp|P23935|NDUA5_BOVINNDUFA5 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5 OS=Bos taurus GN=NDUFA5 PE=1 SV=339.80 0.00

TRINITY_DN44058_c0_g1sp|P23920|SYM_GEOSEmetG Methionine--tRNA ligase OS=Geobacillus stearothermophilus GN=metG PE=3 SV=139.80 0.00

TRINITY_DN44179_c1_g7sp|Q6DGV7|M17L2_DANREmpv17l2 Mpv17-like protein 2 OS=Danio rerio GN=mpv17l2 PE=2 SV=139.80 0.00

TRINITY_DN44224_c0_g3sp|O94527|IQW1_SCHPOiqw1 WD repeat protein iqw1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=iqw1 PE=1 SV=139.80 0.00

TRINITY_DN44524_c0_g8sp|P93212|14337_SOLLCTFT7 14-3-3 protein 7 OS=Solanum lycopersicum GN=TFT7 PE=2 SV=239.80 0.00

TRINITY_DN45106_c1_g3sp|Q9BXJ9|NAA15_HUMANNAA15 N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens GN=NAA15 PE=1 SV=139.80 0.00

TRINITY_DN45111_c0_g1sp|Q63170|DYH7_RATDnah7 Dynein heavy chain 7, axonemal OS=Rattus norvegicus GN=Dnah7 PE=2 SV=239.80 0.00

TRINITY_DN45271_c0_g7sp|Q86AW9|GUAD_DICDIguaD Guanine deaminase OS=Dictyostelium discoideum GN=guaD PE=1 SV=139.80 0.00

TRINITY_DN45624_c0_g1sp|P02889|PSMD8_DICDIpsmD8-1 Probable 26S proteasome non-ATPase regulatory subunit 8 OS=Dictyostelium discoideum GN=psmD8-1 PE=2 SV=239.80 0.00

TRINITY_DN45895_c1_g4sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=139.80 0.00

TRINITY_DN46195_c0_g4sp|D4B1R0|GCP1_ARTBCARB_02390Probable glutamate carboxypeptidase ARB_02390 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_02390 PE=1 SV=139.80 0.00

TRINITY_DN46473_c0_g2sp|O77264|RTCA_DROMECG4061 RNA 3'-terminal phosphate cyclase OS=Drosophila melanogaster GN=CG4061 PE=2 SV=139.80 0.00

TRINITY_DN46526_c1_g1sp|Q9W638|REQUA_XENLAreq-a Zinc finger protein ubi-d4 A OS=Xenopus laevis GN=req-a PE=2 SV=139.80 0.00

TRINITY_DN46607_c0_g1sp|Q681Y3|Y1099_ARATHAt1g60990Putative transferase At1g60990, chloroplastic OS=Arabidopsis thaliana GN=At1g60990 PE=1 SV=139.80 0.00

TRINITY_DN46625_c0_g1sp|Q9UN37|VPS4A_HUMANVPS4A Vacuolar protein sorting-associated protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=139.80 0.00

TRINITY_DN46966_c0_g3sp|Q5RGJ6|CCD53_DANREccdc53 WASH complex subunit CCDC53 OS=Danio rerio GN=ccdc53 PE=2 SV=139.80 0.00

TRINITY_DN47030_c1_g8sp|Q912W1|REP_CACVRep Replication-associated protein OS=Canary circovirus GN=Rep PE=3 SV=239.80 0.00

TRINITY_DN47058_c1_g3sp|Q0P4R5|DI3L1_XENTRdis3l DIS3-like exonuclease 1 OS=Xenopus tropicalis GN=dis3l PE=2 SV=239.80 0.00

TRINITY_DN47361_c0_g1sp|Q9M2L4|ACA11_ARATHACA11 Putative calcium-transporting ATPase 11, plasma membrane-type OS=Arabidopsis thaliana GN=ACA11 PE=1 SV=139.80 0.00

TRINITY_DN47874_c1_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=139.80 0.00

TRINITY_DN48140_c1_g2sp|Q9FVQ4|PLGG1_ARATHPLGG1 Plastidal glycolate/glycerate translocator 1, chloroplastic OS=Arabidopsis thaliana GN=PLGG1 PE=1 SV=139.80 0.00

TRINITY_DN49016_c0_g2sp|O95619|YETS4_HUMANYEATS4 YEATS domain-containing protein 4 OS=Homo sapiens GN=YEATS4 PE=1 SV=139.80 0.00

TRINITY_DN49301_c0_g1sp|Q92900|RENT1_HUMANUPF1 Regulator of nonsense transcripts 1 OS=Homo sapiens GN=UPF1 PE=1 SV=239.80 0.00

TRINITY_DN49494_c0_g1sp|Q28GW8|MELK_XENTRmelk Maternal embryonic leucine zipper kinase OS=Xenopus tropicalis GN=melk PE=2 SV=139.80 0.00

TRINITY_DN49922_c0_g5sp|Q944L7|SLP2_ARATHSLP2 Shewanella-like protein phosphatase 2 OS=Arabidopsis thaliana GN=SLP2 PE=1 SV=139.80 0.00

TRINITY_DN50662_c0_g5sp|Q2ABE5|RBR_CAMSIpRB Retinoblastoma-related protein OS=Camellia sinensis GN=pRB PE=2 SV=139.80 0.00

TRINITY_DN50839_c2_g1sp|Q54HL4|GGHB_DICDIgghB Gamma-glutamyl hydrolase B OS=Dictyostelium discoideum GN=gghB PE=3 SV=139.80 0.00

TRINITY_DN51288_c0_g3sp|Q5F470|RAB8A_CHICKRAB8A Ras-related protein Rab-8A OS=Gallus gallus GN=RAB8A PE=2 SV=139.80 0.00



TRINITY_DN51392_c0_g4sp|Q9FGY9|PNG1_ARATHPNG1 Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase OS=Arabidopsis thaliana GN=PNG1 PE=2 SV=139.80 0.00

TRINITY_DN51393_c0_g1sp|Q75J39|CKI4_ORYSJCR4 Serine/threonine-protein kinase-like protein CR4 OS=Oryza sativa subsp. japonica GN=CR4 PE=1 SV=139.80 0.00

TRINITY_DN51644_c0_g1sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=139.80 0.00

TRINITY_DN51713_c1_g1sp|P79051|RHP16_SCHPOrhp16 ATP-dependent helicase rhp16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rhp16 PE=3 SV=239.80 0.00

TRINITY_DN51810_c0_g4sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=139.80 0.00

TRINITY_DN51902_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=139.80 0.00

TRINITY_DN10637_c0_g1sp|Q8CEQ0|CDKL1_MOUSECdkl1 Cyclin-dependent kinase-like 1 OS=Mus musculus GN=Cdkl1 PE=2 SV=139.70 0.00

TRINITY_DN29865_c0_g3sp|Q0IUU4|CML2_ORYSJCML2 Putative calmodulin-like protein 2 OS=Oryza sativa subsp. japonica GN=CML2 PE=3 SV=239.70 0.00

TRINITY_DN30749_c0_g3sp|Q7ZUN8|YKT6_DANREykt6 Synaptobrevin homolog YKT6 OS=Danio rerio GN=ykt6 PE=2 SV=139.70 0.00

TRINITY_DN30931_c0_g1sp|Q54W16|USB1_DICDIDDB_G0279967U6 snRNA phosphodiesterase OS=Dictyostelium discoideum GN=DDB_G0279967 PE=3 SV=139.70 0.00

TRINITY_DN31010_c0_g2sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=239.70 0.00

TRINITY_DN31259_c0_g1sp|P53523|PDUO_MYCLEML1149 Cob(I)yrinic acid a,c-diamide adenosyltransferase OS=Mycobacterium leprae (strain TN) GN=ML1149 PE=3 SV=139.70 0.00

TRINITY_DN31359_c0_g1sp|Q5M9F1|RBM34_RATRbm34 RNA-binding protein 34 OS=Rattus norvegicus GN=Rbm34 PE=1 SV=139.70 0.00

TRINITY_DN31690_c0_g1sp|Q6P0X2|ZN511_MOUSEZnf511 Zinc finger protein 511 OS=Mus musculus GN=Znf511 PE=1 SV=239.70 0.00

TRINITY_DN32774_c0_g1sp|Q05AM5|ELP2_DANREelp2 Elongator complex protein 2 OS=Danio rerio GN=elp2 PE=2 SV=139.70 0.00

TRINITY_DN32814_c0_g1sp|Q6DCU7|HIKES_XENLAhikeshi Protein Hikeshi OS=Xenopus laevis GN=hikeshi PE=2 SV=139.70 0.00

TRINITY_DN32821_c0_g2sp|Q864Z2|RGS5_PIGRGS5 Regulator of G-protein signaling 5 OS=Sus scrofa GN=RGS5 PE=2 SV=139.70 0.00

TRINITY_DN33161_c0_g1sp|Q9ZVJ5|SGGP_ARATHSGPP Haloacid dehalogenase-like hydrolase domain-containing protein Sgpp OS=Arabidopsis thaliana GN=SGPP PE=1 SV=239.70 0.00

TRINITY_DN34909_c0_g1sp|Q9D110|MTHFS_MOUSEMthfs 5-formyltetrahydrofolate cyclo-ligase OS=Mus musculus GN=Mthfs PE=2 SV=239.70 0.00

TRINITY_DN35185_c0_g1sp|Q9NXH9|TRM1_HUMANTRMT1 tRNA (guanine(26)-N(2))-dimethyltransferase OS=Homo sapiens GN=TRMT1 PE=1 SV=139.70 0.00

TRINITY_DN35819_c0_g1sp|Q8S1Z1|UTP11_ORYSJOs01g0810000Probable U3 small nucleolar RNA-associated protein 11 OS=Oryza sativa subsp. japonica GN=Os01g0810000 PE=2 SV=239.70 0.00

TRINITY_DN35872_c0_g2sp|Q2KJA6|INT9_BOVININTS9 Integrator complex subunit 9 OS=Bos taurus GN=INTS9 PE=2 SV=139.70 0.00

TRINITY_DN36221_c0_g1sp|P34943|NDUA9_BOVINNDUFA9 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial OS=Bos taurus GN=NDUFA9 PE=1 SV=139.70 0.00

TRINITY_DN36736_c0_g4sp|P26686|SRR55_DROMEB52 Serine-arginine protein 55 OS=Drosophila melanogaster GN=B52 PE=1 SV=439.70 0.00

TRINITY_DN36807_c1_g5sp|Q5R821|OLA1_PONABOLA1 Obg-like ATPase 1 OS=Pongo abelii GN=OLA1 PE=2 SV=139.70 0.00

TRINITY_DN37193_c0_g7sp|P24409|RAB10_CANLFRAB10 Ras-related protein Rab-10 OS=Canis lupus familiaris GN=RAB10 PE=1 SV=139.70 0.00

TRINITY_DN38108_c0_g2sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=139.70 0.00

TRINITY_DN38779_c0_g2sp|Q8R344|CCD12_MOUSECcdc12 Coiled-coil domain-containing protein 12 OS=Mus musculus GN=Ccdc12 PE=1 SV=239.70 0.00

TRINITY_DN38957_c2_g2sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=239.70 0.00

TRINITY_DN39196_c0_g1sp|Q84L08|GONS4_ARATHGONST4 GDP-mannose transporter GONST4 OS=Arabidopsis thaliana GN=GONST4 PE=2 SV=139.70 0.00

TRINITY_DN39906_c0_g1sp|O65282|CH20_ARATHCPN20 20 kDa chaperonin, chloroplastic OS=Arabidopsis thaliana GN=CPN20 PE=1 SV=239.70 0.00

TRINITY_DN40339_c0_g5sp|Q9DBS9|OSBL3_MOUSEOsbpl3 Oxysterol-binding protein-related protein 3 OS=Mus musculus GN=Osbpl3 PE=1 SV=239.70 0.00

TRINITY_DN40690_c1_g10sp|P90747|AT131_CAEELcatp-8 Probable manganese-transporting ATPase catp-8 OS=Caenorhabditis elegans GN=catp-8 PE=3 SV=339.70 0.00

TRINITY_DN41183_c1_g1sp|O00841|CUDA_DICDIcudA Putative transcriptional regulator cudA OS=Dictyostelium discoideum GN=cudA PE=1 SV=239.70 0.00

TRINITY_DN41242_c0_g4sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=239.70 0.00

TRINITY_DN41391_c1_g2sp|P16051|GPA2_DICDIgpaB Guanine nucleotide-binding protein alpha-2 subunit OS=Dictyostelium discoideum GN=gpaB PE=1 SV=339.70 0.00

TRINITY_DN41426_c0_g1sp|Q9SUV2|PT432_ARATHAt4g32390Probable sugar phosphate/phosphate translocator At4g32390 OS=Arabidopsis thaliana GN=At4g32390 PE=3 SV=139.70 0.00

TRINITY_DN41641_c0_g3sp|Q641K5|NUAK1_MOUSENuak1 NUAK family SNF1-like kinase 1 OS=Mus musculus GN=Nuak1 PE=1 SV=139.70 0.00

TRINITY_DN41751_c0_g5sp|Q92JA9|ERA_RICCNera GTPase Era OS=Rickettsia conorii (strain ATCC VR-613 / Malish 7) GN=era PE=3 SV=139.70 0.00

TRINITY_DN42628_c0_g2sp|Q54SP4|DHKD_DICDIdhkD Hybrid signal transduction histidine kinase D OS=Dictyostelium discoideum GN=dhkD PE=2 SV=139.70 0.00

TRINITY_DN42647_c0_g3sp|Q5XM24|APRA_DICDIaprA Autocrine proliferation repressor protein A OS=Dictyostelium discoideum GN=aprA PE=1 SV=139.70 0.00

TRINITY_DN43030_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=139.70 0.00

TRINITY_DN43050_c0_g1sp|Q7XA87|FOLT1_ARATHFOLT1 Folate transporter 1, chloroplastic OS=Arabidopsis thaliana GN=FOLT1 PE=2 SV=139.70 0.00

TRINITY_DN43194_c0_g1sp|P32780|TF2H1_HUMANGTF2H1 General transcription factor IIH subunit 1 OS=Homo sapiens GN=GTF2H1 PE=1 SV=139.70 0.00

TRINITY_DN43303_c1_g1sp|Q4W946|ENCD_ASPFUencD 2-oxoglutarate-Fe(II) type oxidoreductase OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=encD PE=1 SV=239.70 0.00

TRINITY_DN43732_c0_g10sp|Q86I95|TV23A_DICDIDDB_G0276319Uncharacterized Golgi apparatus membrane protein-like protein 1 OS=Dictyostelium discoideum GN=DDB_G0276319 PE=3 SV=139.70 0.00

TRINITY_DN43758_c0_g5sp|P34368|YLJ5_CAEELC50C3.5 Uncharacterized calcium-binding protein C50C3.5 OS=Caenorhabditis elegans GN=C50C3.5 PE=3 SV=339.70 0.00

TRINITY_DN43863_c0_g3sp|Q7XRV0|RMI1_ORYSJRMI1 RecQ-mediated genome instability protein 1 OS=Oryza sativa subsp. japonica GN=RMI1 PE=3 SV=239.70 0.00

TRINITY_DN44413_c1_g1sp|Q9LJL9|CAMK2_ARATHCRK2 CDPK-related kinase 2 OS=Arabidopsis thaliana GN=CRK2 PE=1 SV=139.70 0.00

TRINITY_DN44546_c1_g4sp|Q8C854|MYEF2_MOUSEMyef2 Myelin expression factor 2 OS=Mus musculus GN=Myef2 PE=1 SV=139.70 0.00

TRINITY_DN44792_c0_g4sp|Q9QXL7|NDK7_RATNme7 Nucleoside diphosphate kinase 7 OS=Rattus norvegicus GN=Nme7 PE=1 SV=139.70 0.00

TRINITY_DN45031_c2_g2sp|P53154|GUP1_YEASTGUP1 Glycerol uptake protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GUP1 PE=1 SV=139.70 0.00

TRINITY_DN45780_c0_g7sp|O94502|YBT5_SCHPOSPBC12D12.05cUncharacterized mitochondrial carrier C12D12.05c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC12D12.05c PE=3 SV=239.70 0.00

TRINITY_DN46549_c1_g2sp|Q54FL0|MYBO_DICDImybO Myb-like protein O OS=Dictyostelium discoideum GN=mybO PE=3 SV=139.70 0.00

TRINITY_DN46770_c1_g3sp|O00566|MPP10_HUMANMPHOSPH10U3 small nucleolar ribonucleoprotein protein MPP10 OS=Homo sapiens GN=MPHOSPH10 PE=1 SV=239.70 0.00

TRINITY_DN47153_c0_g1sp|A8WYE4|PAR1_CAEBRpar-1 Serine/threonine-protein kinase par-1 OS=Caenorhabditis briggsae GN=par-1 PE=3 SV=139.70 0.00



TRINITY_DN47205_c0_g2sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=139.70 0.00

TRINITY_DN47226_c0_g3sp|Q556Y8|DUSPR_DICDIDDB_G0273199Probable rhodanese domain-containing dual specificity protein phosphatase OS=Dictyostelium discoideum GN=DDB_G0273199 PE=3 SV=139.70 0.00

TRINITY_DN47261_c1_g5sp|Q39639|PLSB_CUCSA- Glycerol-3-phosphate acyltransferase, chloroplastic OS=Cucumis sativus PE=2 SV=139.70 0.00

TRINITY_DN47796_c0_g2sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=139.70 0.00

TRINITY_DN47840_c0_g2sp|Q3SX41|LC7L3_BOVINLUC7L3 Luc7-like protein 3 OS=Bos taurus GN=LUC7L3 PE=2 SV=139.70 0.00

TRINITY_DN47954_c1_g7sp|P25970|Y5909_MYXXDMXAN_5909Uncharacterized oxidoreductase MXAN_5909 OS=Myxococcus xanthus (strain DK 1622) GN=MXAN_5909 PE=3 SV=239.70 0.00

TRINITY_DN48041_c0_g1sp|Q69Q02|DPE2_ORYSJDPE2 4-alpha-glucanotransferase DPE2 OS=Oryza sativa subsp. japonica GN=DPE2 PE=2 SV=139.70 0.00

TRINITY_DN48238_c0_g2sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=139.70 0.00

TRINITY_DN48334_c1_g6sp|Q56YN8|SMC3_ARATHSMC3 Structural maintenance of chromosomes protein 3 OS=Arabidopsis thaliana GN=SMC3 PE=2 SV=139.70 0.00

TRINITY_DN48441_c1_g2sp|Q9LZA6|SDP1_ARATHSDP1 Triacylglycerol lipase SDP1 OS=Arabidopsis thaliana GN=SDP1 PE=1 SV=139.70 0.00

TRINITY_DN48704_c0_g2sp|Q9FVJ3|AGD12_ARATHAGD12 ADP-ribosylation factor GTPase-activating protein AGD12 OS=Arabidopsis thaliana GN=AGD12 PE=1 SV=139.70 0.00

TRINITY_DN48718_c0_g1sp|P32943|CGS6_YEASTCLB6 S-phase entry cyclin-6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CLB6 PE=2 SV=239.70 0.00

TRINITY_DN49021_c0_g1sp|Q96UY2|DGT2A_UMBRADGAT2A Diacylglycerol O-acyltransferase 2A OS=Umbelopsis ramanniana GN=DGAT2A PE=1 SV=139.70 0.00

TRINITY_DN49022_c0_g6sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=139.70 0.00

TRINITY_DN49076_c0_g2sp|Q9C587|RFC1_ARATHRFC1 Replication factor C subunit 1 OS=Arabidopsis thaliana GN=RFC1 PE=2 SV=139.70 0.00

TRINITY_DN50111_c0_g2sp|O94296|YOOC_SCHPOSPBC887.12Probable phospholipid-transporting ATPase C887.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC887.12 PE=3 SV=139.70 0.00

TRINITY_DN50166_c0_g5sp|Q5JWR5|DOP1_HUMANDOPEY1 Protein dopey-1 OS=Homo sapiens GN=DOPEY1 PE=2 SV=139.70 0.00

TRINITY_DN51458_c0_g11sp|A2XQE8|SAG39_ORYSIOsI_14861Senescence-specific cysteine protease SAG39 OS=Oryza sativa subsp. indica GN=OsI_14861 PE=3 SV=139.70 0.00

TRINITY_DN51908_c1_g2sp|Q0IQN5|RTOR1_ORYSJRAPTOR1 Regulatory-associated protein of TOR 1 OS=Oryza sativa subsp. japonica GN=RAPTOR1 PE=2 SV=239.70 0.00

TRINITY_DN52266_c1_g2sp|F4I9Q5|DEXH7_ARATHAt1g58060DExH-box ATP-dependent RNA helicase DExH7, chloroplastic OS=Arabidopsis thaliana GN=At1g58060 PE=2 SV=139.70 0.00

TRINITY_DN52960_c0_g1sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=139.70 0.00

TRINITY_DN53831_c0_g1sp|Q9SLI2|NEK1_ARATHNEK1 Serine/threonine-protein kinase Nek1 OS=Arabidopsis thaliana GN=NEK1 PE=2 SV=239.70 0.00

TRINITY_DN8030_c0_g1sp|Q04585|YDR09_YEASTYDR109C Uncharacterized sugar kinase YDR109C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YDR109C PE=1 SV=139.70 0.00

TRINITY_DN13997_c0_g1sp|Q6PBU5|GRT1A_DANREgrtp1a Growth hormone-regulated TBC protein 1-A OS=Danio rerio GN=grtp1a PE=2 SV=139.60 0.00

TRINITY_DN22740_c0_g1sp|O55007|RGPA1_RATRalgapa1Ral GTPase-activating protein subunit alpha-1 OS=Rattus norvegicus GN=Ralgapa1 PE=1 SV=239.60 0.00

TRINITY_DN25542_c0_g1sp|P30311|MPIP3_XENLAcdc25-3 M-phase inducer phosphatase 3 OS=Xenopus laevis GN=cdc25-3 PE=1 SV=139.60 0.00

TRINITY_DN28819_c0_g1sp|Q9SEE4|PIRL_SOLLC- Pirin-like protein OS=Solanum lycopersicum PE=2 SV=139.60 0.00

TRINITY_DN30650_c0_g1sp|Q9VCR7|CTNS_DROMECG17119 Cystinosin homolog OS=Drosophila melanogaster GN=CG17119 PE=1 SV=239.60 0.00

TRINITY_DN30651_c0_g1sp|Q63228|GMFB_RATGmfb Glia maturation factor beta OS=Rattus norvegicus GN=Gmfb PE=1 SV=239.60 0.00

TRINITY_DN31531_c0_g2sp|Q2HVD6|MTA70_MEDTRMtrDRAFT_AC148918g15v1Putative N6-adenosine-methyltransferase MT-A70-like OS=Medicago truncatula GN=MtrDRAFT_AC148918g15v1 PE=3 SV=139.60 0.00

TRINITY_DN32791_c0_g2sp|Q9Y259|CHKB_HUMANCHKB Choline/ethanolamine kinase OS=Homo sapiens GN=CHKB PE=1 SV=339.60 0.00

TRINITY_DN33930_c0_g1sp|O65493|XCP1_ARATHXCP1 Cysteine protease XCP1 OS=Arabidopsis thaliana GN=XCP1 PE=1 SV=139.60 0.00

TRINITY_DN35032_c0_g1sp|Q9Y305|ACOT9_HUMANACOT9 Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=239.60 0.00

TRINITY_DN35524_c2_g7sp|Q6DC64|MET16_DANREmettl16 Methyltransferase-like protein 16 OS=Danio rerio GN=mettl16 PE=2 SV=139.60 0.00

TRINITY_DN36132_c0_g2sp|O80396|M2K3_ARATHMKK3 Mitogen-activated protein kinase kinase 3 OS=Arabidopsis thaliana GN=MKK3 PE=1 SV=139.60 0.00

TRINITY_DN36304_c0_g1sp|Q6UK63|PIRA_DICDIpirA Protein pirA OS=Dictyostelium discoideum GN=pirA PE=1 SV=139.60 0.00

TRINITY_DN37211_c0_g3sp|Q6NVM8|BRD9_XENTRbrd9 Bromodomain-containing protein 9 OS=Xenopus tropicalis GN=brd9 PE=2 SV=139.60 0.00

TRINITY_DN37382_c0_g8sp|O94111|DYL1_EMENInudG Dynein light chain, cytoplasmic OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=nudG PE=3 SV=139.60 0.00

TRINITY_DN37663_c0_g1sp|P34143|RABC_DICDIrabC Ras-related protein RabC OS=Dictyostelium discoideum GN=rabC PE=2 SV=239.60 0.00

TRINITY_DN38640_c0_g9sp|P30039|PBLD_HUMANPBLD Phenazine biosynthesis-like domain-containing protein OS=Homo sapiens GN=PBLD PE=1 SV=239.60 0.00

TRINITY_DN38700_c0_g4sp|Q0WKV8|ULP2A_ARATHULP2A Probable ubiquitin-like-specific protease 2A OS=Arabidopsis thaliana GN=ULP2A PE=2 SV=239.60 0.00

TRINITY_DN39212_c1_g5sp|P35182|PP2C1_YEASTPTC1 Protein phosphatase 2C homolog 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PTC1 PE=1 SV=139.60 0.00

TRINITY_DN39535_c0_g6sp|Q8JZW4|CPNE5_MOUSECpne5 Copine-5 OS=Mus musculus GN=Cpne5 PE=1 SV=139.60 0.00

TRINITY_DN39581_c0_g3sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=139.60 0.00

TRINITY_DN40318_c2_g4sp|Q96AP4|ZUFSP_HUMANZUFSP Zinc finger with UFM1-specific peptidase domain protein OS=Homo sapiens GN=ZUFSP PE=1 SV=139.60 0.00

TRINITY_DN41021_c0_g1sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=239.60 0.00

TRINITY_DN41464_c0_g7sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=239.60 0.00

TRINITY_DN41588_c0_g2sp|Q5RBB1|SENP1_PONABSENP1 Sentrin-specific protease 1 OS=Pongo abelii GN=SENP1 PE=2 SV=139.60 0.00

TRINITY_DN41667_c0_g1sp|Q23551|UNC22_CAEELunc-22 Twitchin OS=Caenorhabditis elegans GN=unc-22 PE=1 SV=339.60 0.00

TRINITY_DN41833_c0_g2sp|P21439|MDR3_HUMANABCB4 Phosphatidylcholine translocator ABCB4 OS=Homo sapiens GN=ABCB4 PE=1 SV=239.60 0.00

TRINITY_DN42136_c0_g2sp|Q55FN1|PLBLG_DICDIplbG Phospholipase B-like protein G OS=Dictyostelium discoideum GN=plbG PE=3 SV=139.60 0.00

TRINITY_DN42416_c0_g9sp|Q7ZV00|OTU6B_DANREotud6b OTU domain-containing protein 6B OS=Danio rerio GN=otud6b PE=2 SV=139.60 0.00

TRINITY_DN42571_c2_g4sp|Q63028|ADDA_RATAdd1 Alpha-adducin OS=Rattus norvegicus GN=Add1 PE=1 SV=239.60 0.00

TRINITY_DN42600_c0_g6sp|Q54RF5|KPYK_DICDIpyk Pyruvate kinase OS=Dictyostelium discoideum GN=pyk PE=1 SV=139.60 0.00

TRINITY_DN42788_c0_g7sp|B3DNN5|CDC16_ARATHAPC6 Anaphase-promoting complex subunit 6 OS=Arabidopsis thaliana GN=APC6 PE=2 SV=139.60 0.00

TRINITY_DN42883_c1_g3sp|Q9Z1J2|NEK4_MOUSENek4 Serine/threonine-protein kinase Nek4 OS=Mus musculus GN=Nek4 PE=1 SV=139.60 0.00



TRINITY_DN43005_c2_g2sp|Q8RYE9|GPPL3_ARATHAt2g33255Haloacid dehalogenase-like hydrolase domain-containing protein At2g33255 OS=Arabidopsis thaliana GN=At2g33255 PE=1 SV=139.60 0.00

TRINITY_DN43022_c0_g2sp|Q9FYB7|RSZ32_ARATHRS2Z32 Serine/arginine-rich splicing factor RS2Z32 OS=Arabidopsis thaliana GN=RS2Z32 PE=1 SV=139.60 0.00

TRINITY_DN43087_c0_g3sp|Q9BXW9|FACD2_HUMANFANCD2 Fanconi anemia group D2 protein OS=Homo sapiens GN=FANCD2 PE=1 SV=239.60 0.00

TRINITY_DN43327_c1_g4sp|Q9P7G4|OMA1_SCHPOoma1 Mitochondrial metalloendopeptidase OMA1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=oma1 PE=3 SV=139.60 0.00

TRINITY_DN43621_c0_g3sp|Q9S834|CLPP5_ARATHCLPP5 ATP-dependent Clp protease proteolytic subunit 5, chloroplastic OS=Arabidopsis thaliana GN=CLPP5 PE=1 SV=139.60 0.00

TRINITY_DN43755_c2_g9sp|Q05935|MYBA_XENLAmybl1 Myb-related protein A OS=Xenopus laevis GN=mybl1 PE=2 SV=139.60 0.00

TRINITY_DN43825_c1_g6sp|A8XAD0|RHEB1_CAEBRrheb-1 GTP-binding protein Rheb homolog 1 OS=Caenorhabditis briggsae GN=rheb-1 PE=3 SV=139.60 0.00

TRINITY_DN43944_c2_g4sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=139.60 0.00

TRINITY_DN44095_c0_g1sp|Q9BIB3|PPME1_CAEELB0464.9 Probable protein phosphatase methylesterase 1 OS=Caenorhabditis elegans GN=B0464.9 PE=3 SV=139.60 0.00

TRINITY_DN44337_c0_g2sp|Q5XI13|GRWD1_RATGrwd1 Glutamate-rich WD repeat-containing protein 1 OS=Rattus norvegicus GN=Grwd1 PE=2 SV=139.60 0.00

TRINITY_DN44526_c0_g7sp|Q9SJ40|VPS11_ARATHVPS11 Vacuolar protein-sorting-associated protein 11 homolog OS=Arabidopsis thaliana GN=VPS11 PE=1 SV=139.60 0.00

TRINITY_DN44594_c0_g1sp|Q9LKJ1|HIBC1_ARATHCHY1 3-hydroxyisobutyryl-CoA hydrolase 1 OS=Arabidopsis thaliana GN=CHY1 PE=1 SV=139.60 0.00

TRINITY_DN44667_c0_g1sp|P58283|RN216_MOUSERnf216 E3 ubiquitin-protein ligase RNF216 OS=Mus musculus GN=Rnf216 PE=1 SV=339.60 0.00

TRINITY_DN45823_c0_g2sp|Q5W6G0|MAN5_ORYSJMAN5 Putative mannan endo-1,4-beta-mannosidase 5 OS=Oryza sativa subsp. japonica GN=MAN5 PE=2 SV=239.60 0.00

TRINITY_DN45839_c0_g7sp|Q38914|ANT_ARATHANT AP2-like ethylene-responsive transcription factor ANT OS=Arabidopsis thaliana GN=ANT PE=1 SV=239.60 0.00

TRINITY_DN46181_c2_g5sp|O75164|KDM4A_HUMANKDM4A Lysine-specific demethylase 4A OS=Homo sapiens GN=KDM4A PE=1 SV=239.60 0.00

TRINITY_DN46763_c0_g1sp|Q5C9L6|CNMT_THLFG- (S)-coclaurine N-methyltransferase OS=Thalictrum flavum subsp. glaucum PE=1 SV=139.60 0.00

TRINITY_DN47078_c0_g1sp|O49048|VPS45_ARATHVPS45 Vacuolar protein sorting-associated protein 45 homolog OS=Arabidopsis thaliana GN=VPS45 PE=1 SV=239.60 0.00

TRINITY_DN47705_c0_g8sp|P05656|SACC_BACSUsacC Levanase OS=Bacillus subtilis (strain 168) GN=sacC PE=1 SV=139.60 0.00

TRINITY_DN47919_c0_g6sp|P32252|RASB_DICDIrasB Ras-like protein rasB OS=Dictyostelium discoideum GN=rasB PE=1 SV=139.60 0.00

TRINITY_DN48084_c0_g3sp|Q6P7A9|LYAG_RATGaa Lysosomal alpha-glucosidase OS=Rattus norvegicus GN=Gaa PE=2 SV=139.60 0.00

TRINITY_DN48428_c1_g1sp|E9Q4S1|PDE8B_MOUSEPde8b High affinity cAMP-specific and IBMX-insensitive 3',5'-cyclic phosphodiesterase 8B OS=Mus musculus GN=Pde8b PE=1 SV=139.60 0.00

TRINITY_DN48624_c0_g1sp|Q9BZF3|OSBL6_HUMANOSBPL6 Oxysterol-binding protein-related protein 6 OS=Homo sapiens GN=OSBPL6 PE=1 SV=139.60 0.00

TRINITY_DN48909_c0_g4sp|Q54NC0|HUS1_DICDIhus1 Checkpoint protein hus1 homolog OS=Dictyostelium discoideum GN=hus1 PE=3 SV=139.60 0.00

TRINITY_DN49444_c1_g8sp|Q94464|DYNA_DICDIdymA Dynamin-A OS=Dictyostelium discoideum GN=dymA PE=1 SV=239.60 0.00

TRINITY_DN49647_c1_g3sp|O00625|PIR_HUMANPIR Pirin OS=Homo sapiens GN=PIR PE=1 SV=139.60 0.00

TRINITY_DN50352_c0_g2sp|O06476|YFMR_BACSUyfmR Uncharacterized ABC transporter ATP-binding protein YfmR OS=Bacillus subtilis (strain 168) GN=yfmR PE=3 SV=139.60 0.00

TRINITY_DN50853_c0_g2sp|P08594|AQL1_THEAQpstI Aqualysin-1 OS=Thermus aquaticus GN=pstI PE=1 SV=239.60 0.00

TRINITY_DN51781_c1_g1sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=139.60 0.00

TRINITY_DN52254_c1_g2sp|Q9SZT0|P4H11_ARATHP4H11 Probable prolyl 4-hydroxylase 11 OS=Arabidopsis thaliana GN=P4H11 PE=3 SV=139.60 0.00

TRINITY_DN15574_c0_g1sp|Q9M391|ATX3H_ARATHAt3g54130Ataxin-3 homolog OS=Arabidopsis thaliana GN=At3g54130 PE=2 SV=139.50 0.00

TRINITY_DN16261_c0_g1sp|A4FV72|PPIE_BOVINPPIE Peptidyl-prolyl cis-trans isomerase E OS=Bos taurus GN=PPIE PE=2 SV=139.50 0.00

TRINITY_DN23067_c0_g1sp|Q8R1F6|HID1_MOUSEHid1 Protein HID1 OS=Mus musculus GN=Hid1 PE=1 SV=139.50 0.00

TRINITY_DN30098_c0_g2sp|Q8BT60|CPNE3_MOUSECpne3 Copine-3 OS=Mus musculus GN=Cpne3 PE=1 SV=239.50 0.00

TRINITY_DN30831_c2_g5sp|U4PR86|MELK_CAEELpig-1 Maternal embryonic leucine zipper kinase OS=Caenorhabditis elegans GN=pig-1 PE=1 SV=139.50 0.00

TRINITY_DN30843_c0_g1sp|Q641E3|ACBD5_XENLAacbd5 Acyl-CoA-binding domain-containing protein 5 OS=Xenopus laevis GN=acbd5 PE=2 SV=139.50 0.00

TRINITY_DN31134_c0_g1sp|Q91YL2|RN126_MOUSERnf126 E3 ubiquitin-protein ligase RNF126 OS=Mus musculus GN=Rnf126 PE=1 SV=139.50 0.00

TRINITY_DN31672_c0_g2sp|Q60560|SMBP2_MESAUIGHMBP2 DNA-binding protein SMUBP-2 OS=Mesocricetus auratus GN=IGHMBP2 PE=1 SV=139.50 0.00

TRINITY_DN32803_c0_g1sp|Q54RJ1|CNRB_DICDIcnrB CLPTM1-like membrane protein cnrB OS=Dictyostelium discoideum GN=cnrB PE=3 SV=139.50 0.00

TRINITY_DN33400_c0_g1sp|Q09991|YSS2_CAEELK10B2.2 Uncharacterized serine carboxypeptidase K10B2.2 OS=Caenorhabditis elegans GN=K10B2.2 PE=3 SV=139.50 0.00

TRINITY_DN33599_c0_g1sp|A9UMQ3|LYRM1_XENLAlyrm1 LYR motif-containing protein 1 OS=Xenopus laevis GN=lyrm1 PE=2 SV=139.50 0.00

TRINITY_DN35092_c0_g6sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=239.50 0.00

TRINITY_DN35176_c0_g1sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=139.50 0.00

TRINITY_DN35396_c3_g1sp|B9DSP2|PTH_STRU0pth Peptidyl-tRNA hydrolase OS=Streptococcus uberis (strain ATCC BAA-854 / 0140J) GN=pth PE=3 SV=139.50 0.00

TRINITY_DN36285_c0_g1sp|Q54LT2|URIC_DICDIuox Uricase OS=Dictyostelium discoideum GN=uox PE=3 SV=139.50 0.00

TRINITY_DN36801_c0_g6sp|Q5UP73|YR614_MIMIVMIMI_R614Putative band 7 family protein R614 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R614 PE=3 SV=139.50 0.00

TRINITY_DN36956_c1_g4sp|Q5BL50|AT8B1_XENTRatp8b1 Phospholipid-transporting ATPase IC OS=Xenopus tropicalis GN=atp8b1 PE=2 SV=139.50 0.00

TRINITY_DN36960_c0_g3sp|O95628|CNOT4_HUMANCNOT4 CCR4-NOT transcription complex subunit 4 OS=Homo sapiens GN=CNOT4 PE=1 SV=339.50 0.00

TRINITY_DN37223_c0_g1sp|Q9AV81|PRP19_ORYSJPRP19 Pre-mRNA-processing factor 19 OS=Oryza sativa subsp. japonica GN=PRP19 PE=2 SV=139.50 0.00

TRINITY_DN37905_c0_g8sp|Q8HY87|RNZ2_MACFAELAC2 Zinc phosphodiesterase ELAC protein 2 OS=Macaca fascicularis GN=ELAC2 PE=2 SV=139.50 0.00

TRINITY_DN37958_c0_g6sp|Q4U5R4|RN114_BOVINRNF114 E3 ubiquitin-protein ligase RNF114 OS=Bos taurus GN=RNF114 PE=2 SV=139.50 0.00

TRINITY_DN38666_c0_g5sp|A7TMK6|EFG1P_VANPOEFG1 rRNA-processing protein EFG1 OS=Vanderwaltozyma polyspora (strain ATCC 22028 / DSM 70294) GN=EFG1 PE=3 SV=139.50 0.00

TRINITY_DN39113_c0_g1sp|Q54BN0|TMEDB_DICDIempB Transmembrane emp24 domain-containing protein B OS=Dictyostelium discoideum GN=empB PE=3 SV=139.50 0.00

TRINITY_DN39126_c1_g2sp|Q8WXX0|DYH7_HUMANDNAH7 Dynein heavy chain 7, axonemal OS=Homo sapiens GN=DNAH7 PE=1 SV=239.50 0.00

TRINITY_DN39226_c1_g5sp|Q99956|DUS9_HUMANDUSP9 Dual specificity protein phosphatase 9 OS=Homo sapiens GN=DUSP9 PE=1 SV=139.50 0.00

TRINITY_DN39865_c0_g7sp|Q4IER0|TYW4_GIBZEPPM2 tRNA wybutosine-synthesizing protein 4 OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=PPM2 PE=3 SV=139.50 0.00



TRINITY_DN40484_c0_g2sp|P49964|SRP19_ORYSJSRP19 Signal recognition particle 19 kDa protein OS=Oryza sativa subsp. japonica GN=SRP19 PE=1 SV=139.50 0.00

TRINITY_DN40804_c0_g2sp|P52432|RPAC1_MOUSEPolr1c DNA-directed RNA polymerases I and III subunit RPAC1 OS=Mus musculus GN=Polr1c PE=1 SV=339.50 0.00

TRINITY_DN41597_c0_g1sp|Q9SZQ5|VIP3_ARATHVIP3 WD repeat-containing protein VIP3 OS=Arabidopsis thaliana GN=VIP3 PE=1 SV=139.50 0.00

TRINITY_DN41726_c1_g1sp|A8HNV0|RSP14_CHLRERSP14 Radial spoke protein 14 OS=Chlamydomonas reinhardtii GN=RSP14 PE=1 SV=139.50 0.00

TRINITY_DN41891_c1_g4sp|Q15131|CDK10_HUMANCDK10 Cyclin-dependent kinase 10 OS=Homo sapiens GN=CDK10 PE=1 SV=139.50 0.00

TRINITY_DN42021_c0_g3sp|Q8H1R4|AB10I_ARATHABCI10 ABC transporter I family member 10, chloroplastic OS=Arabidopsis thaliana GN=ABCI10 PE=2 SV=139.50 0.00

TRINITY_DN42168_c0_g1sp|Q9H892|TTC12_HUMANTTC12 Tetratricopeptide repeat protein 12 OS=Homo sapiens GN=TTC12 PE=1 SV=239.50 0.00

TRINITY_DN42523_c0_g1sp|P22013|TBB1_COLGRTUB1 Tubulin beta-1 chain OS=Colletotrichum graminicola GN=TUB1 PE=3 SV=139.50 0.00

TRINITY_DN42929_c0_g7sp|O18964|SYNJ1_BOVINSYNJ1 Synaptojanin-1 (Fragment) OS=Bos taurus GN=SYNJ1 PE=1 SV=239.50 0.00

TRINITY_DN43136_c0_g6sp|Q54DD3|GCST_DICDIgcvT Aminomethyltransferase, mitochondrial OS=Dictyostelium discoideum GN=gcvT PE=3 SV=139.50 0.00

TRINITY_DN43244_c0_g6sp|Q01373|FOX2_NEUCRfox-2 Peroxisomal hydratase-dehydrogenase-epimerase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=fox-2 PE=1 SV=139.50 0.00

TRINITY_DN43911_c0_g2sp|Q5BJS7|CPNE9_RATCpne9 Copine-9 OS=Rattus norvegicus GN=Cpne9 PE=2 SV=139.50 0.00

TRINITY_DN44895_c0_g1sp|O53554|ILVX_MYCTUilvX Putative acetolactate synthase large subunit IlvX OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=ilvX PE=1 SV=139.50 0.00

TRINITY_DN44950_c0_g4sp|Q6ZMV9|KIF6_HUMANKIF6 Kinesin-like protein KIF6 OS=Homo sapiens GN=KIF6 PE=1 SV=339.50 0.00

TRINITY_DN45319_c0_g9sp|A9VSG3|SPEE_BACWKspeE Polyamine aminopropyltransferase OS=Bacillus weihenstephanensis (strain KBAB4) GN=speE PE=3 SV=139.50 0.00

TRINITY_DN45346_c0_g2sp|Q6NMM8|F8H_ARATHF8H Probable glucuronoxylan glucuronosyltransferase F8H OS=Arabidopsis thaliana GN=F8H PE=2 SV=139.50 0.00

TRINITY_DN45442_c1_g1sp|Q7PLI2|NIPB_DROMENipped-BNipped-B protein OS=Drosophila melanogaster GN=Nipped-B PE=1 SV=339.50 0.00

TRINITY_DN45816_c0_g1sp|Q9WYX8|Y508_THEMATM_0508 Uncharacterized protein TM_0508 OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0508 PE=3 SV=139.50 0.00

TRINITY_DN45980_c0_g3sp|Q6P360|RN121_XENTRrnf121 RING finger protein 121 OS=Xenopus tropicalis GN=rnf121 PE=2 SV=139.50 0.00

TRINITY_DN46348_c0_g1sp|Q59536|PTRB_MORLAptrB Protease 2 OS=Moraxella lacunata GN=ptrB PE=3 SV=139.50 0.00

TRINITY_DN46625_c0_g6sp|Q9UN37|VPS4A_HUMANVPS4A Vacuolar protein sorting-associated protein 4A OS=Homo sapiens GN=VPS4A PE=1 SV=139.50 0.00

TRINITY_DN46865_c0_g1sp|Q54BM5|BBP_DICDIsf1 Branchpoint-bridging protein OS=Dictyostelium discoideum GN=sf1 PE=3 SV=139.50 0.00

TRINITY_DN47105_c0_g3sp|Q9ERA5|SMC4_MICARSMC4 Structural maintenance of chromosomes protein 4 (Fragment) OS=Microtus arvalis GN=SMC4 PE=2 SV=139.50 0.00

TRINITY_DN47235_c0_g2sp|Q9FR37|AMI1_ARATHAMI1 Amidase 1 OS=Arabidopsis thaliana GN=AMI1 PE=1 SV=139.50 0.00

TRINITY_DN47355_c1_g5sp|Q3URF8|KCD21_MOUSEKctd21 BTB/POZ domain-containing protein KCTD21 OS=Mus musculus GN=Kctd21 PE=1 SV=139.50 0.00

TRINITY_DN47708_c0_g1sp|P20866|CB2_PHYPAPHYPADRAFT_124625Chlorophyll a-b binding protein, chloroplastic OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_124625 PE=3 SV=239.50 0.00

TRINITY_DN47848_c0_g1sp|Q9H867|MT21D_HUMANVCPKMT Protein-lysine methyltransferase METTL21D OS=Homo sapiens GN=VCPKMT PE=1 SV=239.50 0.00

TRINITY_DN47985_c0_g2sp|O43001|SYJ1_SCHPOsyj1 Inositol-1,4,5-trisphosphate 5-phosphatase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=syj1 PE=1 SV=139.50 0.00

TRINITY_DN48144_c0_g1sp|F4J7S8|SFH9_ARATHSFH9 Phosphatidylinositol/phosphatidylcholine transfer protein SFH9 OS=Arabidopsis thaliana GN=SFH9 PE=2 SV=139.50 0.00

TRINITY_DN48855_c0_g1sp|Q6AWU6|HOL3_ARATHHOL3 Probable thiol methyltransferase 2 OS=Arabidopsis thaliana GN=HOL3 PE=1 SV=139.50 0.00

TRINITY_DN49001_c0_g1sp|Q9LSP7|UBC32_ARATHUBC32 Ubiquitin-conjugating enzyme E2 32 OS=Arabidopsis thaliana GN=UBC32 PE=2 SV=139.50 0.00

TRINITY_DN49651_c0_g6sp|Q54XG0|Y5282_DICDIDDB_G0278987Uncharacterized G-patch domain protein DDB_G0278987 OS=Dictyostelium discoideum GN=DDB_G0278987 PE=3 SV=139.50 0.00

TRINITY_DN50079_c0_g2sp|Q9FG01|ATO_ARATHATO Splicing factor SF3a60 homolog OS=Arabidopsis thaliana GN=ATO PE=1 SV=139.50 0.00

TRINITY_DN50304_c1_g1sp|O82663|SDHA1_ARATHSDH1-1 Succinate dehydrogenase [ubiquinone] flavoprotein subunit 1, mitochondrial OS=Arabidopsis thaliana GN=SDH1-1 PE=1 SV=139.50 0.00

TRINITY_DN50583_c0_g3sp|P30567|CATA2_GOSHICAT2 Catalase isozyme 2 OS=Gossypium hirsutum GN=CAT2 PE=2 SV=139.50 0.00

TRINITY_DN50875_c0_g1sp|Q55DA0|ABCGM_DICDIabcG22 ABC transporter G family member 22 OS=Dictyostelium discoideum GN=abcG22 PE=2 SV=139.50 0.00

TRINITY_DN51464_c1_g2sp|Q54XQ8|LUC7L_DICDIcrop Luc7-like protein OS=Dictyostelium discoideum GN=crop PE=3 SV=139.50 0.00

TRINITY_DN51644_c0_g2sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=139.50 0.00

TRINITY_DN51944_c1_g1sp|Q8MVR1|GBPC_DICDIgbpC Cyclic GMP-binding protein C OS=Dictyostelium discoideum GN=gbpC PE=1 SV=139.50 0.00

TRINITY_DN19504_c0_g1sp|Q9N5L4|PARG2_CAEELparg-2 Poly(ADP-ribose) glycohydrolase 2 OS=Caenorhabditis elegans GN=parg-2 PE=1 SV=239.40 0.00

TRINITY_DN2122_c0_g1sp|Q8BMB3|IF4E2_MOUSEEif4e2 Eukaryotic translation initiation factor 4E type 2 OS=Mus musculus GN=Eif4e2 PE=1 SV=139.40 0.00

TRINITY_DN28411_c0_g2sp|Q55AW9|SAC1_DICDIsac1 Phosphatidylinositide phosphatase SAC1 OS=Dictyostelium discoideum GN=sac1 PE=3 SV=139.40 0.00

TRINITY_DN29352_c0_g1sp|Q7ZWB7|BBS5_DANREbbs5 Bardet-Biedl syndrome 5 protein homolog OS=Danio rerio GN=bbs5 PE=2 SV=139.40 0.00

TRINITY_DN30115_c0_g1sp|Q5E9A6|VPS25_BOVINVPS25 Vacuolar protein-sorting-associated protein 25 OS=Bos taurus GN=VPS25 PE=2 SV=139.40 0.00

TRINITY_DN32713_c0_g1sp|P16120|THRC_YEASTTHR4 Threonine synthase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=THR4 PE=1 SV=139.40 0.00

TRINITY_DN35043_c0_g5sp|Q54DD0|AMPD_DICDIamdA AMP deaminase OS=Dictyostelium discoideum GN=amdA PE=1 SV=139.40 0.00

TRINITY_DN35397_c0_g1sp|Q9RPT1|RHLG_PSEAErhlG Rhamnolipids biosynthesis 3-oxoacyl-[acyl-carrier-protein] reductase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=rhlG PE=1 SV=139.40 0.00

TRINITY_DN37532_c0_g7sp|Q9FVT2|EF1G2_ARATHAt1g57720Probable elongation factor 1-gamma 2 OS=Arabidopsis thaliana GN=At1g57720 PE=1 SV=139.40 0.00

TRINITY_DN37732_c0_g3sp|P43644|DNJH_ATRNU- DnaJ protein homolog ANJ1 OS=Atriplex nummularia PE=2 SV=139.40 0.00

TRINITY_DN37805_c1_g4sp|P25071|CML12_ARATHCML12 Calmodulin-like protein 12 OS=Arabidopsis thaliana GN=CML12 PE=1 SV=339.40 0.00

TRINITY_DN38497_c0_g1sp|Q9SCS3|PGML4_ARATHAt3g50520Phosphoglycerate mutase-like protein 4 OS=Arabidopsis thaliana GN=At3g50520 PE=2 SV=139.40 0.00

TRINITY_DN38987_c0_g3sp|Q9SYU4|PEX10_ARATHPEX10 Peroxisome biogenesis factor 10 OS=Arabidopsis thaliana GN=PEX10 PE=1 SV=139.40 0.00

TRINITY_DN39249_c0_g6sp|Q8NG68|TTL_HUMANTTL Tubulin--tyrosine ligase OS=Homo sapiens GN=TTL PE=1 SV=239.40 0.00

TRINITY_DN39298_c0_g2sp|Q94502|GANAB_DICDImodA Neutral alpha-glucosidase AB OS=Dictyostelium discoideum GN=modA PE=3 SV=139.40 0.00

TRINITY_DN39558_c0_g1sp|Q31QK5|RL10_SYNE7rplJ 50S ribosomal protein L10 OS=Synechococcus elongatus (strain PCC 7942) GN=rplJ PE=3 SV=139.40 0.00

TRINITY_DN39727_c0_g1sp|Q6DE73|OGFD1_XENLAogfod1 Prolyl 3-hydroxylase OGFOD1 OS=Xenopus laevis GN=ogfod1 PE=2 SV=139.40 0.00



TRINITY_DN40047_c1_g2sp|Q8BND3|WDR35_MOUSEWdr35 WD repeat-containing protein 35 OS=Mus musculus GN=Wdr35 PE=1 SV=339.40 0.00

TRINITY_DN40192_c0_g2sp|P35085|CBPP_DICDIcbpP Calcium-binding protein P OS=Dictyostelium discoideum GN=cbpP PE=2 SV=239.40 0.00

TRINITY_DN40243_c0_g1sp|Q9ASU1|DGAT2_ARATHDGAT2 Diacylglycerol O-acyltransferase 2 OS=Arabidopsis thaliana GN=DGAT2 PE=2 SV=139.40 0.00

TRINITY_DN41547_c1_g7sp|Q7KVS9|TRF41_DROMETrf4-1 Non-canonical poly(A) RNA polymerase protein Trf4-1 OS=Drosophila melanogaster GN=Trf4-1 PE=1 SV=139.40 0.00

TRINITY_DN41804_c1_g4sp|Q8C1Y8|CCZ1_MOUSECcz1 Vacuolar fusion protein CCZ1 homolog OS=Mus musculus GN=Ccz1 PE=1 SV=139.40 0.00

TRINITY_DN41995_c0_g2sp|Q02883|FMP30_YEASTFMP30 N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FMP30 PE=1 SV=139.40 0.00

TRINITY_DN43226_c0_g3sp|Q8L649|BB_ARATHBB E3 ubiquitin ligase BIG BROTHER OS=Arabidopsis thaliana GN=BB PE=1 SV=139.40 0.00

TRINITY_DN43615_c0_g1sp|Q73PM8|RS19_TREDErpsS 30S ribosomal protein S19 OS=Treponema denticola (strain ATCC 35405 / CIP 103919 / DSM 14222) GN=rpsS PE=3 SV=139.40 0.00

TRINITY_DN43954_c0_g3sp|Q7ZXZ2|UTP15_XENLAutp15 U3 small nucleolar RNA-associated protein 15 homolog OS=Xenopus laevis GN=utp15 PE=2 SV=139.40 0.00

TRINITY_DN44114_c1_g3sp|Q12463|TRM11_YEASTTRM11 tRNA (guanine(10)-N2)-methyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRM11 PE=1 SV=139.40 0.00

TRINITY_DN44115_c0_g1sp|Q9VGR2|NDUF7_DROMECG17726 Protein arginine methyltransferase NDUFAF7 homolog, mitochondrial OS=Drosophila melanogaster GN=CG17726 PE=2 SV=139.40 0.00

TRINITY_DN44331_c0_g10sp|Q63042|ALR_RATGfer FAD-linked sulfhydryl oxidase ALR OS=Rattus norvegicus GN=Gfer PE=1 SV=239.40 0.00

TRINITY_DN44996_c1_g1sp|F4JLS1|LDL3_ARATHLDL3 Lysine-specific histone demethylase 1 homolog 3 OS=Arabidopsis thaliana GN=LDL3 PE=2 SV=139.40 0.00

TRINITY_DN45085_c0_g2sp|Q8IY17|PLPL6_HUMANPNPLA6 Neuropathy target esterase OS=Homo sapiens GN=PNPLA6 PE=1 SV=239.40 0.00

TRINITY_DN45105_c0_g6sp|P41209|CETN1_MOUSECetn1 Centrin-1 OS=Mus musculus GN=Cetn1 PE=1 SV=139.40 0.00

TRINITY_DN45497_c0_g3sp|Q94694|RAP1_PHYPORAP1 Ras-related protein Rap-1 OS=Physarum polycephalum GN=RAP1 PE=2 SV=139.40 0.00

TRINITY_DN45574_c1_g4sp|Q72LY8|GCH1_LEPICfolE GTP cyclohydrolase 1 OS=Leptospira interrogans serogroup Icterohaemorrhagiae serovar copenhageni (strain Fiocruz L1-130) GN=folE PE=3 SV=139.40 0.00

TRINITY_DN45636_c0_g1sp|Q8TBB5|KLDC4_HUMANKLHDC4 Kelch domain-containing protein 4 OS=Homo sapiens GN=KLHDC4 PE=1 SV=139.40 0.00

TRINITY_DN45760_c0_g2sp|Q8ZNY9|PRP1_SALTYpphA Serine/threonine-protein phosphatase 1 OS=Salmonella typhimurium (strain LT2 / SGSC1412 / ATCC 700720) GN=pphA PE=1 SV=139.40 0.00

TRINITY_DN46012_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=139.40 0.00

TRINITY_DN46391_c0_g1sp|Q9M884|MPI1_ARATHPMI1 Mannose-6-phosphate isomerase 1 OS=Arabidopsis thaliana GN=PMI1 PE=1 SV=139.40 0.00

TRINITY_DN47006_c0_g1sp|Q14CH1|MOCOS_MOUSEMocos Molybdenum cofactor sulfurase OS=Mus musculus GN=Mocos PE=1 SV=139.40 0.00

TRINITY_DN47153_c0_g5sp|Q9QYZ5|SMK3_MOUSESmok3a Sperm motility kinase 3 OS=Mus musculus GN=Smok3a PE=2 SV=139.40 0.00

TRINITY_DN47403_c0_g2sp|Q8H0S9|PSA_ARATHMPA1 Puromycin-sensitive aminopeptidase OS=Arabidopsis thaliana GN=MPA1 PE=2 SV=139.40 0.00

TRINITY_DN47926_c0_g1sp|Q54PI4|T1841_DICDItmem184ATransmembrane protein 184 homolog DDB_G0284525 OS=Dictyostelium discoideum GN=tmem184A PE=3 SV=139.40 0.00

TRINITY_DN48129_c2_g11sp|Q9VM92|TTL3B_DROMETTLL3B Tubulin glycylase 3B OS=Drosophila melanogaster GN=TTLL3B PE=1 SV=239.40 0.00

TRINITY_DN48208_c0_g4sp|Q5ZJ08|SYYC_CHICKYARS Tyrosine--tRNA ligase, cytoplasmic OS=Gallus gallus GN=YARS PE=2 SV=139.40 0.00

TRINITY_DN48414_c0_g1sp|Q8H184|PT106_ARATHAt1g06470Probable sugar phosphate/phosphate translocator At1g06470 OS=Arabidopsis thaliana GN=At1g06470 PE=2 SV=139.40 0.00

TRINITY_DN48432_c1_g1sp|Q9KD52|ERA_BACHDera GTPase Era OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=era PE=3 SV=139.40 0.00

TRINITY_DN48808_c0_g1sp|Q58549|ADPP_METJAnudF ADP-ribose pyrophosphatase OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=nudF PE=1 SV=139.40 0.00

TRINITY_DN49142_c0_g1sp|Q8VZL6|SWC4_ARATHSWC4 SWR1-complex protein 4 OS=Arabidopsis thaliana GN=SWC4 PE=1 SV=139.40 0.00

TRINITY_DN49442_c0_g5sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=339.40 0.00

TRINITY_DN50599_c1_g8sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=139.40 0.00

TRINITY_DN50620_c1_g3sp|P53395|ODB2_MOUSEDbt Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Mus musculus GN=Dbt PE=1 SV=239.40 0.00

TRINITY_DN50959_c0_g2sp|Q726S7|PTA_DESVHpta Phosphate acetyltransferase OS=Desulfovibrio vulgaris (strain Hildenborough / ATCC 29579 / DSM 644 / NCIMB 8303) GN=pta PE=3 SV=139.40 0.00

TRINITY_DN51135_c0_g1sp|B8BJ39|KPYC1_ORYSIOsI_35105Pyruvate kinase 1, cytosolic OS=Oryza sativa subsp. indica GN=OsI_35105 PE=3 SV=139.40 0.00

TRINITY_DN51932_c2_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=139.40 0.00

TRINITY_DN52017_c0_g1sp|Q9FIH8|SPP_ARATHSPP Stromal processing peptidase, chloroplastic OS=Arabidopsis thaliana GN=SPP PE=2 SV=139.40 0.00

TRINITY_DN53467_c0_g1sp|Q5A872|SLN1_CANALSLN1 Histidine protein kinase SLN1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=SLN1 PE=1 SV=139.40 0.00

TRINITY_DN9263_c0_g1sp|Q8VE52|OGRL1_MOUSEOgfrl1 Opioid growth factor receptor-like protein 1 OS=Mus musculus GN=Ogfrl1 PE=1 SV=239.40 0.00

TRINITY_DN14418_c0_g1sp|B4JV25|UFL1_DROGRGH17388 E3 UFM1-protein ligase 1 homolog OS=Drosophila grimshawi GN=GH17388 PE=3 SV=139.30 0.00

TRINITY_DN20125_c0_g1sp|P34823|EF1A2_DAUCA- Elongation factor 1-alpha OS=Daucus carota PE=2 SV=139.30 0.00

TRINITY_DN29836_c0_g1sp|Q9VL00|OTUBL_DROMECG4968 Ubiquitin thioesterase otubain-like OS=Drosophila melanogaster GN=CG4968 PE=2 SV=139.30 0.00

TRINITY_DN30386_c0_g2sp|Q944K2|OST48_ARATHOST48 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Arabidopsis thaliana GN=OST48 PE=2 SV=139.30 0.00

TRINITY_DN30564_c0_g1sp|P29691|EF2_CAEELeef-2 Elongation factor 2 OS=Caenorhabditis elegans GN=eef-2 PE=2 SV=439.30 0.00

TRINITY_DN32175_c0_g3sp|O49048|VPS45_ARATHVPS45 Vacuolar protein sorting-associated protein 45 homolog OS=Arabidopsis thaliana GN=VPS45 PE=1 SV=239.30 0.00

TRINITY_DN32542_c0_g2sp|P38408|GNA14_BOVINGNA14 Guanine nucleotide-binding protein subunit alpha-14 OS=Bos taurus GN=GNA14 PE=2 SV=139.30 0.00

TRINITY_DN33296_c0_g2sp|F4JVA6|SFH6_ARATHSFH6 Phosphatidylinositol/phosphatidylcholine transfer protein SFH6 OS=Arabidopsis thaliana GN=SFH6 PE=2 SV=139.30 0.00

TRINITY_DN33673_c0_g1sp|Q5E9D0|IF2B_BOVINEIF2S2 Eukaryotic translation initiation factor 2 subunit 2 OS=Bos taurus GN=EIF2S2 PE=2 SV=139.30 0.00

TRINITY_DN34139_c0_g1sp|Q3KP44|ANR55_HUMANANKRD55 Ankyrin repeat domain-containing protein 55 OS=Homo sapiens GN=ANKRD55 PE=1 SV=339.30 0.00

TRINITY_DN34199_c0_g2sp|Q86KR9|P4HA_DICDIphyA Prolyl 4-hydroxylase subunit alpha OS=Dictyostelium discoideum GN=phyA PE=1 SV=139.30 0.00

TRINITY_DN34238_c0_g1sp|Q9CXZ1|NDUS4_MOUSENdufs4 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Mus musculus GN=Ndufs4 PE=1 SV=339.30 0.00

TRINITY_DN35389_c0_g7sp|Q16584|M3K11_HUMANMAP3K11 Mitogen-activated protein kinase kinase kinase 11 OS=Homo sapiens GN=MAP3K11 PE=1 SV=139.30 0.00

TRINITY_DN35428_c0_g2sp|Q9EPL9|ACOX3_MOUSEAcox3 Peroxisomal acyl-coenzyme A oxidase 3 OS=Mus musculus GN=Acox3 PE=1 SV=239.30 0.00

TRINITY_DN35444_c0_g1sp|Q4PCB8|SEC13_USTMASEC13 Protein transport protein SEC13 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=SEC13 PE=3 SV=139.30 0.00

TRINITY_DN35899_c0_g2sp|Q2LVL0|MSBA_SYNASmsbA Lipid A export ATP-binding/permease protein MsbA OS=Syntrophus aciditrophicus (strain SB) GN=msbA PE=3 SV=139.30 0.00



TRINITY_DN35958_c0_g1sp|A7S710|DRE2_NEMVEv1g167244Anamorsin homolog OS=Nematostella vectensis GN=v1g167244 PE=3 SV=139.30 0.00

TRINITY_DN36864_c0_g3sp|A6UVT6|LADH_META3Maeo_1030Lactaldehyde dehydrogenase OS=Methanococcus aeolicus (strain ATCC BAA-1280 / DSM 17508 / OCM 812 / Nankai-3) GN=Maeo_1030 PE=3 SV=139.30 0.00

TRINITY_DN36903_c0_g4sp|Q6S7B0|TAF5_ARATHTAF5 Transcription initiation factor TFIID subunit 5 OS=Arabidopsis thaliana GN=TAF5 PE=1 SV=139.30 0.00

TRINITY_DN37265_c0_g2sp|Q0P5J9|RPR1A_BOVINRPRD1A Regulation of nuclear pre-mRNA domain-containing protein 1A OS=Bos taurus GN=RPRD1A PE=2 SV=239.30 0.00

TRINITY_DN37358_c0_g2sp|Q54VQ7|HDA22_DICDIhdaC Type-2 histone deacetylase 2 OS=Dictyostelium discoideum GN=hdaC PE=2 SV=139.30 0.00

TRINITY_DN37566_c0_g1sp|P35317|AT1A_HYDVU- Sodium/potassium-transporting ATPase subunit alpha OS=Hydra vulgaris PE=2 SV=139.30 0.00

TRINITY_DN37765_c0_g5sp|Q9P792|YN8B_SCHPOSPBP35G2.11cZZ-type zinc finger-containing protein P35G2.11c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBP35G2.11c PE=3 SV=139.30 0.00

TRINITY_DN38048_c1_g2sp|Q5BU09|EAPP_MOUSEEapp E2F-associated phosphoprotein OS=Mus musculus GN=Eapp PE=1 SV=239.30 0.00

TRINITY_DN38627_c1_g4sp|Q75JF9|CD123_DICDIcdc123 Cell division cycle protein 123 homolog OS=Dictyostelium discoideum GN=cdc123 PE=3 SV=139.30 0.00

TRINITY_DN38955_c0_g1sp|Q5E9Q4|NECP2_BOVINNECAP2 Adaptin ear-binding coat-associated protein 2 OS=Bos taurus GN=NECAP2 PE=2 SV=139.30 0.00

TRINITY_DN38966_c0_g2sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=239.30 0.00

TRINITY_DN39225_c1_g1sp|Q09549|PPAX_CAEELF26C11.1Putative acid phosphatase F26C11.1 OS=Caenorhabditis elegans GN=F26C11.1 PE=3 SV=539.30 0.00

TRINITY_DN39276_c0_g1sp|O80925|AGD7_ARATHAGD7 ADP-ribosylation factor GTPase-activating protein AGD7 OS=Arabidopsis thaliana GN=AGD7 PE=1 SV=139.30 0.00

TRINITY_DN39352_c0_g3sp|Q2RFJ0|RSMG_MOOTArsmG Ribosomal RNA small subunit methyltransferase G OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=rsmG PE=3 SV=139.30 0.00

TRINITY_DN39545_c1_g2sp|O84548|UHPT_CHLTRCT_544 Probable hexose phosphate transport protein OS=Chlamydia trachomatis (strain D/UW-3/Cx) GN=CT_544 PE=3 SV=139.30 0.00

TRINITY_DN39593_c0_g1sp|O23732|GSHB_BRAJUGSH2 Glutathione synthetase, chloroplastic OS=Brassica juncea GN=GSH2 PE=2 SV=139.30 0.00

TRINITY_DN40197_c0_g1sp|Q09055|HP55_TAMSI- Hibernation-specific plasma protein HP-55 OS=Tamias sibiricus PE=1 SV=439.30 0.00

TRINITY_DN40564_c0_g5sp|Q869N2|PAKB_DICDIpakB Serine/threonine-protein kinase pakB OS=Dictyostelium discoideum GN=pakB PE=1 SV=139.30 0.00

TRINITY_DN40619_c1_g3sp|O18823|AOAH_RABITAOAH Acyloxyacyl hydrolase OS=Oryctolagus cuniculus GN=AOAH PE=2 SV=139.30 0.00

TRINITY_DN40695_c3_g2sp|Q7NMD1|CRYD_GLOVIcry Cryptochrome DASH OS=Gloeobacter violaceus (strain PCC 7421) GN=cry PE=3 SV=139.30 0.00

TRINITY_DN41199_c0_g1sp|Q9SLG3|ZIP3_ARATHZIP3 Zinc transporter 3 OS=Arabidopsis thaliana GN=ZIP3 PE=2 SV=139.30 0.00

TRINITY_DN41401_c0_g4sp|O62446|LMLN_CAEELY43F4A.1Leishmanolysin-like peptidase OS=Caenorhabditis elegans GN=Y43F4A.1 PE=3 SV=139.30 0.00

TRINITY_DN41691_c1_g1sp|Q9UDY4|DNJB4_HUMANDNAJB4 DnaJ homolog subfamily B member 4 OS=Homo sapiens GN=DNAJB4 PE=1 SV=139.30 0.00

TRINITY_DN41994_c0_g4sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=139.30 0.00

TRINITY_DN42317_c0_g1sp|Q54BD4|STATC_DICDIdstC Signal transducer and activator of transcription C OS=Dictyostelium discoideum GN=dstC PE=1 SV=139.30 0.00

TRINITY_DN42403_c0_g3sp|Q54KD1|LMBD1_DICDIlmbrd1 Probable lysosomal cobalamin transporter OS=Dictyostelium discoideum GN=lmbrd1 PE=3 SV=139.30 0.00

TRINITY_DN42534_c0_g1sp|Q53P54|PHT46_ORYSJPHT4;6 Probable anion transporter 6 OS=Oryza sativa subsp. japonica GN=PHT4;6 PE=2 SV=139.30 0.00

TRINITY_DN42697_c0_g4sp|Q9UTK2|RM19_SCHPOmrpl19 54S ribosomal protein L19, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mrpl19 PE=3 SV=139.30 0.00

TRINITY_DN43981_c0_g1sp|Q9FMU5|UTP18_ARATHAt5g14050U3 small nucleolar RNA-associated protein 18 homolog OS=Arabidopsis thaliana GN=At5g14050 PE=1 SV=139.30 0.00

TRINITY_DN44837_c0_g1sp|Q8BWQ4|CMTR2_MOUSECmtr2 Cap-specific mRNA (nucleoside-2'-O-)-methyltransferase 2 OS=Mus musculus GN=Cmtr2 PE=2 SV=139.30 0.00

TRINITY_DN44910_c0_g6sp|Q556Z0|SNF12_DICDIsnf12-1 SWI/SNF complex component SNF12 homolog OS=Dictyostelium discoideum GN=snf12-1 PE=3 SV=139.30 0.00

TRINITY_DN45190_c0_g1sp|Q58222|Y812_METJAMJ0812 Uncharacterized protein MJ0812 OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ0812 PE=4 SV=139.30 0.00

TRINITY_DN46028_c0_g4sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=139.30 0.00

TRINITY_DN46122_c1_g2sp|Q13434|MKRN4_HUMANMKRN4P Putative E3 ubiquitin-protein ligase makorin-4 OS=Homo sapiens GN=MKRN4P PE=5 SV=139.30 0.00

TRINITY_DN46357_c0_g1sp|P00210|FER1_DESAFfd1 Ferredoxin-1 OS=Desulfovibrio africanus GN=fd1 PE=1 SV=339.30 0.00

TRINITY_DN46665_c0_g1sp|O64765|UAP2_ARATHGLCNAC1PUT2UDP-N-acetylglucosamine diphosphorylase 2 OS=Arabidopsis thaliana GN=GLCNAC1PUT2 PE=1 SV=139.30 0.00

TRINITY_DN46777_c0_g2sp|P42730|CLPB1_ARATHCLPB1 Chaperone protein ClpB1 OS=Arabidopsis thaliana GN=CLPB1 PE=1 SV=239.30 0.00

TRINITY_DN47048_c0_g1sp|Q5E993|EMC2_BOVINEMC2 ER membrane protein complex subunit 2 OS=Bos taurus GN=EMC2 PE=2 SV=139.30 0.00

TRINITY_DN47066_c0_g2sp|Q9CZR2|NALD2_MOUSENaalad2 N-acetylated-alpha-linked acidic dipeptidase 2 OS=Mus musculus GN=Naalad2 PE=1 SV=239.30 0.00

TRINITY_DN47887_c1_g2sp|Q8LPN7|RNG1L_ARATHAt3g19950E3 ubiquitin-protein ligase RING1-like OS=Arabidopsis thaliana GN=At3g19950 PE=1 SV=139.30 0.00

TRINITY_DN48165_c0_g4sp|Q8NDI1|EHBP1_HUMANEHBP1 EH domain-binding protein 1 OS=Homo sapiens GN=EHBP1 PE=1 SV=339.30 0.00

TRINITY_DN48193_c0_g3sp|Q55585|GABD_SYNY3gabD Probable succinate-semialdehyde dehydrogenase [NADP(+)] OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=gabD PE=3 SV=139.30 0.00

TRINITY_DN48699_c0_g5sp|O14045|TPT1_SCHPOSPAC2C4.12cPutative tRNA 2'-phosphotransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC2C4.12c PE=3 SV=239.30 0.00

TRINITY_DN49559_c0_g3sp|Q93YS6|GTE9_ARATHGTE9 Transcription factor GTE9 OS=Arabidopsis thaliana GN=GTE9 PE=1 SV=139.30 0.00

TRINITY_DN49836_c0_g1sp|Q9C5X3|KEULE_ARATHKEU SNARE-interacting protein KEULE OS=Arabidopsis thaliana GN=KEU PE=1 SV=239.30 0.00

TRINITY_DN50111_c0_g3sp|O43520|AT8B1_HUMANATP8B1 Phospholipid-transporting ATPase IC OS=Homo sapiens GN=ATP8B1 PE=1 SV=339.30 0.00

TRINITY_DN50969_c0_g1sp|Q8R151|ZNFX1_MOUSEZnfx1 NFX1-type zinc finger-containing protein 1 OS=Mus musculus GN=Znfx1 PE=1 SV=339.30 0.00

TRINITY_DN51242_c0_g2sp|B0D6H2|ARO1_LACBSLACBIDRAFT_233717Pentafunctional AROM polypeptide OS=Laccaria bicolor (strain S238N-H82 / ATCC MYA-4686) GN=LACBIDRAFT_233717 PE=3 SV=139.30 0.00

TRINITY_DN51280_c0_g8sp|Q54U44|ABCCC_DICDIabcC12 ABC transporter C family member 12 OS=Dictyostelium discoideum GN=abcC12 PE=3 SV=139.30 0.00

TRINITY_DN51458_c0_g5sp|A2XQE8|SAG39_ORYSIOsI_14861Senescence-specific cysteine protease SAG39 OS=Oryza sativa subsp. indica GN=OsI_14861 PE=3 SV=139.30 0.00

TRINITY_DN52095_c2_g2sp|F4HWY6|MYO11_ARATHXI-E Myosin-11 OS=Arabidopsis thaliana GN=XI-E PE=3 SV=139.30 0.00

TRINITY_DN52255_c1_g1sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=139.30 0.00

TRINITY_DN52606_c3_g5sp|Q8AXY5|C356_FUNHEcyp3a56 Cytochrome P450 3A56 OS=Fundulus heteroclitus GN=cyp3a56 PE=2 SV=139.30 0.00

TRINITY_DN7095_c0_g1sp|Q2QYM3|CIPKE_ORYSJCIPK14 CBL-interacting protein kinase 14 OS=Oryza sativa subsp. japonica GN=CIPK14 PE=2 SV=139.30 0.00

TRINITY_DN771_c0_g1sp|P21369|PNCA_ECOLIpncA Pyrazinamidase/nicotinamidase OS=Escherichia coli (strain K12) GN=pncA PE=3 SV=139.30 0.00

TRINITY_DN10924_c0_g1sp|Q2NL00|GSTT1_BOVINGSTT1 Glutathione S-transferase theta-1 OS=Bos taurus GN=GSTT1 PE=2 SV=339.20 0.00



TRINITY_DN14398_c0_g1sp|P93757|GMK1_ARATHGK-1 Guanylate kinase 1 OS=Arabidopsis thaliana GN=GK-1 PE=1 SV=339.20 0.00

TRINITY_DN1625_c0_g1sp|P58474|PEPB_HAEINpepB Putative peptidase B OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=pepB PE=5 SV=139.20 0.00

TRINITY_DN16331_c0_g1sp|O14735|CDIPT_HUMANCDIPT CDP-diacylglycerol--inositol 3-phosphatidyltransferase OS=Homo sapiens GN=CDIPT PE=1 SV=139.20 0.00

TRINITY_DN20215_c0_g1sp|P01104|MYB_AVIMBV-MYB Transforming protein Myb OS=Avian myeloblastosis virus GN=V-MYB PE=1 SV=239.20 0.00

TRINITY_DN24201_c0_g1sp|Q9JMG1|EDF1_MOUSEEdf1 Endothelial differentiation-related factor 1 OS=Mus musculus GN=Edf1 PE=1 SV=139.20 0.00

TRINITY_DN27141_c0_g1sp|Q9LDN1|CRK33_ARATHCRK33 Putative cysteine-rich receptor-like protein kinase 33 OS=Arabidopsis thaliana GN=CRK33 PE=3 SV=139.20 0.00

TRINITY_DN27230_c0_g4sp|Q63615|VP33A_RATVps33a Vacuolar protein sorting-associated protein 33A OS=Rattus norvegicus GN=Vps33a PE=1 SV=139.20 0.00

TRINITY_DN28330_c0_g1sp|Q5M721|PUS5_ARATHAt3g52260RNA pseudouridine synthase 5 OS=Arabidopsis thaliana GN=At3g52260 PE=2 SV=239.20 0.00

TRINITY_DN28683_c0_g1sp|C5H429|DBR2_ARTANDBR2 Artemisinic aldehyde Delta(11(13)) reductase OS=Artemisia annua GN=DBR2 PE=1 SV=139.20 0.00

TRINITY_DN29122_c0_g2sp|P48726|PP2A1_PARTEPpn1 Serine/threonine-protein phosphatase PP2A catalytic subunit 1 OS=Paramecium tetraurelia GN=Ppn1 PE=3 SV=239.20 0.00

TRINITY_DN30162_c0_g1sp|O42899|SCO1_SCHPOsco1 Protein sco1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sco1 PE=3 SV=139.20 0.00

TRINITY_DN31691_c0_g1sp|Q4P6E9|COFI_USTMACOF1 Cofilin OS=Ustilago maydis (strain 521 / FGSC 9021) GN=COF1 PE=3 SV=139.20 0.00

TRINITY_DN32565_c0_g2sp|Q8CE96|TRM6_MOUSETrmt6 tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit TRM6 OS=Mus musculus GN=Trmt6 PE=1 SV=139.20 0.00

TRINITY_DN33422_c0_g1sp|Q23915|KINX_DICDIkinX Probable serine/threonine-protein kinase kinX OS=Dictyostelium discoideum GN=kinX PE=3 SV=239.20 0.00

TRINITY_DN33614_c0_g1sp|O60931|CTNS_HUMANCTNS Cystinosin OS=Homo sapiens GN=CTNS PE=1 SV=239.20 0.00

TRINITY_DN33746_c0_g1sp|Q05B18|SHQ1_XENTRshq1 Protein SHQ1 homolog OS=Xenopus tropicalis GN=shq1 PE=2 SV=139.20 0.00

TRINITY_DN33895_c0_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=139.20 0.00

TRINITY_DN34406_c0_g1sp|B8GQ51|EFTS_THISHtsf Elongation factor Ts OS=Thioalkalivibrio sulfidiphilus (strain HL-EbGR7) GN=tsf PE=3 SV=139.20 0.00

TRINITY_DN34751_c0_g1sp|Q55DQ4|PGTA_DICDIrabggta Geranylgeranyl transferase type-2 subunit alpha OS=Dictyostelium discoideum GN=rabggta PE=3 SV=239.20 0.00

TRINITY_DN34962_c0_g4sp|Q550K8|Y7071_DICDIDDB_G0277071Probable serine/threonine-protein kinase DDB_G0277071 OS=Dictyostelium discoideum GN=DDB_G0277071 PE=3 SV=139.20 0.00

TRINITY_DN35389_c0_g8sp|O42422|EPHA7_CHICKEPHA7 Ephrin type-A receptor 7 OS=Gallus gallus GN=EPHA7 PE=2 SV=139.20 0.00

TRINITY_DN36004_c1_g1sp|D4DHE3|LAP1_TRIVHLAP1 Probable leucine aminopeptidase 1 OS=Trichophyton verrucosum (strain HKI 0517) GN=LAP1 PE=3 SV=139.20 0.00

TRINITY_DN36669_c0_g7sp|P51954|NEK1_MOUSENek1 Serine/threonine-protein kinase Nek1 OS=Mus musculus GN=Nek1 PE=1 SV=239.20 0.00

TRINITY_DN36727_c0_g5sp|Q0U3N7|MKAR_PHANOSNOG_13627Very-long-chain 3-oxoacyl-CoA reductase OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=SNOG_13627 PE=3 SV=139.20 0.00

TRINITY_DN37002_c1_g8sp|Q8RVL2|DEK1_ARATHDEK1 Calpain-type cysteine protease DEK1 OS=Arabidopsis thaliana GN=DEK1 PE=1 SV=139.20 0.00

TRINITY_DN37018_c0_g5sp|P32253|RASC_DICDIrasC Ras-like protein rasC OS=Dictyostelium discoideum GN=rasC PE=2 SV=139.20 0.00

TRINITY_DN37139_c0_g3sp|Q8L7A9|AP4E_ARATHAt1g31730AP-4 complex subunit epsilon OS=Arabidopsis thaliana GN=At1g31730 PE=1 SV=139.20 0.00

TRINITY_DN37162_c0_g1sp|O59711|LYS9_SCHPOlys9 Saccharopine dehydrogenase [NADP(+), L-glutamate-forming] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=lys9 PE=3 SV=139.20 0.00

TRINITY_DN37243_c0_g4sp|Q6CTT7|FYV4_KLULAFYV4 Protein FYV4, mitochondrial OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=FYV4 PE=3 SV=139.20 0.00

TRINITY_DN37562_c0_g3sp|A6TWK7|SYE_ALKMQgltX Glutamate--tRNA ligase OS=Alkaliphilus metalliredigens (strain QYMF) GN=gltX PE=3 SV=139.20 0.00

TRINITY_DN37611_c0_g3sp|P13363|ACT_PHYME- Actin OS=Phytophthora megasperma PE=3 SV=139.20 0.00

TRINITY_DN37862_c0_g1sp|Q54CK9|WASH1_DICDIDDB_G0292878WAS protein family homolog DDB_G0292878 OS=Dictyostelium discoideum GN=DDB_G0292878 PE=1 SV=139.20 0.00

TRINITY_DN38336_c1_g1sp|Q9XIC7|SERK2_ARATHSERK2 Somatic embryogenesis receptor kinase 2 OS=Arabidopsis thaliana GN=SERK2 PE=1 SV=139.20 0.00

TRINITY_DN38531_c0_g1sp|Q8T9W4|ABCB3_DICDIabcB3 ABC transporter B family member 3 OS=Dictyostelium discoideum GN=abcB3 PE=3 SV=139.20 0.00

TRINITY_DN38580_c0_g6sp|F6Z5C0|UBP15_XENTRusp15 Ubiquitin carboxyl-terminal hydrolase 15 OS=Xenopus tropicalis GN=usp15 PE=2 SV=239.20 0.00

TRINITY_DN39365_c1_g1sp|P38361|PHO89_YEASTPHO89 Phosphate permease PHO89 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO89 PE=1 SV=139.20 0.00

TRINITY_DN39760_c0_g1sp|Q5ZMJ4|GLPK5_CHICKGK5 Putative glycerol kinase 5 OS=Gallus gallus GN=GK5 PE=2 SV=139.20 0.00

TRINITY_DN40195_c0_g2sp|Q28IU1|DHB12_XENTRhsd17b12Very-long-chain 3-oxoacyl-CoA reductase OS=Xenopus tropicalis GN=hsd17b12 PE=2 SV=139.20 0.00

TRINITY_DN40290_c1_g6sp|Q9SRE4|UGAL2_ARATHUDP-GALT2UDP-galactose transporter 2 OS=Arabidopsis thaliana GN=UDP-GALT2 PE=2 SV=139.20 0.00

TRINITY_DN41205_c0_g1sp|Q54TS4|YIPF1_DICDIyipf1 Protein YIPF1 homolog OS=Dictyostelium discoideum GN=yipf1 PE=3 SV=139.20 0.00

TRINITY_DN41344_c0_g1sp|Q5NA18|MTP5_ORYSJMTP5 Metal tolerance protein 5 OS=Oryza sativa subsp. japonica GN=MTP5 PE=2 SV=139.20 0.00

TRINITY_DN41730_c1_g5sp|P40371|PP2C1_SCHPOptc1 Protein phosphatase 2C homolog 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ptc1 PE=2 SV=139.20 0.00

TRINITY_DN41854_c1_g2sp|Q96MU8|KREM1_HUMANKREMEN1 Kremen protein 1 OS=Homo sapiens GN=KREMEN1 PE=1 SV=339.20 0.00

TRINITY_DN42063_c0_g3sp|O04059|DHBK_SOLLCDHBK Putative 3,4-dihydroxy-2-butanone kinase OS=Solanum lycopersicum GN=DHBK PE=2 SV=139.20 0.00

TRINITY_DN42535_c1_g3sp|Q10QR9|HEM4_ORYSJUROS Uroporphyrinogen-III synthase, chloroplastic OS=Oryza sativa subsp. japonica GN=UROS PE=2 SV=139.20 0.00

TRINITY_DN42582_c1_g5sp|Q37145|ACA1_ARATHACA1 Calcium-transporting ATPase 1, chloroplastic OS=Arabidopsis thaliana GN=ACA1 PE=1 SV=339.20 0.00

TRINITY_DN42744_c0_g5sp|Q9UTC5|YIDE_SCHPOSPAC227.14Putative uridine kinase C227.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC227.14 PE=3 SV=139.20 0.00

TRINITY_DN43300_c0_g2sp|P20060|HEXB_MOUSEHexb Beta-hexosaminidase subunit beta OS=Mus musculus GN=Hexb PE=1 SV=239.20 0.00

TRINITY_DN43882_c0_g2sp|Q8BG93|NUD15_MOUSENudt15 Nucleotide triphosphate diphosphatase NUDT15 OS=Mus musculus GN=Nudt15 PE=1 SV=139.20 0.00

TRINITY_DN44257_c0_g2sp|A8IZG4|CIAO1_CHLRECHLREDRAFT_130093Probable cytosolic iron-sulfur protein assembly protein CIAO1 homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_130093 PE=3 SV=139.20 0.00

TRINITY_DN44580_c1_g7sp|Q07830|GPI13_YEASTGPI13 GPI ethanolamine phosphate transferase 3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GPI13 PE=1 SV=139.20 0.00

TRINITY_DN44942_c1_g6sp|Q810V0|MPP10_MOUSEMphosph10U3 small nucleolar ribonucleoprotein protein MPP10 OS=Mus musculus GN=Mphosph10 PE=1 SV=239.20 0.00

TRINITY_DN44990_c0_g8sp|P54310|LIPS_MOUSELipe Hormone-sensitive lipase OS=Mus musculus GN=Lipe PE=1 SV=239.20 0.00

TRINITY_DN45482_c0_g2sp|Q9SRH9|SNL1_ARATHSNL1 Paired amphipathic helix protein Sin3-like 1 OS=Arabidopsis thaliana GN=SNL1 PE=1 SV=239.20 0.00

TRINITY_DN45956_c0_g2sp|Q9SRK7|AZG1_ARATHAZG1 Adenine/guanine permease AZG1 OS=Arabidopsis thaliana GN=AZG1 PE=2 SV=139.20 0.00

TRINITY_DN46176_c0_g3sp|A7A258|ATG18_YEAS7ATG18 Autophagy-related protein 18 OS=Saccharomyces cerevisiae (strain YJM789) GN=ATG18 PE=3 SV=139.20 0.00



TRINITY_DN46350_c1_g2sp|Q0WVX5|SSY4_ARATHSS4 Probable starch synthase 4, chloroplastic/amyloplastic OS=Arabidopsis thaliana GN=SS4 PE=2 SV=139.20 0.00

TRINITY_DN46364_c0_g3sp|Q8W4D0|CPY71_ARATHCYP71 Peptidyl-prolyl cis-trans isomerase CYP71 OS=Arabidopsis thaliana GN=CYP71 PE=1 SV=139.20 0.00

TRINITY_DN46488_c0_g3sp|Q54MV2|MRKB_DICDImrkB Probable serine/threonine-protein kinase MARK-B OS=Dictyostelium discoideum GN=mrkB PE=3 SV=139.20 0.00

TRINITY_DN46969_c0_g3sp|Q8L4J2|CTF50_ARATHCSTF50 Cleavage stimulation factor subunit 50 OS=Arabidopsis thaliana GN=CSTF50 PE=1 SV=139.20 0.00

TRINITY_DN47075_c0_g5sp|Q7TNG5|EMAL2_MOUSEEml2 Echinoderm microtubule-associated protein-like 2 OS=Mus musculus GN=Eml2 PE=1 SV=139.20 0.00

TRINITY_DN47281_c0_g1sp|G5EBZ4|LE418_CAEELlet-418 Protein let-418 OS=Caenorhabditis elegans GN=let-418 PE=1 SV=139.20 0.00

TRINITY_DN47791_c0_g1sp|Q59W62|GIN4_CANALGIN4 Serine/threonine-protein kinase GIN4 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GIN4 PE=1 SV=139.20 0.00

TRINITY_DN47944_c1_g1sp|Q9SKI4|RFA1A_ARATHRPA1A Replication protein A 70 kDa DNA-binding subunit A OS=Arabidopsis thaliana GN=RPA1A PE=1 SV=139.20 0.00

TRINITY_DN48055_c1_g11sp|D7UQM5|AURK_PATPEaur Aurora kinase OS=Patiria pectinifera GN=aur PE=1 SV=139.20 0.00

TRINITY_DN48186_c1_g5sp|Q747R0|RIMO_GEOSLrimO Ribosomal protein S12 methylthiotransferase RimO OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=rimO PE=3 SV=139.20 0.00

TRINITY_DN48337_c0_g3sp|Q08493|PDE4C_HUMANPDE4C cAMP-specific 3',5'-cyclic phosphodiesterase 4C OS=Homo sapiens GN=PDE4C PE=1 SV=239.20 0.00

TRINITY_DN48601_c1_g1sp|Q500V9|DPB2_ARATHDPB2 DNA polymerase epsilon subunit B OS=Arabidopsis thaliana GN=DPB2 PE=1 SV=139.20 0.00

TRINITY_DN49450_c0_g3sp|Q5E9N0|BYST_BOVINBYSL Bystin OS=Bos taurus GN=BYSL PE=2 SV=139.20 0.00

TRINITY_DN49767_c0_g2sp|Q14191|WRN_HUMANWRN Werner syndrome ATP-dependent helicase OS=Homo sapiens GN=WRN PE=1 SV=239.20 0.00

TRINITY_DN50323_c0_g3sp|Q3ZCK5|CCNC_BOVINCCNC Cyclin-C OS=Bos taurus GN=CCNC PE=2 SV=139.20 0.00

TRINITY_DN50653_c1_g1sp|A0AVT1|UBA6_HUMANUBA6 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=139.20 0.00

TRINITY_DN50756_c0_g6sp|Q6RWA9|AT1A_TAESO- Sodium/potassium-transporting ATPase subunit alpha OS=Taenia solium PE=2 SV=139.20 0.00

TRINITY_DN51599_c0_g1sp|Q55DY8|MFRN_DICDImcfF Mitoferrin OS=Dictyostelium discoideum GN=mcfF PE=3 SV=139.20 0.00

TRINITY_DN51708_c0_g4sp|P26221|GUN4_THEFUcelD Endoglucanase E-4 OS=Thermobifida fusca GN=celD PE=1 SV=239.20 0.00

TRINITY_DN52534_c0_g3sp|Q9SZG0|HHP4_ARATHHHP4 Heptahelical transmembrane protein 4 OS=Arabidopsis thaliana GN=HHP4 PE=2 SV=139.20 0.00

TRINITY_DN13721_c0_g1sp|Q3SYU7|TNPO1_BOVINTNPO1 Transportin-1 OS=Bos taurus GN=TNPO1 PE=1 SV=239.10 0.00

TRINITY_DN15926_c0_g1sp|P75804|YLII_ECOLIyliI Soluble aldose sugar dehydrogenase YliI OS=Escherichia coli (strain K12) GN=yliI PE=1 SV=139.10 0.00

TRINITY_DN16233_c0_g1sp|Q0WUR5|FAB1A_ARATHFAB1A 1-phosphatidylinositol-3-phosphate 5-kinase FAB1A OS=Arabidopsis thaliana GN=FAB1A PE=2 SV=139.10 0.00

TRINITY_DN27392_c0_g1sp|Q9P7H1|FLP1_SCHPOclp1 Tyrosine-protein phosphatase CDC14 homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=clp1 PE=1 SV=139.10 0.00

TRINITY_DN28885_c0_g2sp|Q9U1H8|FACE2_DROMESras CAAX prenyl protease 2 OS=Drosophila melanogaster GN=Sras PE=2 SV=339.10 0.00

TRINITY_DN29073_c0_g1sp|O49453|Y4844_ARATHAt4g28440Uncharacterized protein At4g28440 OS=Arabidopsis thaliana GN=At4g28440 PE=1 SV=139.10 0.00

TRINITY_DN31273_c0_g1sp|Q8NF91|SYNE1_HUMANSYNE1 Nesprin-1 OS=Homo sapiens GN=SYNE1 PE=1 SV=439.10 0.00

TRINITY_DN32325_c0_g3sp|P98199|AT8B2_MOUSEAtp8b2 Phospholipid-transporting ATPase ID OS=Mus musculus GN=Atp8b2 PE=2 SV=239.10 0.00

TRINITY_DN34161_c1_g2sp|P0CH36|ADHC1_MYCS2adhc1 NADP-dependent alcohol dehydrogenase C 1 OS=Mycobacterium smegmatis (strain ATCC 700084 / mc(2)155) GN=adhc1 PE=1 SV=139.10 0.00

TRINITY_DN34785_c0_g3sp|Q6EPN6|ISPF_ORYSJISPF 2-C-methyl-D-erythritol 2,4-cyclodiphosphate synthase, chloroplastic OS=Oryza sativa subsp. japonica GN=ISPF PE=2 SV=139.10 0.00

TRINITY_DN35750_c0_g3sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=139.10 0.00

TRINITY_DN36048_c0_g6sp|Q9D3S3|SNX29_MOUSESnx29 Sorting nexin-29 OS=Mus musculus GN=Snx29 PE=1 SV=239.10 0.00

TRINITY_DN36204_c0_g1sp|Q55D52|MSMOA_DICDIDDB_G0270946Putative methylsterol monooxygenase DDB_G0270946 OS=Dictyostelium discoideum GN=DDB_G0270946 PE=3 SV=239.10 0.00

TRINITY_DN36460_c1_g5sp|P0CD65|PAN3_DICDIpan3 PAB-dependent poly(A)-specific ribonuclease subunit PAN3 OS=Dictyostelium discoideum GN=pan3 PE=3 SV=139.10 0.00

TRINITY_DN36517_c0_g2sp|Q6TGC6|CBK1_PNECACBK1 Serine/threonine-protein kinase CBK1 OS=Pneumocystis carinii GN=CBK1 PE=2 SV=139.10 0.00

TRINITY_DN36759_c0_g7sp|Q54SK5|DHKM_DICDIdhkM Hybrid signal transduction histidine kinase M OS=Dictyostelium discoideum GN=dhkM PE=3 SV=139.10 0.00

TRINITY_DN37022_c1_g2sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=139.10 0.00

TRINITY_DN37159_c0_g2sp|Q8IQ13|EIF1A_DROMECG31957 Probable RNA-binding protein EIF1AD OS=Drosophila melanogaster GN=CG31957 PE=2 SV=139.10 0.00

TRINITY_DN37332_c0_g8sp|P36616|DSK1_SCHPOdsk1 Protein kinase dsk1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dsk1 PE=3 SV=239.10 0.00

TRINITY_DN37563_c0_g5sp|F4J6F6|IREH1_ARATHIREH1 Probable serine/threonine protein kinase IREH1 OS=Arabidopsis thaliana GN=IREH1 PE=1 SV=139.10 0.00

TRINITY_DN38311_c0_g6sp|Q0D4B2|CIPKL_ORYSJCIPK21 CBL-interacting protein kinase 21 OS=Oryza sativa subsp. japonica GN=CIPK21 PE=2 SV=239.10 0.00

TRINITY_DN38534_c0_g1sp|O42277|RASK_ORYLAkras1 GTPase KRas OS=Oryzias latipes GN=kras1 PE=2 SV=139.10 0.00

TRINITY_DN39423_c0_g2sp|Q55BJ6|PLBLB_DICDIplbB Phospholipase B-like protein B OS=Dictyostelium discoideum GN=plbB PE=3 SV=139.10 0.00

TRINITY_DN40050_c1_g3sp|P21709|EPHA1_HUMANEPHA1 Ephrin type-A receptor 1 OS=Homo sapiens GN=EPHA1 PE=1 SV=439.10 0.00

TRINITY_DN40194_c0_g1sp|Q55BZ5|DCD1A_DICDIdcd1A Protein dcd1A OS=Dictyostelium discoideum GN=dcd1A PE=2 SV=139.10 0.00

TRINITY_DN41242_c0_g6sp|Q9QYZ5|SMK3_MOUSESmok3a Sperm motility kinase 3 OS=Mus musculus GN=Smok3a PE=2 SV=139.10 0.00

TRINITY_DN41439_c0_g2sp|Q8CFQ3|AQR_MOUSEAqr Intron-binding protein aquarius OS=Mus musculus GN=Aqr PE=1 SV=239.10 0.00

TRINITY_DN41453_c0_g2sp|O05408|YRPG_BACSUyrpG Uncharacterized oxidoreductase YrpG OS=Bacillus subtilis (strain 168) GN=yrpG PE=3 SV=239.10 0.00

TRINITY_DN41506_c0_g2sp|O70467|ANM3_RATPrmt3 Protein arginine N-methyltransferase 3 OS=Rattus norvegicus GN=Prmt3 PE=1 SV=139.10 0.00

TRINITY_DN41872_c0_g6sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=339.10 0.00

TRINITY_DN41992_c0_g2sp|P51892|DNLI1_XENLAlig1 DNA ligase 1 OS=Xenopus laevis GN=lig1 PE=2 SV=139.10 0.00

TRINITY_DN42453_c0_g2sp|Q09252|NSRP1_CAEELccdc-55 Nuclear speckle splicing regulatory protein 1 homolog OS=Caenorhabditis elegans GN=ccdc-55 PE=2 SV=139.10 0.00

TRINITY_DN43264_c0_g1sp|Q5T0T0|MARH8_HUMANMARCH8 E3 ubiquitin-protein ligase MARCH8 OS=Homo sapiens GN=MARCH8 PE=1 SV=139.10 0.00

TRINITY_DN43970_c0_g2sp|Q54G78|SSRP1_DICDIssrp1 FACT complex subunit SSRP1 OS=Dictyostelium discoideum GN=ssrp1 PE=3 SV=139.10 0.00

TRINITY_DN44684_c0_g8sp|Q84MA5|CAAT1_ARATHCAT1 Cationic amino acid transporter 1 OS=Arabidopsis thaliana GN=CAT1 PE=1 SV=139.10 0.00

TRINITY_DN44952_c0_g2sp|P0DKC3|PGP1A_ARATHPGLP1A Phosphoglycolate phosphatase 1A, chloroplastic OS=Arabidopsis thaliana GN=PGLP1A PE=1 SV=139.10 0.00



TRINITY_DN45278_c1_g5sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=139.10 0.00

TRINITY_DN45413_c0_g1sp|P70704|AT8A1_MOUSEAtp8a1 Phospholipid-transporting ATPase IA OS=Mus musculus GN=Atp8a1 PE=1 SV=239.10 0.00

TRINITY_DN45426_c0_g5sp|O89084|PDE4A_MOUSEPde4a cAMP-specific 3',5'-cyclic phosphodiesterase 4A OS=Mus musculus GN=Pde4a PE=1 SV=239.10 0.00

TRINITY_DN45492_c0_g3sp|Q64535|ATP7B_RATAtp7b Copper-transporting ATPase 2 OS=Rattus norvegicus GN=Atp7b PE=1 SV=139.10 0.00

TRINITY_DN45497_c0_g2sp|P18613|RAPA_DICDIrapA Ras-related protein rapA OS=Dictyostelium discoideum GN=rapA PE=1 SV=139.10 0.00

TRINITY_DN45564_c0_g1sp|F9VN79|RNH_SULTOrnhA Ribonuclease HI OS=Sulfolobus tokodaii (strain DSM 16993 / JCM 10545 / NBRC 100140 / 7) GN=rnhA PE=1 SV=139.10 0.00

TRINITY_DN45610_c0_g1sp|B4SQR6|PNP_STRM5pnp Polyribonucleotide nucleotidyltransferase OS=Stenotrophomonas maltophilia (strain R551-3) GN=pnp PE=3 SV=139.10 0.00

TRINITY_DN46482_c0_g5sp|B9DFX7|HMA8_ARATHPAA2 Copper-transporting ATPase PAA2, chloroplastic OS=Arabidopsis thaliana GN=PAA2 PE=2 SV=139.10 0.00

TRINITY_DN46784_c0_g2sp|Q91WG7|DGKG_MOUSEDgkg Diacylglycerol kinase gamma OS=Mus musculus GN=Dgkg PE=1 SV=139.10 0.00

TRINITY_DN46787_c0_g5sp|Q8IWF6|DEN6A_HUMANDENND6A Protein DENND6A OS=Homo sapiens GN=DENND6A PE=1 SV=139.10 0.00

TRINITY_DN47153_c0_g4sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=239.10 0.00

TRINITY_DN47183_c0_g2sp|Q5BJZ6|CARME_RATCarnmt1 Carnosine N-methyltransferase OS=Rattus norvegicus GN=Carnmt1 PE=1 SV=139.10 0.00

TRINITY_DN47737_c1_g1sp|Q9ZV43|CHR8_ARATHCHR8 Protein CHROMATIN REMODELING 8 OS=Arabidopsis thaliana GN=CHR8 PE=2 SV=139.10 0.00

TRINITY_DN47806_c1_g4sp|Q6N075|MFSD5_HUMANMFSD5 Molybdate-anion transporter OS=Homo sapiens GN=MFSD5 PE=1 SV=239.10 0.00

TRINITY_DN48647_c0_g2sp|Q54GD8|PX24C_DICDIDDB_G0290223PXMP2/4 family protein 3 OS=Dictyostelium discoideum GN=DDB_G0290223 PE=3 SV=139.10 0.00

TRINITY_DN49509_c1_g3sp|Q3V384|LACE1_MOUSELace1 Lactation elevated protein 1 OS=Mus musculus GN=Lace1 PE=1 SV=139.10 0.00

TRINITY_DN49609_c0_g4sp|Q8N5L8|RP25L_HUMANRPP25L Ribonuclease P protein subunit p25-like protein OS=Homo sapiens GN=RPP25L PE=1 SV=139.10 0.00

TRINITY_DN50281_c0_g8sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=139.10 0.00

TRINITY_DN50384_c0_g2sp|O80513|CCU41_ARATHCYCU4-1 Cyclin-U4-1 OS=Arabidopsis thaliana GN=CYCU4-1 PE=1 SV=139.10 0.00

TRINITY_DN50499_c0_g1sp|Q6Z9D2|KN7H_ORYSJKIN7H Kinesin-like protein KIN-7H OS=Oryza sativa subsp. japonica GN=KIN7H PE=2 SV=239.10 0.00

TRINITY_DN50884_c1_g2sp|Q9H0M0|WWP1_HUMANWWP1 NEDD4-like E3 ubiquitin-protein ligase WWP1 OS=Homo sapiens GN=WWP1 PE=1 SV=139.10 0.00

TRINITY_DN51025_c0_g4sp|O13620|MRD1_SCHPOmrd1 Multiple RNA-binding domain-containing protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mrd1 PE=3 SV=139.10 0.00

TRINITY_DN51322_c1_g1sp|Q6UDF0|CSLA1_CYATEManS Mannan synthase 1 OS=Cyamopsis tetragonoloba GN=ManS PE=1 SV=139.10 0.00

TRINITY_DN51363_c1_g4sp|O09159|MA2B1_MOUSEMan2b1 Lysosomal alpha-mannosidase OS=Mus musculus GN=Man2b1 PE=1 SV=439.10 0.00

TRINITY_DN51659_c0_g1sp|P81760|TL17_ARATHTL17 Thylakoid lumenal 17.4 kDa protein, chloroplastic OS=Arabidopsis thaliana GN=TL17 PE=1 SV=239.10 0.00

TRINITY_DN51929_c1_g1sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=239.10 0.00

TRINITY_DN52170_c0_g2sp|Q8PNZ5|SYQ_XANACglnS Glutamine--tRNA ligase OS=Xanthomonas axonopodis pv. citri (strain 306) GN=glnS PE=3 SV=139.10 0.00

TRINITY_DN52197_c2_g3sp|O80775|WDR55_ARATHWDR55 WD repeat-containing protein 55 OS=Arabidopsis thaliana GN=WDR55 PE=1 SV=239.10 0.00

TRINITY_DN23360_c0_g1sp|Q9XGR4|2AB2A_ARATHB''ALPHASerine/threonine protein phosphatase 2A regulatory subunit B''alpha OS=Arabidopsis thaliana GN=B''ALPHA PE=1 SV=139.00 0.00

TRINITY_DN23968_c0_g1sp|A2YH41|ATR_ORYSIOsI_023634Serine/threonine-protein kinase ATR OS=Oryza sativa subsp. indica GN=OsI_023634 PE=3 SV=239.00 0.00

TRINITY_DN29498_c0_g1sp|Q9FV50|MAP1D_ARATHMAP1D Methionine aminopeptidase 1D, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=MAP1D PE=1 SV=139.00 0.00

TRINITY_DN30652_c0_g1sp|Q0AFF1|ACSA_NITECacsA Acetyl-coenzyme A synthetase OS=Nitrosomonas eutropha (strain C91) GN=acsA PE=3 SV=139.00 0.00

TRINITY_DN30848_c0_g2sp|Q0VA16|WDR70_XENTRwdr70 WD repeat-containing protein 70 OS=Xenopus tropicalis GN=wdr70 PE=2 SV=139.00 0.00

TRINITY_DN313_c0_g1sp|Q90635|DPYL2_CHICKDPYSL2 Dihydropyrimidinase-related protein 2 OS=Gallus gallus GN=DPYSL2 PE=2 SV=139.00 0.00

TRINITY_DN32175_c0_g2sp|Q54GE3|VPS45_DICDIvps45 Vacuolar protein sorting-associated protein 45 OS=Dictyostelium discoideum GN=vps45 PE=1 SV=139.00 0.00

TRINITY_DN33730_c0_g1sp|Q5XGS8|GTPB1_XENLAgtpbp1 GTP-binding protein 1 OS=Xenopus laevis GN=gtpbp1 PE=2 SV=139.00 0.00

TRINITY_DN34049_c0_g2sp|Q6XHB2|ROCO4_DICDIroco4 Probable serine/threonine-protein kinase roco4 OS=Dictyostelium discoideum GN=roco4 PE=1 SV=139.00 0.00

TRINITY_DN34213_c0_g1sp|Q96BY6|DOC10_HUMANDOCK10 Dedicator of cytokinesis protein 10 OS=Homo sapiens GN=DOCK10 PE=1 SV=339.00 0.00

TRINITY_DN34522_c0_g1sp|Q9NU19|TB22B_HUMANTBC1D22BTBC1 domain family member 22B OS=Homo sapiens GN=TBC1D22B PE=1 SV=339.00 0.00

TRINITY_DN35235_c0_g1sp|Q6UEF0|NADA_ASPPUnadA NADH-dependent flavin oxidoreductase nadA OS=Aspergillus parasiticus (strain ATCC 56775 / NRRL 5862 / SRRC 143 / SU-1) GN=nadA PE=2 SV=139.00 0.00

TRINITY_DN35329_c0_g2sp|Q93VG8|PPDEX_ARATHAt4g17486DeSI-like protein At4g17486 OS=Arabidopsis thaliana GN=At4g17486 PE=2 SV=139.00 0.00

TRINITY_DN35357_c0_g8sp|Q9FHK7|Y5516_ARATHAt5g05160Probable leucine-rich repeat receptor-like protein kinase At5g05160 OS=Arabidopsis thaliana GN=At5g05160 PE=2 SV=139.00 0.00

TRINITY_DN35720_c0_g4sp|Q7KWX2|PGPS1_DICDIpgs1 Probable CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase OS=Dictyostelium discoideum GN=pgs1 PE=3 SV=139.00 0.00

TRINITY_DN35769_c0_g1sp|Q10248|YD1K_SCHPOSPAC4G9.20cUncharacterized mitochondrial carrier C4G9.20c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4G9.20c PE=3 SV=239.00 0.00

TRINITY_DN35929_c0_g1sp|Q8IZ69|TRM2A_HUMANTRMT2A tRNA (uracil-5-)-methyltransferase homolog A OS=Homo sapiens GN=TRMT2A PE=1 SV=239.00 0.00

TRINITY_DN36107_c0_g1sp|A1JSQ2|RSMJ_YERE8rsmJ Ribosomal RNA small subunit methyltransferase J OS=Yersinia enterocolitica serotype O:8 / biotype 1B (strain NCTC 13174 / 8081) GN=rsmJ PE=3 SV=139.00 0.00

TRINITY_DN36280_c0_g1sp|Q55FR8|CBPS2_DICDIDDB_G0267984Probable carboxypeptidase S-like 2 OS=Dictyostelium discoideum GN=DDB_G0267984 PE=3 SV=139.00 0.00

TRINITY_DN36495_c0_g2sp|P49756|RBM25_HUMANRBM25 RNA-binding protein 25 OS=Homo sapiens GN=RBM25 PE=1 SV=339.00 0.00

TRINITY_DN36518_c0_g4sp|P80576|AROF_NEUCRaro-8 Phospho-2-dehydro-3-deoxyheptonate aldolase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=aro-8 PE=1 SV=239.00 0.00

TRINITY_DN36858_c1_g1sp|Q0IUU4|CML2_ORYSJCML2 Putative calmodulin-like protein 2 OS=Oryza sativa subsp. japonica GN=CML2 PE=3 SV=239.00 0.00

TRINITY_DN38326_c0_g7sp|Q8VC90|ZDH12_MOUSEZdhhc12 Probable palmitoyltransferase ZDHHC12 OS=Mus musculus GN=Zdhhc12 PE=2 SV=139.00 0.00

TRINITY_DN38518_c1_g4sp|Q23K29|TTL3D_TETTSTTLL3D Tubulin glycylase 3D OS=Tetrahymena thermophila (strain SB210) GN=TTLL3D PE=3 SV=239.00 0.00

TRINITY_DN38536_c1_g2sp|Q949Y0|UBP6_ARATHUBP6 Ubiquitin carboxyl-terminal hydrolase 6 OS=Arabidopsis thaliana GN=UBP6 PE=1 SV=139.00 0.00

TRINITY_DN38592_c1_g12sp|O13911|PNK1_SCHPOpnk1 Bifunctional polynucleotide phosphatase/kinase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pnk1 PE=1 SV=239.00 0.00

TRINITY_DN39664_c1_g2sp|Q7ZVF0|POC1A_DANREpoc1a POC1 centriolar protein homolog A OS=Danio rerio GN=poc1a PE=2 SV=139.00 0.00

TRINITY_DN39770_c1_g3sp|Q8MYF1|Y2070_DICDIDDB_G0277449Probable serine/threonine-protein kinase DDB_G0277449 OS=Dictyostelium discoideum GN=DDB_G0277449 PE=3 SV=139.00 0.00



TRINITY_DN39889_c1_g2sp|B0R0I6|CHD8_DANREchd8 Chromodomain-helicase-DNA-binding protein 8 OS=Danio rerio GN=chd8 PE=3 SV=239.00 0.00

TRINITY_DN39961_c0_g7sp|P46837|YHGF_ECOLIyhgF Protein YhgF OS=Escherichia coli (strain K12) GN=yhgF PE=1 SV=339.00 0.00

TRINITY_DN40114_c0_g10sp|Q12697|YPK9_YEASTYPK9 Vacuolar cation-transporting ATPase YPK9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK9 PE=1 SV=139.00 0.00

TRINITY_DN40175_c0_g3sp|Q9FVQ1|NUCL1_ARATHNUCL1 Nucleolin 1 OS=Arabidopsis thaliana GN=NUCL1 PE=1 SV=139.00 0.00

TRINITY_DN40434_c2_g2sp|Q6NVY1|HIBCH_HUMANHIBCH 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Homo sapiens GN=HIBCH PE=1 SV=239.00 0.00

TRINITY_DN41373_c0_g3sp|O60347|TBC12_HUMANTBC1D12 TBC1 domain family member 12 OS=Homo sapiens GN=TBC1D12 PE=1 SV=339.00 0.00

TRINITY_DN41580_c0_g3sp|Q95XZ6|LAAT1_CAEELlaat-1 Lysosomal amino acid transporter 1 OS=Caenorhabditis elegans GN=laat-1 PE=1 SV=239.00 0.00

TRINITY_DN41801_c0_g2sp|Q7TPQ3|SHPRH_MOUSEShprh E3 ubiquitin-protein ligase SHPRH OS=Mus musculus GN=Shprh PE=1 SV=139.00 0.00

TRINITY_DN41995_c0_g3sp|Q55BJ6|PLBLB_DICDIplbB Phospholipase B-like protein B OS=Dictyostelium discoideum GN=plbB PE=3 SV=139.00 0.00

TRINITY_DN42090_c0_g7sp|Q96276|MYB23_ARATHMYB23 Transcription factor MYB23 OS=Arabidopsis thaliana GN=MYB23 PE=1 SV=139.00 0.00

TRINITY_DN42405_c0_g3sp|Q8RXE7|AGD14_ARATHAGD14 Probable ADP-ribosylation factor GTPase-activating protein AGD14 OS=Arabidopsis thaliana GN=AGD14 PE=1 SV=239.00 0.00

TRINITY_DN42447_c1_g9sp|Q8IU85|KCC1D_HUMANCAMK1D Calcium/calmodulin-dependent protein kinase type 1D OS=Homo sapiens GN=CAMK1D PE=1 SV=139.00 0.00

TRINITY_DN42461_c0_g2sp|Q75JD4|Y1676_DICDIDDB_G0271676SH3 and F-BAR domain-containing protein DDB_G0271676 OS=Dictyostelium discoideum GN=DDB_G0271676 PE=3 SV=139.00 0.00

TRINITY_DN42831_c0_g3sp|O74918|RRP45_SCHPOrrp45 Exosome complex component rrp45 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rrp45 PE=3 SV=139.00 0.00

TRINITY_DN43150_c0_g1sp|P47032|PRY1_YEASTPRY1 Protein PRY1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY1 PE=1 SV=139.00 0.00

TRINITY_DN44419_c0_g2sp|Q9UBS8|RNF14_HUMANRNF14 E3 ubiquitin-protein ligase RNF14 OS=Homo sapiens GN=RNF14 PE=1 SV=139.00 0.00

TRINITY_DN44703_c0_g6sp|Q4KWH8|PLCH1_HUMANPLCH1 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 OS=Homo sapiens GN=PLCH1 PE=1 SV=139.00 0.00

TRINITY_DN44841_c0_g3sp|Q92777|SYN2_HUMANSYN2 Synapsin-2 OS=Homo sapiens GN=SYN2 PE=2 SV=339.00 0.00

TRINITY_DN44924_c0_g1sp|O13923|CORO_SCHPOcrn1 Coronin-like protein crn1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=crn1 PE=1 SV=139.00 0.00

TRINITY_DN45278_c1_g1sp|P50526|SSP1_SCHPOssp1 Serine/threonine-protein kinase ssp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssp1 PE=1 SV=139.00 0.00

TRINITY_DN45455_c0_g1sp|P05131|KAPCB_BOVINPRKACB cAMP-dependent protein kinase catalytic subunit beta OS=Bos taurus GN=PRKACB PE=1 SV=239.00 0.00

TRINITY_DN45899_c1_g2sp|Q941I6|PMS1_ARATHPMS1 DNA mismatch repair protein PMS1 OS=Arabidopsis thaliana GN=PMS1 PE=1 SV=139.00 0.00

TRINITY_DN45930_c0_g2sp|O54898|CAC1G_RATCacna1g Voltage-dependent T-type calcium channel subunit alpha-1G OS=Rattus norvegicus GN=Cacna1g PE=1 SV=239.00 0.00

TRINITY_DN46244_c0_g3sp|C5FTZ6|LAP2_ARTOCLAP2 Leucine aminopeptidase 2 OS=Arthroderma otae (strain ATCC MYA-4605 / CBS 113480) GN=LAP2 PE=3 SV=139.00 0.00

TRINITY_DN46316_c0_g2sp|O94556|APC8_SCHPOcut23 Anaphase-promoting complex subunit 8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cut23 PE=1 SV=239.00 0.00

TRINITY_DN46466_c0_g6sp|Q6NXM2|RCBT1_MOUSERcbtb1 RCC1 and BTB domain-containing protein 1 OS=Mus musculus GN=Rcbtb1 PE=2 SV=139.00 0.00

TRINITY_DN46901_c0_g1sp|Q6PC40|CD123_DANREcdc123 Cell division cycle protein 123 homolog OS=Danio rerio GN=cdc123 PE=2 SV=139.00 0.00

TRINITY_DN47002_c0_g2sp|A4Q9E4|TTLL2_MOUSETtll2 Probable tubulin polyglutamylase TTLL2 OS=Mus musculus GN=Ttll2 PE=2 SV=139.00 0.00

TRINITY_DN47032_c0_g1sp|Q5TC63|GRTP1_HUMANGRTP1 Growth hormone-regulated TBC protein 1 OS=Homo sapiens GN=GRTP1 PE=1 SV=439.00 0.00

TRINITY_DN47484_c0_g1sp|Q7PCJ8|SAT2_BOVINSAT2 Diamine acetyltransferase 2 OS=Bos taurus GN=SAT2 PE=2 SV=139.00 0.00

TRINITY_DN47649_c0_g6sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=139.00 0.00

TRINITY_DN47718_c0_g1sp|Q6IRA8|TIPRL_XENLAtiprl TIP41-like protein OS=Xenopus laevis GN=tiprl PE=2 SV=139.00 0.00

TRINITY_DN47983_c0_g3sp|Q54WH2|FORA_DICDIforA Formin-A OS=Dictyostelium discoideum GN=forA PE=1 SV=139.00 0.00

TRINITY_DN48167_c0_g7sp|P52551|MYBB_XENLAmybl2 Myb-related protein B OS=Xenopus laevis GN=mybl2 PE=2 SV=239.00 0.00

TRINITY_DN48259_c0_g2sp|Q9XSB8|TPP1_CANLFTPP1 Tripeptidyl-peptidase 1 OS=Canis lupus familiaris GN=TPP1 PE=3 SV=139.00 0.00

TRINITY_DN48809_c0_g1sp|Q61481|PDE1A_MOUSEPde1a Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1A OS=Mus musculus GN=Pde1a PE=1 SV=239.00 0.00

TRINITY_DN49415_c0_g4sp|P29521|EF1A1_DAUCA- Elongation factor 1-alpha OS=Daucus carota PE=1 SV=139.00 0.00

TRINITY_DN50172_c0_g2sp|Q9BZE2|PUS3_HUMANPUS3 tRNA pseudouridine(38/39) synthase OS=Homo sapiens GN=PUS3 PE=1 SV=339.00 0.00

TRINITY_DN50334_c0_g5sp|O14965|AURKA_HUMANAURKA Aurora kinase A OS=Homo sapiens GN=AURKA PE=1 SV=239.00 0.00

TRINITY_DN50365_c0_g6sp|Q9N5U5|CDC73_CAEELcdc-73 Cell division cycle protein 73 OS=Caenorhabditis elegans GN=cdc-73 PE=3 SV=439.00 0.00

TRINITY_DN50439_c1_g2sp|Q9SF47|PAH1_ARATHPAH1 Phosphatidate phosphatase PAH1 OS=Arabidopsis thaliana GN=PAH1 PE=1 SV=139.00 0.00

TRINITY_DN51087_c0_g1sp|O06984|YVDB_BACSUyvdB Putative sulfate transporter YvdB OS=Bacillus subtilis (strain 168) GN=yvdB PE=3 SV=139.00 0.00

TRINITY_DN51272_c1_g5sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=139.00 0.00

TRINITY_DN52019_c0_g2sp|Q29RL0|TBC31_BOVINTBC1D31 TBC1 domain family member 31 OS=Bos taurus GN=TBC1D31 PE=2 SV=139.00 0.00

TRINITY_DN52348_c2_g1sp|D4P3R7|CFA74_CHLRECFAP74 Cilia- and flagella-associated protein 74 OS=Chlamydomonas reinhardtii GN=CFAP74 PE=1 SV=139.00 0.00

TRINITY_DN6799_c0_g1sp|P22189|ATC3_SCHPOcta3 Calcium-transporting ATPase 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cta3 PE=1 SV=139.00 0.00

TRINITY_DN12189_c0_g1sp|F4JY84|TCX7_ARATHTCX7 Protein tesmin/TSO1-like CXC 7 OS=Arabidopsis thaliana GN=TCX7 PE=1 SV=138.90 0.00

TRINITY_DN16168_c0_g1sp|Q92462|PUB1_SCHPOpub1 E3 ubiquitin-protein ligase pub1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pub1 PE=1 SV=238.90 0.00

TRINITY_DN22562_c0_g1sp|Q06510|TAZ1_YEASTTAZ1 Lysophosphatidylcholine acyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TAZ1 PE=1 SV=138.90 0.00

TRINITY_DN22831_c0_g1sp|Q9PUN2|SMUF1_XENLAsmurf1 E3 ubiquitin-protein ligase SMURF1 OS=Xenopus laevis GN=smurf1 PE=2 SV=138.90 0.00

TRINITY_DN30211_c0_g2sp|O97067|PTH2_DROMECG1307 Probable peptidyl-tRNA hydrolase 2 OS=Drosophila melanogaster GN=CG1307 PE=2 SV=238.90 0.00

TRINITY_DN32356_c0_g2sp|A6QLT2|MTMR2_BOVINMTMR2 Myotubularin-related protein 2 OS=Bos taurus GN=MTMR2 PE=2 SV=138.90 0.00

TRINITY_DN32488_c0_g1sp|A0L5U1|RL28_MAGMMrpmB 50S ribosomal protein L28 OS=Magnetococcus marinus (strain ATCC BAA-1437 / JCM 17883 / MC-1) GN=rpmB PE=3 SV=138.90 0.00

TRINITY_DN32685_c0_g1sp|Q6L5F5|IMCE_ORYSJIMCE Probable isoprenylcysteine alpha-carbonyl methylesterase ICME OS=Oryza sativa subsp. japonica GN=IMCE PE=2 SV=138.90 0.00

TRINITY_DN33373_c0_g1sp|Q9SUQ7|CHX17_ARATHCHX17 Cation/H(+) antiporter 17 OS=Arabidopsis thaliana GN=CHX17 PE=1 SV=138.90 0.00

TRINITY_DN33848_c0_g3sp|A8WYE4|PAR1_CAEBRpar-1 Serine/threonine-protein kinase par-1 OS=Caenorhabditis briggsae GN=par-1 PE=3 SV=138.90 0.00



TRINITY_DN33923_c0_g1sp|A6H791|TRM61_BOVINTRMT61A tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61A OS=Bos taurus GN=TRMT61A PE=2 SV=138.90 0.00

TRINITY_DN34496_c0_g1sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=138.90 0.00

TRINITY_DN34739_c0_g4sp|Q6N069|NAA16_HUMANNAA16 N-alpha-acetyltransferase 16, NatA auxiliary subunit OS=Homo sapiens GN=NAA16 PE=1 SV=238.90 0.00

TRINITY_DN34806_c0_g1sp|P82371|SCRK_LACLCscrK Fructokinase OS=Lactococcus lactis subsp. cremoris GN=scrK PE=3 SV=238.90 0.00

TRINITY_DN35216_c0_g1sp|Q9SD33|U183_ARATHAt3g51130UPF0183 protein At3g51130 OS=Arabidopsis thaliana GN=At3g51130 PE=2 SV=238.90 0.00

TRINITY_DN35356_c0_g1sp|P11018|ISP1_BACSUisp Major intracellular serine protease OS=Bacillus subtilis (strain 168) GN=isp PE=1 SV=238.90 0.00

TRINITY_DN35471_c0_g1sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=138.90 0.00

TRINITY_DN35694_c0_g2sp|Q54B10|REDA_DICDIredA NADPH oxidoreductase A OS=Dictyostelium discoideum GN=redA PE=2 SV=138.90 0.00

TRINITY_DN35731_c0_g7sp|Q39247|2ABB_ARATHPP2AB2 Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform OS=Arabidopsis thaliana GN=PP2AB2 PE=1 SV=138.90 0.00

TRINITY_DN35872_c0_g3sp|A7SBF0|INT9_NEMVEints9 Integrator complex subunit 9 homolog OS=Nematostella vectensis GN=ints9 PE=3 SV=138.90 0.00

TRINITY_DN36535_c0_g1sp|Q5JTH9|RRP12_HUMANRRP12 RRP12-like protein OS=Homo sapiens GN=RRP12 PE=1 SV=238.90 0.00

TRINITY_DN36895_c0_g1sp|Q7YXD4|P80_DICDIp80 Protein P80 OS=Dictyostelium discoideum GN=p80 PE=2 SV=138.90 0.00

TRINITY_DN37395_c0_g7sp|Q8VHE6|DYH5_MOUSEDnah5 Dynein heavy chain 5, axonemal OS=Mus musculus GN=Dnah5 PE=1 SV=238.90 0.00

TRINITY_DN37409_c0_g1sp|Q5C9L6|CNMT_THLFG- (S)-coclaurine N-methyltransferase OS=Thalictrum flavum subsp. glaucum PE=1 SV=138.90 0.00

TRINITY_DN38144_c1_g5sp|Q8LPT1|AB6B_ARATHABCB6 ABC transporter B family member 6 OS=Arabidopsis thaliana GN=ABCB6 PE=1 SV=238.90 0.00

TRINITY_DN38586_c0_g2sp|P49695|PKWA_THECUpkwA Probable serine/threonine-protein kinase PkwA OS=Thermomonospora curvata GN=pkwA PE=3 SV=138.90 0.00

TRINITY_DN39262_c0_g4sp|F4I2Y3|RMR3_ARATHRMR3 Receptor homology region, transmembrane domain- and RING domain-containing protein 3 OS=Arabidopsis thaliana GN=RMR3 PE=3 SV=138.90 0.00

TRINITY_DN39315_c0_g3sp|Q3SZ18|HPRT_BOVINHPRT1 Hypoxanthine-guanine phosphoribosyltransferase OS=Bos taurus GN=HPRT1 PE=2 SV=338.90 0.00

TRINITY_DN39581_c0_g6sp|P41233|ABCA1_MOUSEAbca1 ATP-binding cassette sub-family A member 1 OS=Mus musculus GN=Abca1 PE=1 SV=438.90 0.00

TRINITY_DN39734_c0_g1sp|O58307|ALAXS_PYRHOalaXS Alanyl-tRNA editing protein AlaX-S OS=Pyrococcus horikoshii (strain ATCC 700860 / DSM 12428 / JCM 9974 / NBRC 100139 / OT-3) GN=alaXS PE=1 SV=138.90 0.00

TRINITY_DN39903_c1_g2sp|Q9VQ89|MIO_DROMEmio WD repeat-containing protein mio OS=Drosophila melanogaster GN=mio PE=1 SV=238.90 0.00

TRINITY_DN40499_c0_g3sp|Q67ZE1|HSDD2_ARATH3BETAHSD/D23beta-hydroxysteroid-dehydrogenase/decarboxylase isoform 2 OS=Arabidopsis thaliana GN=3BETAHSD/D2 PE=2 SV=238.90 0.00

TRINITY_DN40591_c0_g5sp|Q86G47|GEFQ_DICDIgefQ Ras guanine nucleotide exchange factor Q OS=Dictyostelium discoideum GN=gefQ PE=2 SV=138.90 0.00

TRINITY_DN40874_c0_g1sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=138.90 0.00

TRINITY_DN41108_c0_g1sp|Q9SMH5|DYHC2_CHLREDHC1B Cytoplasmic dynein 2 heavy chain 1 OS=Chlamydomonas reinhardtii GN=DHC1B PE=1 SV=238.90 0.00

TRINITY_DN41700_c0_g2sp|P22125|RAB1_DIPOM- Ras-related protein ORAB-1 OS=Diplobatis ommata PE=2 SV=138.90 0.00

TRINITY_DN42043_c0_g6sp|Q40784|AAPC_CENCI- Putative glucose-6-phosphate 1-epimerase OS=Cenchrus ciliaris PE=2 SV=138.90 0.00

TRINITY_DN42052_c0_g1sp|Q7SCY7|SYM1_NEUCRsym-1 Protein sym-1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=sym-1 PE=3 SV=238.90 0.00

TRINITY_DN42328_c0_g1sp|Q9C521|UGAL1_ARATHUDP-GALT1UDP-galactose transporter 1 OS=Arabidopsis thaliana GN=UDP-GALT1 PE=2 SV=138.90 0.00

TRINITY_DN42918_c0_g1sp|O64894|ACOX2_CUCMAAcx Acyl-coenzyme A oxidase, peroxisomal OS=Cucurbita maxima GN=Acx PE=1 SV=138.90 0.00

TRINITY_DN43354_c0_g4sp|P15398|RPA1_SCHPOrpa1 DNA-directed RNA polymerase I subunit rpa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa1 PE=1 SV=238.90 0.00

TRINITY_DN43404_c1_g4sp|O22898|LACS1_ARATHLACS1 Long chain acyl-CoA synthetase 1 OS=Arabidopsis thaliana GN=LACS1 PE=2 SV=138.90 0.00

TRINITY_DN44275_c0_g9sp|Q14498|RBM39_HUMANRBM39 RNA-binding protein 39 OS=Homo sapiens GN=RBM39 PE=1 SV=238.90 0.00

TRINITY_DN44304_c0_g3sp|B7KDB8|GLGC_CYAP7glgC Glucose-1-phosphate adenylyltransferase OS=Cyanothece sp. (strain PCC 7424) GN=glgC PE=3 SV=138.90 0.00

TRINITY_DN44338_c0_g7sp|Q4PFE7|ATG2_USTMAATG2 Autophagy-related protein 2 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=ATG2 PE=3 SV=138.90 0.00

TRINITY_DN45066_c0_g1sp|Q9FPS4|UBP23_ARATHUBP23 Ubiquitin carboxyl-terminal hydrolase 23 OS=Arabidopsis thaliana GN=UBP23 PE=2 SV=238.90 0.00

TRINITY_DN45095_c0_g1sp|Q9SR77|HBPL1_ARATHAt3g10130Heme-binding-like protein At3g10130, chloroplastic OS=Arabidopsis thaliana GN=At3g10130 PE=2 SV=138.90 0.00

TRINITY_DN45134_c0_g3sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=238.90 0.00

TRINITY_DN45731_c0_g3sp|Q88K22|SYFB_PSEPKpheT Phenylalanine--tRNA ligase beta subunit OS=Pseudomonas putida (strain ATCC 47054 / DSM 6125 / NCIMB 11950 / KT2440) GN=pheT PE=3 SV=138.90 0.00

TRINITY_DN45824_c0_g1sp|Q08DI8|PUS7_BOVINPUS7 Pseudouridylate synthase 7 homolog OS=Bos taurus GN=PUS7 PE=2 SV=138.90 0.00

TRINITY_DN46082_c0_g4sp|Q4V8D7|F221A_RATFam221a Protein FAM221A OS=Rattus norvegicus GN=Fam221a PE=2 SV=238.90 0.00

TRINITY_DN46147_c0_g2sp|Q54DH8|TAF1_DICDItaf1 Transcription initiation factor TFIID subunit 1 OS=Dictyostelium discoideum GN=taf1 PE=3 SV=138.90 0.00

TRINITY_DN46561_c0_g2sp|Q0DJC5|OST1A_ORYSJOST1A Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1A OS=Oryza sativa subsp. japonica GN=OST1A PE=2 SV=138.90 0.00

TRINITY_DN46648_c1_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=138.90 0.00

TRINITY_DN47169_c0_g7sp|Q9FNI6|SM3L2_ARATHAt5g22750Putative SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 2 OS=Arabidopsis thaliana GN=At5g22750 PE=2 SV=138.90 0.00

TRINITY_DN47311_c0_g1sp|Q9C6B3|GCA2_ARATHGAMMACA2Gamma carbonic anhydrase 2, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA2 PE=1 SV=138.90 0.00

TRINITY_DN47395_c0_g3sp|Q47LK4|RL24_THEFYrplX 50S ribosomal protein L24 OS=Thermobifida fusca (strain YX) GN=rplX PE=3 SV=138.90 0.00

TRINITY_DN47440_c1_g3sp|Q758C3|BTN1_ASHGOBTN1 Protein BTN1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=BTN1 PE=3 SV=138.90 0.00



TRINITY_DN47648_c1_g2sp|Q32KN5|DNAL4_BOVINDNAL4 Dynein light chain 4, axonemal OS=Bos taurus GN=DNAL4 PE=3 SV=138.90 0.00

TRINITY_DN47762_c0_g7sp|Q5BL44|S20A1_XENTRslc20a1 Sodium-dependent phosphate transporter 1 OS=Xenopus tropicalis GN=slc20a1 PE=2 SV=138.90 0.00

TRINITY_DN48521_c0_g2sp|Q9BY12|SCAPE_HUMANSCAPER S phase cyclin A-associated protein in the endoplasmic reticulum OS=Homo sapiens GN=SCAPER PE=1 SV=238.90 0.00

TRINITY_DN48687_c0_g5sp|Q0WW84|RB47B_ARATHRBP47B Polyadenylate-binding protein RBP47B OS=Arabidopsis thaliana GN=RBP47B PE=2 SV=138.90 0.00

TRINITY_DN48996_c0_g1sp|Q758B8|GPI7_ASHGOLAS21 GPI ethanolamine phosphate transferase 2 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=LAS21 PE=3 SV=238.90 0.00

TRINITY_DN49347_c1_g1sp|P23466|CYAA_LACKLCYR1 Adenylate cyclase OS=Lachancea kluyveri GN=CYR1 PE=3 SV=138.90 0.00

TRINITY_DN49749_c0_g8sp|Q13219|PAPP1_HUMANPAPPA Pappalysin-1 OS=Homo sapiens GN=PAPPA PE=1 SV=338.90 0.00

TRINITY_DN50054_c1_g4sp|Q297S2|DOHH_DROPSnero Deoxyhypusine hydroxylase OS=Drosophila pseudoobscura pseudoobscura GN=nero PE=3 SV=138.90 0.00

TRINITY_DN50927_c1_g3sp|Q54LE6|ABCC5_DICDIabcC5 ABC transporter C family member 5 OS=Dictyostelium discoideum GN=abcC5 PE=3 SV=138.90 0.00

TRINITY_DN6557_c0_g1sp|D7U6G6|ANRPN_VITVIANR Anthocyanidin reductase ((2S)-flavan-3-ol-forming) OS=Vitis vinifera GN=ANR PE=3 SV=138.90 0.00

TRINITY_DN9588_c0_g1sp|Q84W65|SUFE1_ARATHSUFE1 SufE-like protein 1, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=SUFE1 PE=1 SV=238.90 0.00

TRINITY_DN10145_c0_g1sp|Q9C8J1|RH34_ARATHRH34 DEAD-box ATP-dependent RNA helicase 34 OS=Arabidopsis thaliana GN=RH34 PE=2 SV=238.80 0.00

TRINITY_DN15469_c0_g2sp|Q557H1|DPP3_DICDIdpp3-1 Dipeptidyl peptidase 3 OS=Dictyostelium discoideum GN=dpp3-1 PE=3 SV=138.80 0.00

TRINITY_DN16878_c0_g2sp|A0A089QRB9|MSL3_MYCTUmsl3 Mycolipanoate synthase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=msl3 PE=1 SV=238.80 0.00

TRINITY_DN21946_c0_g1sp|P43154|COLA_VIBAL- Microbial collagenase OS=Vibrio alginolyticus PE=1 SV=138.80 0.00

TRINITY_DN27110_c0_g2sp|Q10364|SCK2_SCHPOsck2 Serine/threonine-protein kinase sck2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sck2 PE=3 SV=138.80 0.00

TRINITY_DN276_c0_g1sp|Q9Z329|ITPR2_MOUSEItpr2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Mus musculus GN=Itpr2 PE=1 SV=438.80 0.00

TRINITY_DN31490_c0_g1sp|P39866|NIA2_PHAVUNIA2 Nitrate reductase [NADH] 2 OS=Phaseolus vulgaris GN=NIA2 PE=3 SV=138.80 0.00

TRINITY_DN31793_c0_g1sp|Q3T0Z7|DHPR_BOVINQDPR Dihydropteridine reductase OS=Bos taurus GN=QDPR PE=2 SV=138.80 0.00

TRINITY_DN32217_c0_g2sp|B8IS87|RL23_METNOrplW 50S ribosomal protein L23 OS=Methylobacterium nodulans (strain LMG 21967 / CNCM I-2342 / ORS 2060) GN=rplW PE=3 SV=138.80 0.00

TRINITY_DN32445_c0_g3sp|Q2T9V5|TRM6_BOVINTRMT6 tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit TRM6 OS=Bos taurus GN=TRMT6 PE=2 SV=138.80 0.00

TRINITY_DN32577_c0_g2sp|Q12263|GIN4_YEASTGIN4 Serine/threonine-protein kinase GIN4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GIN4 PE=1 SV=138.80 0.00

TRINITY_DN32801_c0_g7sp|Q9Y8N2|Y2601_AERPEAPE_2601.1Uncharacterized protein APE_2601.1 OS=Aeropyrum pernix (strain ATCC 700893 / DSM 11879 / JCM 9820 / NBRC 100138 / K1) GN=APE_2601.1 PE=3 SV=238.80 0.00

TRINITY_DN33390_c0_g2sp|B4K616|PTC71_DROMOfig Protein phosphatase PTC7 homolog fig OS=Drosophila mojavensis GN=fig PE=3 SV=138.80 0.00

TRINITY_DN34891_c0_g1sp|Q9QZ73|DCNL1_MOUSEDcun1d1 DCN1-like protein 1 OS=Mus musculus GN=Dcun1d1 PE=1 SV=138.80 0.00

TRINITY_DN35025_c0_g1sp|P50198|LINX_SPHPIlinX 2,5-dichloro-2,5-cyclohexadiene-1,4-diol dehydrogenase OS=Sphingomonas paucimobilis GN=linX PE=3 SV=138.80 0.00

TRINITY_DN35228_c0_g1sp|Q05874|NNT1_YEASTNNT1 Protein N-methyltransferase NNT1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NNT1 PE=1 SV=138.80 0.00

TRINITY_DN35245_c0_g3sp|Q9LT02|PDR2_ARATHPDR2 Probable manganese-transporting ATPase PDR2 OS=Arabidopsis thaliana GN=PDR2 PE=1 SV=138.80 0.00

TRINITY_DN35404_c0_g1sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=338.80 0.00

TRINITY_DN35782_c0_g1sp|Q55CS8|MPL2_DICDImpl2 MAP kinase phosphatase with leucine-rich repeats protein 2 OS=Dictyostelium discoideum GN=mpl2 PE=3 SV=238.80 0.00

TRINITY_DN35852_c0_g1sp|Q76PD2|HEL2_SCHPOSPCC1223.01E3 ubiquitin-protein ligase hel2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1223.01 PE=1 SV=238.80 0.00

TRINITY_DN35903_c0_g2sp|Q26626|KIFA3_STRPUKAP115 Kinesin-associated protein 3 OS=Strongylocentrotus purpuratus GN=KAP115 PE=1 SV=138.80 0.00

TRINITY_DN36032_c0_g1sp|Q3U2S4|OTUD5_MOUSEOtud5 OTU domain-containing protein 5 OS=Mus musculus GN=Otud5 PE=1 SV=238.80 0.00

TRINITY_DN36219_c0_g1sp|Q8GUU2|RIE1_ARATHRIE1 E3 ubiquitin protein ligase RIE1 OS=Arabidopsis thaliana GN=RIE1 PE=2 SV=138.80 0.00

TRINITY_DN38174_c0_g4sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=338.80 0.00

TRINITY_DN38241_c0_g2sp|F4I2J8|CATIN_ARATHCTN Cactin OS=Arabidopsis thaliana GN=CTN PE=1 SV=138.80 0.00

TRINITY_DN38299_c0_g6sp|O24466|RAE1A_ARATHRABE1A Ras-related protein RABE1a OS=Arabidopsis thaliana GN=RABE1A PE=1 SV=138.80 0.00

TRINITY_DN38323_c1_g1sp|Q9Z1Z3|EPN2_RATEpn2 Epsin-2 OS=Rattus norvegicus GN=Epn2 PE=1 SV=138.80 0.00

TRINITY_DN38500_c0_g1sp|O81242|RHL1_ARATHRHL1 DNA-binding protein RHL1 OS=Arabidopsis thaliana GN=RHL1 PE=1 SV=138.80 0.00

TRINITY_DN38698_c1_g3sp|Q67ZU1|LIP2_ARATHLIP2 Triacylglycerol lipase 2 OS=Arabidopsis thaliana GN=LIP2 PE=2 SV=138.80 0.00

TRINITY_DN38977_c0_g9sp|Q4V8J4|GPAT3_RATGpat3 Glycerol-3-phosphate acyltransferase 3 OS=Rattus norvegicus GN=Gpat3 PE=1 SV=138.80 0.00

TRINITY_DN40299_c0_g2sp|O80775|WDR55_ARATHWDR55 WD repeat-containing protein 55 OS=Arabidopsis thaliana GN=WDR55 PE=1 SV=238.80 0.00

TRINITY_DN40309_c0_g2sp|Q923J6|DYH12_RATDnah12 Dynein heavy chain 12, axonemal OS=Rattus norvegicus GN=Dnah12 PE=2 SV=238.80 0.00

TRINITY_DN40554_c0_g4sp|O43396|TXNL1_HUMANTXNL1 Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=338.80 0.00

TRINITY_DN40818_c0_g2sp|Q9NS87|KIF15_HUMANKIF15 Kinesin-like protein KIF15 OS=Homo sapiens GN=KIF15 PE=1 SV=138.80 0.00

TRINITY_DN41549_c2_g1sp|Q9FLG2|MRS22_ARATHMRS2-2 Magnesium transporter MRS2-2 OS=Arabidopsis thaliana GN=MRS2-2 PE=2 SV=138.80 0.00

TRINITY_DN42270_c0_g1sp|Q86H13|PDE4_DICDIPde4 cAMP-specific 3',5'-cAMP phosphodiesterase 4 OS=Dictyostelium discoideum GN=Pde4 PE=1 SV=238.80 0.00

TRINITY_DN42607_c0_g1sp|A9V2C1|NHAAB_MONBE37534 Probable nitrile hydratase OS=Monosiga brevicollis GN=37534 PE=3 SV=138.80 0.00

TRINITY_DN43068_c0_g6sp|Q5E915|RBBP_ARATHRBL Protein RBL OS=Arabidopsis thaliana GN=RBL PE=1 SV=138.80 0.00

TRINITY_DN43182_c0_g2sp|Q7K2G1|ADRM1_DROMERpn13 Proteasomal ubiquitin receptor ADRM1 homolog OS=Drosophila melanogaster GN=Rpn13 PE=1 SV=138.80 0.00

TRINITY_DN43341_c0_g6sp|Q8L7A9|AP4E_ARATHAt1g31730AP-4 complex subunit epsilon OS=Arabidopsis thaliana GN=At1g31730 PE=1 SV=138.80 0.00

TRINITY_DN43691_c0_g11sp|Q8GWW8|GFA2_ARATHGFA2 Chaperone protein dnaJ GFA2, mitochondrial OS=Arabidopsis thaliana GN=GFA2 PE=2 SV=138.80 0.00

TRINITY_DN44126_c0_g5sp|Q7Z6Z7|HUWE1_HUMANHUWE1 E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=338.80 0.00

TRINITY_DN44356_c0_g4sp|Q9JIW4|DPOLM_MOUSEPolm DNA-directed DNA/RNA polymerase mu OS=Mus musculus GN=Polm PE=1 SV=238.80 0.00

TRINITY_DN44613_c1_g2sp|F4J7T3|EAF1A_ARATHEAF1A Chromatin modification-related protein EAF1 A OS=Arabidopsis thaliana GN=EAF1A PE=1 SV=138.80 0.00

TRINITY_DN44689_c0_g2sp|Q80U96|XPO1_RATXpo1 Exportin-1 OS=Rattus norvegicus GN=Xpo1 PE=1 SV=138.80 0.00



TRINITY_DN44795_c0_g2sp|Q8R5K2|UBP33_MOUSEUsp33 Ubiquitin carboxyl-terminal hydrolase 33 OS=Mus musculus GN=Usp33 PE=1 SV=238.80 0.00

TRINITY_DN45345_c0_g3sp|Q54MH6|RBBE_DICDIrbbE Retinoblastoma-binding-like protein E OS=Dictyostelium discoideum GN=rbbE PE=3 SV=138.80 0.00

TRINITY_DN45592_c0_g2sp|Q6Q1P4|SMC1_ARATHSMC1 Structural maintenance of chromosomes protein 1 OS=Arabidopsis thaliana GN=SMC1 PE=2 SV=238.80 0.00

TRINITY_DN45825_c1_g1sp|Q54G07|SLMO_DICDIslmo Protein slowmo homolog OS=Dictyostelium discoideum GN=slmo PE=3 SV=138.80 0.00

TRINITY_DN46868_c1_g4sp|Q6AXQ4|MTM1_RATMtm1 Myotubularin OS=Rattus norvegicus GN=Mtm1 PE=2 SV=238.80 0.00

TRINITY_DN47053_c0_g3sp|Q6GLM5|DESI1_XENLAdesi1 Desumoylating isopeptidase 1 OS=Xenopus laevis GN=desi1 PE=2 SV=138.80 0.00

TRINITY_DN47294_c0_g1sp|P36110|PRY2_YEASTPRY2 Protein PRY2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY2 PE=1 SV=138.80 0.00

TRINITY_DN47579_c0_g11sp|Q7G8Y3|ISW2_ORYSJOs01g0367900Probable chromatin-remodeling complex ATPase chain OS=Oryza sativa subsp. japonica GN=Os01g0367900 PE=2 SV=238.80 0.00

TRINITY_DN48985_c0_g5sp|Q9ZNU9|SAP3_ARATHSAP3 Zinc finger A20 and AN1 domain-containing stress-associated protein 3 OS=Arabidopsis thaliana GN=SAP3 PE=2 SV=138.80 0.00

TRINITY_DN49029_c1_g4sp|A2XW69|BRE1A_ORYSIBRE1A E3 ubiquitin-protein ligase BRE1-like 1 OS=Oryza sativa subsp. indica GN=BRE1A PE=3 SV=238.80 0.00

TRINITY_DN49430_c1_g1sp|Q8S944|DRP3A_ARATHDRP3A Dynamin-related protein 3A OS=Arabidopsis thaliana GN=DRP3A PE=1 SV=238.80 0.00

TRINITY_DN49626_c0_g1sp|Q9FJD4|IMB1_ARATHKPNB1 Importin subunit beta-1 OS=Arabidopsis thaliana GN=KPNB1 PE=1 SV=138.80 0.00

TRINITY_DN49806_c1_g13sp|Q9M9Q6|SCP50_ARATHSCPL50 Serine carboxypeptidase-like 50 OS=Arabidopsis thaliana GN=SCPL50 PE=2 SV=138.80 0.00

TRINITY_DN50260_c0_g4sp|A2VEA3|ARI1_BOVINARIH1 E3 ubiquitin-protein ligase ARIH1 OS=Bos taurus GN=ARIH1 PE=2 SV=138.80 0.00

TRINITY_DN51542_c1_g2sp|Q7XGU4|LAX3_ORYSJOs10g0147400Auxin transporter-like protein 3 OS=Oryza sativa subsp. japonica GN=Os10g0147400 PE=2 SV=138.80 0.00

TRINITY_DN52575_c1_g2sp|O26865|Y771_METTHMTH_771 UPF0047 protein MTH_771 OS=Methanothermobacter thermautotrophicus (strain ATCC 29096 / DSM 1053 / JCM 10044 / NBRC 100330 / Delta H) GN=MTH_771 PE=3 SV=138.80 0.00

TRINITY_DN52636_c4_g1sp|Q9ZPV5|NOC2L_ARATHAt2g18220Nucleolar complex protein 2 homolog OS=Arabidopsis thaliana GN=At2g18220 PE=3 SV=238.80 0.00

TRINITY_DN7002_c0_g1sp|P02583|ACT2_OXYFA- Actin, cytoplasmic OS=Oxytricha fallax PE=3 SV=138.80 0.00

TRINITY_DN7023_c0_g1sp|Q5Z676|CML29_ORYSJCML29 Probable calcium-binding protein CML29 OS=Oryza sativa subsp. japonica GN=CML29 PE=2 SV=138.80 0.00

TRINITY_DN16786_c0_g1sp|Q03280|TOM1_YEASTTOM1 E3 ubiquitin-protein ligase TOM1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TOM1 PE=1 SV=138.70 0.00

TRINITY_DN21413_c0_g1sp|Q54DA7|RAB4_DICDIrab4 Ras-related protein Rab-4 OS=Dictyostelium discoideum GN=rab4 PE=3 SV=138.70 0.00

TRINITY_DN23139_c0_g1sp|Q86VS3|IQCH_HUMANIQCH IQ domain-containing protein H OS=Homo sapiens GN=IQCH PE=2 SV=238.70 0.00

TRINITY_DN27176_c0_g1sp|Q63164|DYH1_RATDnah1 Dynein heavy chain 1, axonemal OS=Rattus norvegicus GN=Dnah1 PE=2 SV=238.70 0.00

TRINITY_DN27217_c0_g1sp|Q0P457|KTI12_DANREkti12 Protein KTI12 homolog OS=Danio rerio GN=kti12 PE=2 SV=238.70 0.00

TRINITY_DN30270_c0_g3sp|P53154|GUP1_YEASTGUP1 Glycerol uptake protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GUP1 PE=1 SV=138.70 0.00

TRINITY_DN31680_c0_g1sp|Q8MML5|PAXB_DICDIpaxB Paxillin-B OS=Dictyostelium discoideum GN=paxB PE=2 SV=138.70 0.00

TRINITY_DN32410_c0_g2sp|Q5DU05|CE164_MOUSECep164 Centrosomal protein of 164 kDa OS=Mus musculus GN=Cep164 PE=1 SV=238.70 0.00

TRINITY_DN33058_c0_g1sp|O94582|TRPE_SCHPOtrp3 Probable anthranilate synthase component 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trp3 PE=1 SV=138.70 0.00

TRINITY_DN33384_c0_g2sp|Q5XXB5|MSH2_CHLAEMSH2 DNA mismatch repair protein Msh2 OS=Chlorocebus aethiops GN=MSH2 PE=2 SV=138.70 0.00

TRINITY_DN33834_c0_g1sp|Q54Y90|Y0133_DICDIDDB_G0278665Probable serine/threonine-protein kinase DDB_G0278665 OS=Dictyostelium discoideum GN=DDB_G0278665 PE=3 SV=138.70 0.00

TRINITY_DN34780_c0_g2sp|P40747|YUXG_BACSUyuxG Uncharacterized oxidoreductase YuxG OS=Bacillus subtilis (strain 168) GN=yuxG PE=3 SV=238.70 0.00

TRINITY_DN34984_c0_g1sp|Q54CJ4|ELOA_DICDIeloA Elongation of fatty acids protein A OS=Dictyostelium discoideum GN=eloA PE=2 SV=138.70 0.00

TRINITY_DN35330_c0_g1sp|P39109|YCFI_YEASTYCF1 Metal resistance protein YCF1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YCF1 PE=1 SV=238.70 0.00

TRINITY_DN35487_c0_g1sp|Q09543|2AAA_CAEELpaa-1 Probable serine/threonine-protein phosphatase PP2A regulatory subunit OS=Caenorhabditis elegans GN=paa-1 PE=1 SV=238.70 0.00

TRINITY_DN35815_c1_g4sp|F4KDA5|MIPEP_ARATHMIP Probable mitochondrial intermediate peptidase, mitochondrial OS=Arabidopsis thaliana GN=MIP PE=3 SV=138.70 0.00

TRINITY_DN35866_c0_g2sp|Q6EWH2|FYNA_DANREfyna Tyrosine-protein kinase fyna OS=Danio rerio GN=fyna PE=1 SV=238.70 0.00

TRINITY_DN35968_c0_g6sp|F4I1L3|ACC2_ARATHACC2 Acetyl-CoA carboxylase 2 OS=Arabidopsis thaliana GN=ACC2 PE=2 SV=138.70 0.00

TRINITY_DN35999_c0_g1sp|Q5U3V7|S2543_DANREslc25a43Solute carrier family 25 member 43 OS=Danio rerio GN=slc25a43 PE=2 SV=138.70 0.00

TRINITY_DN36181_c0_g7sp|Q653V7|AGLU_ORYSJOs06g0675700Probable alpha-glucosidase Os06g0675700 OS=Oryza sativa subsp. japonica GN=Os06g0675700 PE=1 SV=138.70 0.00

TRINITY_DN36191_c0_g1sp|Q9ZVT9|C2GR1_ARATHAt1g03370C2 and GRAM domain-containing protein At1g03370 OS=Arabidopsis thaliana GN=At1g03370 PE=2 SV=438.70 0.00

TRINITY_DN36258_c0_g4sp|O14827|RGRF2_HUMANRASGRF2 Ras-specific guanine nucleotide-releasing factor 2 OS=Homo sapiens GN=RASGRF2 PE=1 SV=238.70 0.00

TRINITY_DN36419_c0_g3sp|Q588V7|TEB_ARATHTEB Helicase and polymerase-containing protein TEBICHI OS=Arabidopsis thaliana GN=TEB PE=2 SV=138.70 0.00

TRINITY_DN36789_c0_g2sp|Q12220|UTP12_YEASTDIP2 U3 small nucleolar RNA-associated protein 12 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DIP2 PE=1 SV=138.70 0.00

TRINITY_DN37064_c0_g1sp|Q9BUN8|DERL1_HUMANDERL1 Derlin-1 OS=Homo sapiens GN=DERL1 PE=1 SV=138.70 0.00

TRINITY_DN37253_c0_g4sp|Q99L47|F10A1_MOUSESt13 Hsc70-interacting protein OS=Mus musculus GN=St13 PE=1 SV=138.70 0.00

TRINITY_DN37267_c0_g6sp|Q0CEF3|BGLL_ASPTNbglL Probable beta-glucosidase L OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=bglL PE=3 SV=138.70 0.00

TRINITY_DN37287_c1_g6sp|Q8LKS5|LACS7_ARATHLACS7 Long chain acyl-CoA synthetase 7, peroxisomal OS=Arabidopsis thaliana GN=LACS7 PE=1 SV=238.70 0.00

TRINITY_DN37419_c0_g3sp|Q06816|HYEP_STIADSTAUR_4299Putative epoxide hydrolase OS=Stigmatella aurantiaca (strain DW4/3-1) GN=STAUR_4299 PE=3 SV=238.70 0.00

TRINITY_DN37685_c2_g1sp|B9FJ61|SIP2_ORYSJSPP2 Signal peptide peptidase 2 OS=Oryza sativa subsp. japonica GN=SPP2 PE=2 SV=138.70 0.00

TRINITY_DN38461_c0_g1sp|D2XNR2|FLOT6_MEDTRFLOT6 Flotillin-like protein 6 OS=Medicago truncatula GN=FLOT6 PE=2 SV=138.70 0.00

TRINITY_DN38478_c0_g3sp|P38205|NCL1_YEASTNCL1 Multisite-specific tRNA:(cytosine-C(5))-methyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NCL1 PE=1 SV=138.70 0.00

TRINITY_DN38939_c0_g1sp|P32836|GSP2_YEASTGSP2 GTP-binding nuclear protein GSP2/CNR2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GSP2 PE=1 SV=138.70 0.00

TRINITY_DN39075_c0_g7sp|A1DGW4|KYNU1_NEOFIbna5-1 Kynureninase 1 OS=Neosartorya fischeri (strain ATCC 1020 / DSM 3700 / CBS 544.65 / FGSC A1164 / JCM 1740 / NRRL 181 / WB 181) GN=bna5-1 PE=3 SV=138.70 0.00

TRINITY_DN39262_c0_g1sp|Q8CHX6|MBTP2_MOUSEMbtps2 Membrane-bound transcription factor site-2 protease OS=Mus musculus GN=Mbtps2 PE=2 SV=138.70 0.00

TRINITY_DN39633_c0_g4sp|Q17QZ4|TFDP1_BOVINTFDP1 Transcription factor Dp-1 OS=Bos taurus GN=TFDP1 PE=2 SV=138.70 0.00

TRINITY_DN40425_c0_g1sp|O28142|SERB_ARCFUAF_2138 Phosphoserine phosphatase OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_2138 PE=3 SV=138.70 0.00



TRINITY_DN40775_c1_g4sp|Q9LPS9|PRNL1_ARATHAt1g50590Pirin-like protein At1g50590 OS=Arabidopsis thaliana GN=At1g50590 PE=2 SV=138.70 0.00

TRINITY_DN41322_c0_g6sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=238.70 0.00

TRINITY_DN41411_c0_g1sp|Q6DK85|KCNRG_XENTRkcnrg Putative potassium channel regulatory protein OS=Xenopus tropicalis GN=kcnrg PE=2 SV=138.70 0.00

TRINITY_DN42261_c0_g4sp|Q9SAR5|AKR2A_ARATHAKR2A Ankyrin repeat domain-containing protein 2A OS=Arabidopsis thaliana GN=AKR2A PE=1 SV=238.70 0.00

TRINITY_DN42310_c0_g3sp|B8ARW2|TNPO1_ORYSIOsI_18044Transportin-1 OS=Oryza sativa subsp. indica GN=OsI_18044 PE=2 SV=138.70 0.00

TRINITY_DN42339_c0_g1sp|O62703|CTBL1_BOVINCTNNBL1 Beta-catenin-like protein 1 OS=Bos taurus GN=CTNNBL1 PE=2 SV=338.70 0.00

TRINITY_DN42599_c0_g2sp|Q9C6B3|GCA2_ARATHGAMMACA2Gamma carbonic anhydrase 2, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA2 PE=1 SV=138.70 0.00

TRINITY_DN43280_c1_g1sp|Q9SHU7|TIC21_ARATHTIC21 Protein TIC 21, chloroplastic OS=Arabidopsis thaliana GN=TIC21 PE=1 SV=138.70 0.00

TRINITY_DN44268_c1_g9sp|Q6NWV3|IF122_MOUSEIft122 Intraflagellar transport protein 122 homolog OS=Mus musculus GN=Ift122 PE=1 SV=138.70 0.00

TRINITY_DN44844_c1_g2sp|P18907|AT1A1_HORSEATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Equus caballus GN=ATP1A1 PE=3 SV=138.70 0.00

TRINITY_DN44880_c0_g1sp|O04202|EIF3F_ARATHTIF3F1 Eukaryotic translation initiation factor 3 subunit F OS=Arabidopsis thaliana GN=TIF3F1 PE=1 SV=138.70 0.00

TRINITY_DN45322_c0_g2sp|Q9M0Y8|NSF_ARATHNSF Vesicle-fusing ATPase OS=Arabidopsis thaliana GN=NSF PE=2 SV=238.70 0.00

TRINITY_DN45514_c2_g2sp|Q9STL8|UFSP_ARATHAt3g48380Probable Ufm1-specific protease OS=Arabidopsis thaliana GN=At3g48380 PE=1 SV=238.70 0.00

TRINITY_DN45804_c1_g3sp|P45974|UBP5_HUMANUSP5 Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens GN=USP5 PE=1 SV=238.70 0.00

TRINITY_DN46363_c0_g1sp|P0CB49|YLPM1_RATYlpm1 YLP motif-containing protein 1 OS=Rattus norvegicus GN=Ylpm1 PE=1 SV=138.70 0.00

TRINITY_DN46697_c1_g1sp|Q5BPL5|EI24_ARATHAt4g06676Protein EI24 homolog OS=Arabidopsis thaliana GN=At4g06676 PE=2 SV=138.70 0.00

TRINITY_DN46966_c0_g2sp|Q8W3L1|MFDR_ARATHMFDR NADPH:adrenodoxin oxidoreductase, mitochondrial OS=Arabidopsis thaliana GN=MFDR PE=1 SV=138.70 0.00

TRINITY_DN47097_c0_g6sp|Q8J1R4|TBB2_SUIBOTUBB2 Tubulin beta-2 chain OS=Suillus bovinus GN=TUBB2 PE=2 SV=138.70 0.00

TRINITY_DN47636_c0_g1sp|Q54L52|Y6897_DICDIDDB_G0286897G8 domain-containing protein DDB_G0286897 OS=Dictyostelium discoideum GN=DDB_G0286897 PE=3 SV=138.70 0.00

TRINITY_DN47665_c0_g2sp|Q8LQ36|ATX3_ORYSJOs01g0851400Putative ataxin-3 homolog OS=Oryza sativa subsp. japonica GN=Os01g0851400 PE=3 SV=138.70 0.00

TRINITY_DN48876_c0_g5sp|Q8IYH5|ZZZ3_HUMANZZZ3 ZZ-type zinc finger-containing protein 3 OS=Homo sapiens GN=ZZZ3 PE=1 SV=138.70 0.00

TRINITY_DN49337_c0_g1sp|P28643|FABG_CUPLACLKR27 3-oxoacyl-[acyl-carrier-protein] reductase, chloroplastic OS=Cuphea lanceolata GN=CLKR27 PE=2 SV=138.70 0.00

TRINITY_DN50027_c1_g1sp|Q7XTS4|AGO2_ORYSJAGO2 Protein argonaute 2 OS=Oryza sativa subsp. japonica GN=AGO2 PE=2 SV=238.70 0.00

TRINITY_DN50680_c0_g1sp|P37024|HRPB_ECOLIhrpB ATP-dependent RNA helicase HrpB OS=Escherichia coli (strain K12) GN=hrpB PE=3 SV=338.70 0.00

TRINITY_DN50682_c1_g1sp|Q9SKZ5|FBT1_ARATHAt2g32040Folate-biopterin transporter 1, chloroplastic OS=Arabidopsis thaliana GN=At2g32040 PE=1 SV=238.70 0.00

TRINITY_DN51235_c2_g2sp|Q552M6|ZDHC7_DICDIDDB_G0276017Putative ZDHHC-type palmitoyltransferase 7 OS=Dictyostelium discoideum GN=DDB_G0276017 PE=2 SV=138.70 0.00

TRINITY_DN51458_c0_g10sp|P05994|PAPA4_CARPA- Papaya proteinase 4 OS=Carica papaya PE=1 SV=338.70 0.00

TRINITY_DN51699_c0_g1sp|O04212|Y2090_ARATHAt2g40090Putative ABC1 protein At2g40090 OS=Arabidopsis thaliana GN=At2g40090 PE=2 SV=238.70 0.00

TRINITY_DN51815_c1_g3sp|Q869S5|DOKA_DICDIdokA Hybrid signal transduction protein dokA OS=Dictyostelium discoideum GN=dokA PE=1 SV=138.70 0.00

TRINITY_DN52026_c3_g5sp|Q6QA33|DH12B_DANREhsd17b12bVery-long-chain 3-oxoacyl-CoA reductase-B OS=Danio rerio GN=hsd17b12b PE=2 SV=238.70 0.00

TRINITY_DN52346_c2_g1sp|Q39575|DYHG_CHLREODA2 Dynein gamma chain, flagellar outer arm OS=Chlamydomonas reinhardtii GN=ODA2 PE=1 SV=138.70 0.00

TRINITY_DN52419_c1_g1sp|Q9H270|VPS11_HUMANVPS11 Vacuolar protein sorting-associated protein 11 homolog OS=Homo sapiens GN=VPS11 PE=1 SV=138.70 0.00

TRINITY_DN52760_c0_g1sp|Q8GYN5|RIN4_ARATHRIN4 RPM1-interacting protein 4 OS=Arabidopsis thaliana GN=RIN4 PE=1 SV=138.70 0.00

TRINITY_DN10156_c0_g1sp|O59801|SKI2_SCHPOSPCC550.03cPutative ATP-dependent RNA helicase C550.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC550.03c PE=3 SV=138.60 0.00

TRINITY_DN17013_c0_g1sp|Q55721|FBT_SYNY3slr0642 Folate-biopterin transporter OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0642 PE=1 SV=138.60 0.00

TRINITY_DN19972_c0_g2sp|G5ECJ6|CSK1_CAEELcsk-1 Tyrosine-protein kinase csk-1 OS=Caenorhabditis elegans GN=csk-1 PE=1 SV=138.60 0.00

TRINITY_DN27529_c0_g2sp|Q24179|SLY1_DROMESlh Protein sly1 homolog OS=Drosophila melanogaster GN=Slh PE=2 SV=438.60 0.00

TRINITY_DN28646_c0_g1sp|O95199|RCBT2_HUMANRCBTB2 RCC1 and BTB domain-containing protein 2 OS=Homo sapiens GN=RCBTB2 PE=1 SV=138.60 0.00

TRINITY_DN29925_c0_g1sp|Q55FI7|ZSWM7_DICDIzswim7 Zinc finger SWIM domain-containing protein 7 homolog OS=Dictyostelium discoideum GN=zswim7 PE=3 SV=138.60 0.00

TRINITY_DN31535_c0_g2sp|Q56WF8|SCP48_ARATHSCPL48 Serine carboxypeptidase-like 48 OS=Arabidopsis thaliana GN=SCPL48 PE=2 SV=238.60 0.00

TRINITY_DN32865_c0_g1sp|O80396|M2K3_ARATHMKK3 Mitogen-activated protein kinase kinase 3 OS=Arabidopsis thaliana GN=MKK3 PE=1 SV=138.60 0.00

TRINITY_DN33150_c0_g2sp|P49710|HCLS1_MOUSEHcls1 Hematopoietic lineage cell-specific protein OS=Mus musculus GN=Hcls1 PE=1 SV=238.60 0.00

TRINITY_DN33470_c0_g2sp|Q96VH4|HBN1_YEASTHBN1 Putative nitroreductase HBN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HBN1 PE=1 SV=138.60 0.00

TRINITY_DN34130_c0_g2sp|Q9LXD1|RLF_ARATHRLF Cytochrome b5 domain-containing protein RLF OS=Arabidopsis thaliana GN=RLF PE=2 SV=138.60 0.00

TRINITY_DN35083_c0_g1sp|Q8WYL5|SSH1_HUMANSSH1 Protein phosphatase Slingshot homolog 1 OS=Homo sapiens GN=SSH1 PE=1 SV=238.60 0.00

TRINITY_DN35291_c0_g7sp|Q60352|IPK_METJAMJ0044 Isopentenyl phosphate kinase OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ0044 PE=1 SV=138.60 0.00

TRINITY_DN35469_c0_g6sp|O94296|YOOC_SCHPOSPBC887.12Probable phospholipid-transporting ATPase C887.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC887.12 PE=3 SV=138.60 0.00

TRINITY_DN35918_c1_g2sp|Q28BR5|PREP_XENTRpitrm1 Presequence protease, mitochondrial OS=Xenopus tropicalis GN=pitrm1 PE=2 SV=138.60 0.00

TRINITY_DN36181_c0_g9sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=138.60 0.00

TRINITY_DN37298_c0_g1sp|C0SPA5|ADHA_BACSUadhA Probable formaldehyde dehydrogenase AdhA OS=Bacillus subtilis (strain 168) GN=adhA PE=2 SV=138.60 0.00

TRINITY_DN37414_c0_g6sp|Q9LK90|ALA8_ARATHALA8 Probable phospholipid-transporting ATPase 8 OS=Arabidopsis thaliana GN=ALA8 PE=3 SV=138.60 0.00

TRINITY_DN38771_c0_g5sp|Q641I1|F135B_XENLAfam135b Protein FAM135B OS=Xenopus laevis GN=fam135b PE=2 SV=138.60 0.00

TRINITY_DN39331_c0_g1sp|Q94E75|SPP1_ORYSJSPP1 Probable sucrose-phosphatase 1 OS=Oryza sativa subsp. japonica GN=SPP1 PE=2 SV=138.60 0.00

TRINITY_DN39576_c0_g4sp|Q55C58|VPS16_DICDIvps16 Vacuolar protein sorting-associated protein 16 homolog OS=Dictyostelium discoideum GN=vps16 PE=3 SV=238.60 0.00

TRINITY_DN39991_c0_g1sp|Q9FMR5|VA714_ARATHVAMP714 Vesicle-associated membrane protein 714 OS=Arabidopsis thaliana GN=VAMP714 PE=1 SV=138.60 0.00

TRINITY_DN40261_c0_g1sp|A7YWG4|GGH_BOVINGGH Gamma-glutamyl hydrolase OS=Bos taurus GN=GGH PE=2 SV=138.60 0.00



TRINITY_DN40849_c0_g4sp|Q9WY68|1A1D_THEMATM_0225 Putative 1-aminocyclopropane-1-carboxylate deaminase OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=TM_0225 PE=3 SV=138.60 0.00

TRINITY_DN41104_c0_g1sp|Q4PJW3|CP51A_BOVINCYP51A1 Lanosterol 14-alpha demethylase OS=Bos taurus GN=CYP51A1 PE=2 SV=138.60 0.00

TRINITY_DN41135_c1_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=138.60 0.00

TRINITY_DN41262_c0_g3sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=238.60 0.00

TRINITY_DN41456_c0_g2sp|O14981|BTAF1_HUMANBTAF1 TATA-binding protein-associated factor 172 OS=Homo sapiens GN=BTAF1 PE=1 SV=238.60 0.00

TRINITY_DN41627_c1_g3sp|Q8T2Q0|ZDHC6_DICDIDDB_G0275149Putative ZDHHC-type palmitoyltransferase 6 OS=Dictyostelium discoideum GN=DDB_G0275149 PE=2 SV=138.60 0.00

TRINITY_DN41897_c0_g3sp|A6TU88|BIOF_ALKMQAmet_36348-amino-7-oxononanoate synthase OS=Alkaliphilus metalliredigens (strain QYMF) GN=Amet_3634 PE=3 SV=138.60 0.00

TRINITY_DN42032_c0_g1sp|O42901|YBA9_SCHPOSPBC119.09cUncharacterized protein C119.09c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC119.09c PE=2 SV=338.60 0.00

TRINITY_DN42364_c0_g7sp|P18754|RCC1_HUMANRCC1 Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=138.60 0.00

TRINITY_DN42505_c0_g6sp|Q2XWK0|SVOP_XENLAsvop Synaptic vesicle 2-related protein OS=Xenopus laevis GN=svop PE=2 SV=138.60 0.00

TRINITY_DN42543_c0_g2sp|Q2TAC6|KIF19_HUMANKIF19 Kinesin-like protein KIF19 OS=Homo sapiens GN=KIF19 PE=2 SV=238.60 0.00

TRINITY_DN43139_c0_g6sp|O31250|ALKB_ACIADalkB Alkane 1-monooxygenase OS=Acinetobacter baylyi (strain ATCC 33305 / BD413 / ADP1) GN=alkB PE=2 SV=138.60 0.00

TRINITY_DN43575_c0_g3sp|Q9FPS4|UBP23_ARATHUBP23 Ubiquitin carboxyl-terminal hydrolase 23 OS=Arabidopsis thaliana GN=UBP23 PE=2 SV=238.60 0.00

TRINITY_DN43783_c0_g5sp|Q17R09|PRP16_BOVINDHX38 Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Bos taurus GN=DHX38 PE=2 SV=138.60 0.00

TRINITY_DN44155_c1_g5sp|O65039|CYSEP_RICCOCYSEP Vignain OS=Ricinus communis GN=CYSEP PE=1 SV=138.60 0.00

TRINITY_DN44177_c1_g1sp|Q84KG5|CCD_CROSACCD Carotenoid 9,10(9',10')-cleavage dioxygenase OS=Crocus sativus GN=CCD PE=1 SV=138.60 0.00

TRINITY_DN44470_c0_g2sp|Q95YL4|PEFB_DICDIpefB Penta-EF hand domain-containing protein 2 OS=Dictyostelium discoideum GN=pefB PE=1 SV=138.60 0.00

TRINITY_DN45440_c0_g2sp|O64628|TXND9_ARATHAt2g18990Thioredoxin domain-containing protein 9 homolog OS=Arabidopsis thaliana GN=At2g18990 PE=2 SV=138.60 0.00

TRINITY_DN45647_c0_g6sp|Q5U2Z7|RHG24_RATArhgap24Rho GTPase-activating protein 24 OS=Rattus norvegicus GN=Arhgap24 PE=1 SV=238.60 0.00

TRINITY_DN46096_c0_g1sp|Q6AXR4|HEXB_RATHexb Beta-hexosaminidase subunit beta OS=Rattus norvegicus GN=Hexb PE=2 SV=138.60 0.00

TRINITY_DN46129_c1_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=138.60 0.00

TRINITY_DN46217_c0_g1sp|Q9D2Z8|KIF12_MOUSEKif12 Kinesin-like protein KIF12 OS=Mus musculus GN=Kif12 PE=1 SV=138.60 0.00

TRINITY_DN46642_c0_g2sp|O43739|CYH3_HUMANCYTH3 Cytohesin-3 OS=Homo sapiens GN=CYTH3 PE=1 SV=238.60 0.00

TRINITY_DN46835_c0_g2sp|Q84SL2|C3H50_ORYSJOs07g0568300Zinc finger CCCH domain-containing protein 50 OS=Oryza sativa subsp. japonica GN=Os07g0568300 PE=2 SV=138.60 0.00

TRINITY_DN46856_c1_g1sp|Q3EAF9|P2C49_ARATHAt3g62260Probable protein phosphatase 2C 49 OS=Arabidopsis thaliana GN=At3g62260 PE=2 SV=138.60 0.00

TRINITY_DN47355_c1_g4sp|Q9S7R7|Y3903_ARATHAt3g09030BTB/POZ domain-containing protein At3g09030 OS=Arabidopsis thaliana GN=At3g09030 PE=2 SV=138.60 0.00

TRINITY_DN48018_c0_g3sp|Q9LZV4|STN8_ARATHSTN8 Serine/threonine-protein kinase STN8, chloroplastic OS=Arabidopsis thaliana GN=STN8 PE=2 SV=138.60 0.00

TRINITY_DN48249_c0_g1sp|Q54E35|GACEE_DICDIgacEE Rho GTPase-activating protein gacEE OS=Dictyostelium discoideum GN=gacEE PE=3 SV=238.60 0.00

TRINITY_DN48364_c1_g9sp|Q9LW77|HRD1A_ARATHHRD1A ERAD-associated E3 ubiquitin-protein ligase HRD1A OS=Arabidopsis thaliana GN=HRD1A PE=2 SV=138.60 0.00

TRINITY_DN48763_c0_g2sp|Q9SF29|SYP71_ARATHSYP71 Syntaxin-71 OS=Arabidopsis thaliana GN=SYP71 PE=1 SV=138.60 0.00

TRINITY_DN49223_c0_g3sp|Q8R149|BUD13_MOUSEBud13 BUD13 homolog OS=Mus musculus GN=Bud13 PE=1 SV=138.60 0.00

TRINITY_DN49647_c1_g12sp|Q9ZW82|PRNL2_ARATHPRN2 Pirin-like protein 2 OS=Arabidopsis thaliana GN=PRN2 PE=1 SV=338.60 0.00

TRINITY_DN50331_c0_g3sp|Q8R3P9|SLF1_MOUSESlf1 SMC5-SMC6 complex localization factor protein 1 OS=Mus musculus GN=Slf1 PE=1 SV=338.60 0.00

TRINITY_DN50351_c0_g2sp|Q54KI4|EPS15_DICDIeps15 Epidermal growth factor receptor substrate 15 homolog OS=Dictyostelium discoideum GN=eps15 PE=1 SV=138.60 0.00

TRINITY_DN50814_c0_g3sp|Q2NUD2|CDD_SODGMcdd Cytidine deaminase OS=Sodalis glossinidius (strain morsitans) GN=cdd PE=3 SV=138.60 0.00

TRINITY_DN50884_c1_g1sp|Q9SUJ1|SYP43_ARATHSYP43 Syntaxin-43 OS=Arabidopsis thaliana GN=SYP43 PE=2 SV=238.60 0.00

TRINITY_DN51065_c0_g3sp|Q8LPT9|GWD1_CITRER1 Alpha-glucan water dikinase, chloroplastic OS=Citrus reticulata GN=R1 PE=2 SV=138.60 0.00

TRINITY_DN51098_c1_g7sp|O15995|CCNE_HEMPUCYCE G1/S-specific cyclin-E OS=Hemicentrotus pulcherrimus GN=CYCE PE=2 SV=138.60 0.00

TRINITY_DN13989_c0_g2sp|Q17QB7|RAB30_BOVINRAB30 Ras-related protein Rab-30 OS=Bos taurus GN=RAB30 PE=2 SV=138.50 0.00

TRINITY_DN16196_c0_g1sp|P59910|DJB13_HUMANDNAJB13 DnaJ homolog subfamily B member 13 OS=Homo sapiens GN=DNAJB13 PE=1 SV=138.50 0.00

TRINITY_DN20722_c0_g1sp|Q552E9|PKGA_DICDIpkgA Probable serine/threonine-protein kinase pkgA OS=Dictyostelium discoideum GN=pkgA PE=3 SV=138.50 0.00

TRINITY_DN29726_c0_g1sp|P34138|PTP2_DICDIptpB Tyrosine-protein phosphatase 2 OS=Dictyostelium discoideum GN=ptpB PE=2 SV=138.50 0.00

TRINITY_DN30848_c0_g1sp|Q0VA16|WDR70_XENTRwdr70 WD repeat-containing protein 70 OS=Xenopus tropicalis GN=wdr70 PE=2 SV=138.50 0.00

TRINITY_DN31761_c0_g1sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=238.50 0.00

TRINITY_DN31889_c1_g3sp|A8WH18|NARFL_XENTRnarfl Cytosolic Fe-S cluster assembly factor narfl OS=Xenopus tropicalis GN=narfl PE=2 SV=138.50 0.00

TRINITY_DN32318_c0_g1sp|P47032|PRY1_YEASTPRY1 Protein PRY1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY1 PE=1 SV=138.50 0.00

TRINITY_DN33171_c0_g1sp|Q0VCC1|PQLC1_BOVINPQLC1 PQ-loop repeat-containing protein 1 OS=Bos taurus GN=PQLC1 PE=2 SV=138.50 0.00

TRINITY_DN33524_c0_g1sp|O95562|SFT2B_HUMANSFT2D2 Vesicle transport protein SFT2B OS=Homo sapiens GN=SFT2D2 PE=1 SV=138.50 0.00

TRINITY_DN34041_c0_g2sp|Q9CQ33|LZTR1_MOUSELztr1 Leucine-zipper-like transcriptional regulator 1 OS=Mus musculus GN=Lztr1 PE=1 SV=238.50 0.00

TRINITY_DN34256_c0_g1sp|O82318|Y2579_ARATHAt2g25790Probably inactive leucine-rich repeat receptor-like protein kinase At2g25790 OS=Arabidopsis thaliana GN=At2g25790 PE=2 SV=138.50 0.00

TRINITY_DN34780_c0_g3sp|Q5M875|DHB13_RATHsd17b1317-beta-hydroxysteroid dehydrogenase 13 OS=Rattus norvegicus GN=Hsd17b13 PE=1 SV=138.50 0.00

TRINITY_DN34957_c0_g3sp|O58231|GCK_PYRHOgck Glycerate 2-kinase OS=Pyrococcus horikoshii (strain ATCC 700860 / DSM 12428 / JCM 9974 / NBRC 100139 / OT-3) GN=gck PE=1 SV=138.50 0.00

TRINITY_DN35548_c0_g4sp|D0PV95|DDX3_CAEELlaf-1 ATP-dependent RNA helicase laf-1 OS=Caenorhabditis elegans GN=laf-1 PE=1 SV=138.50 0.00

TRINITY_DN36846_c0_g6sp|P21709|EPHA1_HUMANEPHA1 Ephrin type-A receptor 1 OS=Homo sapiens GN=EPHA1 PE=1 SV=438.50 0.00

TRINITY_DN36857_c0_g3sp|P10908|UGPQ_ECOLIugpQ Glycerophosphoryl diester phosphodiesterase OS=Escherichia coli (strain K12) GN=ugpQ PE=1 SV=138.50 0.00

TRINITY_DN36863_c0_g2sp|Q91W90|TXND5_MOUSETxndc5 Thioredoxin domain-containing protein 5 OS=Mus musculus GN=Txndc5 PE=1 SV=238.50 0.00



TRINITY_DN36948_c0_g1sp|Q50568|FDHC_METTFfdhC Probable formate transporter OS=Methanothermobacter thermautotrophicus GN=fdhC PE=3 SV=138.50 0.00

TRINITY_DN36991_c0_g6sp|Q9FG38|SNX1_ARATHSNX1 Sorting nexin 1 OS=Arabidopsis thaliana GN=SNX1 PE=1 SV=138.50 0.00

TRINITY_DN37306_c0_g8sp|Q70GH4|SED3_ASPFUsed3 Tripeptidyl-peptidase sed3 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=sed3 PE=1 SV=138.50 0.00

TRINITY_DN37467_c2_g5sp|Q3S4A7|AHK5_ARATHAHK5 Histidine kinase 5 OS=Arabidopsis thaliana GN=AHK5 PE=1 SV=138.50 0.00

TRINITY_DN38161_c0_g10sp|Q86H36|RPA1_DICDIpolr1a DNA-directed RNA polymerase I subunit rpa1 OS=Dictyostelium discoideum GN=polr1a PE=3 SV=138.50 0.00

TRINITY_DN38433_c0_g8sp|Q19683|YZR5_CAEELF21D5.5 Uncharacterized protein F21D5.5 OS=Caenorhabditis elegans GN=F21D5.5 PE=2 SV=238.50 0.00

TRINITY_DN38512_c0_g4sp|Q54YT4|MECR_DICDImecr Trans-2-enoyl-CoA reductase, mitochondrial OS=Dictyostelium discoideum GN=mecr PE=3 SV=138.50 0.00

TRINITY_DN38565_c0_g3sp|A5DW14|PABP_LODELPAB1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Lodderomyces elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) GN=PAB1 PE=3 SV=138.50 0.00

TRINITY_DN38629_c0_g1sp|Q4G0X4|KCD21_HUMANKCTD21 BTB/POZ domain-containing protein KCTD21 OS=Homo sapiens GN=KCTD21 PE=1 SV=138.50 0.00

TRINITY_DN38802_c0_g7sp|Q810A7|DDX42_MOUSEDdx42 ATP-dependent RNA helicase DDX42 OS=Mus musculus GN=Ddx42 PE=1 SV=338.50 0.00

TRINITY_DN38996_c0_g2sp|Q5HZN8|SIR5A_XENLAsirt5-a NAD-dependent protein deacylase sirtuin-5A, mitochondrial OS=Xenopus laevis GN=sirt5-a PE=2 SV=138.50 0.00

TRINITY_DN39323_c0_g4sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=238.50 0.00

TRINITY_DN39804_c0_g4sp|P25776|ORYA_ORYSJOs04g0650000Oryzain alpha chain OS=Oryza sativa subsp. japonica GN=Os04g0650000 PE=1 SV=238.50 0.00

TRINITY_DN39880_c0_g1sp|Q557J6|DBNL_DICDIabpE-1 Drebrin-like protein OS=Dictyostelium discoideum GN=abpE-1 PE=2 SV=138.50 0.00

TRINITY_DN39968_c0_g1sp|Q59YL9|ESF2_CANALESF2 Pre-rRNA-processing protein ESF2 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=ESF2 PE=3 SV=238.50 0.00

TRINITY_DN40534_c0_g5sp|Q9FFN7|DGK2_ARATHDGK2 Diacylglycerol kinase 2 OS=Arabidopsis thaliana GN=DGK2 PE=1 SV=138.50 0.00

TRINITY_DN41204_c2_g3sp|Q3SZY9|MED6_BOVINMED6 Mediator of RNA polymerase II transcription subunit 6 OS=Bos taurus GN=MED6 PE=2 SV=138.50 0.00

TRINITY_DN41368_c0_g4sp|Q54LL8|LDAH_DICDIDDB_G0286581Lipid droplet-associated hydrolase OS=Dictyostelium discoideum GN=DDB_G0286581 PE=3 SV=138.50 0.00

TRINITY_DN41680_c1_g3sp|Q567X1|C25L1_DANREch25hl1.1Cholesterol 25-hydroxylase-like protein 1, member 1 OS=Danio rerio GN=ch25hl1.1 PE=2 SV=238.50 0.00

TRINITY_DN41723_c0_g2sp|Q1LVE8|SF3B3_DANREsf3b3 Splicing factor 3B subunit 3 OS=Danio rerio GN=sf3b3 PE=2 SV=138.50 0.00

TRINITY_DN41897_c0_g7sp|Q9M304|LCB2B_ARATHLCB2b Long chain base biosynthesis protein 2b OS=Arabidopsis thaliana GN=LCB2b PE=1 SV=138.50 0.00

TRINITY_DN41982_c1_g4sp|Q7XI40|KCY3_ORYSJURA6 UMP-CMP kinase 3 OS=Oryza sativa subsp. japonica GN=URA6 PE=2 SV=138.50 0.00

TRINITY_DN42417_c0_g1sp|Q3SWY5|NOSIP_BOVINNOSIP Nitric oxide synthase-interacting protein OS=Bos taurus GN=NOSIP PE=2 SV=138.50 0.00

TRINITY_DN42640_c0_g4sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=338.50 0.00

TRINITY_DN42662_c0_g3sp|Q8CHN6|SGPL1_RATSgpl1 Sphingosine-1-phosphate lyase 1 OS=Rattus norvegicus GN=Sgpl1 PE=2 SV=138.50 0.00

TRINITY_DN43493_c0_g1sp|Q8L7F7|NUP62_ARATHNUP62 Nuclear pore complex protein NUP62 OS=Arabidopsis thaliana GN=NUP62 PE=1 SV=138.50 0.00

TRINITY_DN43598_c0_g2sp|Q7PQV7|ADT2_ANOGAAGAP002358ADP,ATP carrier protein 2 OS=Anopheles gambiae GN=AGAP002358 PE=3 SV=238.50 0.00

TRINITY_DN43898_c0_g5sp|Q96AY4|TTC28_HUMANTTC28 Tetratricopeptide repeat protein 28 OS=Homo sapiens GN=TTC28 PE=1 SV=438.50 0.00

TRINITY_DN44189_c0_g1sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=138.50 0.00

TRINITY_DN44543_c0_g1sp|P33112|SPAR_BACIUspaR Transcriptional regulatory protein SpaR OS=Bacillus subtilis GN=spaR PE=3 SV=138.50 0.00

TRINITY_DN45085_c0_g3sp|Q9BZE2|PUS3_HUMANPUS3 tRNA pseudouridine(38/39) synthase OS=Homo sapiens GN=PUS3 PE=1 SV=338.50 0.00

TRINITY_DN45089_c0_g5sp|Q9XZV4|GNAQ_GEOCY- Guanine nucleotide-binding protein G(q) subunit alpha OS=Geodia cydonium PE=2 SV=138.50 0.00

TRINITY_DN45217_c0_g5sp|O61443|MK14B_DROMEp38b Mitogen-activated protein kinase 14B OS=Drosophila melanogaster GN=p38b PE=1 SV=138.50 0.00

TRINITY_DN45319_c0_g4sp|Q63184|E2AK2_RATEif2ak2 Interferon-induced, double-stranded RNA-activated protein kinase OS=Rattus norvegicus GN=Eif2ak2 PE=1 SV=138.50 0.00

TRINITY_DN46722_c0_g2sp|Q5UQG7|YR818_MIMIVMIMI_R818Putative serine/threonine-protein kinase/receptor R818 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R818 PE=3 SV=138.50 0.00

TRINITY_DN47348_c0_g1sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=338.50 0.00

TRINITY_DN47471_c0_g2sp|Q6TC41|SRY_MONSCSRY Sex-determining region Y protein OS=Monachus schauinslandi GN=SRY PE=3 SV=138.50 0.00

TRINITY_DN47504_c1_g5sp|Q6Q477|AT2B4_MOUSEAtp2b4 Plasma membrane calcium-transporting ATPase 4 OS=Mus musculus GN=Atp2b4 PE=1 SV=138.50 0.00

TRINITY_DN48039_c0_g5sp|Q9ERY9|ERG28_MOUSEORF11 Probable ergosterol biosynthetic protein 28 OS=Mus musculus GN=ORF11 PE=2 SV=138.50 0.00

TRINITY_DN48364_c1_g8sp|Q827H4|MSOX_STRAWsoxA Monomeric sarcosine oxidase OS=Streptomyces avermitilis (strain ATCC 31267 / DSM 46492 / JCM 5070 / NBRC 14893 / NCIMB 12804 / NRRL 8165 / MA-4680) GN=soxA PE=3 SV=138.50 0.00

TRINITY_DN48626_c0_g1sp|Q7Y0B9|SAPK8_ORYSJSAPK8 Serine/threonine-protein kinase SAPK8 OS=Oryza sativa subsp. japonica GN=SAPK8 PE=2 SV=138.50 0.00

TRINITY_DN48948_c1_g10sp|Q9CQS5|RIOK2_MOUSERiok2 Serine/threonine-protein kinase RIO2 OS=Mus musculus GN=Riok2 PE=1 SV=138.50 0.00

TRINITY_DN50119_c0_g1sp|A8ICS9|CFA46_CHLRECFAP46 Cilia- and flagella-associated protein 46 OS=Chlamydomonas reinhardtii GN=CFAP46 PE=1 SV=138.50 0.00

TRINITY_DN51272_c1_g4sp|Q95PI2|DHKC_DICDIdhkC Hybrid signal transduction histidine kinase C OS=Dictyostelium discoideum GN=dhkC PE=1 SV=138.50 0.00

TRINITY_DN51441_c0_g1sp|Q949S9|SPF27_ARATHMOS4 Pre-mRNA-splicing factor SPF27 homolog OS=Arabidopsis thaliana GN=MOS4 PE=1 SV=138.50 0.00

TRINITY_DN51844_c0_g3sp|Q9LZX8|BIG2_ARATHBIG2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Arabidopsis thaliana GN=BIG2 PE=2 SV=138.50 0.00

TRINITY_DN52531_c0_g2sp|Q6CX91|SET5_KLULASET5 Potential protein lysine methyltransferase SET5 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=SET5 PE=3 SV=138.50 0.00

TRINITY_DN10030_c0_g1sp|Q8LEM7|CNBL3_ARATHCBL3 Calcineurin B-like protein 3 OS=Arabidopsis thaliana GN=CBL3 PE=1 SV=238.40 0.00

TRINITY_DN1526_c0_g1sp|Q3M8A7|SASA_ANAVTsasA Adaptive-response sensory-kinase SasA OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=sasA PE=3 SV=138.40 0.00

TRINITY_DN19614_c0_g1sp|Q8MLZ3|PDE5_DICDIpdeD cGMP-dependent 3',5'-cGMP phosphodiesterase A OS=Dictyostelium discoideum GN=pdeD PE=1 SV=138.40 0.00

TRINITY_DN23785_c0_g1sp|Q5FWY4|MCM6M_XENLAmmcm6 Maternal DNA replication licensing factor mcm6 OS=Xenopus laevis GN=mmcm6 PE=1 SV=138.40 0.00

TRINITY_DN27745_c0_g1sp|Q5RC53|GLRX2_PONABGLRX2 Glutaredoxin-2, mitochondrial OS=Pongo abelii GN=GLRX2 PE=2 SV=138.40 0.00

TRINITY_DN31549_c0_g1sp|Q54YF2|AMPKA_DICDIsnfA 5'-AMP-activated serine/threonine-protein kinase catalytic subunit alpha OS=Dictyostelium discoideum GN=snfA PE=2 SV=138.40 0.00

TRINITY_DN32988_c0_g1sp|Q9D081|ALG14_MOUSEAlg14 UDP-N-acetylglucosamine transferase subunit ALG14 homolog OS=Mus musculus GN=Alg14 PE=1 SV=138.40 0.00

TRINITY_DN34165_c0_g6sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=138.40 0.00

TRINITY_DN35079_c0_g2sp|Q9JIM3|ER6L2_MOUSEErcc6l2 DNA excision repair protein ERCC-6-like 2 OS=Mus musculus GN=Ercc6l2 PE=1 SV=338.40 0.00



TRINITY_DN35448_c0_g2sp|Q84LM2|VPE1_ORYSJVPE1 Vacuolar-processing enzyme beta-isozyme 1 OS=Oryza sativa subsp. japonica GN=VPE1 PE=1 SV=138.40 0.00

TRINITY_DN36448_c0_g1sp|P54921|SNAA_RATNapa Alpha-soluble NSF attachment protein OS=Rattus norvegicus GN=Napa PE=1 SV=238.40 0.00

TRINITY_DN36823_c0_g1sp|Q2M389|WASH7_HUMANKIAA1033WASH complex subunit SWIP OS=Homo sapiens GN=KIAA1033 PE=1 SV=238.40 0.00

TRINITY_DN36846_c0_g15sp|P14234|FGR_MOUSEFgr Tyrosine-protein kinase Fgr OS=Mus musculus GN=Fgr PE=1 SV=238.40 0.00

TRINITY_DN37359_c0_g5sp|Q9ZRF1|MTDH_FRAANCAD Probable mannitol dehydrogenase OS=Fragaria ananassa GN=CAD PE=2 SV=138.40 0.00

TRINITY_DN37797_c2_g5sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=138.40 0.00

TRINITY_DN38239_c0_g8sp|P34138|PTP2_DICDIptpB Tyrosine-protein phosphatase 2 OS=Dictyostelium discoideum GN=ptpB PE=2 SV=138.40 0.00

TRINITY_DN38424_c1_g4sp|O15182|CETN3_HUMANCETN3 Centrin-3 OS=Homo sapiens GN=CETN3 PE=1 SV=238.40 0.00

TRINITY_DN38430_c1_g3sp|Q6CGL4|APTH1_YARLIYALI0A18337gAcyl-protein thioesterase 1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=YALI0A18337g PE=3 SV=138.40 0.00

TRINITY_DN38435_c0_g1sp|Q8BUV8|GP107_MOUSEGpr107 Protein GPR107 OS=Mus musculus GN=Gpr107 PE=1 SV=238.40 0.00

TRINITY_DN38856_c0_g2sp|Q0QLE6|MII_EUBBAmii 3-methylitaconate isomerase OS=Eubacterium barkeri GN=mii PE=1 SV=138.40 0.00

TRINITY_DN38930_c0_g2sp|O80358|FPG_ARATHFPG1 Formamidopyrimidine-DNA glycosylase OS=Arabidopsis thaliana GN=FPG1 PE=1 SV=138.40 0.00

TRINITY_DN39649_c0_g1sp|Q54MY9|MKCA_DICDImkcA Probable serine/threonine-protein kinase mkcA OS=Dictyostelium discoideum GN=mkcA PE=2 SV=138.40 0.00

TRINITY_DN39965_c0_g3sp|Q0U6L1|LAP1_PHANOLAP1 Leucine aminopeptidase 1 OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=LAP1 PE=3 SV=138.40 0.00

TRINITY_DN40101_c0_g5sp|Q7X6Y7|MMD1_ARATHMMD1 PHD finger protein MALE MEIOCYTE DEATH 1 OS=Arabidopsis thaliana GN=MMD1 PE=2 SV=138.40 0.00

TRINITY_DN42174_c0_g1sp|Q8LPS1|LACS6_ARATHLACS6 Long chain acyl-CoA synthetase 6, peroxisomal OS=Arabidopsis thaliana GN=LACS6 PE=1 SV=138.40 0.00

TRINITY_DN42470_c0_g1sp|P0A2D2|UCPA_SALTIucpA Oxidoreductase UcpA OS=Salmonella typhi GN=ucpA PE=3 SV=138.40 0.00

TRINITY_DN43175_c1_g4sp|Q66GI4|PRRP1_ARATHPRORP1 Proteinaceous RNase P 1, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=PRORP1 PE=1 SV=138.40 0.00

TRINITY_DN43243_c0_g10sp|Q9SJU9|GC1_ARATHGC1 Epimerase family protein SDR39U1 homolog, chloroplastic OS=Arabidopsis thaliana GN=GC1 PE=2 SV=238.40 0.00

TRINITY_DN43259_c1_g1sp|Q757T0|HUL4_ASHGOHUL4 Probable E3 ubiquitin-protein ligase HUL4 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=HUL4 PE=3 SV=138.40 0.00

TRINITY_DN43316_c0_g2sp|P0CO79|GEM1_CRYNBGEM1 Mitochondrial Rho GTPase 1 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=GEM1 PE=3 SV=138.40 0.00

TRINITY_DN43465_c0_g6sp|P44808|Y658_HAEINHI_0658 Uncharacterized ABC transporter ATP-binding protein HI_0658 OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=HI_0658 PE=1 SV=138.40 0.00

TRINITY_DN43945_c0_g3sp|P57792|ALA12_ARATHALA12 Probable phospholipid-transporting ATPase 12 OS=Arabidopsis thaliana GN=ALA12 PE=2 SV=138.40 0.00

TRINITY_DN44010_c0_g5sp|O60508|PRP17_HUMANCDC40 Pre-mRNA-processing factor 17 OS=Homo sapiens GN=CDC40 PE=1 SV=138.40 0.00

TRINITY_DN44113_c0_g4sp|P18907|AT1A1_HORSEATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Equus caballus GN=ATP1A1 PE=3 SV=138.40 0.00

TRINITY_DN44273_c0_g1sp|B8AJ09|BASS4_ORYSIBASS4 Probable sodium/metabolite cotransporter BASS4, chloroplastic OS=Oryza sativa subsp. indica GN=BASS4 PE=3 SV=138.40 0.00

TRINITY_DN44564_c0_g3sp|Q9FLG2|MRS22_ARATHMRS2-2 Magnesium transporter MRS2-2 OS=Arabidopsis thaliana GN=MRS2-2 PE=2 SV=138.40 0.00

TRINITY_DN45921_c0_g5sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=338.40 0.00

TRINITY_DN46155_c1_g4sp|Q6IA69|NADE_HUMANNADSYN1 Glutamine-dependent NAD(+) synthetase OS=Homo sapiens GN=NADSYN1 PE=1 SV=338.40 0.00

TRINITY_DN46536_c1_g4sp|Q9P2H3|IFT80_HUMANIFT80 Intraflagellar transport protein 80 homolog OS=Homo sapiens GN=IFT80 PE=1 SV=338.40 0.00

TRINITY_DN46858_c0_g2sp|Q9HDY4|YK16_SCHPOSPAPB1A10.06cPutative ATP-dependent RNA helicase PB1A10.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAPB1A10.06c PE=3 SV=138.40 0.00

TRINITY_DN46990_c0_g1sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=338.40 0.00

TRINITY_DN47318_c0_g1sp|Q08CG8|RNF44_DANRErnf44 RING finger protein 44 OS=Danio rerio GN=rnf44 PE=2 SV=138.40 0.00

TRINITY_DN47446_c0_g3sp|Q9ZU50|BAT1_ARATHBAT1 Amino-acid permease BAT1 OS=Arabidopsis thaliana GN=BAT1 PE=2 SV=238.40 0.00

TRINITY_DN47582_c1_g1sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=138.40 0.00

TRINITY_DN47990_c1_g3sp|Q9FF81|VPS36_ARATHVPS36 Vacuolar protein sorting-associated protein 36 OS=Arabidopsis thaliana GN=VPS36 PE=1 SV=138.40 0.00

TRINITY_DN48324_c1_g8sp|B5BT18|BTAF1_ARATHBTAF1 TATA-binding protein-associated factor BTAF1 OS=Arabidopsis thaliana GN=BTAF1 PE=1 SV=138.40 0.00

TRINITY_DN48419_c0_g1sp|Q26626|KIFA3_STRPUKAP115 Kinesin-associated protein 3 OS=Strongylocentrotus purpuratus GN=KAP115 PE=1 SV=138.40 0.00

TRINITY_DN48901_c0_g3sp|Q9USQ7|DPH6_SCHPOmug71 Diphthine--ammonia ligase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mug71 PE=1 SV=138.40 0.00

TRINITY_DN49005_c1_g1sp|Q43644|NDUS1_SOLTU- NADH dehydrogenase [ubiquinone] iron-sulfur protein 1, mitochondrial OS=Solanum tuberosum PE=2 SV=138.40 0.00

TRINITY_DN51544_c1_g2sp|Q5SLM3|CBP1_THET8TTHA0270Thermostable carboxypeptidase 1 OS=Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579) GN=TTHA0270 PE=1 SV=138.40 0.00

TRINITY_DN51947_c0_g3sp|Q9SQT8|DHQSD_ARATHEMB3004 Bifunctional 3-dehydroquinate dehydratase/shikimate dehydrogenase, chloroplastic OS=Arabidopsis thaliana GN=EMB3004 PE=1 SV=138.40 0.00

TRINITY_DN52207_c2_g1sp|Q9SYM0|VTE6_ARATHVTE6 Protein VTE6, chloroplastic OS=Arabidopsis thaliana GN=VTE6 PE=1 SV=138.40 0.00

TRINITY_DN52452_c0_g3sp|Q0IZQ3|PHT45_ORYSJPHT4;5 Probable anion transporter 5, chloroplastic OS=Oryza sativa subsp. japonica GN=PHT4;5 PE=2 SV=238.40 0.00

TRINITY_DN10825_c0_g1sp|Q55E44|DHKE_DICDIdhkE Hybrid signal transduction histidine kinase E OS=Dictyostelium discoideum GN=dhkE PE=3 SV=138.30 0.00

TRINITY_DN15069_c0_g2sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=138.30 0.00

TRINITY_DN21843_c0_g1sp|D9HP27|CNR11_MAIZECNR11 Cell number regulator 11 OS=Zea mays GN=CNR11 PE=2 SV=138.30 0.00

TRINITY_DN28301_c0_g1sp|Q5BIP9|DUS18_BOVINDUSP18 Dual specificity protein phosphatase 18 OS=Bos taurus GN=DUSP18 PE=2 SV=138.30 0.00

TRINITY_DN30383_c0_g1sp|Q7T0T2|LTR3B_XENLAlamtor3-bRagulator complex protein LAMTOR3-B OS=Xenopus laevis GN=lamtor3-b PE=2 SV=138.30 0.00

TRINITY_DN33738_c0_g1sp|P44718|Y454_HAEINHI_0454 Uncharacterized metal-dependent hydrolase HI_0454 OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=HI_0454 PE=3 SV=138.30 0.00

TRINITY_DN34407_c0_g1sp|Q7XA87|FOLT1_ARATHFOLT1 Folate transporter 1, chloroplastic OS=Arabidopsis thaliana GN=FOLT1 PE=2 SV=138.30 0.00

TRINITY_DN34733_c0_g3sp|Q54VC1|ABCCF_DICDIabcC15 ABC transporter C family member 15 OS=Dictyostelium discoideum GN=abcC15 PE=3 SV=138.30 0.00

TRINITY_DN34914_c0_g3sp|Q0DA50|C3H45_ORYSJOs06g0677700Zinc finger CCCH domain-containing protein 45 OS=Oryza sativa subsp. japonica GN=Os06g0677700 PE=3 SV=138.30 0.00

TRINITY_DN35354_c0_g1sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=138.30 0.00

TRINITY_DN35506_c0_g1sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=138.30 0.00

TRINITY_DN35535_c1_g1sp|Q18246|RAP1_CAEELrap-1 Ras-related protein Rap-1 OS=Caenorhabditis elegans GN=rap-1 PE=3 SV=138.30 0.00



TRINITY_DN35677_c0_g1sp|Q4R684|AMZ2_MACFAAMZ2 Archaemetzincin-2 OS=Macaca fascicularis GN=AMZ2 PE=2 SV=238.30 0.00

TRINITY_DN36079_c0_g2sp|Q8TC12|RDH11_HUMANRDH11 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=238.30 0.00

TRINITY_DN36258_c0_g2sp|P26675|SOS_DROMESos Protein son of sevenless OS=Drosophila melanogaster GN=Sos PE=1 SV=238.30 0.00

TRINITY_DN36445_c0_g4sp|E0X9C7|TODS_PSEPTtodS Sensor histidine kinase TodS OS=Pseudomonas putida (strain DOT-T1E) GN=todS PE=1 SV=138.30 0.00

TRINITY_DN36835_c1_g2sp|E1BFR5|GWL_BOVINMASTL Serine/threonine-protein kinase greatwall OS=Bos taurus GN=MASTL PE=3 SV=138.30 0.00

TRINITY_DN37010_c0_g1sp|A1A4Q2|PRXD1_BOVINPRORSD1 Prolyl-tRNA synthetase associated domain-containing protein 1 OS=Bos taurus GN=PRORSD1 PE=2 SV=138.30 0.00

TRINITY_DN37057_c0_g5sp|Q5RJT2|SPB1_RATFtsj3 pre-rRNA processing protein FTSJ3 OS=Rattus norvegicus GN=Ftsj3 PE=1 SV=138.30 0.00

TRINITY_DN38351_c0_g9sp|P32456|GBP2_HUMANGBP2 Guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=1 SV=338.30 0.00

TRINITY_DN38573_c0_g1sp|Q8L7B2|SCP20_ARATHSCPL20 Serine carboxypeptidase-like 20 OS=Arabidopsis thaliana GN=SCPL20 PE=2 SV=238.30 0.00

TRINITY_DN38656_c0_g3sp|P38861|NMD3_YEASTNMD3 60S ribosomal export protein NMD3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NMD3 PE=1 SV=338.30 0.00

TRINITY_DN38691_c0_g3sp|Q8BQS5|ADR2_MOUSEAdipor2 Adiponectin receptor protein 2 OS=Mus musculus GN=Adipor2 PE=1 SV=238.30 0.00

TRINITY_DN39153_c0_g1sp|A0LEA5|DAPAT_SYNFMdapL LL-diaminopimelate aminotransferase OS=Syntrophobacter fumaroxidans (strain DSM 10017 / MPOB) GN=dapL PE=1 SV=138.30 0.00

TRINITY_DN39231_c1_g1sp|O07614|YHFO_BACSUyhfO Uncharacterized N-acetyltransferase YhfO OS=Bacillus subtilis (strain 168) GN=yhfO PE=3 SV=138.30 0.00

TRINITY_DN39291_c0_g4sp|Q9LD45|BI1_ARATHBI-1 Bax inhibitor 1 OS=Arabidopsis thaliana GN=BI-1 PE=1 SV=138.30 0.00

TRINITY_DN39740_c0_g1sp|O48781|SPX2_ARATHSPX2 SPX domain-containing protein 2 OS=Arabidopsis thaliana GN=SPX2 PE=2 SV=138.30 0.00

TRINITY_DN40268_c0_g5sp|Q9CAN8|MBOA2_ARATHLPLAT2 Lysophospholipid acyltransferase 2 OS=Arabidopsis thaliana GN=LPLAT2 PE=1 SV=138.30 0.00

TRINITY_DN41111_c0_g2sp|Q9JLV6|PNKP_MOUSEPnkp Bifunctional polynucleotide phosphatase/kinase OS=Mus musculus GN=Pnkp PE=1 SV=238.30 0.00

TRINITY_DN41999_c0_g2sp|Q54FG5|GACJJ_DICDIgacJJ Rho GTPase-activating protein gacJJ OS=Dictyostelium discoideum GN=gacJJ PE=3 SV=138.30 0.00

TRINITY_DN42128_c0_g1sp|Q86HE5|CF451_DICDIcf45-1 Counting factor 45-1 OS=Dictyostelium discoideum GN=cf45-1 PE=1 SV=138.30 0.00

TRINITY_DN42265_c0_g3sp|Q55G83|ABKC_DICDIabkC Probable serine/threonine-protein kinase abkC OS=Dictyostelium discoideum GN=abkC PE=3 SV=138.30 0.00

TRINITY_DN42402_c1_g4sp|Q9WTK2|CDYL_MOUSECdyl Chromodomain Y-like protein OS=Mus musculus GN=Cdyl PE=1 SV=138.30 0.00

TRINITY_DN42652_c0_g1sp|Q54WU6|SESN_DICDIDDB_G0279427Sestrin homolog OS=Dictyostelium discoideum GN=DDB_G0279427 PE=3 SV=138.30 0.00

TRINITY_DN42854_c0_g5sp|Q9Y5Q9|TF3C3_HUMANGTF3C3 General transcription factor 3C polypeptide 3 OS=Homo sapiens GN=GTF3C3 PE=1 SV=138.30 0.00

TRINITY_DN42904_c0_g1sp|Q54VW1|SCPL2_DICDIDDB_G0280105Serine carboxypeptidase S10 family member 2 OS=Dictyostelium discoideum GN=DDB_G0280105 PE=3 SV=138.30 0.00

TRINITY_DN43350_c0_g3sp|Q96RR4|KKCC2_HUMANCAMKK2 Calcium/calmodulin-dependent protein kinase kinase 2 OS=Homo sapiens GN=CAMKK2 PE=1 SV=238.30 0.00

TRINITY_DN43588_c1_g4sp|Q56312|CHEY_THEMAcheY Chemotaxis protein CheY OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=cheY PE=1 SV=138.30 0.00

TRINITY_DN43821_c0_g3sp|Q500Z2|ZDH20_ARATHPAT15 Probable protein S-acyltransferase 15 OS=Arabidopsis thaliana GN=PAT15 PE=2 SV=138.30 0.00

TRINITY_DN44322_c1_g2sp|Q9SA98|ALKBH_ARATHAt1g11780Alpha-ketoglutarate-dependent dioxygenase alkB OS=Arabidopsis thaliana GN=At1g11780 PE=2 SV=238.30 0.00

TRINITY_DN44694_c0_g8sp|Q8NDL9|CBPC5_HUMANAGBL5 Cytosolic carboxypeptidase-like protein 5 OS=Homo sapiens GN=AGBL5 PE=2 SV=138.30 0.00

TRINITY_DN45039_c1_g3sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=138.30 0.00

TRINITY_DN45190_c0_g2sp|F4IL57|KN14I_ARATHKIN14I Kinesin-like protein KIN-14I OS=Arabidopsis thaliana GN=KIN14I PE=2 SV=138.30 0.00

TRINITY_DN45572_c0_g1sp|Q54GX5|PEX1_DICDIpex1 Peroxisome biogenesis factor 1 OS=Dictyostelium discoideum GN=pex1 PE=3 SV=138.30 0.00

TRINITY_DN45600_c0_g4sp|O94609|UBA1_SCHPOptr3 Ubiquitin-activating enzyme E1 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ptr3 PE=1 SV=138.30 0.00

TRINITY_DN45630_c0_g4sp|Q3UM18|LSG1_MOUSELsg1 Large subunit GTPase 1 homolog OS=Mus musculus GN=Lsg1 PE=1 SV=238.30 0.00

TRINITY_DN45678_c0_g2sp|O04425|FCA_ARATHFCA Flowering time control protein FCA OS=Arabidopsis thaliana GN=FCA PE=1 SV=238.30 0.00

TRINITY_DN45890_c0_g1sp|Q9W1K0|TM14_DROMECG5532 Transmembrane protein 14 homolog OS=Drosophila melanogaster GN=CG5532 PE=3 SV=138.30 0.00

TRINITY_DN46138_c0_g1sp|Q6DHC3|S2540_DANREslc25a40Solute carrier family 25 member 40 OS=Danio rerio GN=slc25a40 PE=2 SV=138.30 0.00

TRINITY_DN46142_c1_g2sp|Q4N4N8|TXND_THEPATP02_0602Thioredoxin domain-containing protein OS=Theileria parva GN=TP02_0602 PE=1 SV=138.30 0.00

TRINITY_DN46238_c2_g4sp|P0DM40|FR1L5_MOUSEFer1l5 Fer-1-like protein 5 OS=Mus musculus GN=Fer1l5 PE=1 SV=138.30 0.00

TRINITY_DN46367_c0_g2sp|O55055|TRDMT_MOUSETrdmt1 tRNA (cytosine(38)-C(5))-methyltransferase OS=Mus musculus GN=Trdmt1 PE=1 SV=238.30 0.00

TRINITY_DN46640_c0_g1sp|Q5CC93|UCRIA_CYAPApetC-1 Cytochrome b6-f complex iron-sulfur subunit 1, cyanelle OS=Cyanophora paradoxa GN=petC-1 PE=2 SV=138.30 0.00

TRINITY_DN47223_c0_g2sp|Q6A9J3|PGK_PROACpgk Phosphoglycerate kinase OS=Propionibacterium acnes (strain KPA171202 / DSM 16379) GN=pgk PE=3 SV=138.30 0.00

TRINITY_DN47407_c1_g1sp|Q9SJK3|AGO5_ARATHAGO5 Protein argonaute 5 OS=Arabidopsis thaliana GN=AGO5 PE=1 SV=238.30 0.00

TRINITY_DN47601_c0_g4sp|P12955|PEPD_HUMANPEPD Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=338.30 0.00

TRINITY_DN47823_c1_g2sp|Q16NS8|ANM7_AEDAEArt7 Protein arginine N-methyltransferase 7 OS=Aedes aegypti GN=Art7 PE=3 SV=138.30 0.00

TRINITY_DN47855_c0_g1sp|Q8T7K0|ALIX_DICDIalxA ALG-2 interacting protein X OS=Dictyostelium discoideum GN=alxA PE=1 SV=138.30 0.00

TRINITY_DN48001_c0_g4sp|Q8BV79|TRNK1_MOUSETrank1 TPR and ankyrin repeat-containing protein 1 OS=Mus musculus GN=Trank1 PE=2 SV=338.30 0.00

TRINITY_DN49791_c1_g3sp|O80492|P2C05_ARATHAt1g09160Probable protein phosphatase 2C 5 OS=Arabidopsis thaliana GN=At1g09160 PE=2 SV=138.30 0.00

TRINITY_DN49976_c1_g1sp|Q6P4Z6|LCMT1_RATLcmt1 Leucine carboxyl methyltransferase 1 OS=Rattus norvegicus GN=Lcmt1 PE=2 SV=138.30 0.00

TRINITY_DN50756_c0_g2sp|P18907|AT1A1_HORSEATP1A1 Sodium/potassium-transporting ATPase subunit alpha-1 OS=Equus caballus GN=ATP1A1 PE=3 SV=138.30 0.00

TRINITY_DN50768_c1_g2sp|Q8LL04|CPL3_ARATHCPL3 RNA polymerase II C-terminal domain phosphatase-like 3 OS=Arabidopsis thaliana GN=CPL3 PE=1 SV=238.30 0.00

TRINITY_DN50780_c0_g2sp|Q99615|DNJC7_HUMANDNAJC7 DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=238.30 0.00

TRINITY_DN50904_c0_g1sp|Q88RB9|DAVT_PSEPKdavT 5-aminovalerate aminotransferase DavT OS=Pseudomonas putida (strain ATCC 47054 / DSM 6125 / NCIMB 11950 / KT2440) GN=davT PE=1 SV=138.30 0.00

TRINITY_DN51282_c0_g2sp|Q501V0|KPSH1_DANREpskh1 Serine/threonine-protein kinase H1 homolog OS=Danio rerio GN=pskh1 PE=2 SV=238.30 0.00

TRINITY_DN51364_c0_g1sp|Q3E9C0|CDPKY_ARATHCPK34 Calcium-dependent protein kinase 34 OS=Arabidopsis thaliana GN=CPK34 PE=2 SV=138.30 0.00

TRINITY_DN51562_c1_g1sp|Q7XAP4|RSH2_ORYSJRSH2 Probable GTP diphosphokinase RSH2, chloroplastic OS=Oryza sativa subsp. japonica GN=RSH2 PE=2 SV=138.30 0.00



TRINITY_DN52080_c1_g1sp|Q99383|HRP1_YEASTHRP1 Nuclear polyadenylated RNA-binding protein 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HRP1 PE=1 SV=138.30 0.00

TRINITY_DN52105_c1_g7sp|Q0WWT7|STR11_ARATHSTR11 Rhodanese-like domain-containing protein 11, chloroplastic OS=Arabidopsis thaliana GN=STR11 PE=2 SV=138.30 0.00

TRINITY_DN52371_c1_g2sp|Q8I7P9|POL5_DROMEpol Retrovirus-related Pol polyprotein from transposon opus OS=Drosophila melanogaster GN=pol PE=3 SV=138.30 0.00

TRINITY_DN53799_c0_g1sp|Q3T077|TPPP2_BOVINTPPP2 Tubulin polymerization-promoting protein family member 2 OS=Bos taurus GN=TPPP2 PE=2 SV=138.30 0.00

TRINITY_DN820_c0_g1sp|A2QCH3|MKAR_ASPNCAn02g03570Very-long-chain 3-oxoacyl-CoA reductase OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=An02g03570 PE=3 SV=138.30 0.00

TRINITY_DN14917_c0_g1sp|Q7Z6Z7|HUWE1_HUMANHUWE1 E3 ubiquitin-protein ligase HUWE1 OS=Homo sapiens GN=HUWE1 PE=1 SV=338.20 0.00

TRINITY_DN16877_c0_g1sp|P36409|RAB2A_DICDIrab2A Ras-related protein Rab-2A OS=Dictyostelium discoideum GN=rab2A PE=2 SV=238.20 0.00

TRINITY_DN19120_c0_g1sp|O64425|RMA1_ARATHRMA1 E3 ubiquitin-protein ligase RMA1 OS=Arabidopsis thaliana GN=RMA1 PE=1 SV=138.20 0.00

TRINITY_DN19972_c0_g1sp|Q90330|FGFR4_COTCOFGFR4 Fibroblast growth factor receptor 4 OS=Coturnix coturnix GN=FGFR4 PE=2 SV=138.20 0.00

TRINITY_DN2029_c0_g1sp|Q8CFQ3|AQR_MOUSEAqr Intron-binding protein aquarius OS=Mus musculus GN=Aqr PE=1 SV=238.20 0.00

TRINITY_DN21374_c0_g1sp|O01803|RB11A_CAEELrab-11.1Ras-related protein rab-11.1 OS=Caenorhabditis elegans GN=rab-11.1 PE=1 SV=138.20 0.00

TRINITY_DN2145_c0_g1sp|Q9LT77|RDL2_ARATHRDL2 Probable cysteine protease RDL2 OS=Arabidopsis thaliana GN=RDL2 PE=2 SV=138.20 0.00

TRINITY_DN2798_c0_g1sp|Q2HVD6|MTA70_MEDTRMtrDRAFT_AC148918g15v1Putative N6-adenosine-methyltransferase MT-A70-like OS=Medicago truncatula GN=MtrDRAFT_AC148918g15v1 PE=3 SV=138.20 0.00

TRINITY_DN29674_c0_g1sp|Q91694|EPA4B_XENLAepha4-b Ephrin type-A receptor 4-B OS=Xenopus laevis GN=epha4-b PE=2 SV=138.20 0.00

TRINITY_DN30416_c0_g1sp|Q0VCC1|PQLC1_BOVINPQLC1 PQ-loop repeat-containing protein 1 OS=Bos taurus GN=PQLC1 PE=2 SV=138.20 0.00

TRINITY_DN30792_c0_g6sp|Q6NXG1|ESRP1_HUMANESRP1 Epithelial splicing regulatory protein 1 OS=Homo sapiens GN=ESRP1 PE=1 SV=238.20 0.00

TRINITY_DN32415_c0_g1sp|Q54QK4|COMD3_DICDIcommd3 COMM domain-containing protein 3 OS=Dictyostelium discoideum GN=commd3 PE=3 SV=138.20 0.00

TRINITY_DN32682_c0_g1sp|P98170|XIAP_HUMANXIAP E3 ubiquitin-protein ligase XIAP OS=Homo sapiens GN=XIAP PE=1 SV=238.20 0.00

TRINITY_DN33616_c0_g1sp|P55176|YPQQ_PSEPH- Hydrolase in pqqF 5'region OS=Pseudomonas protegens (strain DSM 19095 / LMG 27888 / CHA0) PE=3 SV=138.20 0.00

TRINITY_DN33828_c0_g2sp|P42761|GSTFA_ARATHGSTF10 Glutathione S-transferase F10 OS=Arabidopsis thaliana GN=GSTF10 PE=1 SV=338.20 0.00

TRINITY_DN34786_c0_g1sp|O95456|PSMG1_HUMANPSMG1 Proteasome assembly chaperone 1 OS=Homo sapiens GN=PSMG1 PE=1 SV=138.20 0.00

TRINITY_DN34816_c1_g7sp|P34107|SODF_ENTHISODB Superoxide dismutase [Fe] OS=Entamoeba histolytica GN=SODB PE=2 SV=138.20 0.00

TRINITY_DN35424_c0_g1sp|P28345|MASY_NEUCRacu-9 Malate synthase, glyoxysomal OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=acu-9 PE=3 SV=238.20 0.00

TRINITY_DN35520_c0_g16sp|P43254|COP1_ARATHCOP1 E3 ubiquitin-protein ligase COP1 OS=Arabidopsis thaliana GN=COP1 PE=1 SV=238.20 0.00

TRINITY_DN35714_c0_g1sp|Q9M884|MPI1_ARATHPMI1 Mannose-6-phosphate isomerase 1 OS=Arabidopsis thaliana GN=PMI1 PE=1 SV=138.20 0.00

TRINITY_DN35731_c0_g4sp|Q54Q99|PH2AB_DICDIphr2aB Serine/threonine-protein phosphatase 2A regulatory subunit phr2AB OS=Dictyostelium discoideum GN=phr2aB PE=3 SV=138.20 0.00

TRINITY_DN35856_c0_g4sp|Q6X4A2|CIPKV_ORYSJCIPK31 CBL-interacting protein kinase 31 OS=Oryza sativa subsp. japonica GN=CIPK31 PE=1 SV=138.20 0.00

TRINITY_DN36034_c0_g3sp|Q94AH6|CUL1_ARATHCUL1 Cullin-1 OS=Arabidopsis thaliana GN=CUL1 PE=1 SV=138.20 0.00

TRINITY_DN36522_c0_g6sp|A8IW99|PLD6_CHLRECHLREDRAFT_190403Mitochondrial cardiolipin hydrolase OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_190403 PE=3 SV=138.20 0.00

TRINITY_DN36599_c0_g2sp|Q5VXJ0|LIPK_HUMANLIPK Lipase member K OS=Homo sapiens GN=LIPK PE=2 SV=238.20 0.00

TRINITY_DN36747_c0_g1sp|Q55GV3|PAKC_DICDIpakC Serine/threonine-protein kinase pakC OS=Dictyostelium discoideum GN=pakC PE=1 SV=238.20 0.00

TRINITY_DN36763_c0_g4sp|Q55E45|MCFE_DICDImcfE Mitochondrial substrate carrier family protein E OS=Dictyostelium discoideum GN=mcfE PE=3 SV=138.20 0.00

TRINITY_DN36768_c0_g2sp|Q6IVY4|SSH_XENLAssh Protein phosphatase Slingshot homolog OS=Xenopus laevis GN=ssh PE=1 SV=238.20 0.00

TRINITY_DN36920_c1_g4sp|Q4U2R1|HERC2_MOUSEHerc2 E3 ubiquitin-protein ligase HERC2 OS=Mus musculus GN=Herc2 PE=1 SV=338.20 0.00

TRINITY_DN38027_c1_g1sp|A8LVF4|KMO_SALAIkmo Kynurenine 3-monooxygenase OS=Salinispora arenicola (strain CNS-205) GN=kmo PE=3 SV=138.20 0.00

TRINITY_DN38292_c0_g2sp|Q9LXS6|CISY2_ARATHCSY2 Citrate synthase 2, peroxisomal OS=Arabidopsis thaliana GN=CSY2 PE=2 SV=138.20 0.00

TRINITY_DN38311_c0_g5sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=138.20 0.00

TRINITY_DN38840_c0_g5sp|P23634|AT2B4_HUMANATP2B4 Plasma membrane calcium-transporting ATPase 4 OS=Homo sapiens GN=ATP2B4 PE=1 SV=238.20 0.00

TRINITY_DN38847_c0_g5sp|Q9NV66|TYW1_HUMANTYW1 S-adenosyl-L-methionine-dependent tRNA 4-demethylwyosine synthase OS=Homo sapiens GN=TYW1 PE=2 SV=238.20 0.00

TRINITY_DN39007_c0_g5sp|A2YR10|ARP4_ORYSIARP4 Actin-related protein 4 OS=Oryza sativa subsp. indica GN=ARP4 PE=3 SV=238.20 0.00

TRINITY_DN39379_c0_g1sp|Q6DF46|COQ6_XENTRcoq6 Ubiquinone biosynthesis monooxygenase COQ6, mitochondrial OS=Xenopus tropicalis GN=coq6 PE=2 SV=138.20 0.00

TRINITY_DN39591_c0_g1sp|Q8BM14|LIPK_MOUSELipk Lipase member K OS=Mus musculus GN=Lipk PE=2 SV=138.20 0.00

TRINITY_DN39614_c0_g1sp|Q8RVL1|DEK1_MAIZEDEK1 Calpain-type cysteine protease DEK1 OS=Zea mays GN=DEK1 PE=1 SV=238.20 0.00

TRINITY_DN39852_c0_g8sp|Q9S7L2|MYB98_ARATHMYB98 Transcription factor MYB98 OS=Arabidopsis thaliana GN=MYB98 PE=2 SV=138.20 0.00

TRINITY_DN39858_c0_g3sp|Q9LDK9|APBLA_ARATHBETAA-ADBeta-adaptin-like protein A OS=Arabidopsis thaliana GN=BETAA-AD PE=1 SV=138.20 0.00

TRINITY_DN40171_c0_g3sp|Q9M9G6|CTF64_ARATHCSTF64 Cleavage stimulating factor 64 OS=Arabidopsis thaliana GN=CSTF64 PE=1 SV=138.20 0.00

TRINITY_DN40624_c0_g1sp|Q6VN19|RBP10_MOUSERanbp10 Ran-binding protein 10 OS=Mus musculus GN=Ranbp10 PE=1 SV=238.20 0.00

TRINITY_DN40805_c0_g7sp|Q9SK03|RAP27_ARATHRAP2-7 Ethylene-responsive transcription factor RAP2-7 OS=Arabidopsis thaliana GN=RAP2-7 PE=2 SV=238.20 0.00

TRINITY_DN41261_c1_g5sp|P14318|MP20_DROMEMp20 Muscle-specific protein 20 OS=Drosophila melanogaster GN=Mp20 PE=2 SV=238.20 0.00

TRINITY_DN41730_c1_g6sp|P40371|PP2C1_SCHPOptc1 Protein phosphatase 2C homolog 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ptc1 PE=2 SV=138.20 0.00

TRINITY_DN41739_c0_g1sp|Q3SYU7|TNPO1_BOVINTNPO1 Transportin-1 OS=Bos taurus GN=TNPO1 PE=1 SV=238.20 0.00

TRINITY_DN42108_c1_g4sp|Q39491|PTP3_CHLMOVH-PTP13Dual specificity protein phosphatase OS=Chlamydomonas moewusii GN=VH-PTP13 PE=1 SV=138.20 0.00

TRINITY_DN42127_c0_g2sp|Q9XYL0|CTDS_DICDIfcpA Probable C-terminal domain small phosphatase OS=Dictyostelium discoideum GN=fcpA PE=3 SV=138.20 0.00

TRINITY_DN42223_c0_g1sp|Q9H867|MT21D_HUMANVCPKMT Protein-lysine methyltransferase METTL21D OS=Homo sapiens GN=VCPKMT PE=1 SV=238.20 0.00

TRINITY_DN42477_c0_g1sp|P28818|RGRF1_RATRasgrf1 Ras-specific guanine nucleotide-releasing factor 1 OS=Rattus norvegicus GN=Rasgrf1 PE=1 SV=138.20 0.00

TRINITY_DN42717_c0_g3sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=238.20 0.00



TRINITY_DN42922_c0_g1sp|Q8R5L3|VPS39_MOUSEVps39 Vam6/Vps39-like protein OS=Mus musculus GN=Vps39 PE=1 SV=138.20 0.00

TRINITY_DN42968_c0_g2sp|Q9C639|LHCA5_ARATHLHCA5 Photosystem I chlorophyll a/b-binding protein 5, chloroplastic OS=Arabidopsis thaliana GN=LHCA5 PE=1 SV=138.20 0.00

TRINITY_DN43727_c0_g7sp|Q10332|YBMA_SCHPOSPBC582.10cUncharacterized ATP-dependent helicase C582.10c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC582.10c PE=1 SV=138.20 0.00

TRINITY_DN44002_c0_g10sp|Q8RUS5|ATG9_ARATHATG9 Autophagy-related protein 9 OS=Arabidopsis thaliana GN=ATG9 PE=2 SV=138.20 0.00

TRINITY_DN45055_c0_g1sp|Q9CXT6|KDM8_MOUSEKdm8 Lysine-specific demethylase 8 OS=Mus musculus GN=Kdm8 PE=2 SV=138.20 0.00

TRINITY_DN45297_c0_g2sp|Q8IU85|KCC1D_HUMANCAMK1D Calcium/calmodulin-dependent protein kinase type 1D OS=Homo sapiens GN=CAMK1D PE=1 SV=138.20 0.00

TRINITY_DN45415_c1_g1sp|P46436|GST1_ASCSUGST1 Glutathione S-transferase 1 OS=Ascaris suum GN=GST1 PE=1 SV=338.20 0.00

TRINITY_DN45624_c0_g2sp|Q58D55|BGAL_BOVINGLB1 Beta-galactosidase OS=Bos taurus GN=GLB1 PE=2 SV=138.20 0.00

TRINITY_DN45895_c1_g5sp|Q8CG09|MRP1_RATAbcc1 Multidrug resistance-associated protein 1 OS=Rattus norvegicus GN=Abcc1 PE=1 SV=238.20 0.00

TRINITY_DN45965_c0_g1sp|O74787|CHO2_SCHPOcho2 Phosphatidylethanolamine N-methyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cho2 PE=1 SV=138.20 0.00

TRINITY_DN46584_c1_g2sp|Q54S77|VPS15_DICDIvps15 Probable serine/threonine-protein kinase vps15 OS=Dictyostelium discoideum GN=vps15 PE=3 SV=138.20 0.00

TRINITY_DN46733_c0_g2sp|P54358|DPOD1_DROMEDNApol-deltaDNA polymerase delta catalytic subunit OS=Drosophila melanogaster GN=DNApol-delta PE=2 SV=238.20 0.00

TRINITY_DN4704_c0_g1sp|Q9KLK7|LUXQ_VIBCHluxQ Autoinducer 2 sensor kinase/phosphatase LuxQ OS=Vibrio cholerae serotype O1 (strain ATCC 39315 / El Tor Inaba N16961) GN=luxQ PE=1 SV=138.20 0.00

TRINITY_DN47111_c0_g1sp|Q8INF0|GCY8E_DROMEGyc88E Soluble guanylate cyclase 88E OS=Drosophila melanogaster GN=Gyc88E PE=1 SV=338.20 0.00

TRINITY_DN47477_c0_g5sp|Q55585|GABD_SYNY3gabD Probable succinate-semialdehyde dehydrogenase [NADP(+)] OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=gabD PE=3 SV=138.20 0.00

TRINITY_DN47614_c0_g1sp|Q8VEL2|MTMRE_MOUSEMtmr14 Myotubularin-related protein 14 OS=Mus musculus GN=Mtmr14 PE=1 SV=238.20 0.00

TRINITY_DN47841_c0_g4sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=438.20 0.00

TRINITY_DN48704_c0_g4sp|Q9FVJ3|AGD12_ARATHAGD12 ADP-ribosylation factor GTPase-activating protein AGD12 OS=Arabidopsis thaliana GN=AGD12 PE=1 SV=138.20 0.00

TRINITY_DN49026_c1_g3sp|Q8RXX9|ATL6_ARATHATL6 E3 ubiquitin-protein ligase ATL6 OS=Arabidopsis thaliana GN=ATL6 PE=1 SV=238.20 0.00

TRINITY_DN49152_c1_g2sp|Q0VFV7|KCTD7_DANREkctd7 BTB/POZ domain-containing protein KCTD7 OS=Danio rerio GN=kctd7 PE=2 SV=238.20 0.00

TRINITY_DN49260_c0_g6sp|P98204|ALA1_ARATHALA1 Phospholipid-transporting ATPase 1 OS=Arabidopsis thaliana GN=ALA1 PE=2 SV=138.20 0.00

TRINITY_DN50490_c0_g1sp|Q6ZKV8|BIODA_ORYSJBIO3-BIO1Bifunctional dethiobiotin synthetase/7,8-diamino-pelargonic acid aminotransferase, mitochondrial OS=Oryza sativa subsp. japonica GN=BIO3-BIO1 PE=2 SV=138.20 0.00

TRINITY_DN50570_c2_g3sp|Q86XK2|FBX11_HUMANFBXO11 F-box only protein 11 OS=Homo sapiens GN=FBXO11 PE=1 SV=338.20 0.00

TRINITY_DN51318_c1_g1sp|Q6K669|AMPL2_ORYSJOs02g0794700Leucine aminopeptidase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os02g0794700 PE=2 SV=138.20 0.00

TRINITY_DN51333_c0_g1sp|Q4R6T7|IQUB_MACFAIQUB IQ and ubiquitin-like domain-containing protein OS=Macaca fascicularis GN=IQUB PE=2 SV=238.20 0.00

TRINITY_DN52605_c1_g1sp|Q1RMQ3|SYS1_BOVINSYS1 Protein SYS1 homolog OS=Bos taurus GN=SYS1 PE=2 SV=138.20 0.00

TRINITY_DN24799_c0_g1sp|Q59TN1|TRM5_CANALTRM5 tRNA (guanine(37)-N1)-methyltransferase OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=TRM5 PE=3 SV=138.10 0.00

TRINITY_DN25941_c0_g2sp|P57108|GSTZ_EUPES- Glutathione S-transferase zeta class OS=Euphorbia esula PE=2 SV=138.10 0.00

TRINITY_DN26714_c0_g1sp|P35574|GDE_RABITAGL Glycogen debranching enzyme OS=Oryctolagus cuniculus GN=AGL PE=1 SV=138.10 0.00

TRINITY_DN2935_c0_g1sp|Q4WGS4|DDI1_ASPFUddi1 DNA damage-inducible protein 1 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=ddi1 PE=3 SV=138.10 0.00

TRINITY_DN29529_c0_g1sp|P04062|GLCM_HUMANGBA Glucosylceramidase OS=Homo sapiens GN=GBA PE=1 SV=338.10 0.00

TRINITY_DN31140_c0_g1sp|Q6I628|PSS2_ORYSJPSS2 CDP-diacylglycerol--serine O-phosphatidyltransferase 2 OS=Oryza sativa subsp. japonica GN=PSS2 PE=2 SV=238.10 0.00

TRINITY_DN34062_c0_g1sp|Q84Y18|CXIP4_ARATHCXIP4 CAX-interacting protein 4 OS=Arabidopsis thaliana GN=CXIP4 PE=1 SV=238.10 0.00

TRINITY_DN34161_c1_g1sp|C0SPA5|ADHA_BACSUadhA Probable formaldehyde dehydrogenase AdhA OS=Bacillus subtilis (strain 168) GN=adhA PE=2 SV=138.10 0.00

TRINITY_DN34475_c0_g1sp|Q9P804|TRM1_SCHPOtrm1 tRNA (guanine(26)-N(2))-dimethyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trm1 PE=1 SV=138.10 0.00

TRINITY_DN34571_c0_g1sp|Q8VZS9|FZR1_ARATHFZR1 Protein FIZZY-RELATED 1 OS=Arabidopsis thaliana GN=FZR1 PE=1 SV=138.10 0.00

TRINITY_DN34596_c0_g1sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=238.10 0.00

TRINITY_DN34767_c0_g2sp|P80456|AOXA_RABITAOX1 Aldehyde oxidase 1 OS=Oryctolagus cuniculus GN=AOX1 PE=1 SV=238.10 0.00

TRINITY_DN34850_c0_g12sp|O88269|MRP6_RATAbcc6 Multidrug resistance-associated protein 6 OS=Rattus norvegicus GN=Abcc6 PE=1 SV=138.10 0.00

TRINITY_DN35094_c0_g1sp|O14002|MAK2_SCHPOmak2 Peroxide stress-activated histidine kinase mak2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak2 PE=3 SV=138.10 0.00

TRINITY_DN35216_c0_g2sp|Q9SD33|U183_ARATHAt3g51130UPF0183 protein At3g51130 OS=Arabidopsis thaliana GN=At3g51130 PE=2 SV=238.10 0.00

TRINITY_DN35445_c0_g2sp|Q6NW58|SPAST_DANREspast Spastin OS=Danio rerio GN=spast PE=2 SV=238.10 0.00

TRINITY_DN35517_c0_g1sp|Q6PGU2|MAF1_DANREmaf1 Repressor of RNA polymerase III transcription MAF1 homolog OS=Danio rerio GN=maf1 PE=2 SV=138.10 0.00

TRINITY_DN35590_c0_g1sp|Q55AR8|SNR40_DICDIsnrnp40 U5 small nuclear ribonucleoprotein 40 kDa protein OS=Dictyostelium discoideum GN=snrnp40 PE=3 SV=138.10 0.00

TRINITY_DN36034_c0_g4sp|Q9XIE9|CLL2_ARATHAt1g59790Putative cullin-like protein 2 OS=Arabidopsis thaliana GN=At1g59790 PE=3 SV=238.10 0.00

TRINITY_DN36720_c0_g12sp|Q2KJ16|PHKG2_BOVINPHKG2 Phosphorylase b kinase gamma catalytic chain, liver/testis isoform OS=Bos taurus GN=PHKG2 PE=2 SV=138.10 0.00

TRINITY_DN36914_c0_g1sp|Q96RY7|IF140_HUMANIFT140 Intraflagellar transport protein 140 homolog OS=Homo sapiens GN=IFT140 PE=1 SV=138.10 0.00

TRINITY_DN37079_c0_g5sp|Q28GH3|SAE2_XENTRuba2 SUMO-activating enzyme subunit 2 OS=Xenopus tropicalis GN=uba2 PE=2 SV=138.10 0.00

TRINITY_DN37865_c1_g2sp|Q9Z0M5|LICH_MOUSELipa Lysosomal acid lipase/cholesteryl ester hydrolase OS=Mus musculus GN=Lipa PE=1 SV=238.10 0.00

TRINITY_DN38485_c3_g8sp|Q96BT7|ALKB8_HUMANALKBH8 Alkylated DNA repair protein alkB homolog 8 OS=Homo sapiens GN=ALKBH8 PE=1 SV=238.10 0.00

TRINITY_DN38516_c1_g10sp|Q9C6P3|CDPKX_ARATHCPK33 Calcium-dependent protein kinase 33 OS=Arabidopsis thaliana GN=CPK33 PE=1 SV=138.10 0.00

TRINITY_DN38774_c0_g3sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=238.10 0.00

TRINITY_DN39138_c0_g5sp|Q10570|CPSF1_HUMANCPSF1 Cleavage and polyadenylation specificity factor subunit 1 OS=Homo sapiens GN=CPSF1 PE=1 SV=238.10 0.00

TRINITY_DN40050_c1_g6sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=138.10 0.00

TRINITY_DN40288_c2_g3sp|Q9M2F9|RH52_ARATHRH52 DEAD-box ATP-dependent RNA helicase 52 OS=Arabidopsis thaliana GN=RH52 PE=1 SV=138.10 0.00

TRINITY_DN41705_c0_g2sp|Q9W0Y8|SCN60_DROMENaCP60E Sodium channel protein 60E OS=Drosophila melanogaster GN=NaCP60E PE=2 SV=538.10 0.00



TRINITY_DN41995_c0_g1sp|Q6IQ20|NAPEP_HUMANNAPEPLD N-acyl-phosphatidylethanolamine-hydrolyzing phospholipase D OS=Homo sapiens GN=NAPEPLD PE=1 SV=238.10 0.00

TRINITY_DN42125_c0_g4sp|Q6AXU4|RN181_RATRnf181 E3 ubiquitin-protein ligase RNF181 OS=Rattus norvegicus GN=Rnf181 PE=1 SV=138.10 0.00

TRINITY_DN42379_c0_g3sp|P35182|PP2C1_YEASTPTC1 Protein phosphatase 2C homolog 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PTC1 PE=1 SV=138.10 0.00

TRINITY_DN42619_c1_g1sp|P47736|RPGP1_HUMANRAP1GAP Rap1 GTPase-activating protein 1 OS=Homo sapiens GN=RAP1GAP PE=1 SV=238.10 0.00

TRINITY_DN42909_c0_g2sp|O70537|CP3AV_MESAUCYP3A31 Cytochrome P450 3A31 OS=Mesocricetus auratus GN=CYP3A31 PE=2 SV=138.10 0.00

TRINITY_DN43249_c0_g6sp|Q68J42|LIPS_PIGLIPE Hormone-sensitive lipase OS=Sus scrofa GN=LIPE PE=2 SV=138.10 0.00

TRINITY_DN43967_c0_g6sp|Q5PRD4|KC1G1_DANREcsnk1g1 Casein kinase I isoform gamma-1 OS=Danio rerio GN=csnk1g1 PE=2 SV=138.10 0.00

TRINITY_DN44457_c0_g3sp|Q9D180|CFA57_MOUSECfap57 Cilia- and flagella-associated protein 57 OS=Mus musculus GN=Cfap57 PE=1 SV=338.10 0.00

TRINITY_DN44851_c0_g1sp|Q6NZQ2|DDX31_MOUSEDdx31 Probable ATP-dependent RNA helicase DDX31 OS=Mus musculus GN=Ddx31 PE=2 SV=238.10 0.00

TRINITY_DN44915_c1_g1sp|F4JCU0|SUA_ARATHSUA SUPPRESSOR OF ABI3-5 OS=Arabidopsis thaliana GN=SUA PE=1 SV=238.10 0.00

TRINITY_DN45429_c0_g1sp|A7HZX4|RS13_CAMHCrpsM 30S ribosomal protein S13 OS=Campylobacter hominis (strain ATCC BAA-381 / LMG 19568 / NCTC 13146 / CH001A) GN=rpsM PE=3 SV=138.10 0.00

TRINITY_DN45531_c0_g6sp|Q54SP4|DHKD_DICDIdhkD Hybrid signal transduction histidine kinase D OS=Dictyostelium discoideum GN=dhkD PE=2 SV=138.10 0.00

TRINITY_DN45653_c0_g3sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=138.10 0.00

TRINITY_DN46194_c0_g2sp|Q5JJI4|TOM20_ORYSJTOM20 Probable mitochondrial import receptor subunit TOM20 OS=Oryza sativa subsp. japonica GN=TOM20 PE=2 SV=138.10 0.00

TRINITY_DN46661_c1_g3sp|Q9SIE0|ALKB2_ARATHALKBH2 DNA oxidative demethylase ALKBH2 OS=Arabidopsis thaliana GN=ALKBH2 PE=2 SV=238.10 0.00

TRINITY_DN48445_c1_g10sp|Q8AV84|BTD_TAKRUbtd Biotinidase OS=Takifugu rubripes GN=btd PE=3 SV=138.10 0.00

TRINITY_DN48744_c0_g2sp|P0CZ23|ACOX3_ARATHACX3 Acyl-coenzyme A oxidase 3, peroxisomal OS=Arabidopsis thaliana GN=ACX3 PE=1 SV=138.10 0.00

TRINITY_DN48864_c2_g2sp|Q9M3H5|HMA1_ARATHHMA1 Probable cadmium/zinc-transporting ATPase HMA1, chloroplastic OS=Arabidopsis thaliana GN=HMA1 PE=2 SV=238.10 0.00

TRINITY_DN49080_c0_g4sp|P47815|IF1A_WHEAT- Eukaryotic translation initiation factor 1A OS=Triticum aestivum PE=1 SV=238.10 0.00

TRINITY_DN49498_c0_g4sp|Q9C0H5|RHG39_HUMANARHGAP39Rho GTPase-activating protein 39 OS=Homo sapiens GN=ARHGAP39 PE=1 SV=238.10 0.00

TRINITY_DN50340_c0_g2sp|P42688|SRK2_SPOLASRK2 Tyrosine-protein kinase SRK2 (Fragment) OS=Spongilla lacustris GN=SRK2 PE=2 SV=138.10 0.00

TRINITY_DN50599_c1_g1sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=138.10 0.00

TRINITY_DN50753_c0_g2sp|Q2RAC5|CCT13_ORYSJCYCT1-3 Cyclin-T1-3 OS=Oryza sativa subsp. japonica GN=CYCT1-3 PE=3 SV=238.10 0.00

TRINITY_DN51649_c0_g3sp|Q9LZ20|CAAT6_ARATHCAT6 Cationic amino acid transporter 6, chloroplastic OS=Arabidopsis thaliana GN=CAT6 PE=2 SV=138.10 0.00

TRINITY_DN52562_c1_g1sp|Q6NYP0|TM208_DANREtmem208 Transmembrane protein 208 OS=Danio rerio GN=tmem208 PE=2 SV=138.10 0.00

TRINITY_DN20962_c0_g1sp|Q12558|AGLU_ASPORagdA Alpha-glucosidase OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=agdA PE=2 SV=138.00 0.00

TRINITY_DN24039_c0_g1sp|Q9XFX3|CARDA_CYNCAcardA Procardosin-A OS=Cynara cardunculus GN=cardA PE=1 SV=138.00 0.00

TRINITY_DN24372_c0_g1sp|Q9P802|MIS18_SCHPOmis18 Kinetochore protein mis18 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mis18 PE=1 SV=238.00 0.00

TRINITY_DN27626_c0_g1sp|Q55GE6|ROCO7_DICDIroco7 Probable serine/threonine-protein kinase roco7 OS=Dictyostelium discoideum GN=roco7 PE=3 SV=138.00 0.00

TRINITY_DN30045_c0_g1sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=238.00 0.00

TRINITY_DN31688_c0_g1sp|Q54VE8|RSAD1_DICDIrsad1 Radical S-adenosyl methionine domain-containing protein 1, mitochondrial OS=Dictyostelium discoideum GN=rsad1 PE=3 SV=138.00 0.00

TRINITY_DN32057_c0_g1sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=138.00 0.00

TRINITY_DN33285_c0_g1sp|Q8K4F6|NSUN5_MOUSENsun5 Probable 28S rRNA (cytosine-C(5))-methyltransferase OS=Mus musculus GN=Nsun5 PE=2 SV=238.00 0.00

TRINITY_DN33390_c0_g9sp|Q58549|ADPP_METJAnudF ADP-ribose pyrophosphatase OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=nudF PE=1 SV=138.00 0.00

TRINITY_DN33425_c0_g1sp|Q84XI3|ENT8_ARATHETN8 Equilibrative nucleotide transporter 8 OS=Arabidopsis thaliana GN=ETN8 PE=2 SV=138.00 0.00

TRINITY_DN35318_c0_g1sp|B9G2A8|BIG_ORYSJOs09g0247700Auxin transport protein BIG OS=Oryza sativa subsp. japonica GN=Os09g0247700 PE=2 SV=138.00 0.00

TRINITY_DN35561_c0_g6sp|Q5UP73|YR614_MIMIVMIMI_R614Putative band 7 family protein R614 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R614 PE=3 SV=138.00 0.00

TRINITY_DN35597_c0_g1sp|P46209|USF_AQUPYusf Protein usf OS=Aquifex pyrophilus GN=usf PE=4 SV=138.00 0.00

TRINITY_DN35866_c0_g4sp|G5ECJ6|CSK1_CAEELcsk-1 Tyrosine-protein kinase csk-1 OS=Caenorhabditis elegans GN=csk-1 PE=1 SV=138.00 0.00

TRINITY_DN35882_c1_g1sp|Q92783|STAM1_HUMANSTAM Signal transducing adapter molecule 1 OS=Homo sapiens GN=STAM PE=1 SV=338.00 0.00

TRINITY_DN35896_c0_g1sp|Q0BU77|ENGB_GRABCengB Probable GTP-binding protein EngB OS=Granulibacter bethesdensis (strain ATCC BAA-1260 / CGDNIH1) GN=engB PE=3 SV=138.00 0.00

TRINITY_DN36533_c0_g1sp|Q5JK52|NADK1_ORYSJOs01g0957000Probable NAD kinase 1 OS=Oryza sativa subsp. japonica GN=Os01g0957000 PE=2 SV=138.00 0.00

TRINITY_DN36574_c0_g1sp|C9WMM5|VCP_APIME- Venom serine carboxypeptidase OS=Apis mellifera PE=2 SV=138.00 0.00

TRINITY_DN37808_c0_g3sp|P51568|AFC3_ARATHAFC3 Serine/threonine-protein kinase AFC3 OS=Arabidopsis thaliana GN=AFC3 PE=2 SV=238.00 0.00

TRINITY_DN38149_c0_g5sp|Q8BFS9|ASND1_MOUSEAsnsd1 Asparagine synthetase domain-containing protein 1 OS=Mus musculus GN=Asnsd1 PE=2 SV=138.00 0.00

TRINITY_DN38668_c1_g3sp|P28737|MSP1_YEASTMSP1 Protein MSP1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MSP1 PE=1 SV=238.00 0.00

TRINITY_DN38828_c1_g1sp|Q8IXY8|PPIL6_HUMANPPIL6 Peptidyl-prolyl cis-trans isomerase-like 6 OS=Homo sapiens GN=PPIL6 PE=2 SV=138.00 0.00

TRINITY_DN38895_c0_g2sp|Q2R2P7|KN7L_ORYSJKIN7L Kinesin-like protein KIN-7L OS=Oryza sativa subsp. japonica GN=KIN7L PE=2 SV=138.00 0.00

TRINITY_DN38930_c0_g3sp|P16912|KDC2_DROMEPka-C3 Protein kinase DC2 OS=Drosophila melanogaster GN=Pka-C3 PE=2 SV=238.00 0.00

TRINITY_DN39733_c0_g4sp|Q91736|EPB1B_XENLAephb1-b Ephrin type-B receptor 1-B (Fragment) OS=Xenopus laevis GN=ephb1-b PE=1 SV=138.00 0.00

TRINITY_DN40672_c0_g2sp|Q7TXK2|TAER_MYCBOMb2977 Trans-acting enoyl reductase OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=Mb2977 PE=3 SV=138.00 0.00

TRINITY_DN41051_c0_g3sp|Q8TEB9|RHBL4_HUMANRHBDD1 Rhomboid-related protein 4 OS=Homo sapiens GN=RHBDD1 PE=1 SV=138.00 0.00

TRINITY_DN41388_c0_g1sp|Q9CA86|PEX2_ARATHPEX2 Peroxisome biogenesis protein 2 OS=Arabidopsis thaliana GN=PEX2 PE=1 SV=138.00 0.00

TRINITY_DN41447_c0_g4sp|P46200|MYB_BOVINMYB Transcriptional activator Myb OS=Bos taurus GN=MYB PE=2 SV=138.00 0.00

TRINITY_DN41526_c0_g1sp|Q8R151|ZNFX1_MOUSEZnfx1 NFX1-type zinc finger-containing protein 1 OS=Mus musculus GN=Znfx1 PE=1 SV=338.00 0.00

TRINITY_DN41660_c0_g9sp|Q641X3|HEXA_RATHexa Beta-hexosaminidase subunit alpha OS=Rattus norvegicus GN=Hexa PE=2 SV=138.00 0.00



TRINITY_DN43432_c0_g1sp|B1I1I9|RL4_DESAPrplD 50S ribosomal protein L4 OS=Desulforudis audaxviator (strain MP104C) GN=rplD PE=3 SV=138.00 0.00

TRINITY_DN43945_c0_g2sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=238.00 0.00

TRINITY_DN44044_c1_g1sp|Q54IP4|SHKB_DICDIshkB Dual specificity protein kinase shkB OS=Dictyostelium discoideum GN=shkB PE=3 SV=138.00 0.00

TRINITY_DN44219_c0_g4sp|O88445|AURKC_MOUSEAurkc Aurora kinase C OS=Mus musculus GN=Aurkc PE=1 SV=138.00 0.00

TRINITY_DN44592_c0_g1sp|A7SDW5|EIF3L_NEMVEv1g169424Eukaryotic translation initiation factor 3 subunit L OS=Nematostella vectensis GN=v1g169424 PE=3 SV=138.00 0.00

TRINITY_DN44837_c0_g9sp|Q9SRU2|BIG_ARATHBIG Auxin transport protein BIG OS=Arabidopsis thaliana GN=BIG PE=1 SV=238.00 0.00

TRINITY_DN45328_c0_g5sp|Q8H2J9|GPDA_ORYSJOs07g0229800Glycerol-3-phosphate dehydrogenase [NAD(+)], chloroplastic OS=Oryza sativa subsp. japonica GN=Os07g0229800 PE=2 SV=338.00 0.00

TRINITY_DN45435_c0_g5sp|Q9SZC9|HMA6_ARATHPAA1 Copper-transporting ATPase PAA1, chloroplastic OS=Arabidopsis thaliana GN=PAA1 PE=2 SV=138.00 0.00

TRINITY_DN45446_c0_g1sp|P04988|CYSP1_DICDIcprA Cysteine proteinase 1 OS=Dictyostelium discoideum GN=cprA PE=2 SV=238.00 0.00

TRINITY_DN46300_c0_g1sp|Q20748|ATAD3_CAEELatad-3 ATPase family AAA domain-containing protein 3 OS=Caenorhabditis elegans GN=atad-3 PE=3 SV=238.00 0.00

TRINITY_DN46962_c0_g5sp|Q96NT3|GUCD1_HUMANGUCD1 Protein GUCD1 OS=Homo sapiens GN=GUCD1 PE=1 SV=238.00 0.00

TRINITY_DN47013_c0_g4sp|Q55DA0|ABCGM_DICDIabcG22 ABC transporter G family member 22 OS=Dictyostelium discoideum GN=abcG22 PE=2 SV=138.00 0.00

TRINITY_DN47049_c1_g9sp|P40032|TPA1_YEASTTPA1 Prolyl 3,4-dihydroxylase TPA1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TPA1 PE=1 SV=138.00 0.00

TRINITY_DN47398_c0_g6sp|P12309|GLRX1_PIGGLRX Glutaredoxin-1 OS=Sus scrofa GN=GLRX PE=1 SV=238.00 0.00

TRINITY_DN47557_c0_g1sp|P0C7Q8|DA1_ARATHDA1 Protein DA1 OS=Arabidopsis thaliana GN=DA1 PE=1 SV=138.00 0.00

TRINITY_DN47656_c0_g8sp|O21251|RM14_RECAMRPL14 60S ribosomal protein L14, mitochondrial OS=Reclinomonas americana GN=RPL14 PE=3 SV=138.00 0.00

TRINITY_DN47713_c0_g1sp|Q3MIT2|PUS10_HUMANPUS10 Putative tRNA pseudouridine synthase Pus10 OS=Homo sapiens GN=PUS10 PE=1 SV=138.00 0.00

TRINITY_DN48162_c1_g1sp|Q8VZ17|SUVH6_ARATHSUVH6 Histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH6 OS=Arabidopsis thaliana GN=SUVH6 PE=2 SV=238.00 0.00

TRINITY_DN48492_c0_g6sp|P04197|MYB_DROMEMyb Myb protein OS=Drosophila melanogaster GN=Myb PE=1 SV=238.00 0.00

TRINITY_DN48498_c0_g3sp|Q8LB60|CCU31_ARATHCYCU3-1 Cyclin-U3-1 OS=Arabidopsis thaliana GN=CYCU3-1 PE=1 SV=238.00 0.00

TRINITY_DN49806_c1_g2sp|Q9SIY3|TTM3_ARATHTTM3 Triphosphate tunel metalloenzyme 3 OS=Arabidopsis thaliana GN=TTM3 PE=1 SV=138.00 0.00

TRINITY_DN50101_c0_g1sp|P37462|ALKB_SALTYalkB Alpha-ketoglutarate-dependent dioxygenase AlkB OS=Salmonella typhimurium (strain LT2 / SGSC1412 / ATCC 700720) GN=alkB PE=3 SV=238.00 0.00

TRINITY_DN50111_c0_g4sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=238.00 0.00

TRINITY_DN50281_c0_g3sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=138.00 0.00

TRINITY_DN50473_c0_g1sp|Q9C9H5|GUN9_ARATHCEL3 Endoglucanase 9 OS=Arabidopsis thaliana GN=CEL3 PE=1 SV=138.00 0.00

TRINITY_DN51028_c2_g5sp|Q0W5Q9|SYA_METARalaS Alanine--tRNA ligase OS=Methanocella arvoryzae (strain DSM 22066 / NBRC 105507 / MRE50) GN=alaS PE=3 SV=138.00 0.00

TRINITY_DN52325_c2_g2sp|Q9M9E9|SRK2C_ARATHSRK2C Serine/threonine-protein kinase SRK2C OS=Arabidopsis thaliana GN=SRK2C PE=1 SV=138.00 0.00

TRINITY_DN22772_c0_g1sp|Q8LPN7|RNG1L_ARATHAt3g19950E3 ubiquitin-protein ligase RING1-like OS=Arabidopsis thaliana GN=At3g19950 PE=1 SV=137.90 0.00

TRINITY_DN27885_c1_g1sp|Q9UTG2|PUB2_SCHPOpub2 E3 ubiquitin-protein ligase pub2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pub2 PE=1 SV=137.90 0.00

TRINITY_DN31821_c0_g1sp|P53154|GUP1_YEASTGUP1 Glycerol uptake protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GUP1 PE=1 SV=137.90 0.00

TRINITY_DN34170_c0_g6sp|O44953|SPCS1_CAEELC34B2.10Probable signal peptidase complex subunit 1 OS=Caenorhabditis elegans GN=C34B2.10 PE=3 SV=137.90 0.00

TRINITY_DN34185_c0_g1sp|P35779|VA3_SOLRI- Venom allergen 3 OS=Solenopsis richteri PE=1 SV=237.90 0.00

TRINITY_DN34530_c0_g1sp|Q63ZS0|CN166_XENLA- UPF0568 protein C14orf166 homolog OS=Xenopus laevis PE=2 SV=137.90 0.00

TRINITY_DN3472_c0_g2sp|Q5XH95|SCMC2_XENTRslc25a25Calcium-binding mitochondrial carrier protein SCaMC-2 OS=Xenopus tropicalis GN=slc25a25 PE=2 SV=137.90 0.00

TRINITY_DN34880_c0_g1sp|Q4P9T3|CCR4_USTMACCR4 Glucose-repressible alcohol dehydrogenase transcriptional effector OS=Ustilago maydis (strain 521 / FGSC 9021) GN=CCR4 PE=3 SV=137.90 0.00

TRINITY_DN35484_c0_g5sp|Q96495|ORM1_SACMOORM1 Protein ORM1 OS=Saccharomyces pastorianus (strain ATCC 76670 / Carlsberg bottom yeast no.2 / CBS 1503 / CLIB 180 / NBRC 10610 / NRRL Y-1525) GN=ORM1 PE=4 SV=137.90 0.00

TRINITY_DN35537_c1_g10sp|Q99K46|UBP11_MOUSEUsp11 Ubiquitin carboxyl-terminal hydrolase 11 OS=Mus musculus GN=Usp11 PE=1 SV=437.90 0.00

TRINITY_DN35717_c1_g3sp|Q2TBH9|COG8_BOVINCOG8 Conserved oligomeric Golgi complex subunit 8 OS=Bos taurus GN=COG8 PE=2 SV=137.90 0.00

TRINITY_DN35787_c0_g3sp|A5PK19|MET13_BOVINMETTL13 Methyltransferase-like protein 13 OS=Bos taurus GN=METTL13 PE=2 SV=137.90 0.00

TRINITY_DN35799_c0_g1sp|Q9QYJ0|DNJA2_MOUSEDnaja2 DnaJ homolog subfamily A member 2 OS=Mus musculus GN=Dnaja2 PE=1 SV=137.90 0.00

TRINITY_DN35975_c1_g4sp|Q8BYH3|TRM13_MOUSETrmt13 tRNA:m(4)X modification enzyme TRM13 homolog OS=Mus musculus GN=Trmt13 PE=2 SV=137.90 0.00

TRINITY_DN36943_c0_g2sp|Q42093|AB2C_ARATHABCC2 ABC transporter C family member 2 OS=Arabidopsis thaliana GN=ABCC2 PE=1 SV=237.90 0.00

TRINITY_DN37127_c0_g5sp|P19087|GNAT2_HUMANGNAT2 Guanine nucleotide-binding protein G(t) subunit alpha-2 OS=Homo sapiens GN=GNAT2 PE=2 SV=437.90 0.00

TRINITY_DN37216_c0_g5sp|Q95327|MANBA_CAPHIMANBA Beta-mannosidase OS=Capra hircus GN=MANBA PE=2 SV=137.90 0.00

TRINITY_DN37359_c0_g4sp|Q6V4H0|10HGO_CATRO10HGO 8-hydroxygeraniol dehydrogenase OS=Catharanthus roseus GN=10HGO PE=1 SV=137.90 0.00

TRINITY_DN38034_c0_g1sp|Q00472|PNPP_SCHPOpho2 4-nitrophenylphosphatase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pho2 PE=4 SV=237.90 0.00

TRINITY_DN38037_c1_g1sp|Q8W496|PTC52_ARATHPTC52 Protochlorophyllide-dependent translocon component 52, chloroplastic OS=Arabidopsis thaliana GN=PTC52 PE=2 SV=137.90 0.00

TRINITY_DN38259_c1_g1sp|Q9N5U5|CDC73_CAEELcdc-73 Cell division cycle protein 73 OS=Caenorhabditis elegans GN=cdc-73 PE=3 SV=437.90 0.00

TRINITY_DN38406_c0_g3sp|Q8IIJ9|CATC_PLAF7PF11_0174Probable cathepsin C OS=Plasmodium falciparum (isolate 3D7) GN=PF11_0174 PE=1 SV=137.90 0.00

TRINITY_DN38534_c1_g4sp|P17609|YPT2_SCHPOypt2 GTP-binding protein ypt2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt2 PE=3 SV=137.90 0.00

TRINITY_DN38719_c0_g4sp|Q2QN26|CCA32_ORYSJCYCA3-2 Cyclin-A3-2 OS=Oryza sativa subsp. japonica GN=CYCA3-2 PE=2 SV=137.90 0.00

TRINITY_DN39147_c0_g7sp|Q9LDK9|APBLA_ARATHBETAA-ADBeta-adaptin-like protein A OS=Arabidopsis thaliana GN=BETAA-AD PE=1 SV=137.90 0.00

TRINITY_DN39386_c0_g3sp|Q9FPS9|UBP15_ARATHUBP15 Ubiquitin carboxyl-terminal hydrolase 15 OS=Arabidopsis thaliana GN=UBP15 PE=2 SV=237.90 0.00

TRINITY_DN39465_c0_g3sp|A6W2P7|BETB_MARMSbetB NAD/NADP-dependent betaine aldehyde dehydrogenase OS=Marinomonas sp. (strain MWYL1) GN=betB PE=3 SV=137.90 0.00

TRINITY_DN39878_c1_g5sp|Q9S7C0|HSP7O_ARATHHSP70-14Heat shock 70 kDa protein 14 OS=Arabidopsis thaliana GN=HSP70-14 PE=2 SV=137.90 0.00

TRINITY_DN39992_c0_g1sp|Q9FE17|SIR1_ARATHSRT1 NAD-dependent protein deacetylase SRT1 OS=Arabidopsis thaliana GN=SRT1 PE=2 SV=137.90 0.00



TRINITY_DN40207_c0_g5sp|Q11180|WHT1_CAEELwht-1 ABC transporter ATP-binding protein/permease wht-1 OS=Caenorhabditis elegans GN=wht-1 PE=2 SV=237.90 0.00

TRINITY_DN40858_c0_g3sp|A9Z1V5|VW5B1_MOUSEVwa5b1 von Willebrand factor A domain-containing protein 5B1 OS=Mus musculus GN=Vwa5b1 PE=2 SV=137.90 0.00

TRINITY_DN41447_c0_g3sp|Q08759|MYB_XENLAmyb Transcriptional activator Myb OS=Xenopus laevis GN=myb PE=2 SV=137.90 0.00

TRINITY_DN41802_c0_g1sp|Q9PKF7|FABG_CHLMUfabG 3-oxoacyl-[acyl-carrier-protein] reductase FabG OS=Chlamydia muridarum (strain MoPn / Nigg) GN=fabG PE=3 SV=137.90 0.00

TRINITY_DN41848_c0_g1sp|Q84NN4|CDSP_ORYSJCDSP32 Thioredoxin-like protein CDSP32, chloroplastic OS=Oryza sativa subsp. japonica GN=CDSP32 PE=2 SV=137.90 0.00

TRINITY_DN41882_c0_g1sp|Q5TZ51|MPV17_DANREmpv17 Protein Mpv17 OS=Danio rerio GN=mpv17 PE=2 SV=137.90 0.00

TRINITY_DN42138_c0_g3sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=137.90 0.00

TRINITY_DN42468_c0_g3sp|P77475|YQAB_ECOLIyqaB Fructose-1-phosphate phosphatase YqaB OS=Escherichia coli (strain K12) GN=yqaB PE=1 SV=137.90 0.00

TRINITY_DN42549_c0_g1sp|Q0WRB2|P2C73_ARATHPPC6-7 Probable protein phosphatase 2C 73 OS=Arabidopsis thaliana GN=PPC6-7 PE=2 SV=137.90 0.00

TRINITY_DN43212_c0_g1sp|Q96324|GSTFB_ARATHGSTF11 Glutathione S-transferase F11 OS=Arabidopsis thaliana GN=GSTF11 PE=2 SV=137.90 0.00

TRINITY_DN43333_c0_g1sp|A2RVK7|RP41L_ARATHRRP41L Exosome complex component RRP41-like OS=Arabidopsis thaliana GN=RRP41L PE=2 SV=137.90 0.00

TRINITY_DN43340_c1_g10sp|B8ASK4|VPE1_ORYSIOsI_16797Vacuolar-processing enzyme beta-isozyme 1 OS=Oryza sativa subsp. indica GN=OsI_16797 PE=3 SV=137.90 0.00

TRINITY_DN43741_c0_g1sp|Q9UTR6|OCH1_SCHPOoch1 Initiation-specific alpha-1,6-mannosyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=och1 PE=1 SV=237.90 0.00

TRINITY_DN43978_c0_g1sp|Q55909|Y305_SYNY3slr0305 TVP38/TMEM64 family membrane protein slr0305 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0305 PE=3 SV=137.90 0.00

TRINITY_DN44244_c0_g7sp|Q55F37|SRFC_DICDImef2A Transcription factor mef2A OS=Dictyostelium discoideum GN=mef2A PE=2 SV=237.90 0.00

TRINITY_DN44694_c0_g4sp|Q9VY99|NNAD_DROMENnaD Cytosolic carboxypeptidase NnaD OS=Drosophila melanogaster GN=NnaD PE=2 SV=237.90 0.00

TRINITY_DN45000_c0_g1sp|Q1LZ71|LFG2_BOVINFAIM2 Protein lifeguard 2 OS=Bos taurus GN=FAIM2 PE=2 SV=137.90 0.00

TRINITY_DN45452_c0_g4sp|P67155|YQFA_ECO57yqfA UPF0073 inner membrane protein YqfA OS=Escherichia coli O157:H7 GN=yqfA PE=3 SV=137.90 0.00

TRINITY_DN45572_c0_g2sp|Q54GX5|PEX1_DICDIpex1 Peroxisome biogenesis factor 1 OS=Dictyostelium discoideum GN=pex1 PE=3 SV=137.90 0.00

TRINITY_DN45713_c1_g5sp|Q9FVT2|EF1G2_ARATHAt1g57720Probable elongation factor 1-gamma 2 OS=Arabidopsis thaliana GN=At1g57720 PE=1 SV=137.90 0.00

TRINITY_DN46241_c0_g3sp|Q2LAE1|ASHH2_ARATHASHH2 Histone-lysine N-methyltransferase ASHH2 OS=Arabidopsis thaliana GN=ASHH2 PE=1 SV=137.90 0.00

TRINITY_DN46677_c0_g1sp|Q8JHJ2|DDX55_DANREddx55 ATP-dependent RNA helicase DDX55 OS=Danio rerio GN=ddx55 PE=2 SV=237.90 0.00

TRINITY_DN46739_c0_g1sp|O65202|ACOX1_ARATHACX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Arabidopsis thaliana GN=ACX1 PE=1 SV=137.90 0.00

TRINITY_DN46877_c0_g5sp|Q96FN5|KIF12_HUMANKIF12 Kinesin-like protein KIF12 OS=Homo sapiens GN=KIF12 PE=1 SV=337.90 0.00

TRINITY_DN46927_c0_g5sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=137.90 0.00

TRINITY_DN47046_c0_g4sp|Q6L4R7|P2C53_ORYSJOs05g0592800Probable protein phosphatase 2C 53 OS=Oryza sativa subsp. japonica GN=Os05g0592800 PE=2 SV=137.90 0.00

TRINITY_DN47263_c0_g3sp|O64530|STR1_ARATHSTR1 Thiosulfate/3-mercaptopyruvate sulfurtransferase 1, mitochondrial OS=Arabidopsis thaliana GN=STR1 PE=1 SV=137.90 0.00

TRINITY_DN47296_c1_g4sp|Q2QPW1|GMK1_ORYSJGK1 Guanylate kinase 1 OS=Oryza sativa subsp. japonica GN=GK1 PE=2 SV=237.90 0.00

TRINITY_DN47427_c1_g3sp|Q5UP73|YR614_MIMIVMIMI_R614Putative band 7 family protein R614 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R614 PE=3 SV=137.90 0.00

TRINITY_DN47512_c0_g4sp|O94661|GYP10_SCHPOgyp10 GTPase-activating protein gyp10 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gyp10 PE=3 SV=137.90 0.00

TRINITY_DN47790_c0_g2sp|Q6C673|ISN1_YARLIISN1 IMP-specific 5'-nucleotidase 1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=ISN1 PE=3 SV=137.90 0.00

TRINITY_DN48467_c0_g1sp|Q3E6S8|DGP14_ARATHDEGP14 Putative protease Do-like 14 OS=Arabidopsis thaliana GN=DEGP14 PE=3 SV=237.90 0.00

TRINITY_DN48610_c0_g1sp|Q9SLK2|ALIS3_ARATHALIS3 ALA-interacting subunit 3 OS=Arabidopsis thaliana GN=ALIS3 PE=1 SV=137.90 0.00

TRINITY_DN48824_c0_g1sp|Q9FVX0|CCA12_ARATHCYCA1-2 Cyclin-A1-2 OS=Arabidopsis thaliana GN=CYCA1-2 PE=1 SV=237.90 0.00

TRINITY_DN49047_c0_g4sp|Q851L5|ILL3_ORYSJILL3 IAA-amino acid hydrolase ILR1-like 3 OS=Oryza sativa subsp. japonica GN=ILL3 PE=2 SV=137.90 0.00

TRINITY_DN49367_c0_g2sp|O22928|PUSH_ARATHAt2g30320Putative tRNA pseudouridine synthase OS=Arabidopsis thaliana GN=At2g30320 PE=3 SV=137.90 0.00

TRINITY_DN49617_c0_g3sp|Q9ER72|SYCC_MOUSECars Cysteine--tRNA ligase, cytoplasmic OS=Mus musculus GN=Cars PE=1 SV=237.90 0.00

TRINITY_DN49738_c1_g1sp|Q9FYB7|RSZ32_ARATHRS2Z32 Serine/arginine-rich splicing factor RS2Z32 OS=Arabidopsis thaliana GN=RS2Z32 PE=1 SV=137.90 0.00

TRINITY_DN49831_c0_g2sp|Q52K88|NUD13_ARATHNUDT13 Nudix hydrolase 13, mitochondrial OS=Arabidopsis thaliana GN=NUDT13 PE=1 SV=137.90 0.00

TRINITY_DN49883_c0_g2sp|Q8H151|AAE13_ARATHAAE13 Malonate--CoA ligase OS=Arabidopsis thaliana GN=AAE13 PE=1 SV=137.90 0.00

TRINITY_DN49925_c0_g1sp|Q6V4H0|10HGO_CATRO10HGO 8-hydroxygeraniol dehydrogenase OS=Catharanthus roseus GN=10HGO PE=1 SV=137.90 0.00

TRINITY_DN50261_c1_g4sp|Q2T9S3|RPC6_BOVINPOLR3F DNA-directed RNA polymerase III subunit RPC6 OS=Bos taurus GN=POLR3F PE=2 SV=137.90 0.00

TRINITY_DN50321_c0_g1sp|Q54S43|SPT16_DICDIspt16 FACT complex subunit SPT16 OS=Dictyostelium discoideum GN=spt16 PE=3 SV=137.90 0.00

TRINITY_DN50492_c0_g1sp|Q941D3|PAP8_ARATHPAP8 Probable plastid-lipid-associated protein 8, chloroplastic OS=Arabidopsis thaliana GN=PAP8 PE=1 SV=137.90 0.00

TRINITY_DN50753_c0_g1sp|Q2RAC5|CCT13_ORYSJCYCT1-3 Cyclin-T1-3 OS=Oryza sativa subsp. japonica GN=CYCT1-3 PE=3 SV=237.90 0.00

TRINITY_DN50764_c1_g2sp|Q8VEK0|CC50A_MOUSETmem30a Cell cycle control protein 50A OS=Mus musculus GN=Tmem30a PE=1 SV=137.90 0.00

TRINITY_DN51231_c0_g1sp|Q9SHG6|STIP1_ARATHSTIPL1 Septin and tuftelin-interacting protein 1 homolog 1 OS=Arabidopsis thaliana GN=STIPL1 PE=1 SV=137.90 0.00

TRINITY_DN51338_c2_g2sp|O80492|P2C05_ARATHAt1g09160Probable protein phosphatase 2C 5 OS=Arabidopsis thaliana GN=At1g09160 PE=2 SV=137.90 0.00

TRINITY_DN51491_c1_g1sp|Q3E9C0|CDPKY_ARATHCPK34 Calcium-dependent protein kinase 34 OS=Arabidopsis thaliana GN=CPK34 PE=2 SV=137.90 0.00

TRINITY_DN51838_c1_g1sp|O22145|OSGP2_ARATHGCP1 Probable tRNA N6-adenosine threonylcarbamoyltransferase, mitochondrial OS=Arabidopsis thaliana GN=GCP1 PE=2 SV=237.90 0.00

TRINITY_DN52081_c0_g2sp|B1Q3J6|DNM1B_ORYSJMET1B DNA (cytosine-5)-methyltransferase 1B OS=Oryza sativa subsp. japonica GN=MET1B PE=2 SV=137.90 0.00

TRINITY_DN52515_c3_g7sp|Q9V0V7|EF1A_PYRABtuf Elongation factor 1-alpha OS=Pyrococcus abyssi (strain GE5 / Orsay) GN=tuf PE=3 SV=137.90 0.00

TRINITY_DN52649_c3_g4sp|Q1LV46|ABHEA_DANREabhd14a Protein ABHD14A OS=Danio rerio GN=abhd14a PE=2 SV=137.90 0.00

TRINITY_DN53030_c0_g1sp|Q8DKI1|DER_THEEBder GTPase Der OS=Thermosynechococcus elongatus (strain BP-1) GN=der PE=3 SV=137.90 0.00

TRINITY_DN53678_c0_g1sp|Q6C7D2|HAS1_YARLIHAS1 ATP-dependent RNA helicase HAS1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=HAS1 PE=3 SV=137.90 0.00

TRINITY_DN5375_c0_g2sp|O57779|RL11_PYRHOrpl11 50S ribosomal protein L11 OS=Pyrococcus horikoshii (strain ATCC 700860 / DSM 12428 / JCM 9974 / NBRC 100139 / OT-3) GN=rpl11 PE=3 SV=137.90 0.00



TRINITY_DN6609_c0_g1sp|P0A0M9|ATSE_STAA8SAOUHSC_00995Putative acetyltransferase SAOUHSC_00995 OS=Staphylococcus aureus (strain NCTC 8325) GN=SAOUHSC_00995 PE=3 SV=137.90 0.00

TRINITY_DN12473_c0_g1sp|P10911|MCF2_HUMANMCF2 Proto-oncogene DBL OS=Homo sapiens GN=MCF2 PE=1 SV=337.80 0.00

TRINITY_DN29546_c0_g2sp|P13702|MVAA_PSEMVmvaA 3-hydroxy-3-methylglutaryl-coenzyme A reductase OS=Pseudomonas mevalonii GN=mvaA PE=1 SV=137.80 0.00

TRINITY_DN30417_c0_g1sp|Q39584|DYL3_CHLRE- Dynein 18 kDa light chain, flagellar outer arm OS=Chlamydomonas reinhardtii PE=1 SV=137.80 0.00

TRINITY_DN31855_c0_g2sp|Q44091|SNDH_GLULI- L-sorbosone dehydrogenase OS=Gluconacetobacter liquefaciens PE=4 SV=137.80 0.00

TRINITY_DN32035_c0_g1sp|Q54JI9|BECNB_DICDIatg6B Beclin-1-like protein B OS=Dictyostelium discoideum GN=atg6B PE=3 SV=137.80 0.00

TRINITY_DN32080_c0_g1sp|Q6PQJ9|5BPOR_DIGLA- 3-oxo-Delta(4,5)-steroid 5-beta-reductase OS=Digitalis lanata PE=1 SV=137.80 0.00

TRINITY_DN32708_c0_g2sp|O80685|ZDHC4_ARATHPAT02 Probable protein S-acyltransferase 2 OS=Arabidopsis thaliana GN=PAT02 PE=2 SV=337.80 0.00

TRINITY_DN33259_c0_g4sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=137.80 0.00

TRINITY_DN33362_c0_g2sp|P23640|RB27A_RATRab27a Ras-related protein Rab-27A OS=Rattus norvegicus GN=Rab27a PE=1 SV=137.80 0.00

TRINITY_DN33934_c0_g1sp|Q54JK4|CHMP5_DICDIchmp5 Charged multivesicular body protein 5 OS=Dictyostelium discoideum GN=chmp5 PE=3 SV=137.80 0.00

TRINITY_DN34972_c0_g1sp|A8F0Q0|AMPA_RICM5pepA Probable cytosol aminopeptidase OS=Rickettsia massiliae (strain Mtu5) GN=pepA PE=3 SV=137.80 0.00

TRINITY_DN35338_c0_g1sp|Q56X76|RH39_ARATHRH39 DEAD-box ATP-dependent RNA helicase 39 OS=Arabidopsis thaliana GN=RH39 PE=2 SV=237.80 0.00

TRINITY_DN35581_c2_g5sp|P14776|DHSS_SYNP1- Soluble hydrogenase, small subunit OS=Synechococcus sp. (strain PCC 6716) PE=3 SV=137.80 0.00

TRINITY_DN35648_c1_g7sp|P32331|YMC1_YEASTYMC1 Carrier protein YMC1, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YMC1 PE=3 SV=237.80 0.00

TRINITY_DN35833_c0_g4sp|Q6PEC1|TBCA_RATTbca Tubulin-specific chaperone A OS=Rattus norvegicus GN=Tbca PE=1 SV=137.80 0.00

TRINITY_DN36420_c1_g7sp|Q9NQG5|RPR1B_HUMANRPRD1B Regulation of nuclear pre-mRNA domain-containing protein 1B OS=Homo sapiens GN=RPRD1B PE=1 SV=137.80 0.00

TRINITY_DN36434_c0_g2sp|Q9P4Z1|TOM1_NEUCRB11B22.010E3 ubiquitin-protein ligase TOM1-like OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=B11B22.010 PE=3 SV=437.80 0.00

TRINITY_DN36649_c0_g1sp|Q66HY7|IF4E3_DANREeif4e3 Eukaryotic translation initiation factor 4E type 3 OS=Danio rerio GN=eif4e3 PE=2 SV=137.80 0.00

TRINITY_DN36954_c1_g6sp|Q9WUE4|NPRL2_MOUSENprl2 Nitrogen permease regulator 2-like protein OS=Mus musculus GN=Nprl2 PE=2 SV=137.80 0.00

TRINITY_DN37379_c0_g3sp|F4JCQ3|DG783_ARATHAt3g47830Putative DNA glycosylase At3g47830 OS=Arabidopsis thaliana GN=At3g47830 PE=3 SV=137.80 0.00

TRINITY_DN37392_c0_g2sp|Q54I98|SMT1_DICDIsmt1 Probable cycloartenol-C-24-methyltransferase 1 OS=Dictyostelium discoideum GN=smt1 PE=1 SV=137.80 0.00

TRINITY_DN37418_c0_g7sp|Q40153|LE14B_LITER- LEC14B protein OS=Lithospermum erythrorhizon PE=2 SV=137.80 0.00

TRINITY_DN37808_c0_g1sp|P60483|PTEN_CANLFPTEN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN OS=Canis lupus familiaris GN=PTEN PE=2 SV=137.80 0.00

TRINITY_DN38025_c1_g3sp|P22517|KCC2_YEASTCMK2 Calcium/calmodulin-dependent protein kinase II OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CMK2 PE=1 SV=237.80 0.00

TRINITY_DN38598_c1_g6sp|Q54HL0|COPG_DICDIcopG Coatomer subunit gamma OS=Dictyostelium discoideum GN=copG PE=1 SV=137.80 0.00

TRINITY_DN39065_c0_g1sp|Q9ZUU1|KAD1_ARATHADK Adenylate kinase 1, chloroplastic OS=Arabidopsis thaliana GN=ADK PE=1 SV=137.80 0.00

TRINITY_DN39582_c0_g11sp|A2Q8R9|NPL4_ASPNCnpl4 Nuclear protein localization protein 4 OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=npl4 PE=3 SV=137.80 0.00

TRINITY_DN40180_c0_g3sp|Q8I4B0|KCNSK_CAEELshk-1 Potassium voltage-gated channel protein shk-1 OS=Caenorhabditis elegans GN=shk-1 PE=2 SV=137.80 0.00

TRINITY_DN40445_c0_g3sp|O22607|MSI4_ARATHMSI4 WD-40 repeat-containing protein MSI4 OS=Arabidopsis thaliana GN=MSI4 PE=1 SV=337.80 0.00

TRINITY_DN40602_c0_g7sp|Q54I18|SMEK_DICDIsmkA Suppressor of Mek1 OS=Dictyostelium discoideum GN=smkA PE=1 SV=137.80 0.00

TRINITY_DN40839_c0_g1sp|O05218|YWRD_BACSUywrD Putative gamma-glutamyltransferase YwrD OS=Bacillus subtilis (strain 168) GN=ywrD PE=1 SV=137.80 0.00

TRINITY_DN40849_c0_g3sp|Q86W56|PARG_HUMANPARG Poly(ADP-ribose) glycohydrolase OS=Homo sapiens GN=PARG PE=1 SV=137.80 0.00

TRINITY_DN41303_c0_g4sp|Q21253|GELS1_CAEELgsnl-1 Gelsolin-like protein 1 OS=Caenorhabditis elegans GN=gsnl-1 PE=1 SV=137.80 0.00

TRINITY_DN41311_c0_g2sp|P27516|CBR_DUNSACBR Carotene biosynthesis-related protein CBR, chloroplastic OS=Dunaliella salina GN=CBR PE=1 SV=137.80 0.00

TRINITY_DN41326_c1_g7sp|Q07764|HVA22_HORVUHVA22 Protein HVA22 OS=Hordeum vulgare GN=HVA22 PE=2 SV=137.80 0.00

TRINITY_DN42003_c0_g4sp|P74388|BQMT_SYNY3sll0418 2-methyl-6-phytyl-1,4-hydroquinone methyltransferase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0418 PE=1 SV=137.80 0.00

TRINITY_DN42284_c0_g1sp|Q8GWG2|TPPH_ARATHTPPH Probable trehalose-phosphate phosphatase H OS=Arabidopsis thaliana GN=TPPH PE=2 SV=137.80 0.00

TRINITY_DN42670_c0_g4sp|P23475|XRCC6_MOUSEXrcc6 X-ray repair cross-complementing protein 6 OS=Mus musculus GN=Xrcc6 PE=1 SV=537.80 0.00

TRINITY_DN42802_c0_g1sp|M4MR97|RNJ_SINM2rnj Ribonuclease J OS=Sinorhizobium meliloti (strain Sm2011 / Rm2011 / 2011) GN=rnj PE=3 SV=137.80 0.00

TRINITY_DN43535_c0_g3sp|Q6NW29|RWDD4_HUMANRWDD4 RWD domain-containing protein 4 OS=Homo sapiens GN=RWDD4 PE=1 SV=337.80 0.00

TRINITY_DN43870_c2_g4sp|Q54IP4|SHKB_DICDIshkB Dual specificity protein kinase shkB OS=Dictyostelium discoideum GN=shkB PE=3 SV=137.80 0.00

TRINITY_DN44085_c1_g2sp|P77316|YBDR_ECOLIybdR Uncharacterized zinc-type alcohol dehydrogenase-like protein YbdR OS=Escherichia coli (strain K12) GN=ybdR PE=3 SV=137.80 0.00

TRINITY_DN44608_c0_g1sp|Q54BQ8|LYSG4_DICDIDDB_G0293492Probable GH family 25 lysozyme 4 OS=Dictyostelium discoideum GN=DDB_G0293492 PE=3 SV=137.80 0.00

TRINITY_DN44665_c1_g1sp|Q7XJ96|GAS8_CHLREGAS8 Growth arrest-specific protein 8 homolog OS=Chlamydomonas reinhardtii GN=GAS8 PE=1 SV=137.80 0.00

TRINITY_DN44898_c0_g3sp|Q8VEH0|TM144_MOUSETmem144 Transmembrane protein 144 OS=Mus musculus GN=Tmem144 PE=2 SV=137.80 0.00

TRINITY_DN45006_c0_g1sp|Q9NR20|DYRK4_HUMANDYRK4 Dual specificity tyrosine-phosphorylation-regulated kinase 4 OS=Homo sapiens GN=DYRK4 PE=1 SV=237.80 0.00

TRINITY_DN45084_c1_g4sp|Q14012|KCC1A_HUMANCAMK1 Calcium/calmodulin-dependent protein kinase type 1 OS=Homo sapiens GN=CAMK1 PE=1 SV=137.80 0.00

TRINITY_DN46938_c1_g4sp|O04487|EF1G1_ARATHAt1g09640Probable elongation factor 1-gamma 1 OS=Arabidopsis thaliana GN=At1g09640 PE=1 SV=137.80 0.00

TRINITY_DN47293_c0_g3sp|B4JVG7|EIF3K_DROGRGH22679 Eukaryotic translation initiation factor 3 subunit K OS=Drosophila grimshawi GN=GH22679 PE=3 SV=137.80 0.00

TRINITY_DN48486_c0_g1sp|Q69U49|RMR2_ORYSJRMR1 Receptor homology region, transmembrane domain- and RING domain-containing protein 2 OS=Oryza sativa subsp. japonica GN=RMR1 PE=2 SV=237.80 0.00

TRINITY_DN48509_c1_g5sp|Q0WWQ1|ATG3_ARATHATG3 Autophagy-related protein 3 OS=Arabidopsis thaliana GN=ATG3 PE=1 SV=237.80 0.00

TRINITY_DN49169_c0_g1sp|Q852Q2|OSK1_ORYSJOSK1 Serine/threonine protein kinase OSK1 OS=Oryza sativa subsp. japonica GN=OSK1 PE=1 SV=137.80 0.00

TRINITY_DN49195_c1_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=137.80 0.00

TRINITY_DN49554_c0_g3sp|Q0GZS3|USP_CUCMEUSP UDP-sugar pyrophosphorylase OS=Cucumis melo GN=USP PE=1 SV=137.80 0.00

TRINITY_DN50216_c0_g2sp|P31729|OV16_ONCVOOV16 OV-16 antigen OS=Onchocerca volvulus GN=OV16 PE=2 SV=237.80 0.00



TRINITY_DN50732_c0_g2sp|P9WK86|NLHH_MYCTOnlhH Carboxylesterase NlhH OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=nlhH PE=3 SV=137.80 0.00

TRINITY_DN51004_c2_g3sp|Q54BD6|DDX51_DICDIddx51 Probable ATP-dependent RNA helicase ddx51 OS=Dictyostelium discoideum GN=ddx51 PE=3 SV=137.80 0.00

TRINITY_DN51152_c1_g5sp|Q08697|PR1A_SOLLC- Pathogenesis-related protein 1A1 OS=Solanum lycopersicum PE=2 SV=137.80 0.00

TRINITY_DN51238_c1_g2sp|Q2RM63|HCP_MOOTAhcp Hydroxylamine reductase OS=Moorella thermoacetica (strain ATCC 39073 / JCM 9320) GN=hcp PE=3 SV=137.80 0.00

TRINITY_DN51482_c0_g3sp|Q7K480|BN3D1_DROMEbin3 Probable RNA methyltransferase bin3 OS=Drosophila melanogaster GN=bin3 PE=1 SV=137.80 0.00

TRINITY_DN51860_c0_g4sp|A8J666|CFA54_CHLRECFAP54 Cilia- and flagella-associated protein 54 OS=Chlamydomonas reinhardtii GN=CFAP54 PE=1 SV=137.80 0.00

TRINITY_DN52163_c0_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=337.80 0.00

TRINITY_DN53262_c0_g1sp|P78929|COFI_SCHPOcof1 Cofilin OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cof1 PE=1 SV=137.80 0.00

TRINITY_DN6808_c0_g1sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=437.80 0.00

TRINITY_DN9725_c0_g1sp|Q8WVX9|FACR1_HUMANFAR1 Fatty acyl-CoA reductase 1 OS=Homo sapiens GN=FAR1 PE=1 SV=137.80 0.00

TRINITY_DN19566_c0_g1sp|Q02106|COAT_POPMV- Coat protein OS=Poplar mosaic virus (isolate ATCC Pv275) PE=1 SV=237.70 0.00

TRINITY_DN19854_c0_g1sp|P04634|LIPG_RATLipf Gastric triacylglycerol lipase OS=Rattus norvegicus GN=Lipf PE=1 SV=137.70 0.00

TRINITY_DN20768_c0_g2sp|Q5FWU8|ZMY10_XENLAzmynd10 Zinc finger MYND domain-containing protein 10 OS=Xenopus laevis GN=zmynd10 PE=2 SV=137.70 0.00

TRINITY_DN27194_c0_g3sp|Q09170|CDS1_SCHPOcds1 Serine/threonine-protein kinase cds1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cds1 PE=1 SV=237.70 0.00

TRINITY_DN31403_c0_g3sp|Q940S0|TMN2_ARATHTMN2 Transmembrane 9 superfamily member 2 OS=Arabidopsis thaliana GN=TMN2 PE=2 SV=137.70 0.00

TRINITY_DN32320_c0_g1sp|P70280|VAMP7_MOUSEVamp7 Vesicle-associated membrane protein 7 OS=Mus musculus GN=Vamp7 PE=1 SV=137.70 0.00

TRINITY_DN32787_c0_g1sp|P26045|PTN3_HUMANPTPN3 Tyrosine-protein phosphatase non-receptor type 3 OS=Homo sapiens GN=PTPN3 PE=1 SV=237.70 0.00

TRINITY_DN33400_c0_g2sp|O82229|SCP23_ARATHSCPL23 Putative serine carboxypeptidase-like 23 OS=Arabidopsis thaliana GN=SCPL23 PE=2 SV=237.70 0.00

TRINITY_DN33623_c0_g1sp|Q7XQU7|P2C41_ORYSJOs04g0452000Probable protein phosphatase 2C 41 OS=Oryza sativa subsp. japonica GN=Os04g0452000 PE=2 SV=237.70 0.00

TRINITY_DN34503_c0_g4sp|Q5ZMV8|RPGP2_CHICKRAP1GAP2Rap1 GTPase-activating protein 2 OS=Gallus gallus GN=RAP1GAP2 PE=2 SV=237.70 0.00

TRINITY_DN34725_c0_g1sp|Q8GYD2|MND1_ARATHMND1 Meiotic nuclear division protein 1 homolog OS=Arabidopsis thaliana GN=MND1 PE=1 SV=137.70 0.00

TRINITY_DN35509_c0_g2sp|P63009|AP2B1_BOVINAP2B1 AP-2 complex subunit beta OS=Bos taurus GN=AP2B1 PE=1 SV=237.70 0.00

TRINITY_DN36139_c0_g5sp|P95867|TREZ_SULSOtreZ Malto-oligosyltrehalose trehalohydrolase OS=Sulfolobus solfataricus (strain ATCC 35092 / DSM 1617 / JCM 11322 / P2) GN=treZ PE=1 SV=137.70 0.00

TRINITY_DN36220_c1_g11sp|O94527|IQW1_SCHPOiqw1 WD repeat protein iqw1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=iqw1 PE=1 SV=137.70 0.00

TRINITY_DN36353_c0_g5sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=337.70 0.00

TRINITY_DN36852_c0_g1sp|Q7SC45|BTN1_NEUCRcln3 Protein btn-1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cln3 PE=3 SV=237.70 0.00

TRINITY_DN37025_c0_g1sp|Q8C9A2|ENDOV_MOUSEEndov Endonuclease V OS=Mus musculus GN=Endov PE=1 SV=237.70 0.00

TRINITY_DN37475_c0_g1sp|Q6PDI6|FA63B_MOUSEFam63b Ubiquitin carboxyl-terminal hydrolase MINDY-2 OS=Mus musculus GN=Fam63b PE=1 SV=137.70 0.00

TRINITY_DN37554_c0_g3sp|P20825|POL2_DROMEpol Retrovirus-related Pol polyprotein from transposon 297 OS=Drosophila melanogaster GN=pol PE=3 SV=137.70 0.00

TRINITY_DN37558_c0_g1sp|Q5EA59|ABHD4_BOVINABHD4 Protein ABHD4 OS=Bos taurus GN=ABHD4 PE=2 SV=137.70 0.00

TRINITY_DN37674_c0_g1sp|Q6GNP0|CQ10B_XENLAcoq10b Coenzyme Q-binding protein COQ10 homolog B, mitochondrial OS=Xenopus laevis GN=coq10b PE=2 SV=137.70 0.00

TRINITY_DN37683_c1_g10sp|Q9JHR7|IDE_MOUSEIde Insulin-degrading enzyme OS=Mus musculus GN=Ide PE=1 SV=137.70 0.00

TRINITY_DN37832_c0_g3sp|A8QCE4|LST2_BRUMABm1_49520Lateral signaling target protein 2 homolog OS=Brugia malayi GN=Bm1_49520 PE=3 SV=137.70 0.00

TRINITY_DN37867_c0_g8sp|P53808|PPCT_MOUSEPctp Phosphatidylcholine transfer protein OS=Mus musculus GN=Pctp PE=1 SV=237.70 0.00

TRINITY_DN37880_c0_g5sp|Q54WR4|PLDB_DICDIpldB Phospholipase D B OS=Dictyostelium discoideum GN=pldB PE=2 SV=137.70 0.00

TRINITY_DN38605_c0_g1sp|Q94JV4|SUI12_ARATHAt1g54290Protein translation factor SUI1 homolog 2 OS=Arabidopsis thaliana GN=At1g54290 PE=3 SV=137.70 0.00

TRINITY_DN38916_c1_g1sp|P21269|CCA1_YEASTCCA1 CCA tRNA nucleotidyltransferase, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CCA1 PE=1 SV=137.70 0.00

TRINITY_DN39026_c0_g1sp|Q8R4K8|PAPP1_MOUSEPappa Pappalysin-1 OS=Mus musculus GN=Pappa PE=2 SV=237.70 0.00

TRINITY_DN39129_c0_g2sp|Q54RJ4|IKSA_DICDIiksA Probable serine/threonine-protein kinase iksA OS=Dictyostelium discoideum GN=iksA PE=3 SV=137.70 0.00

TRINITY_DN39358_c0_g9sp|Q02789|CAC1S_MOUSECacna1s Voltage-dependent L-type calcium channel subunit alpha-1S OS=Mus musculus GN=Cacna1s PE=1 SV=237.70 0.00

TRINITY_DN39914_c0_g9sp|A2XX57|COLD1_ORYSICOLD1 GPCR-type G protein COLD1 OS=Oryza sativa subsp. indica GN=COLD1 PE=3 SV=137.70 0.00

TRINITY_DN40150_c0_g3sp|F4I2H2|CHR9_ARATHSWI2 Switch 2 OS=Arabidopsis thaliana GN=SWI2 PE=3 SV=137.70 0.00

TRINITY_DN41218_c0_g3sp|Q9Z7Q0|Y654_CHLPNCPn_0654Uncharacterized acyl-CoA thioester hydrolase CPn_0654/CP_0093/CPj0654/CpB0680 OS=Chlamydia pneumoniae GN=CPn_0654 PE=3 SV=137.70 0.00

TRINITY_DN41224_c0_g1sp|Q839B2|HPRT_ENTFAhpt Hypoxanthine-guanine phosphoribosyltransferase OS=Enterococcus faecalis (strain ATCC 700802 / V583) GN=hpt PE=3 SV=137.70 0.00

TRINITY_DN42151_c0_g1sp|Q12830|BPTF_HUMANBPTF Nucleosome-remodeling factor subunit BPTF OS=Homo sapiens GN=BPTF PE=1 SV=337.70 0.00

TRINITY_DN42996_c0_g1sp|Q60EX6|BSL1_ORYSJBSL1 Serine/threonine-protein phosphatase BSL1 homolog OS=Oryza sativa subsp. japonica GN=BSL1 PE=2 SV=137.70 0.00

TRINITY_DN43057_c0_g2sp|Q2KHV7|UBP2_BOVINUSP2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Bos taurus GN=USP2 PE=2 SV=137.70 0.00

TRINITY_DN43239_c0_g5sp|Q9CWR2|SMYD3_MOUSESmyd3 Histone-lysine N-methyltransferase SMYD3 OS=Mus musculus GN=Smyd3 PE=2 SV=137.70 0.00

TRINITY_DN43454_c0_g3sp|Q9LKW9|NHX7_ARATHNHX7 Sodium/hydrogen exchanger 7 OS=Arabidopsis thaliana GN=NHX7 PE=1 SV=137.70 0.00

TRINITY_DN44477_c0_g4sp|Q92889|XPF_HUMANERCC4 DNA repair endonuclease XPF OS=Homo sapiens GN=ERCC4 PE=1 SV=337.70 0.00

TRINITY_DN44541_c0_g4sp|Q7T6X2|YR826_MIMIVMIMI_R826Putative serine/threonine-protein kinase/receptor R826 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R826 PE=3 SV=237.70 0.00

TRINITY_DN44566_c0_g1sp|Q8GRL7|TBCE_ARATHTFCE Tubulin-folding cofactor E OS=Arabidopsis thaliana GN=TFCE PE=2 SV=137.70 0.00

TRINITY_DN44773_c1_g1sp|O81024|EKI_ARATHEMB1187 Probable ethanolamine kinase OS=Arabidopsis thaliana GN=EMB1187 PE=2 SV=137.70 0.00

TRINITY_DN44843_c0_g2sp|A7EYW0|DBP3_SCLS1dbp3 ATP-dependent RNA helicase dbp3 OS=Sclerotinia sclerotiorum (strain ATCC 18683 / 1980 / Ss-1) GN=dbp3 PE=3 SV=237.70 0.00

TRINITY_DN45238_c0_g1sp|Q55874|Y103_SYNY3sll0103 Uncharacterized protein sll0103 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0103 PE=3 SV=137.70 0.00

TRINITY_DN45585_c0_g2sp|Q6F3A6|CDPKA_ORYSJCPK10 Calcium-dependent protein kinase 10 OS=Oryza sativa subsp. japonica GN=CPK10 PE=2 SV=137.70 0.00



TRINITY_DN45796_c0_g2sp|P51957|NEK4_HUMANNEK4 Serine/threonine-protein kinase Nek4 OS=Homo sapiens GN=NEK4 PE=1 SV=237.70 0.00

TRINITY_DN45898_c0_g1sp|Q494Q2|HPAT2_ARATHHPAT2 Hydroxyproline O-arabinosyltransferase 2 OS=Arabidopsis thaliana GN=HPAT2 PE=1 SV=137.70 0.00

TRINITY_DN45927_c0_g4sp|B0F481|BIODA_ARATHBIO3-BIO1Bifunctional dethiobiotin synthetase/7,8-diamino-pelargonic acid aminotransferase, mitochondrial OS=Arabidopsis thaliana GN=BIO3-BIO1 PE=1 SV=137.70 0.00

TRINITY_DN46167_c0_g9sp|D9HP20|CNR4_MAIZECNR4 Cell number regulator 4 OS=Zea mays GN=CNR4 PE=2 SV=137.70 0.00

TRINITY_DN46630_c0_g8sp|Q5Y2C3|H2AY_TETTSHTAY Histone H2A.Y OS=Tetrahymena thermophila (strain SB210) GN=HTAY PE=2 SV=237.70 0.00

TRINITY_DN46671_c0_g1sp|Q1QH29|KHSE_NITHXthrB Homoserine kinase OS=Nitrobacter hamburgensis (strain DSM 10229 / NCIMB 13809 / X14) GN=thrB PE=3 SV=137.70 0.00

TRINITY_DN47066_c0_g1sp|Q5UP73|YR614_MIMIVMIMI_R614Putative band 7 family protein R614 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R614 PE=3 SV=137.70 0.00

TRINITY_DN47296_c0_g1sp|P26489|FIXL_AZOC5fixL Sensor protein FixL OS=Azorhizobium caulinodans (strain ATCC 43989 / DSM 5975 / JCM 20966 / NBRC 14845 / NCIMB 13405 / ORS 571) GN=fixL PE=3 SV=137.70 0.00

TRINITY_DN47883_c0_g1sp|Q9C5J3|RRC1_ARATHRRC1 Protein RRC1 OS=Arabidopsis thaliana GN=RRC1 PE=1 SV=137.70 0.00

TRINITY_DN48050_c0_g4sp|B9DFG3|ISE2_ARATHISE2 DExH-box ATP-dependent RNA helicase DExH15 chloroplastic OS=Arabidopsis thaliana GN=ISE2 PE=1 SV=237.70 0.00

TRINITY_DN48717_c0_g1sp|Q8AY73|XPO2_ORENIcse1l Exportin-2 OS=Oreochromis niloticus GN=cse1l PE=2 SV=137.70 0.00

TRINITY_DN49157_c0_g1sp|Q6CBX2|RMT2_YARLIRMT2 Protein arginine N-methyltransferase 2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=RMT2 PE=3 SV=137.70 0.00

TRINITY_DN5014_c0_g1sp|Q29RV1|PDIA4_BOVINPDIA4 Protein disulfide-isomerase A4 OS=Bos taurus GN=PDIA4 PE=2 SV=137.70 0.00

TRINITY_DN50407_c0_g1sp|Q86U06|RBM23_HUMANRBM23 Probable RNA-binding protein 23 OS=Homo sapiens GN=RBM23 PE=1 SV=137.70 0.00

TRINITY_DN51012_c0_g1sp|Q9XF67|PDPK1_ARATHPDPK1 3-phosphoinositide-dependent protein kinase 1 OS=Arabidopsis thaliana GN=PDPK1 PE=1 SV=137.70 0.00

TRINITY_DN51412_c0_g1sp|Q9ST62|NDB1_SOLTUNDB1 External alternative NAD(P)H-ubiquinone oxidoreductase B1, mitochondrial OS=Solanum tuberosum GN=NDB1 PE=1 SV=137.70 0.00

TRINITY_DN51539_c0_g2sp|Q96MR6|CFA57_HUMANCFAP57 Cilia- and flagella-associated protein 57 OS=Homo sapiens GN=CFAP57 PE=2 SV=337.70 0.00

TRINITY_DN51692_c0_g2sp|Q54GS1|CL16A_DICDIDDB_G0289943Protein CLEC16A homolog OS=Dictyostelium discoideum GN=DDB_G0289943 PE=3 SV=137.70 0.00

TRINITY_DN51805_c0_g1sp|O22212|PRP4L_ARATHLIS U4/U6 small nuclear ribonucleoprotein PRP4-like protein OS=Arabidopsis thaliana GN=LIS PE=2 SV=137.70 0.00

TRINITY_DN52710_c0_g1sp|P22589|UBIQP_PHYIN- Polyubiquitin OS=Phytophthora infestans PE=1 SV=237.70 0.00

TRINITY_DN6756_c0_g1sp|Q8VD57|SFT2B_MOUSESft2d2 Vesicle transport protein SFT2B OS=Mus musculus GN=Sft2d2 PE=1 SV=137.70 0.00

TRINITY_DN9504_c0_g1sp|Q54S83|NDUF7_DICDImidA Protein arginine methyltransferase NDUFAF7 homolog, mitochondrial OS=Dictyostelium discoideum GN=midA PE=1 SV=137.70 0.00

TRINITY_DN21720_c0_g1sp|Q9SJD4|LACS8_ARATHLACS8 Long chain acyl-CoA synthetase 8 OS=Arabidopsis thaliana GN=LACS8 PE=1 SV=137.60 0.00

TRINITY_DN2308_c0_g1sp|P11218|AGI_URTDIUDA1 Lectin/endochitinase 1 OS=Urtica dioica GN=UDA1 PE=1 SV=337.60 0.00

TRINITY_DN26516_c0_g1sp|Q8RU33|VA0D_ORYSJOs01g0587000Probable V-type proton ATPase subunit d OS=Oryza sativa subsp. japonica GN=Os01g0587000 PE=2 SV=137.60 0.00

TRINITY_DN32096_c0_g1sp|Q9FIJ2|NDUA2_ARATHAt5g47890NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 2 OS=Arabidopsis thaliana GN=At5g47890 PE=3 SV=137.60 0.00

TRINITY_DN32805_c0_g2sp|Q338B9|GCN5_ORYSJGCN5 Histone acetyltransferase GCN5 OS=Oryza sativa subsp. japonica GN=GCN5 PE=2 SV=137.60 0.00

TRINITY_DN32972_c0_g1sp|Q2TBN5|COMD9_BOVINCOMMD9 COMM domain-containing protein 9 OS=Bos taurus GN=COMMD9 PE=2 SV=137.60 0.00

TRINITY_DN33213_c0_g1sp|Q54C71|KXCB_DICDIkxcB Kinase and exchange factor for Rac B OS=Dictyostelium discoideum GN=kxcB PE=3 SV=137.60 0.00

TRINITY_DN33245_c0_g2sp|Q95JP6|KAD7_MACFAAK7 Adenylate kinase 7 (Fragment) OS=Macaca fascicularis GN=AK7 PE=2 SV=237.60 0.00

TRINITY_DN34946_c0_g1sp|Q9ZUU2|AAED1_ARATHAt2g37240Thioredoxin-like protein AAED1, chloroplastic OS=Arabidopsis thaliana GN=At2g37240 PE=1 SV=237.60 0.00

TRINITY_DN35600_c1_g4sp|Q9NRK6|ABCBA_HUMANABCB10 ATP-binding cassette sub-family B member 10, mitochondrial OS=Homo sapiens GN=ABCB10 PE=1 SV=237.60 0.00

TRINITY_DN35623_c0_g1sp|Q869K3|BPNT1_DICDIbpnt1 3'(2'),5'-bisphosphate nucleotidase 1 OS=Dictyostelium discoideum GN=bpnt1 PE=3 SV=137.60 0.00

TRINITY_DN36409_c1_g1sp|Q8AVQ6|SYF2_XENLAsyf2 Pre-mRNA-splicing factor syf2 OS=Xenopus laevis GN=syf2 PE=2 SV=137.60 0.00

TRINITY_DN37171_c0_g2sp|Q496Z0|ELP2_RATElp2 Elongator complex protein 2 OS=Rattus norvegicus GN=Elp2 PE=2 SV=137.60 0.00

TRINITY_DN38868_c0_g2sp|Q9LR64|PB27A_ARATHPSB27-1 Photosystem II repair protein PSB27-H1, chloroplastic OS=Arabidopsis thaliana GN=PSB27-1 PE=1 SV=137.60 0.00

TRINITY_DN38885_c0_g2sp|Q7XTT4|NUCL2_ORYSJOs04g0620700Nucleolin 2 OS=Oryza sativa subsp. japonica GN=Os04g0620700 PE=2 SV=237.60 0.00

TRINITY_DN39903_c1_g4sp|Q551B5|MIO_DICDIDDB_G0276673WD repeat-containing protein mio OS=Dictyostelium discoideum GN=DDB_G0276673 PE=3 SV=137.60 0.00

TRINITY_DN40158_c0_g2sp|O34355|YTCJ_BACSUytcJ Putative amidohydrolase YtcJ OS=Bacillus subtilis (strain 168) GN=ytcJ PE=4 SV=137.60 0.00

TRINITY_DN40408_c0_g3sp|P29981|CP4C1_BLADICYP4C1 Cytochrome P450 4C1 OS=Blaberus discoidalis GN=CYP4C1 PE=2 SV=137.60 0.00

TRINITY_DN40491_c0_g1sp|P49661|COPD3_ORYSJOs01g0833700Coatomer subunit delta-3 OS=Oryza sativa subsp. japonica GN=Os01g0833700 PE=2 SV=237.60 0.00

TRINITY_DN40908_c0_g5sp|Q06397|DERL1_ORYSJDER1 Derlin-1 OS=Oryza sativa subsp. japonica GN=DER1 PE=2 SV=237.60 0.00

TRINITY_DN41454_c1_g3sp|Q9FG01|ATO_ARATHATO Splicing factor SF3a60 homolog OS=Arabidopsis thaliana GN=ATO PE=1 SV=137.60 0.00

TRINITY_DN41495_c0_g5sp|O07834|DAPB1_PSEMXdapb1 Dipeptidyl aminopeptidase BI OS=Pseudoxanthomonas mexicana GN=dapb1 PE=1 SV=137.60 0.00

TRINITY_DN41600_c0_g3sp|Q22516|CHD3_CAEELchd-3 Chromodomain-helicase-DNA-binding protein 3 homolog OS=Caenorhabditis elegans GN=chd-3 PE=2 SV=237.60 0.00

TRINITY_DN41686_c0_g2sp|K7WIZ6|RIBRX_MAIZEPYRR Riboflavin biosynthesis protein PYRR, chloroplastic OS=Zea mays GN=PYRR PE=1 SV=137.60 0.00

TRINITY_DN41888_c0_g1sp|O82637|P2C61_ARATHAt4g32950Probable protein phosphatase 2C 61 OS=Arabidopsis thaliana GN=At4g32950 PE=3 SV=137.60 0.00

TRINITY_DN42363_c0_g2sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=237.60 0.00

TRINITY_DN42634_c0_g6sp|Q67W50|ORR25_ORYSJRR25 Two-component response regulator ORR25 OS=Oryza sativa subsp. japonica GN=RR25 PE=3 SV=137.60 0.00

TRINITY_DN42675_c1_g1sp|O94673|YG75_SCHPOSPBC776.05Uncharacterized membrane protein C776.05 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC776.05 PE=4 SV=237.60 0.00

TRINITY_DN43423_c0_g3sp|Q43715|TOC75_PEATOC75 Protein TOC75, chloroplastic OS=Pisum sativum GN=TOC75 PE=1 SV=137.60 0.00

TRINITY_DN43633_c0_g1sp|P40781|CYPR4_CYNCACYPRO4 Protein CYPRO4 OS=Cynara cardunculus GN=CYPRO4 PE=2 SV=137.60 0.00

TRINITY_DN43734_c0_g8sp|Q54WX4|AURK_DICDIaurK Aurora kinase OS=Dictyostelium discoideum GN=aurK PE=1 SV=137.60 0.00

TRINITY_DN43837_c0_g5sp|Q9FM67|TI205_ARATHTIC20-V Protein TIC 20-v, chloroplastic OS=Arabidopsis thaliana GN=TIC20-V PE=2 SV=137.60 0.00

TRINITY_DN44027_c0_g1sp|Q9EQV6|TPP1_RATTpp1 Tripeptidyl-peptidase 1 OS=Rattus norvegicus GN=Tpp1 PE=1 SV=137.60 0.00

TRINITY_DN44252_c0_g2sp|A4QNX2|S247B_DANREslc25a47bSolute carrier family 25 member 47-B OS=Danio rerio GN=slc25a47b PE=2 SV=137.60 0.00



TRINITY_DN44689_c1_g3sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=137.60 0.00

TRINITY_DN44847_c0_g2sp|Q7TNC4|LC7L2_MOUSELuc7l2 Putative RNA-binding protein Luc7-like 2 OS=Mus musculus GN=Luc7l2 PE=1 SV=137.60 0.00

TRINITY_DN44964_c0_g1sp|Q9FKT5|THOC3_ARATHTHO3 THO complex subunit 3 OS=Arabidopsis thaliana GN=THO3 PE=1 SV=137.60 0.00

TRINITY_DN45179_c1_g1sp|O74828|ESF1_SCHPOesf1 Pre-rRNA-processing protein esf1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=esf1 PE=1 SV=137.60 0.00

TRINITY_DN45278_c1_g8sp|O74254|AMYG_CANALGAM1 Glucoamylase 1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GAM1 PE=1 SV=237.60 0.00

TRINITY_DN45504_c0_g1sp|Q8VYU4|CCR4F_ARATHCCR4-6 Carbon catabolite repressor protein 4 homolog 6 OS=Arabidopsis thaliana GN=CCR4-6 PE=2 SV=237.60 0.00

TRINITY_DN45531_c0_g5sp|O43314|VIP2_HUMANPPIP5K2 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2 OS=Homo sapiens GN=PPIP5K2 PE=1 SV=337.60 0.00

TRINITY_DN45541_c0_g2sp|Q9NVH0|EXD2_HUMANEXD2 Exonuclease 3'-5' domain-containing protein 2 OS=Homo sapiens GN=EXD2 PE=1 SV=237.60 0.00

TRINITY_DN45559_c0_g1sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=237.60 0.00

TRINITY_DN45951_c1_g2sp|Q54WW7|Y0010_DICDIDDB_G0279405Probable serine/threonine-protein kinase DDB_G0279405 OS=Dictyostelium discoideum GN=DDB_G0279405 PE=3 SV=137.60 0.00

TRINITY_DN46470_c1_g3sp|Q08DI8|PUS7_BOVINPUS7 Pseudouridylate synthase 7 homolog OS=Bos taurus GN=PUS7 PE=2 SV=137.60 0.00

TRINITY_DN46699_c1_g3sp|Q9N9X3|CTX80_EUPOC- Ciliary WD repeat-containing protein ctxp80 OS=Euplotes octocarinatus PE=3 SV=137.60 0.00

TRINITY_DN47079_c0_g1sp|Q7Z4T9|MAAT1_HUMANMAATS1 Protein MAATS1 OS=Homo sapiens GN=MAATS1 PE=1 SV=237.60 0.00

TRINITY_DN47802_c1_g8sp|Q54K32|RGAA_DICDIrgaA Ras GTPase-activating-like protein rgaA OS=Dictyostelium discoideum GN=rgaA PE=1 SV=137.60 0.00

TRINITY_DN47935_c0_g4sp|Q54QB1|ERK2_DICDIerkB Extracellular signal-regulated kinase 2 OS=Dictyostelium discoideum GN=erkB PE=1 SV=137.60 0.00

TRINITY_DN48360_c0_g4sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=137.60 0.00

TRINITY_DN49137_c0_g1sp|Q9MAM3|KCS1_ARATHKCS1 3-ketoacyl-CoA synthase 1 OS=Arabidopsis thaliana GN=KCS1 PE=1 SV=137.60 0.00

TRINITY_DN49250_c0_g8sp|O00780|VATE_DICDIvatE V-type proton ATPase subunit E OS=Dictyostelium discoideum GN=vatE PE=1 SV=137.60 0.00

TRINITY_DN49323_c0_g3sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=137.60 0.00

TRINITY_DN49998_c0_g10sp|P32253|RASC_DICDIrasC Ras-like protein rasC OS=Dictyostelium discoideum GN=rasC PE=2 SV=137.60 0.00

TRINITY_DN50048_c2_g6sp|Q9USJ1|THTM_SCHPOtum1 Probable 3-mercaptopyruvate sulfurtransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tum1 PE=1 SV=237.60 0.00

TRINITY_DN50088_c0_g5sp|Q4Z8K6|RBP9X_DROMERanBPM Ran-binding proteins 9/10 homolog OS=Drosophila melanogaster GN=RanBPM PE=1 SV=137.60 0.00

TRINITY_DN50231_c0_g2sp|Q96252|ATP4_ARATHAt5g47030ATP synthase subunit delta', mitochondrial OS=Arabidopsis thaliana GN=At5g47030 PE=1 SV=137.60 0.00

TRINITY_DN50484_c1_g1sp|Q94F30|ESD4_ARATHESD4 Ubiquitin-like-specific protease ESD4 OS=Arabidopsis thaliana GN=ESD4 PE=1 SV=137.60 0.00

TRINITY_DN50845_c0_g1sp|Q64514|TPP2_MOUSETpp2 Tripeptidyl-peptidase 2 OS=Mus musculus GN=Tpp2 PE=1 SV=337.60 0.00

TRINITY_DN50898_c0_g2sp|Q61371|IFT88_MOUSEIft88 Intraflagellar transport protein 88 homolog OS=Mus musculus GN=Ift88 PE=1 SV=237.60 0.00

TRINITY_DN51330_c3_g1sp|A7Z9T8|UVSE_BACVZuvsE UV DNA damage endonuclease OS=Bacillus velezensis (strain DSM 23117 / BGSC 10A6 / FZB42) GN=uvsE PE=3 SV=137.60 0.00

TRINITY_DN51975_c1_g1sp|Q9ATB4|TAD2B_ARATHADA2B Transcriptional adapter ADA2b OS=Arabidopsis thaliana GN=ADA2B PE=1 SV=137.60 0.00

TRINITY_DN51992_c1_g8sp|Q8GWU0|PGP2_ARATHPGLP2 Phosphoglycolate phosphatase 2 OS=Arabidopsis thaliana GN=PGLP2 PE=1 SV=137.60 0.00

TRINITY_DN52409_c1_g1sp|Q5TKD8|TRL2_ORYSJOs05g0200100Thioredoxin-like 2, chloroplastic OS=Oryza sativa subsp. japonica GN=Os05g0200100 PE=2 SV=137.60 0.00

TRINITY_DN5543_c0_g1sp|Q1RHJ0|GLRX1_RICBRgrxC1 Glutaredoxin-1 OS=Rickettsia bellii (strain RML369-C) GN=grxC1 PE=3 SV=137.60 0.00

TRINITY_DN19838_c0_g1sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=137.50 0.00

TRINITY_DN22724_c0_g1sp|Q9MBF8|DYH1B_CHLREDHC10 Dynein-1-beta heavy chain, flagellar inner arm I1 complex OS=Chlamydomonas reinhardtii GN=DHC10 PE=1 SV=137.50 0.00

TRINITY_DN27105_c0_g1sp|Q6ZVT0|TTL10_HUMANTTLL10 Inactive polyglycylase TTLL10 OS=Homo sapiens GN=TTLL10 PE=1 SV=237.50 0.00

TRINITY_DN29005_c0_g2sp|Q9UUA2|PIF1_SCHPOpfh1 ATP-dependent DNA helicase pfh1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pfh1 PE=1 SV=137.50 0.00

TRINITY_DN29301_c0_g1sp|Q9W1K0|TM14_DROMECG5532 Transmembrane protein 14 homolog OS=Drosophila melanogaster GN=CG5532 PE=3 SV=137.50 0.00

TRINITY_DN30785_c0_g1sp|Q38806|HSP22_ARATHHSP22.0 22.0 kDa heat shock protein OS=Arabidopsis thaliana GN=HSP22.0 PE=2 SV=137.50 0.00

TRINITY_DN31145_c0_g1sp|Q8BYK4|RDH12_MOUSERdh12 Retinol dehydrogenase 12 OS=Mus musculus GN=Rdh12 PE=2 SV=137.50 0.00

TRINITY_DN31656_c0_g1sp|Q24815|RACB_ENTHIRACB Rho-related protein racB (Fragment) OS=Entamoeba histolytica GN=RACB PE=3 SV=137.50 0.00

TRINITY_DN31656_c0_g2sp|P06781|RHO2_YEASTRHO2 GTP-binding protein RHO2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RHO2 PE=1 SV=237.50 0.00

TRINITY_DN32813_c0_g1sp|Q99L04|DHRS1_MOUSEDhrs1 Dehydrogenase/reductase SDR family member 1 OS=Mus musculus GN=Dhrs1 PE=1 SV=137.50 0.00

TRINITY_DN33190_c0_g2sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=137.50 0.00

TRINITY_DN34830_c0_g1sp|Q6IE52|MUG2_RATMug2 Murinoglobulin-2 OS=Rattus norvegicus GN=Mug2 PE=1 SV=137.50 0.00

TRINITY_DN34977_c0_g1sp|P80322|TNNC_BRALA- Troponin C OS=Branchiostoma lanceolatum PE=1 SV=137.50 0.00

TRINITY_DN35204_c0_g1sp|P13952|CCNB_SPISO- G2/mitotic-specific cyclin-B OS=Spisula solidissima PE=2 SV=137.50 0.00

TRINITY_DN35243_c0_g1sp|P14198|AAC4_DICDIAAC4 AAC-rich mRNA clone AAC4 protein OS=Dictyostelium discoideum GN=AAC4 PE=2 SV=337.50 0.00

TRINITY_DN35372_c0_g1sp|Q8T197|DHRS7_DICDIDDB_G0274201Dehydrogenase/reductase SDR family protein 7-like OS=Dictyostelium discoideum GN=DDB_G0274201 PE=3 SV=137.50 0.00

TRINITY_DN35550_c0_g1sp|O68965|MI2D_RHIMEidhA Inositol 2-dehydrogenase OS=Rhizobium meliloti (strain 1021) GN=idhA PE=1 SV=237.50 0.00

TRINITY_DN36321_c0_g1sp|A1ZAI3|FACR2_DROMECG8303 Putative fatty acyl-CoA reductase CG8303 OS=Drosophila melanogaster GN=CG8303 PE=2 SV=337.50 0.00

TRINITY_DN36403_c1_g7sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=137.50 0.00

TRINITY_DN36490_c0_g1sp|Q9LM69|ATL80_ARATHATL80 RING-H2 finger protein ATL80 OS=Arabidopsis thaliana GN=ATL80 PE=2 SV=137.50 0.00

TRINITY_DN36835_c1_g3sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=337.50 0.00

TRINITY_DN37043_c0_g4sp|Q2Y6F3|RLMN_NITMUrlmN Dual-specificity RNA methyltransferase RlmN OS=Nitrosospira multiformis (strain ATCC 25196 / NCIMB 11849 / C 71) GN=rlmN PE=3 SV=137.50 0.00

TRINITY_DN37575_c0_g1sp|Q54MA9|KU70_DICDIku70 ATP-dependent DNA helicase ku70 OS=Dictyostelium discoideum GN=ku70 PE=3 SV=137.50 0.00

TRINITY_DN38143_c0_g4sp|Q72NN2|MSRB_LEPICmsrB Peptide methionine sulfoxide reductase MsrB OS=Leptospira interrogans serogroup Icterohaemorrhagiae serovar copenhageni (strain Fiocruz L1-130) GN=msrB PE=3 SV=337.50 0.00

TRINITY_DN38321_c1_g2sp|Q6GV12|KDSR_MOUSEKdsr 3-ketodihydrosphingosine reductase OS=Mus musculus GN=Kdsr PE=1 SV=137.50 0.00



TRINITY_DN38815_c0_g1sp|O22932|CIPKB_ARATHCIPK11 CBL-interacting serine/threonine-protein kinase 11 OS=Arabidopsis thaliana GN=CIPK11 PE=1 SV=137.50 0.00

TRINITY_DN39169_c0_g2sp|D0MVS1|KEX1_PHYITKEX1 Pheromone-processing carboxypeptidase KEX1 OS=Phytophthora infestans (strain T30-4) GN=KEX1 PE=3 SV=137.50 0.00

TRINITY_DN39211_c0_g4sp|O80763|NRX1_ARATHAt1g60420Probable nucleoredoxin 1 OS=Arabidopsis thaliana GN=At1g60420 PE=1 SV=137.50 0.00

TRINITY_DN39323_c0_g3sp|Q29458|LIPG_BOVINLIPF Gastric triacylglycerol lipase OS=Bos taurus GN=LIPF PE=1 SV=137.50 0.00

TRINITY_DN39840_c0_g8sp|Q9LT17|BBR_ARATHBBR E3 ubiquitin ligase BIG BROTHER-related OS=Arabidopsis thaliana GN=BBR PE=2 SV=137.50 0.00

TRINITY_DN39990_c0_g8sp|Q9CAR7|HIR2_ARATHHIR2 Hypersensitive-induced response protein 2 OS=Arabidopsis thaliana GN=HIR2 PE=1 SV=137.50 0.00

TRINITY_DN40013_c0_g4sp|P13677|KPC2_DROMEinaC Protein kinase C, eye isozyme OS=Drosophila melanogaster GN=inaC PE=1 SV=137.50 0.00

TRINITY_DN40181_c1_g2sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=137.50 0.00

TRINITY_DN40510_c0_g4sp|Q02595|KPK2_PLAFKPK2 Probable serine/threonine-protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=PK2 PE=2 SV=137.50 0.00

TRINITY_DN40589_c0_g1sp|Q7ZUX1|RPC3_DANREpolr3c DNA-directed RNA polymerase III subunit RPC3 OS=Danio rerio GN=polr3c PE=2 SV=137.50 0.00

TRINITY_DN40602_c0_g4sp|Q6INN7|PP4R3_XENLAsmek1 Serine/threonine-protein phosphatase 4 regulatory subunit 3 OS=Xenopus laevis GN=smek1 PE=2 SV=137.50 0.00

TRINITY_DN40651_c0_g1sp|Q9SHE7|RUB1_ARATHRUB1 Ubiquitin-NEDD8-like protein RUB1 OS=Arabidopsis thaliana GN=RUB1 PE=1 SV=337.50 0.00

TRINITY_DN40878_c0_g3sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=337.50 0.00

TRINITY_DN40918_c1_g2sp|Q9N4H4|PME1_CAEELpme-1 Poly(ADP-ribose) polymerase pme-1 OS=Caenorhabditis elegans GN=pme-1 PE=2 SV=137.50 0.00

TRINITY_DN41141_c1_g3sp|Q55535|Y328_SYNY3slr0328 Putative low molecular weight protein-tyrosine-phosphatase slr0328 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0328 PE=3 SV=137.50 0.00

TRINITY_DN42023_c0_g4sp|A6LLK9|RS7_THEM4rpsG 30S ribosomal protein S7 OS=Thermosipho melanesiensis (strain DSM 12029 / CIP 104789 / BI429) GN=rpsG PE=3 SV=137.50 0.00

TRINITY_DN42380_c0_g5sp|Q9M4B5|PFD4_ARATHAIP3 Probable prefoldin subunit 4 OS=Arabidopsis thaliana GN=AIP3 PE=1 SV=337.50 0.00

TRINITY_DN42482_c2_g1sp|Q6P6R0|LFG1_RATGrina Protein lifeguard 1 OS=Rattus norvegicus GN=Grina PE=2 SV=137.50 0.00

TRINITY_DN42545_c0_g1sp|Q38AH0|MTR1_TRYB2MTR1 Cap-specific mRNA (nucleoside-2'-O-)-methyltransferase 1 OS=Trypanosoma brucei brucei (strain 927/4 GUTat10.1) GN=MTR1 PE=1 SV=137.50 0.00

TRINITY_DN42613_c0_g1sp|Q10212|YAY4_SCHPOSPAC4H3.04cMEMO1 family protein C4H3.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4H3.04c PE=3 SV=137.50 0.00

TRINITY_DN42849_c1_g8sp|A6VDI8|UBIB_PSEA7ubiB Probable protein kinase UbiB OS=Pseudomonas aeruginosa (strain PA7) GN=ubiB PE=3 SV=137.50 0.00

TRINITY_DN45001_c0_g1sp|F4I6M1|POLIA_ARATHPOLIA DNA polymerase I A, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=POLIA PE=2 SV=137.50 0.00

TRINITY_DN45054_c0_g13sp|Q869S5|DOKA_DICDIdokA Hybrid signal transduction protein dokA OS=Dictyostelium discoideum GN=dokA PE=1 SV=137.50 0.00

TRINITY_DN45080_c0_g9sp|Q9VCR7|CTNS_DROMECG17119 Cystinosin homolog OS=Drosophila melanogaster GN=CG17119 PE=1 SV=237.50 0.00

TRINITY_DN45735_c0_g2sp|P0CN29|DUS3_CRYNBDUS3 tRNA-dihydrouridine(47) synthase [NAD(P)(+)] OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=DUS3 PE=3 SV=137.50 0.00

TRINITY_DN46237_c0_g1sp|Q54TH9|GACY_DICDIgacY Rho GTPase-activating protein gacY OS=Dictyostelium discoideum GN=gacY PE=3 SV=137.50 0.00

TRINITY_DN46398_c0_g4sp|Q8NFJ9|BBS1_HUMANBBS1 Bardet-Biedl syndrome 1 protein OS=Homo sapiens GN=BBS1 PE=1 SV=137.50 0.00

TRINITY_DN46564_c0_g2sp|F4JMJ1|HSP7R_ARATHHSP70-17Heat shock 70 kDa protein 17 OS=Arabidopsis thaliana GN=HSP70-17 PE=2 SV=137.50 0.00

TRINITY_DN46811_c0_g3sp|Q9SJD4|LACS8_ARATHLACS8 Long chain acyl-CoA synthetase 8 OS=Arabidopsis thaliana GN=LACS8 PE=1 SV=137.50 0.00

TRINITY_DN47576_c1_g4sp|P42770|GSHRP_ARATHEMB2360 Glutathione reductase, chloroplastic OS=Arabidopsis thaliana GN=EMB2360 PE=2 SV=137.50 0.00

TRINITY_DN48339_c2_g1sp|A5YKK6|CNOT1_HUMANCNOT1 CCR4-NOT transcription complex subunit 1 OS=Homo sapiens GN=CNOT1 PE=1 SV=237.50 0.00

TRINITY_DN48397_c0_g1sp|Q55AX0|DLPC_DICDIdlpC Dynamin-like protein C OS=Dictyostelium discoideum GN=dlpC PE=2 SV=237.50 0.00

TRINITY_DN49323_c0_g5sp|Q54MV2|MRKB_DICDImrkB Probable serine/threonine-protein kinase MARK-B OS=Dictyostelium discoideum GN=mrkB PE=3 SV=137.50 0.00

TRINITY_DN49508_c0_g2sp|P0AEC7|BARA_ECO57barA Signal transduction histidine-protein kinase BarA OS=Escherichia coli O157:H7 GN=barA PE=3 SV=137.50 0.00

TRINITY_DN50270_c1_g5sp|Q8RYE9|GPPL3_ARATHAt2g33255Haloacid dehalogenase-like hydrolase domain-containing protein At2g33255 OS=Arabidopsis thaliana GN=At2g33255 PE=1 SV=137.50 0.00

TRINITY_DN50416_c0_g6sp|P24797|AT1A2_CHICKATP1A2 Sodium/potassium-transporting ATPase subunit alpha-2 OS=Gallus gallus GN=ATP1A2 PE=2 SV=137.50 0.00

TRINITY_DN50556_c0_g3sp|Q1ZXD6|ROCO5_DICDIroco5 Probable serine/threonine-protein kinase roco5 OS=Dictyostelium discoideum GN=roco5 PE=3 SV=137.50 0.00

TRINITY_DN50624_c0_g2sp|Q3TZA2|CDKL4_MOUSECdkl4 Cyclin-dependent kinase-like 4 OS=Mus musculus GN=Cdkl4 PE=2 SV=137.50 0.00

TRINITY_DN50746_c0_g3sp|Q4PH16|ATM1_USTMAATM1 Iron-sulfur clusters transporter ATM1, mitochondrial OS=Ustilago maydis (strain 521 / FGSC 9021) GN=ATM1 PE=3 SV=137.50 0.00

TRINITY_DN51075_c1_g2sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=237.50 0.00

TRINITY_DN51299_c1_g1sp|B0G107|SAMH1_DICDIDDB_G0272484Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 homolog OS=Dictyostelium discoideum GN=DDB_G0272484 PE=3 SV=137.50 0.00

TRINITY_DN52573_c1_g1sp|O14965|AURKA_HUMANAURKA Aurora kinase A OS=Homo sapiens GN=AURKA PE=1 SV=237.50 0.00

TRINITY_DN52587_c1_g2sp|Q8S1X8|GT14_ORYSJOs01g0926600Probable glucuronosyltransferase Os01g0926600 OS=Oryza sativa subsp. japonica GN=Os01g0926600 PE=2 SV=137.50 0.00

TRINITY_DN7259_c0_g2sp|Q3S4A7|AHK5_ARATHAHK5 Histidine kinase 5 OS=Arabidopsis thaliana GN=AHK5 PE=1 SV=137.50 0.00

TRINITY_DN30151_c0_g1sp|F4J117|LSF1_ARATHLSF1 Phosphoglucan phosphatase LSF1, chloroplastic OS=Arabidopsis thaliana GN=LSF1 PE=1 SV=137.40 0.00

TRINITY_DN30642_c0_g1sp|Q54QS0|UFL1_DICDIDDB_G0283667E3 UFM1-protein ligase 1 homolog OS=Dictyostelium discoideum GN=DDB_G0283667 PE=3 SV=137.40 0.00

TRINITY_DN31692_c0_g1sp|Q9UKZ1|CNO11_HUMANCNOT11 CCR4-NOT transcription complex subunit 11 OS=Homo sapiens GN=CNOT11 PE=1 SV=137.40 0.00

TRINITY_DN32513_c0_g1sp|O94606|JMJ4_SCHPOjmj4 JmjC domain-containing protein 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=jmj4 PE=1 SV=137.40 0.00

TRINITY_DN33994_c0_g1sp|Q9M1I1|FB304_ARATHAt3g54460F-box protein At3g54460 OS=Arabidopsis thaliana GN=At3g54460 PE=2 SV=137.40 0.00

TRINITY_DN34429_c0_g2sp|Q9UQ35|SRRM2_HUMANSRRM2 Serine/arginine repetitive matrix protein 2 OS=Homo sapiens GN=SRRM2 PE=1 SV=237.40 0.00

TRINITY_DN35234_c0_g1sp|Q3MQ24|ATG5_BOVINATG5 Autophagy protein 5 OS=Bos taurus GN=ATG5 PE=2 SV=237.40 0.00

TRINITY_DN35426_c0_g1sp|Q5E9N9|APEX2_BOVINAPEX2 DNA-(apurinic or apyrimidinic site) lyase 2 OS=Bos taurus GN=APEX2 PE=2 SV=137.40 0.00

TRINITY_DN35696_c0_g9sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=137.40 0.00

TRINITY_DN35700_c0_g2sp|Q9JLG8|CAN15_MOUSECapn15 Calpain-15 OS=Mus musculus GN=Capn15 PE=1 SV=137.40 0.00

TRINITY_DN36314_c0_g2sp|Q54HL4|GGHB_DICDIgghB Gamma-glutamyl hydrolase B OS=Dictyostelium discoideum GN=gghB PE=3 SV=137.40 0.00

TRINITY_DN36336_c0_g4sp|Q5HM44|ZDH1_STAEQSERP1785Zinc-type alcohol dehydrogenase-like protein SERP1785 OS=Staphylococcus epidermidis (strain ATCC 35984 / RP62A) GN=SERP1785 PE=3 SV=137.40 0.00



TRINITY_DN36710_c0_g7sp|Q07994|NCPR_MUSDO- NADPH--cytochrome P450 reductase OS=Musca domestica PE=2 SV=137.40 0.00

TRINITY_DN36729_c0_g1sp|P41885|RBF1_CAEELrbf-1 Rabphilin-1 OS=Caenorhabditis elegans GN=rbf-1 PE=1 SV=237.40 0.00

TRINITY_DN37029_c0_g3sp|Q9XFH4|DDM1_ARATHDDM1 ATP-dependent DNA helicase DDM1 OS=Arabidopsis thaliana GN=DDM1 PE=1 SV=137.40 0.00

TRINITY_DN37167_c0_g1sp|Q9BLG3|AMT2_DICDIamtB Ammonium transporter 2 OS=Dictyostelium discoideum GN=amtB PE=1 SV=137.40 0.00

TRINITY_DN37331_c0_g3sp|D2GXM8|CBPC5_AILMEAGBL5 Cytosolic carboxypeptidase-like protein 5 OS=Ailuropoda melanoleuca GN=AGBL5 PE=3 SV=137.40 0.00

TRINITY_DN37597_c1_g5sp|P52917|VPS4_YEASTVPS4 Vacuolar protein sorting-associated protein 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS4 PE=1 SV=137.40 0.00

TRINITY_DN37795_c0_g3sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=337.40 0.00

TRINITY_DN37847_c0_g7sp|Q9ZSA4|CDPKR_ARATHCPK27 Calcium-dependent protein kinase 27 OS=Arabidopsis thaliana GN=CPK27 PE=1 SV=337.40 0.00

TRINITY_DN38679_c0_g2sp|P61798|APTX_CHICKAPTX Aprataxin (Fragment) OS=Gallus gallus GN=APTX PE=2 SV=137.40 0.00

TRINITY_DN38696_c0_g6sp|Q8H0U4|TNPO1_ARATHTRN1 Transportin-1 OS=Arabidopsis thaliana GN=TRN1 PE=1 SV=137.40 0.00

TRINITY_DN39457_c0_g9sp|O15254|ACOX3_HUMANACOX3 Peroxisomal acyl-coenzyme A oxidase 3 OS=Homo sapiens GN=ACOX3 PE=1 SV=237.40 0.00

TRINITY_DN39718_c0_g5sp|Q7ZVE3|TIGRB_DANREtigarb Fructose-2,6-bisphosphatase TIGAR B OS=Danio rerio GN=tigarb PE=1 SV=237.40 0.00

TRINITY_DN39794_c0_g2sp|P35521|ICLN_CANLFCLNS1A Methylosome subunit pICln OS=Canis lupus familiaris GN=CLNS1A PE=1 SV=137.40 0.00

TRINITY_DN39923_c1_g1sp|Q869Z0|Y5025_DICDIDDB_G0275025Putative protein disulfide-isomerase DDB_G0275025 OS=Dictyostelium discoideum GN=DDB_G0275025 PE=1 SV=137.40 0.00

TRINITY_DN40052_c0_g2sp|Q84MA5|CAAT1_ARATHCAT1 Cationic amino acid transporter 1 OS=Arabidopsis thaliana GN=CAT1 PE=1 SV=137.40 0.00

TRINITY_DN40298_c2_g6sp|Q9C509|SGPL_ARATHDPL1 Sphingosine-1-phosphate lyase OS=Arabidopsis thaliana GN=DPL1 PE=1 SV=137.40 0.00

TRINITY_DN40317_c0_g2sp|B2X050|MNR1_CAPANMNR1 (+)-neomenthol dehydrogenase OS=Capsicum annuum GN=MNR1 PE=1 SV=137.40 0.00

TRINITY_DN40415_c1_g5sp|Q8S1Z1|UTP11_ORYSJOs01g0810000Probable U3 small nucleolar RNA-associated protein 11 OS=Oryza sativa subsp. japonica GN=Os01g0810000 PE=2 SV=237.40 0.00

TRINITY_DN40604_c0_g2sp|P43296|RD19A_ARATHRD19A Cysteine protease RD19A OS=Arabidopsis thaliana GN=RD19A PE=1 SV=137.40 0.00

TRINITY_DN40910_c0_g1sp|Q8BN82|S17A5_MOUSESlc17a5 Sialin OS=Mus musculus GN=Slc17a5 PE=1 SV=237.40 0.00

TRINITY_DN41432_c1_g7sp|Q8K4T5|DUS19_MOUSEDusp19 Dual specificity protein phosphatase 19 OS=Mus musculus GN=Dusp19 PE=2 SV=137.40 0.00

TRINITY_DN41981_c0_g6sp|Q91WU5|AS3MT_MOUSEAs3mt Arsenite methyltransferase OS=Mus musculus GN=As3mt PE=1 SV=237.40 0.00

TRINITY_DN42435_c1_g6sp|A5PF44|GARL3_DANREgarnl3 GTPase-activating Rap/Ran-GAP domain-like protein 3 OS=Danio rerio GN=garnl3 PE=3 SV=137.40 0.00

TRINITY_DN42491_c1_g3sp|Q9NP66|HM20A_HUMANHMG20A High mobility group protein 20A OS=Homo sapiens GN=HMG20A PE=1 SV=137.40 0.00

TRINITY_DN42499_c0_g7sp|Q8DHU4|SECA_THEEBsecA Protein translocase subunit SecA OS=Thermosynechococcus elongatus (strain BP-1) GN=secA PE=3 SV=137.40 0.00

TRINITY_DN42524_c0_g1sp|Q8VEL2|MTMRE_MOUSEMtmr14 Myotubularin-related protein 14 OS=Mus musculus GN=Mtmr14 PE=1 SV=237.40 0.00

TRINITY_DN42922_c0_g4sp|Q96JC1|VPS39_HUMANVPS39 Vam6/Vps39-like protein OS=Homo sapiens GN=VPS39 PE=1 SV=237.40 0.00

TRINITY_DN43035_c0_g1sp|Q61481|PDE1A_MOUSEPde1a Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1A OS=Mus musculus GN=Pde1a PE=1 SV=237.40 0.00

TRINITY_DN43062_c0_g2sp|Q54S52|Y2801_DICDIDDB_G0282801Protein PIEZO homolog OS=Dictyostelium discoideum GN=DDB_G0282801 PE=3 SV=137.40 0.00

TRINITY_DN43674_c0_g5sp|O94822|LTN1_HUMANLTN1 E3 ubiquitin-protein ligase listerin OS=Homo sapiens GN=LTN1 PE=1 SV=637.40 0.00

TRINITY_DN44839_c0_g1sp|P50995|ANX11_HUMANANXA11 Annexin A11 OS=Homo sapiens GN=ANXA11 PE=1 SV=137.40 0.00

TRINITY_DN44930_c0_g9sp|P20483|MPIP_DROMEstg M-phase inducer phosphatase OS=Drosophila melanogaster GN=stg PE=1 SV=237.40 0.00

TRINITY_DN45007_c0_g3sp|Q9FKP5|UBP17_ARATHUBP17 Ubiquitin carboxyl-terminal hydrolase 17 OS=Arabidopsis thaliana GN=UBP17 PE=2 SV=137.40 0.00

TRINITY_DN45479_c1_g1sp|Q6GQX6|ANKS6_MOUSEAnks6 Ankyrin repeat and SAM domain-containing protein 6 OS=Mus musculus GN=Anks6 PE=1 SV=237.40 0.00

TRINITY_DN45554_c0_g3sp|Q9P2E3|ZNFX1_HUMANZNFX1 NFX1-type zinc finger-containing protein 1 OS=Homo sapiens GN=ZNFX1 PE=2 SV=237.40 0.00

TRINITY_DN45582_c0_g1sp|P37572|RADA_BACSUradA DNA repair protein RadA OS=Bacillus subtilis (strain 168) GN=radA PE=1 SV=137.40 0.00

TRINITY_DN45608_c1_g3sp|Q9NZM3|ITSN2_HUMANITSN2 Intersectin-2 OS=Homo sapiens GN=ITSN2 PE=1 SV=337.40 0.00

TRINITY_DN45894_c0_g1sp|A2VDS1|SCLY_BOVINSCLY Selenocysteine lyase OS=Bos taurus GN=SCLY PE=2 SV=137.40 0.00

TRINITY_DN46106_c0_g2sp|O34978|PBUO_BACSUpbuO Guanine/hypoxanthine permease PbuO OS=Bacillus subtilis (strain 168) GN=pbuO PE=1 SV=137.40 0.00

TRINITY_DN46364_c0_g1sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=137.40 0.00

TRINITY_DN46408_c0_g1sp|Q9P258|RCC2_HUMANRCC2 Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=237.40 0.00

TRINITY_DN46413_c0_g3sp|F4IF36|FGT1_ARATHFGT1 Protein FORGETTER 1 OS=Arabidopsis thaliana GN=FGT1 PE=1 SV=137.40 0.00

TRINITY_DN46558_c0_g5sp|Q9HAQ2|KIF9_HUMANKIF9 Kinesin-like protein KIF9 OS=Homo sapiens GN=KIF9 PE=1 SV=437.40 0.00

TRINITY_DN47120_c0_g1sp|Q7T6Y2|YR831_MIMIVMIMI_R831Putative serine/threonine-protein kinase/receptor R831 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R831 PE=3 SV=237.40 0.00

TRINITY_DN47220_c0_g1sp|Q9C9Q5|RRA2_ARATHRRA2 Arabinosyltransferase RRA2 OS=Arabidopsis thaliana GN=RRA2 PE=2 SV=137.40 0.00

TRINITY_DN47727_c1_g1sp|Q6TGJ4|ATG9_CRYGAATG9 Autophagy-related protein 9 OS=Cryptococcus gattii GN=ATG9 PE=3 SV=137.40 0.00

TRINITY_DN48134_c0_g5sp|Q00719|MDMC_STRMYmdmC O-methyltransferase MdmC OS=Streptomyces mycarofaciens GN=mdmC PE=3 SV=137.40 0.00

TRINITY_DN48238_c0_g4sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=137.40 0.00



TRINITY_DN48291_c2_g12sp|Q55GD9|VPS25_DICDIvps25 Vacuolar protein-sorting-associated protein 25 OS=Dictyostelium discoideum GN=vps25 PE=1 SV=137.40 0.00

TRINITY_DN48788_c0_g3sp|Q55C84|Y0170_DICDIDDB_G0270170Bromodomain-containing protein DDB_G0270170 OS=Dictyostelium discoideum GN=DDB_G0270170 PE=3 SV=137.40 0.00

TRINITY_DN48988_c0_g3sp|P54813|YME1_CAEELymel-1 ATP-dependent zinc metalloprotease YME1 homolog OS=Caenorhabditis elegans GN=ymel-1 PE=3 SV=237.40 0.00

TRINITY_DN49441_c0_g5sp|Q9BU70|TRMO_HUMANTRMO tRNA (adenine(37)-N6)-methyltransferase OS=Homo sapiens GN=TRMO PE=2 SV=237.40 0.00

TRINITY_DN50173_c1_g8sp|Q54WX4|AURK_DICDIaurK Aurora kinase OS=Dictyostelium discoideum GN=aurK PE=1 SV=137.40 0.00

TRINITY_DN50757_c0_g5sp|Q69ZM6|STK36_MOUSEStk36 Serine/threonine-protein kinase 36 OS=Mus musculus GN=Stk36 PE=1 SV=337.40 0.00

TRINITY_DN51022_c0_g2sp|O60292|SI1L3_HUMANSIPA1L3 Signal-induced proliferation-associated 1-like protein 3 OS=Homo sapiens GN=SIPA1L3 PE=1 SV=337.40 0.00

TRINITY_DN51270_c1_g8sp|Q54JM3|ULA1_DICDInae1 NEDD8-activating enzyme E1 regulatory subunit OS=Dictyostelium discoideum GN=nae1 PE=3 SV=137.40 0.00

TRINITY_DN51488_c0_g1sp|Q2TBN6|PCID2_BOVINPCID2 PCI domain-containing protein 2 OS=Bos taurus GN=PCID2 PE=2 SV=137.40 0.00

TRINITY_DN52436_c2_g1sp|Q86GV3|GCY28_CAEELgcy-28 Receptor-type guanylate cyclase gcy-28 OS=Caenorhabditis elegans GN=gcy-28 PE=1 SV=137.40 0.00

TRINITY_DN14075_c0_g1sp|Q15034|HERC3_HUMANHERC3 Probable E3 ubiquitin-protein ligase HERC3 OS=Homo sapiens GN=HERC3 PE=1 SV=137.30 0.00

TRINITY_DN15728_c0_g1sp|A3PTJ4|Y408_MYCSJMjls_0408UPF0678 fatty acid-binding protein-like protein Mjls_0408 OS=Mycobacterium sp. (strain JLS) GN=Mjls_0408 PE=3 SV=137.30 0.00

TRINITY_DN17746_c0_g1sp|P23545|PHOR_BACSUphoR Alkaline phosphatase synthesis sensor protein PhoR OS=Bacillus subtilis (strain 168) GN=phoR PE=1 SV=137.30 0.00

TRINITY_DN24236_c0_g1sp|Q07878|VPS13_YEASTVPS13 Vacuolar protein sorting-associated protein 13 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS13 PE=1 SV=137.30 0.00

TRINITY_DN26444_c0_g1sp|E1C656|HACE1_CHICKHACE1 E3 ubiquitin-protein ligase HACE1 OS=Gallus gallus GN=HACE1 PE=2 SV=137.30 0.00

TRINITY_DN33098_c0_g1sp|Q54T85|TRA1_DICDItra1 Probable transcription-associated protein 1 OS=Dictyostelium discoideum GN=tra1 PE=3 SV=237.30 0.00

TRINITY_DN33826_c0_g1sp|Q8VY63|MPU12_ARATHAt4g07390Mannose-P-dolichol utilization defect 1 protein homolog 2 OS=Arabidopsis thaliana GN=At4g07390 PE=2 SV=137.30 0.00

TRINITY_DN34231_c0_g1sp|O04487|EF1G1_ARATHAt1g09640Probable elongation factor 1-gamma 1 OS=Arabidopsis thaliana GN=At1g09640 PE=1 SV=137.30 0.00

TRINITY_DN34596_c0_g2sp|Q16816|PHKG1_HUMANPHKG1 Phosphorylase b kinase gamma catalytic chain, skeletal muscle/heart isoform OS=Homo sapiens GN=PHKG1 PE=2 SV=337.30 0.00

TRINITY_DN34622_c0_g1sp|Q15527|SURF2_HUMANSURF2 Surfeit locus protein 2 OS=Homo sapiens GN=SURF2 PE=1 SV=337.30 0.00

TRINITY_DN35290_c0_g1sp|P17770|DDC_CATROTDC Aromatic-L-amino-acid decarboxylase OS=Catharanthus roseus GN=TDC PE=2 SV=137.30 0.00

TRINITY_DN35520_c0_g1sp|P43254|COP1_ARATHCOP1 E3 ubiquitin-protein ligase COP1 OS=Arabidopsis thaliana GN=COP1 PE=1 SV=237.30 0.00

TRINITY_DN35609_c0_g1sp|P60483|PTEN_CANLFPTEN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN OS=Canis lupus familiaris GN=PTEN PE=2 SV=137.30 0.00

TRINITY_DN35799_c0_g2sp|Q2A327|DNAJ_FRATHdnaJ Chaperone protein DnaJ OS=Francisella tularensis subsp. holarctica (strain LVS) GN=dnaJ PE=3 SV=137.30 0.00

TRINITY_DN36415_c0_g5sp|Q6ZS30|NBEL1_HUMANNBEAL1 Neurobeachin-like protein 1 OS=Homo sapiens GN=NBEAL1 PE=2 SV=337.30 0.00

TRINITY_DN36615_c0_g2sp|Q27589|CP4D2_DROMECyp4d2 Cytochrome P450 4d2 OS=Drosophila melanogaster GN=Cyp4d2 PE=2 SV=237.30 0.00

TRINITY_DN37093_c0_g1sp|Q6P7N4|HMCES_XENTRhmces Embryonic stem cell-specific 5-hydroxymethylcytosine-binding protein OS=Xenopus tropicalis GN=hmces PE=2 SV=137.30 0.00

TRINITY_DN37134_c0_g8sp|Q00004|SRP68_CANLFSRP68 Signal recognition particle subunit SRP68 OS=Canis lupus familiaris GN=SRP68 PE=1 SV=137.30 0.00

TRINITY_DN37187_c1_g12sp|P84097|RHOG_CRICRRHOG Rho-related GTP-binding protein RhoG OS=Cricetus cricetus GN=RHOG PE=2 SV=137.30 0.00

TRINITY_DN37253_c0_g3sp|P0C8Z0|Y8359_ORYSIOsI_027940Uncharacterized protein OsI_027940 OS=Oryza sativa subsp. indica GN=OsI_027940 PE=1 SV=237.30 0.00

TRINITY_DN38608_c1_g1sp|Q9LHQ6|OCT4_ARATHOCT4 Organic cation/carnitine transporter 4 OS=Arabidopsis thaliana GN=OCT4 PE=2 SV=137.30 0.00

TRINITY_DN39144_c1_g5sp|Q1MIP9|CTAA_RHIL3ctaA Heme A synthase OS=Rhizobium leguminosarum bv. viciae (strain 3841) GN=ctaA PE=3 SV=137.30 0.00

TRINITY_DN39298_c0_g4sp|Q9JJ80|RPF2_MOUSERpf2 Ribosome production factor 2 homolog OS=Mus musculus GN=Rpf2 PE=2 SV=237.30 0.00

TRINITY_DN39447_c1_g2sp|P14381|YTX2_XENLA- Transposon TX1 uncharacterized 149 kDa protein OS=Xenopus laevis PE=3 SV=137.30 0.00

TRINITY_DN39920_c0_g1sp|Q5VVW2|GARL3_HUMANGARNL3 GTPase-activating Rap/Ran-GAP domain-like protein 3 OS=Homo sapiens GN=GARNL3 PE=2 SV=237.30 0.00

TRINITY_DN40041_c3_g5sp|Q9C5H5|M3K5G_ARATHMAPKKK5 Mitogen-activated protein kinase kinase kinase 5 OS=Arabidopsis thaliana GN=MAPKKK5 PE=1 SV=137.30 0.00

TRINITY_DN40114_c0_g6sp|O95989|NUDT3_HUMANNUDT3 Diphosphoinositol polyphosphate phosphohydrolase 1 OS=Homo sapiens GN=NUDT3 PE=1 SV=137.30 0.00

TRINITY_DN40757_c0_g1sp|O68273|DUSC_CUPNHdusC tRNA-dihydrouridine(16) synthase OS=Cupriavidus necator (strain ATCC 17699 / H16 / DSM 428 / Stanier 337) GN=dusC PE=3 SV=237.30 0.00

TRINITY_DN40971_c1_g2sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=237.30 0.00

TRINITY_DN41362_c0_g6sp|Q3KQV9|UAP1L_HUMANUAP1L1 UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens GN=UAP1L1 PE=1 SV=237.30 0.00

TRINITY_DN41545_c0_g5sp|Q142P6|MSBA_BURXLmsbA Lipid A export ATP-binding/permease protein MsbA OS=Burkholderia xenovorans (strain LB400) GN=msbA PE=3 SV=137.30 0.00

TRINITY_DN42160_c0_g5sp|O81149|PSA5A_ARATHPAE1 Proteasome subunit alpha type-5-A OS=Arabidopsis thaliana GN=PAE1 PE=1 SV=137.30 0.00

TRINITY_DN42326_c0_g1sp|Q64568|AT2B3_RATAtp2b3 Plasma membrane calcium-transporting ATPase 3 OS=Rattus norvegicus GN=Atp2b3 PE=1 SV=237.30 0.00

TRINITY_DN42799_c1_g9sp|Q0WQX7|RBL1_ARATHRBL1 RHOMBOID-like protein 1 OS=Arabidopsis thaliana GN=RBL1 PE=2 SV=137.30 0.00

TRINITY_DN43177_c0_g10sp|Q556Y8|DUSPR_DICDIDDB_G0273199Probable rhodanese domain-containing dual specificity protein phosphatase OS=Dictyostelium discoideum GN=DDB_G0273199 PE=3 SV=137.30 0.00

TRINITY_DN43734_c0_g2sp|P40480|HOS4_YEASTHOS4 Protein HOS4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HOS4 PE=1 SV=137.30 0.00

TRINITY_DN43866_c0_g1sp|Q5ZPI9|SPO12_ORYSISPO11-2 Meiotic recombination protein SPO11-2 OS=Oryza sativa subsp. indica GN=SPO11-2 PE=1 SV=137.30 0.00

TRINITY_DN43937_c0_g1sp|Q5F389|WWOX_CHICKWWOX WW domain-containing oxidoreductase OS=Gallus gallus GN=WWOX PE=2 SV=237.30 0.00

TRINITY_DN44239_c1_g1sp|A0A0P0VG31|DJC16_ORYSJP58A DnaJ protein P58IPK homolog A OS=Oryza sativa subsp. japonica GN=P58A PE=1 SV=137.30 0.00

TRINITY_DN44303_c0_g4sp|Q9SE42|RPE1_ORYSJOs09g0505700Ribulose-phosphate 3-epimerase, cytoplasmic isoform OS=Oryza sativa subsp. japonica GN=Os09g0505700 PE=1 SV=137.30 0.00

TRINITY_DN44309_c0_g3sp|Q02PA2|LAP_PSEABlap Aminopeptidase OS=Pseudomonas aeruginosa (strain UCBPP-PA14) GN=lap PE=1 SV=137.30 0.00

TRINITY_DN44451_c0_g1sp|Q9D9T8|EFHC1_MOUSEEfhc1 EF-hand domain-containing protein 1 OS=Mus musculus GN=Efhc1 PE=1 SV=137.30 0.00

TRINITY_DN45191_c0_g3sp|Q9ES21|SAC1_RATSacm1l Phosphatidylinositide phosphatase SAC1 OS=Rattus norvegicus GN=Sacm1l PE=1 SV=137.30 0.00

TRINITY_DN45423_c0_g1sp|Q8VZR6|INT1_ARATHINT1 Inositol transporter 1 OS=Arabidopsis thaliana GN=INT1 PE=1 SV=137.30 0.00

TRINITY_DN46245_c0_g8sp|Q9FKP4|KN14B_ARATHKIN14B Kinesin-like protein KIN-14B OS=Arabidopsis thaliana GN=KIN14B PE=1 SV=137.30 0.00

TRINITY_DN46296_c0_g1sp|Q7ZT46|PSF2_XENLAgins2 DNA replication complex GINS protein PSF2 OS=Xenopus laevis GN=gins2 PE=1 SV=137.30 0.00



TRINITY_DN46400_c0_g4sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=137.30 0.00

TRINITY_DN46474_c0_g1sp|Q9CUL5|IQCA1_MOUSEIqca1 IQ and AAA domain-containing protein 1 OS=Mus musculus GN=Iqca1 PE=2 SV=237.30 0.00

TRINITY_DN46510_c2_g1sp|Q28GW8|MELK_XENTRmelk Maternal embryonic leucine zipper kinase OS=Xenopus tropicalis GN=melk PE=2 SV=137.30 0.00

TRINITY_DN47163_c0_g5sp|Q6Z437|MPK3_ORYSJMPK3 Mitogen-activated protein kinase 3 OS=Oryza sativa subsp. japonica GN=MPK3 PE=2 SV=137.30 0.00

TRINITY_DN47271_c0_g3sp|Q54G38|SURF6_DICDIsurf6 Surfeit locus protein 6 homolog OS=Dictyostelium discoideum GN=surf6 PE=3 SV=137.30 0.00

TRINITY_DN47475_c0_g1sp|Q8S950|KN7A_TOBACNACK1 Kinesin-like protein NACK1 OS=Nicotiana tabacum GN=NACK1 PE=1 SV=137.30 0.00

TRINITY_DN47919_c0_g4sp|Q5F352|RASN_CHICKNRAS GTPase NRas OS=Gallus gallus GN=NRAS PE=2 SV=137.30 0.00

TRINITY_DN49548_c2_g2sp|A4KDP0|D5FAD_REBSAD5Des Acyl-lipid (8-3)-desaturase OS=Rebecca salina GN=D5Des PE=1 SV=137.30 0.00

TRINITY_DN49581_c1_g2sp|Q9ESV0|DDX24_MOUSEDdx24 ATP-dependent RNA helicase DDX24 OS=Mus musculus GN=Ddx24 PE=1 SV=237.30 0.00

TRINITY_DN49932_c0_g1sp|B8B406|MCM9_ORYSIMCM9 Probable DNA helicase MCM9 OS=Oryza sativa subsp. indica GN=MCM9 PE=3 SV=137.30 0.00

TRINITY_DN50114_c0_g2sp|Q96328|SAC8_ARATHSAC8 Phosphoinositide phosphatase SAC8 OS=Arabidopsis thaliana GN=SAC8 PE=2 SV=137.30 0.00

TRINITY_DN50159_c0_g6sp|Q9Y0A1|ITPR_CAEELitr-1 Inositol 1,4,5-trisphosphate receptor itr-1 OS=Caenorhabditis elegans GN=itr-1 PE=1 SV=137.30 0.00

TRINITY_DN50576_c0_g2sp|Q9C801|MOS2_ARATHMOS2 Protein MOS2 OS=Arabidopsis thaliana GN=MOS2 PE=2 SV=137.30 0.00

TRINITY_DN50581_c0_g3sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=137.30 0.00

TRINITY_DN50933_c0_g1sp|Q9FVX0|CCA12_ARATHCYCA1-2 Cyclin-A1-2 OS=Arabidopsis thaliana GN=CYCA1-2 PE=1 SV=237.30 0.00

TRINITY_DN51275_c2_g1sp|Q60GC1|EXO1_ORYSJEXO1 Exonuclease 1 OS=Oryza sativa subsp. japonica GN=EXO1 PE=2 SV=137.30 0.00

TRINITY_DN51353_c1_g6sp|Q8L7L1|SPHK1_ARATHSPHK1 Sphingosine kinase 1 OS=Arabidopsis thaliana GN=SPHK1 PE=1 SV=137.30 0.00

TRINITY_DN51441_c1_g1sp|E9PYY5|WDR78_MOUSEWdr78 WD repeat-containing protein 78 OS=Mus musculus GN=Wdr78 PE=1 SV=137.30 0.00

TRINITY_DN51649_c0_g1sp|Q9SQZ0|CAAT7_ARATHCAT7 Cationic amino acid transporter 7, chloroplastic OS=Arabidopsis thaliana GN=CAT7 PE=3 SV=137.30 0.00

TRINITY_DN51961_c0_g1sp|Q8IS15|GEFI_DICDIgefI Ras guanine nucleotide exchange factor I OS=Dictyostelium discoideum GN=gefI PE=2 SV=137.30 0.00

TRINITY_DN52244_c0_g2sp|Q21355|GST4_CAEELgst-4 Glutathione S-transferase 4 OS=Caenorhabditis elegans GN=gst-4 PE=2 SV=137.30 0.00

TRINITY_DN52531_c0_g1sp|P14680|YAK1_YEASTYAK1 Dual specificity protein kinase YAK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YAK1 PE=1 SV=137.30 0.00

TRINITY_DN52735_c0_g1sp|Q91ZR4|NEK8_MOUSENek8 Serine/threonine-protein kinase Nek8 OS=Mus musculus GN=Nek8 PE=1 SV=137.30 0.00

TRINITY_DN20769_c0_g1sp|Q9ZPX1|ARF5_ARATHARL2 ADP-ribosylation factor-like protein 2 OS=Arabidopsis thaliana GN=ARL2 PE=2 SV=137.20 0.00

TRINITY_DN23017_c0_g1sp|Q5ZJV4|MCMBP_CHICKMCMBP Mini-chromosome maintenance complex-binding protein OS=Gallus gallus GN=MCMBP PE=2 SV=237.20 0.00

TRINITY_DN23022_c0_g1sp|Q9LUQ5|UBC25_ARATHUBC25 Probable ubiquitin-conjugating enzyme E2 25 OS=Arabidopsis thaliana GN=UBC25 PE=2 SV=137.20 0.00

TRINITY_DN24154_c0_g1sp|O23732|GSHB_BRAJUGSH2 Glutathione synthetase, chloroplastic OS=Brassica juncea GN=GSH2 PE=2 SV=137.20 0.00

TRINITY_DN29464_c0_g1sp|A1SSI8|RLMF_PSYINrlmF Ribosomal RNA large subunit methyltransferase F OS=Psychromonas ingrahamii (strain 37) GN=rlmF PE=3 SV=137.20 0.00

TRINITY_DN29559_c0_g1sp|B6EK72|CUTC_ALISLcutC Copper homeostasis protein CutC OS=Aliivibrio salmonicida (strain LFI1238) GN=cutC PE=3 SV=137.20 0.00

TRINITY_DN31077_c0_g1sp|O74842|FFT2_SCHPOfft2 ATP-dependent helicase fft2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fft2 PE=1 SV=137.20 0.00

TRINITY_DN31934_c0_g1sp|Q9UHR5|S30BP_HUMANSAP30BP SAP30-binding protein OS=Homo sapiens GN=SAP30BP PE=1 SV=137.20 0.00

TRINITY_DN33904_c0_g1sp|Q5XJ34|KC15L_DANREkctd15l BTB/POZ domain-containing protein kctd15-like OS=Danio rerio GN=kctd15l PE=1 SV=137.20 0.00

TRINITY_DN34156_c0_g4sp|Q60855|RIPK1_MOUSERipk1 Receptor-interacting serine/threonine-protein kinase 1 OS=Mus musculus GN=Ripk1 PE=1 SV=137.20 0.00

TRINITY_DN34790_c0_g3sp|Q9ES07|S15A2_MOUSESlc15a2 Solute carrier family 15 member 2 OS=Mus musculus GN=Slc15a2 PE=1 SV=137.20 0.00

TRINITY_DN34935_c0_g1sp|Q55CS7|MPL1_DICDImpl1 MAP kinase phosphatase with leucine-rich repeats protein 1 OS=Dictyostelium discoideum GN=mpl1 PE=2 SV=137.20 0.00

TRINITY_DN35374_c0_g1sp|Q54SR8|SGMC_DICDIsgmC Sphingomyelinase phosphodiesterase C OS=Dictyostelium discoideum GN=sgmC PE=3 SV=137.20 0.00

TRINITY_DN35918_c1_g1sp|Q1PF50|EDA2_ARATHEDA2 Probable serine protease EDA2 OS=Arabidopsis thaliana GN=EDA2 PE=2 SV=237.20 0.00

TRINITY_DN36210_c0_g1sp|Q21L65|MGSA_SACD2mgsA Methylglyoxal synthase OS=Saccharophagus degradans (strain 2-40 / ATCC 43961 / DSM 17024) GN=mgsA PE=3 SV=137.20 0.00

TRINITY_DN36274_c0_g1sp|Q9C777|YIPL3_ARATHAt3g11230Protein yippee-like At3g11230 OS=Arabidopsis thaliana GN=At3g11230 PE=2 SV=137.20 0.00

TRINITY_DN36429_c0_g1sp|Q9SB58|ZDH19_ARATHPAT08 Protein S-acyltransferase 8 OS=Arabidopsis thaliana GN=PAT08 PE=1 SV=237.20 0.00

TRINITY_DN36562_c2_g5sp|Q8K2G4|BBS7_MOUSEBbs7 Bardet-Biedl syndrome 7 protein homolog OS=Mus musculus GN=Bbs7 PE=1 SV=137.20 0.00

TRINITY_DN36868_c0_g7sp|Q556R7|CF50_DICDIcf50-1 Counting factor 50 OS=Dictyostelium discoideum GN=cf50-1 PE=1 SV=137.20 0.00

TRINITY_DN36967_c0_g2sp|Q2LTR7|SYP_SYNASproS Proline--tRNA ligase OS=Syntrophus aciditrophicus (strain SB) GN=proS PE=3 SV=237.20 0.00

TRINITY_DN37921_c0_g3sp|Q03730|YMB8_YEASTYML018C Uncharacterized vacuolar membrane protein YML018C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YML018C PE=1 SV=137.20 0.00

TRINITY_DN38310_c0_g2sp|Q6NLY8|HA22K_ARATHHVA22K HVA22-like protein k OS=Arabidopsis thaliana GN=HVA22K PE=2 SV=137.20 0.00

TRINITY_DN38461_c0_g2sp|Q75JQ3|PEX2_DICDIpex2 Peroxisome biogenesis factor 2 OS=Dictyostelium discoideum GN=pex2 PE=3 SV=137.20 0.00

TRINITY_DN38619_c0_g1sp|Q8WU08|ST32A_HUMANSTK32A Serine/threonine-protein kinase 32A OS=Homo sapiens GN=STK32A PE=1 SV=237.20 0.00

TRINITY_DN38669_c0_g3sp|Q08E13|RNF10_BOVINRNF10 RING finger protein 10 OS=Bos taurus GN=RNF10 PE=2 SV=137.20 0.00

TRINITY_DN38789_c1_g4sp|Q9CXF4|TBC15_MOUSETbc1d15 TBC1 domain family member 15 OS=Mus musculus GN=Tbc1d15 PE=1 SV=137.20 0.00

TRINITY_DN38974_c0_g4sp|Q15526|SURF1_HUMANSURF1 Surfeit locus protein 1 OS=Homo sapiens GN=SURF1 PE=1 SV=137.20 0.00

TRINITY_DN39154_c0_g1sp|A7SKJ3|DPH2_NEMVEdph2 Diphthamide biosynthesis protein 2 OS=Nematostella vectensis GN=dph2 PE=3 SV=137.20 0.00

TRINITY_DN39428_c0_g1sp|Q9LYQ2|LAC13_ARATHLAC13 Laccase-13 OS=Arabidopsis thaliana GN=LAC13 PE=2 SV=137.20 0.00

TRINITY_DN39820_c0_g2sp|C6E543|AMPA_GEOSMpepA Probable cytosol aminopeptidase OS=Geobacter sp. (strain M21) GN=pepA PE=3 SV=137.20 0.00

TRINITY_DN40282_c0_g2sp|A0AVT1|UBA6_HUMANUBA6 Ubiquitin-like modifier-activating enzyme 6 OS=Homo sapiens GN=UBA6 PE=1 SV=137.20 0.00

TRINITY_DN40912_c0_g2sp|P75164|Y633_MYCPNMPN_633 Uncharacterized protein MPN_633 OS=Mycoplasma pneumoniae (strain ATCC 29342 / M129) GN=MPN_633 PE=4 SV=137.20 0.00

TRINITY_DN41101_c0_g1sp|P44331|RBSK_HAEINrbsK Ribokinase OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=rbsK PE=3 SV=137.20 0.00



TRINITY_DN42394_c1_g2sp|P34497|GLNA_CAEELgln-2 Probable glutamine synthetase OS=Caenorhabditis elegans GN=gln-2 PE=3 SV=137.20 0.00

TRINITY_DN43529_c0_g2sp|Q6GLZ0|GRTP1_XENLAgrtp1 Growth hormone-regulated TBC protein 1 OS=Xenopus laevis GN=grtp1 PE=2 SV=137.20 0.00

TRINITY_DN43595_c0_g1sp|Q8RXR2|CLCF_ARATHCLC-F Chloride channel protein CLC-f OS=Arabidopsis thaliana GN=CLC-F PE=2 SV=237.20 0.00

TRINITY_DN43709_c2_g2sp|P77735|YAJO_ECOLIyajO Uncharacterized oxidoreductase YajO OS=Escherichia coli (strain K12) GN=yajO PE=3 SV=237.20 0.00

TRINITY_DN43857_c0_g4sp|Q0IH24|SPEF1_XENLAspef1 Sperm flagellar protein 1 OS=Xenopus laevis GN=spef1 PE=2 SV=137.20 0.00

TRINITY_DN44066_c0_g3sp|Q54LN2|VP13D_DICDIvps13D Putative vacuolar protein sorting-associated protein 13D OS=Dictyostelium discoideum GN=vps13D PE=3 SV=137.20 0.00

TRINITY_DN44209_c0_g1sp|O13828|DCP2_SCHPOdcp2 mRNA decapping complex subunit 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dcp2 PE=1 SV=137.20 0.00

TRINITY_DN44651_c0_g2sp|Q9VW09|LTN1_DROMEl(3)76BDrE3 ubiquitin-protein ligase listerin OS=Drosophila melanogaster GN=l(3)76BDr PE=1 SV=237.20 0.00

TRINITY_DN45539_c0_g3sp|Q9P2D1|CHD7_HUMANCHD7 Chromodomain-helicase-DNA-binding protein 7 OS=Homo sapiens GN=CHD7 PE=1 SV=337.20 0.00

TRINITY_DN45999_c0_g4sp|A1ZAI5|FACR1_DROMECG5065 Putative fatty acyl-CoA reductase CG5065 OS=Drosophila melanogaster GN=CG5065 PE=3 SV=137.20 0.00

TRINITY_DN46339_c0_g1sp|Q9JLG8|CAN15_MOUSECapn15 Calpain-15 OS=Mus musculus GN=Capn15 PE=1 SV=137.20 0.00

TRINITY_DN46418_c0_g5sp|P39928|SLN1_YEASTSLN1 Osmosensing histidine protein kinase SLN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SLN1 PE=1 SV=137.20 0.00

TRINITY_DN46679_c0_g2sp|P23903|E13B_BACCIglcA Glucan endo-1,3-beta-glucosidase A1 OS=Bacillus circulans GN=glcA PE=1 SV=137.20 0.00

TRINITY_DN46684_c0_g2sp|Q9LZW3|PUB16_ARATHPUB16 U-box domain-containing protein 16 OS=Arabidopsis thaliana GN=PUB16 PE=2 SV=137.20 0.00

TRINITY_DN46889_c0_g8sp|P41150|CAYP1_RABITCAPS Calcyphosin OS=Oryctolagus cuniculus GN=CAPS PE=1 SV=137.20 0.00

TRINITY_DN47555_c0_g7sp|A4RF51|PAN2_MAGO7PAN2 PAB-dependent poly(A)-specific ribonuclease subunit PAN2 OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=PAN2 PE=3 SV=337.20 0.00

TRINITY_DN47636_c0_g2sp|Q9SHL7|RP44A_ARATHRRP44A Exosome complex exonuclease RRP44 homolog A OS=Arabidopsis thaliana GN=RRP44A PE=2 SV=237.20 0.00

TRINITY_DN48259_c0_g3sp|Q60HH1|TPP1_MACFATPP1 Tripeptidyl-peptidase 1 OS=Macaca fascicularis GN=TPP1 PE=2 SV=237.20 0.00

TRINITY_DN48321_c0_g2sp|Q9UU87|PPK34_SCHPOppk34 Serine/threonine-protein kinase ppk34 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ppk34 PE=3 SV=237.20 0.00

TRINITY_DN48673_c0_g5sp|Q8GUL2|MOS14_ARATHMOS14 Transportin MOS14 OS=Arabidopsis thaliana GN=MOS14 PE=1 SV=137.20 0.00

TRINITY_DN48912_c0_g4sp|Q4P0H0|YOP1_USTMAYOP1 Protein YOP1 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=YOP1 PE=3 SV=137.20 0.00

TRINITY_DN49632_c1_g5sp|Q6PCJ9|PPT2A_XENLAppt2-a Lysosomal thioesterase PPT2-A OS=Xenopus laevis GN=ppt2-a PE=2 SV=137.20 0.00

TRINITY_DN49702_c0_g3sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=137.20 0.00

TRINITY_DN49846_c1_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=137.20 0.00

TRINITY_DN49856_c0_g3sp|P09226|CB25_TETTH- 25 kDa calcium-binding protein OS=Tetrahymena thermophila PE=1 SV=237.20 0.00

TRINITY_DN50516_c0_g1sp|Q5EB92|WDR70_RATWdr70 WD repeat-containing protein 70 OS=Rattus norvegicus GN=Wdr70 PE=1 SV=137.20 0.00

TRINITY_DN50591_c0_g1sp|Q94BU1|Y1181_ARATHAt1g71810Uncharacterized aarF domain-containing protein kinase At1g71810, chloroplastic OS=Arabidopsis thaliana GN=At1g71810 PE=2 SV=137.20 0.00

TRINITY_DN50609_c0_g1sp|Q9T0A0|LACS4_ARATHLACS4 Long chain acyl-CoA synthetase 4 OS=Arabidopsis thaliana GN=LACS4 PE=2 SV=137.20 0.00

TRINITY_DN51193_c1_g5sp|Q641M3|TMM18_DANREtmem18 Transmembrane protein 18 OS=Danio rerio GN=tmem18 PE=2 SV=137.20 0.00

TRINITY_DN51314_c0_g2sp|Q8IYE0|CC146_HUMANCCDC146 Coiled-coil domain-containing protein 146 OS=Homo sapiens GN=CCDC146 PE=1 SV=237.20 0.00

TRINITY_DN6263_c0_g1sp|P39875|EXO1_YEASTEXO1 Exodeoxyribonuclease 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=EXO1 PE=1 SV=237.20 0.00

TRINITY_DN9310_c0_g1sp|Q8S926|ATG8E_ARATHATG8E Autophagy-related protein 8e OS=Arabidopsis thaliana GN=ATG8E PE=1 SV=237.20 0.00

TRINITY_DN9500_c0_g1sp|Q8H0T4|UPL2_ARATHUPL2 E3 ubiquitin-protein ligase UPL2 OS=Arabidopsis thaliana GN=UPL2 PE=1 SV=337.20 0.00

TRINITY_DN12766_c0_g1sp|Q54YG5|TPPC5_DICDItrappc5 Trafficking protein particle complex subunit 5 OS=Dictyostelium discoideum GN=trappc5 PE=3 SV=137.10 0.00

TRINITY_DN21756_c0_g1sp|Q27319|GELS_HOMAM- Gelsolin, cytoplasmic OS=Homarus americanus PE=1 SV=137.10 0.00

TRINITY_DN25151_c0_g1sp|Q9BZC7|ABCA2_HUMANABCA2 ATP-binding cassette sub-family A member 2 OS=Homo sapiens GN=ABCA2 PE=1 SV=337.10 0.00

TRINITY_DN28072_c0_g2sp|Q9QXN3|TRIP4_MOUSETrip4 Activating signal cointegrator 1 OS=Mus musculus GN=Trip4 PE=1 SV=237.10 0.00

TRINITY_DN28165_c0_g1sp|A5PK19|MET13_BOVINMETTL13 Methyltransferase-like protein 13 OS=Bos taurus GN=METTL13 PE=2 SV=137.10 0.00

TRINITY_DN29481_c0_g1sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=137.10 0.00

TRINITY_DN29650_c0_g1sp|P06787|CALM_YEASTCMD1 Calmodulin OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CMD1 PE=1 SV=137.10 0.00

TRINITY_DN31051_c0_g2sp|Q921G8|GCP2_MOUSETubgcp2 Gamma-tubulin complex component 2 OS=Mus musculus GN=Tubgcp2 PE=1 SV=237.10 0.00

TRINITY_DN31857_c0_g1sp|D9HP20|CNR4_MAIZECNR4 Cell number regulator 4 OS=Zea mays GN=CNR4 PE=2 SV=137.10 0.00

TRINITY_DN31870_c0_g1sp|Q8IVU3|HERC6_HUMANHERC6 Probable E3 ubiquitin-protein ligase HERC6 OS=Homo sapiens GN=HERC6 PE=2 SV=237.10 0.00

TRINITY_DN32161_c0_g3sp|P43468|SCRK_PEDPEscrK Fructokinase OS=Pediococcus pentosaceus GN=scrK PE=3 SV=137.10 0.00

TRINITY_DN34767_c0_g4sp|Q12553|XDH_EMENIhxA Xanthine dehydrogenase OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=hxA PE=2 SV=237.10 0.00

TRINITY_DN34924_c0_g4sp|Q13608|PEX6_HUMANPEX6 Peroxisome assembly factor 2 OS=Homo sapiens GN=PEX6 PE=1 SV=237.10 0.00

TRINITY_DN35494_c0_g1sp|O31581|YFHM_BACSUyfhM AB hydrolase superfamily protein YfhM OS=Bacillus subtilis (strain 168) GN=yfhM PE=3 SV=137.10 0.00

TRINITY_DN35731_c0_g1sp|Q39247|2ABB_ARATHPP2AB2 Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoform OS=Arabidopsis thaliana GN=PP2AB2 PE=1 SV=137.10 0.00

TRINITY_DN36680_c0_g1sp|Q9P275|UBP36_HUMANUSP36 Ubiquitin carboxyl-terminal hydrolase 36 OS=Homo sapiens GN=USP36 PE=1 SV=337.10 0.00

TRINITY_DN37095_c0_g1sp|Q54E35|GACEE_DICDIgacEE Rho GTPase-activating protein gacEE OS=Dictyostelium discoideum GN=gacEE PE=3 SV=237.10 0.00

TRINITY_DN37917_c1_g3sp|Q54S43|SPT16_DICDIspt16 FACT complex subunit SPT16 OS=Dictyostelium discoideum GN=spt16 PE=3 SV=137.10 0.00

TRINITY_DN38124_c0_g1sp|Q54DU1|MCFP_DICDImcfP Mitochondrial substrate carrier family protein P OS=Dictyostelium discoideum GN=mcfP PE=3 SV=137.10 0.00

TRINITY_DN38493_c1_g1sp|P55201|BRPF1_HUMANBRPF1 Peregrin OS=Homo sapiens GN=BRPF1 PE=1 SV=237.10 0.00

TRINITY_DN38648_c0_g4sp|P9WK86|NLHH_MYCTOnlhH Carboxylesterase NlhH OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=nlhH PE=3 SV=137.10 0.00

TRINITY_DN38883_c0_g2sp|Q5RJH2|MCTP2_MOUSEMctp2 Multiple C2 and transmembrane domain-containing protein 2 OS=Mus musculus GN=Mctp2 PE=2 SV=137.10 0.00

TRINITY_DN38909_c0_g1sp|Q9WWW2|ALKJ_PSEPUalkJ Alcohol dehydrogenase [acceptor] OS=Pseudomonas putida GN=alkJ PE=3 SV=137.10 0.00



TRINITY_DN39117_c0_g5sp|Q9ZVN9|TF2H2_ARATHGTF2H2 General transcription factor IIH subunit 2 OS=Arabidopsis thaliana GN=GTF2H2 PE=1 SV=137.10 0.00

TRINITY_DN39335_c1_g5sp|P91254|GST8_CAEELgst-8 Probable glutathione S-transferase 8 OS=Caenorhabditis elegans GN=gst-8 PE=3 SV=137.10 0.00

TRINITY_DN39835_c1_g6sp|Q2HJM9|MEST_BOVINMEST Mesoderm-specific transcript homolog protein OS=Bos taurus GN=MEST PE=2 SV=237.10 0.00

TRINITY_DN40108_c0_g3sp|Q9NPH0|PPA6_HUMANACP6 Lysophosphatidic acid phosphatase type 6 OS=Homo sapiens GN=ACP6 PE=1 SV=237.10 0.00

TRINITY_DN40253_c0_g9sp|Q0MQ86|NDUAC_GORGONDUFA12 NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 12 OS=Gorilla gorilla gorilla GN=NDUFA12 PE=2 SV=137.10 0.00

TRINITY_DN40281_c1_g1sp|Q940H6|SRK2E_ARATHSRK2E Serine/threonine-protein kinase SRK2E OS=Arabidopsis thaliana GN=SRK2E PE=1 SV=137.10 0.00

TRINITY_DN40429_c1_g1sp|Q10XM3|IF2_TRIEIinfB Translation initiation factor IF-2 OS=Trichodesmium erythraeum (strain IMS101) GN=infB PE=3 SV=137.10 0.00

TRINITY_DN40720_c0_g10sp|Q94FZ9|PAP1_BRACMPAP1 Plastid lipid-associated protein 1, chloroplastic OS=Brassica campestris GN=PAP1 PE=1 SV=137.10 0.00

TRINITY_DN40773_c0_g6sp|Q54KM6|KAT_DICDIccbl Kynurenine--oxoglutarate transaminase OS=Dictyostelium discoideum GN=ccbl PE=3 SV=137.10 0.00

TRINITY_DN41363_c0_g2sp|G5ECR8|GLCM3_CAEELgba-3 Putative glucosylceramidase 3 OS=Caenorhabditis elegans GN=gba-3 PE=3 SV=137.10 0.00

TRINITY_DN42462_c0_g2sp|Q94A65|STR14_ARATHAt4g27700Rhodanese-like domain-containing protein 14, chloroplastic OS=Arabidopsis thaliana GN=At4g27700 PE=2 SV=137.10 0.00

TRINITY_DN42888_c0_g4sp|Q5ZIT8|TAF2_CHICKTAF2 Transcription initiation factor TFIID subunit 2 OS=Gallus gallus GN=TAF2 PE=2 SV=137.10 0.00

TRINITY_DN43495_c0_g1sp|P12955|PEPD_HUMANPEPD Xaa-Pro dipeptidase OS=Homo sapiens GN=PEPD PE=1 SV=337.10 0.00

TRINITY_DN43919_c0_g3sp|Q552M5|GEFY_DICDIgefY Ras guanine nucleotide exchange factor Y OS=Dictyostelium discoideum GN=gefY PE=1 SV=237.10 0.00

TRINITY_DN44280_c0_g2sp|P97821|CATC_MOUSECtsc Dipeptidyl peptidase 1 OS=Mus musculus GN=Ctsc PE=1 SV=137.10 0.00

TRINITY_DN44315_c0_g1sp|Q55EK2|C524A_DICDIcyp524A1Probable cytochrome P450 524A1 OS=Dictyostelium discoideum GN=cyp524A1 PE=3 SV=137.10 0.00

TRINITY_DN44402_c0_g4sp|Q8AXC6|KIT_TAKRUkit Mast/stem cell growth factor receptor Kit OS=Takifugu rubripes GN=kit PE=3 SV=137.10 0.00

TRINITY_DN44524_c0_g5sp|O42766|1433_CANALBMH1 14-3-3 protein homolog OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=BMH1 PE=3 SV=237.10 0.00

TRINITY_DN44966_c0_g3sp|P58616|GLK_NOSS1glk Glucokinase OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=glk PE=3 SV=137.10 0.00

TRINITY_DN45179_c1_g2sp|P51147|RAB5C_CANLFRAB5C Ras-related protein Rab-5C OS=Canis lupus familiaris GN=RAB5C PE=2 SV=137.10 0.00

TRINITY_DN45191_c0_g1sp|Q8BZJ7|DCNL2_MOUSEDcun1d2 DCN1-like protein 2 OS=Mus musculus GN=Dcun1d2 PE=1 SV=337.10 0.00

TRINITY_DN45200_c1_g1sp|Q55680|Y005_SYNY3sll0005 Uncharacterized protein sll0005 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0005 PE=3 SV=137.10 0.00

TRINITY_DN45747_c0_g3sp|Q550W1|CAPTC_DICDIcaptC Uncharacterized CDP-alcohol phosphatidyltransferase class-I family protein 3 OS=Dictyostelium discoideum GN=captC PE=2 SV=137.10 0.00

TRINITY_DN46174_c0_g1sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=237.10 0.00

TRINITY_DN46207_c2_g2sp|Q9ZTX0|SCAM_PEAPSAM2 Secretory carrier-associated membrane protein OS=Pisum sativum GN=PSAM2 PE=2 SV=137.10 0.00

TRINITY_DN46461_c0_g5sp|Q9ZTN2|ERD2_PETHYERD2 ER lumen protein-retaining receptor OS=Petunia hybrida GN=ERD2 PE=2 SV=137.10 0.00

TRINITY_DN46924_c0_g1sp|Q9LF41|UBE4_ARATHPUB1 Probable ubiquitin conjugation factor E4 OS=Arabidopsis thaliana GN=PUB1 PE=2 SV=137.10 0.00

TRINITY_DN47081_c0_g1sp|Q8L5R3|TBCD_ARATHTFCD Tubulin-folding cofactor D OS=Arabidopsis thaliana GN=TFCD PE=2 SV=137.10 0.00

TRINITY_DN47698_c0_g1sp|O14776|TCRG1_HUMANTCERG1 Transcription elongation regulator 1 OS=Homo sapiens GN=TCERG1 PE=1 SV=237.10 0.00

TRINITY_DN48176_c1_g3sp|A8N5J5|EFG1P_COPC7EFG1 rRNA-processing protein EFG1 OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=EFG1 PE=3 SV=137.10 0.00

TRINITY_DN48203_c1_g4sp|Q8IBS5|CDPK4_PLAF7CPK4 Calcium-dependent protein kinase 4 OS=Plasmodium falciparum (isolate 3D7) GN=CPK4 PE=1 SV=337.10 0.00

TRINITY_DN49022_c0_g5sp|Q804S5|MIB1_DANREmib1 E3 ubiquitin-protein ligase mib1 OS=Danio rerio GN=mib1 PE=1 SV=137.10 0.00

TRINITY_DN49487_c1_g1sp|Q6PC93|NMNA2_DANREnmnat2 Nicotinamide/nicotinic acid mononucleotide adenylyltransferase 2 OS=Danio rerio GN=nmnat2 PE=2 SV=137.10 0.00

TRINITY_DN49629_c0_g2sp|Q75K28|NCSA_DICDIncsA Calcium-binding protein NCSA OS=Dictyostelium discoideum GN=ncsA PE=1 SV=237.10 0.00

TRINITY_DN49817_c0_g2sp|O59952|LIP_THELALIP Lipase OS=Thermomyces lanuginosus GN=LIP PE=1 SV=137.10 0.00

TRINITY_DN50241_c0_g4sp|Q9ZGI4|PIKA2_STRVZpikAII Narbonolide/10-deoxymethynolide synthase PikA2, modules 3 and 4 OS=Streptomyces venezuelae GN=pikAII PE=1 SV=137.10 0.00

TRINITY_DN50307_c1_g1sp|Q9BX63|FANCJ_HUMANBRIP1 Fanconi anemia group J protein OS=Homo sapiens GN=BRIP1 PE=1 SV=137.10 0.00

TRINITY_DN50706_c0_g3sp|Q7YRA3|EXOS4_BOVINEXOSC4 Exosome complex component RRP41 OS=Bos taurus GN=EXOSC4 PE=2 SV=337.10 0.00

TRINITY_DN50725_c0_g1sp|Q9C533|ZDHC1_ARATHPAT22 Probable protein S-acyltransferase 22 OS=Arabidopsis thaliana GN=PAT22 PE=2 SV=237.10 0.00

TRINITY_DN50796_c0_g1sp|Q9H8S5|CNTD2_HUMANCNTD2 Cyclin N-terminal domain-containing protein 2 OS=Homo sapiens GN=CNTD2 PE=2 SV=237.10 0.00

TRINITY_DN51151_c0_g3sp|P04197|MYB_DROMEMyb Myb protein OS=Drosophila melanogaster GN=Myb PE=1 SV=237.10 0.00

TRINITY_DN51614_c0_g1sp|Q3UGF1|WDR19_MOUSEWdr19 WD repeat-containing protein 19 OS=Mus musculus GN=Wdr19 PE=1 SV=137.10 0.00

TRINITY_DN51745_c1_g3sp|Q9M306|ZDH10_ARATHPAT05 Probable protein S-acyltransferase 5 OS=Arabidopsis thaliana GN=PAT05 PE=1 SV=237.10 0.00

TRINITY_DN52029_c1_g3sp|Q8GWA1|NDA1_ARATHNDA1 Internal alternative NAD(P)H-ubiquinone oxidoreductase A1, mitochondrial OS=Arabidopsis thaliana GN=NDA1 PE=2 SV=137.10 0.00

TRINITY_DN52129_c0_g1sp|Q6VVW5|ANPRB_MOUSENpr2 Atrial natriuretic peptide receptor 2 OS=Mus musculus GN=Npr2 PE=1 SV=237.10 0.00

TRINITY_DN6554_c0_g1sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=137.10 0.00

TRINITY_DN12321_c0_g2sp|Q96J02|ITCH_HUMANITCH E3 ubiquitin-protein ligase Itchy homolog OS=Homo sapiens GN=ITCH PE=1 SV=237.00 0.00

TRINITY_DN15258_c0_g2sp|Q55FN1|PLBLG_DICDIplbG Phospholipase B-like protein G OS=Dictyostelium discoideum GN=plbG PE=3 SV=137.00 0.00

TRINITY_DN21411_c0_g2sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=137.00 0.00

TRINITY_DN2198_c0_g1sp|Q6Z829|WEE1_ORYSJWEE1 Wee1-like protein kinase OS=Oryza sativa subsp. japonica GN=WEE1 PE=3 SV=137.00 0.00

TRINITY_DN25080_c0_g1sp|Q06AU5|RAB32_PIGRAB32 Ras-related protein Rab-32 OS=Sus scrofa GN=RAB32 PE=2 SV=137.00 0.00

TRINITY_DN28455_c0_g1sp|O89023|TPP1_MOUSETpp1 Tripeptidyl-peptidase 1 OS=Mus musculus GN=Tpp1 PE=1 SV=237.00 0.00

TRINITY_DN31876_c0_g1sp|P62763|VISL1_BOVINVSNL1 Visinin-like protein 1 OS=Bos taurus GN=VSNL1 PE=1 SV=237.00 0.00

TRINITY_DN33598_c0_g3sp|P58363|ARCB_ECO57arcB Aerobic respiration control sensor protein ArcB OS=Escherichia coli O157:H7 GN=arcB PE=3 SV=137.00 0.00

TRINITY_DN33838_c0_g3sp|Q941L3|BON1_ARATHBON1 Protein BONZAI 1 OS=Arabidopsis thaliana GN=BON1 PE=1 SV=237.00 0.00

TRINITY_DN34093_c0_g1sp|Q6GR09|SPOPL_XENLAspopl Speckle-type POZ protein-like OS=Xenopus laevis GN=spopl PE=2 SV=137.00 0.00



TRINITY_DN35271_c0_g3sp|O58523|TYW2_PYRHOtaw2 tRNA(Phe) (4-demethylwyosine(37)-C(7)) aminocarboxypropyltransferase OS=Pyrococcus horikoshii (strain ATCC 700860 / DSM 12428 / JCM 9974 / NBRC 100139 / OT-3) GN=taw2 PE=1 SV=137.00 0.00

TRINITY_DN35918_c1_g3sp|Q1PF50|EDA2_ARATHEDA2 Probable serine protease EDA2 OS=Arabidopsis thaliana GN=EDA2 PE=2 SV=237.00 0.00

TRINITY_DN36806_c0_g2sp|Q0WUR5|FAB1A_ARATHFAB1A 1-phosphatidylinositol-3-phosphate 5-kinase FAB1A OS=Arabidopsis thaliana GN=FAB1A PE=2 SV=137.00 0.00

TRINITY_DN37221_c0_g1sp|Q9SZ15|LIP5_ARATHLIP5 Protein HOMOLOG OF MAMMALIAN LYST-INTERACTING PROTEIN 5 OS=Arabidopsis thaliana GN=LIP5 PE=1 SV=137.00 0.00

TRINITY_DN37618_c0_g3sp|Q68EH8|FAD1_DANREflad1 FAD synthase OS=Danio rerio GN=flad1 PE=2 SV=137.00 0.00

TRINITY_DN38364_c0_g3sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=237.00 0.00

TRINITY_DN38812_c0_g4sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=237.00 0.00

TRINITY_DN39191_c0_g3sp|Q05975|RAB2_LYMSTRAB2 Ras-related protein Rab-2 OS=Lymnaea stagnalis GN=RAB2 PE=2 SV=137.00 0.00

TRINITY_DN3921_c0_g1sp|P73789|PPI2_SYNY3slr1251 Peptidyl-prolyl cis-trans isomerase slr1251 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr1251 PE=3 SV=137.00 0.00

TRINITY_DN39442_c0_g3sp|Q9M9E8|FB92_ARATHAt1g78280F-box protein At1g78280 OS=Arabidopsis thaliana GN=At1g78280 PE=2 SV=337.00 0.00

TRINITY_DN40469_c0_g4sp|Q69TH4|OPR2_ORYSJOPR2 Putative 12-oxophytodienoate reductase 2 OS=Oryza sativa subsp. japonica GN=OPR2 PE=3 SV=137.00 0.00

TRINITY_DN40775_c1_g6sp|Q9LPS9|PRNL1_ARATHAt1g50590Pirin-like protein At1g50590 OS=Arabidopsis thaliana GN=At1g50590 PE=2 SV=137.00 0.00

TRINITY_DN40977_c1_g3sp|O34614|YTQB_BACSUytqB Putative rRNA methylase YtqB OS=Bacillus subtilis (strain 168) GN=ytqB PE=3 SV=137.00 0.00

TRINITY_DN41047_c0_g1sp|P58363|ARCB_ECO57arcB Aerobic respiration control sensor protein ArcB OS=Escherichia coli O157:H7 GN=arcB PE=3 SV=137.00 0.00

TRINITY_DN41270_c0_g1sp|O13917|HPRT_SCHPOhpt1 Hypoxanthine-guanine phosphoribosyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hpt1 PE=3 SV=137.00 0.00

TRINITY_DN41360_c1_g6sp|Q8L7M4|SDN5_ARATHSDN5 Small RNA degrading nuclease 5 OS=Arabidopsis thaliana GN=SDN5 PE=2 SV=237.00 0.00

TRINITY_DN41509_c0_g6sp|Q9CQC4|TM216_MOUSETmem216 Transmembrane protein 216 OS=Mus musculus GN=Tmem216 PE=1 SV=237.00 0.00

TRINITY_DN41892_c1_g3sp|Q9SII8|DSK2B_ARATHDSK2B Ubiquitin domain-containing protein DSK2b OS=Arabidopsis thaliana GN=DSK2B PE=1 SV=137.00 0.00

TRINITY_DN42402_c1_g1sp|B4LN42|EIF3J_DROVIAdam Eukaryotic translation initiation factor 3 subunit J OS=Drosophila virilis GN=Adam PE=3 SV=137.00 0.00

TRINITY_DN43367_c0_g7sp|P0CE95|TALA1_DICDItalA Talin-A OS=Dictyostelium discoideum GN=talA PE=1 SV=137.00 0.00

TRINITY_DN43653_c0_g1sp|P73161|TRMB_SYNY3trmB tRNA (guanine-N(7)-)-methyltransferase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=trmB PE=3 SV=237.00 0.00

TRINITY_DN44080_c0_g4sp|P50170|RDH2_RATRdh2 Retinol dehydrogenase 2 OS=Rattus norvegicus GN=Rdh2 PE=1 SV=137.00 0.00

TRINITY_DN44690_c0_g2sp|Q9P3U4|HEL1_SCHPOdbl4 E3 ubiquitin-protein ligase dbl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbl4 PE=3 SV=137.00 0.00

TRINITY_DN44817_c0_g4sp|Q6NRL2|SNX33_XENLAsnx33 Sorting nexin-33 OS=Xenopus laevis GN=snx33 PE=2 SV=137.00 0.00

TRINITY_DN45358_c1_g2sp|Q9H490|PIGU_HUMANPIGU Phosphatidylinositol glycan anchor biosynthesis class U protein OS=Homo sapiens GN=PIGU PE=1 SV=337.00 0.00

TRINITY_DN45466_c0_g2sp|Q4KLV1|CHPT1_XENLAchpt1 Cholinephosphotransferase 1 OS=Xenopus laevis GN=chpt1 PE=2 SV=137.00 0.00

TRINITY_DN45537_c0_g3sp|Q8WSR4|ITPR_PATPEIP3R Inositol 1,4,5-trisphosphate receptor OS=Patiria pectinifera GN=IP3R PE=1 SV=137.00 0.00

TRINITY_DN46172_c0_g3sp|P10591|HSP71_YEASTSSA1 Heat shock protein SSA1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SSA1 PE=1 SV=437.00 0.00

TRINITY_DN4627_c0_g1sp|Q17R09|PRP16_BOVINDHX38 Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Bos taurus GN=DHX38 PE=2 SV=137.00 0.00

TRINITY_DN46293_c0_g4sp|Q86HE5|CF451_DICDIcf45-1 Counting factor 45-1 OS=Dictyostelium discoideum GN=cf45-1 PE=1 SV=137.00 0.00

TRINITY_DN46522_c0_g1sp|Q7ZVZ7|AB17C_DANREabhd17c Protein ABHD17C OS=Danio rerio GN=abhd17c PE=2 SV=137.00 0.00

TRINITY_DN47017_c1_g7sp|Q9M081|SC24B_ARATHAt4g32640Protein transport protein Sec24-like At4g32640 OS=Arabidopsis thaliana GN=At4g32640 PE=2 SV=337.00 0.00

TRINITY_DN47039_c0_g4sp|Q9P2D7|DYH1_HUMANDNAH1 Dynein heavy chain 1, axonemal OS=Homo sapiens GN=DNAH1 PE=2 SV=437.00 0.00

TRINITY_DN47583_c1_g2sp|Q9FJT9|PQQL_ARATHAt5g56730Zinc protease PQQL-like OS=Arabidopsis thaliana GN=At5g56730 PE=1 SV=137.00 0.00

TRINITY_DN48397_c0_g5sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=337.00 0.00

TRINITY_DN48636_c0_g1sp|P34148|RACB_DICDIracB Rho-related protein racB OS=Dictyostelium discoideum GN=racB PE=1 SV=137.00 0.00

TRINITY_DN49029_c0_g2sp|Q02779|M3K10_HUMANMAP3K10 Mitogen-activated protein kinase kinase kinase 10 OS=Homo sapiens GN=MAP3K10 PE=1 SV=337.00 0.00

TRINITY_DN50420_c0_g1sp|F1RCR6|TRIPC_DANREtrip12 E3 ubiquitin-protein ligase TRIP12 OS=Danio rerio GN=trip12 PE=3 SV=137.00 0.00

TRINITY_DN51590_c1_g2sp|Q7KQL3|ARF1_PLAF7ARF1 ADP-ribosylation factor 1 OS=Plasmodium falciparum (isolate 3D7) GN=ARF1 PE=1 SV=137.00 0.00

TRINITY_DN51812_c1_g2sp|P59047|NALP5_HUMANNLRP5 NACHT, LRR and PYD domains-containing protein 5 OS=Homo sapiens GN=NLRP5 PE=2 SV=237.00 0.00

TRINITY_DN51818_c1_g1sp|Q5ZKD7|MOV10_CHICKMOV10 Putative helicase MOV-10 OS=Gallus gallus GN=MOV10 PE=2 SV=137.00 0.00

TRINITY_DN6709_c0_g1sp|Q9W6V5|PTPRJ_CHICKPTPRJ Receptor-type tyrosine-protein phosphatase eta OS=Gallus gallus GN=PTPRJ PE=2 SV=237.00 0.00

TRINITY_DN16212_c0_g2sp|O52535|CAH_KLEPNcah Carbonic anhydrase OS=Klebsiella pneumoniae GN=cah PE=3 SV=136.90 0.00

TRINITY_DN19330_c0_g1sp|O62653|SUIS_SUNMUSI Sucrase-isomaltase, intestinal OS=Suncus murinus GN=SI PE=2 SV=336.90 0.00

TRINITY_DN19778_c0_g1sp|Q9STV4|CIPK8_ARATHCIPK8 CBL-interacting serine/threonine-protein kinase 8 OS=Arabidopsis thaliana GN=CIPK8 PE=1 SV=136.90 0.00

TRINITY_DN23441_c0_g1sp|F4IUX6|RENT2_ARATHUPF2 Regulator of nonsense transcripts UPF2 OS=Arabidopsis thaliana GN=UPF2 PE=2 SV=136.90 0.00

TRINITY_DN26506_c0_g1sp|G5EFU0|PK2_CAEELpak-2 Serine/threonine-protein kinase pak-2 OS=Caenorhabditis elegans GN=pak-2 PE=2 SV=136.90 0.00

TRINITY_DN27285_c0_g1sp|Q28Y69|ZC3HF_DROPSGA21225 Zinc finger CCCH domain-containing protein 15 homolog OS=Drosophila pseudoobscura pseudoobscura GN=GA21225 PE=3 SV=136.90 0.00

TRINITY_DN28497_c0_g1sp|P35283|RAB12_MOUSERab12 Ras-related protein Rab-12 OS=Mus musculus GN=Rab12 PE=1 SV=336.90 0.00

TRINITY_DN30654_c0_g2sp|P61871|LIP_RHINI- Lipase OS=Rhizopus niveus PE=1 SV=136.90 0.00

TRINITY_DN31621_c0_g2sp|P96583|TOP3_BACSUtopB DNA topoisomerase 3 OS=Bacillus subtilis (strain 168) GN=topB PE=3 SV=136.90 0.00

TRINITY_DN34870_c0_g2sp|Q869W6|MYLKG_DICDIDDB_G0275057Probable myosin light chain kinase DDB_G0275057 OS=Dictyostelium discoideum GN=DDB_G0275057 PE=3 SV=136.90 0.00

TRINITY_DN34953_c0_g1sp|P28799|GRN_HUMANGRN Granulins OS=Homo sapiens GN=GRN PE=1 SV=236.90 0.00

TRINITY_DN36059_c0_g4sp|Q94A40|COPA1_ARATHAt1g62020Coatomer subunit alpha-1 OS=Arabidopsis thaliana GN=At1g62020 PE=2 SV=236.90 0.00

TRINITY_DN36522_c0_g4sp|Q16982|NECX_APLCA- Neurocalcin OS=Aplysia californica PE=2 SV=236.90 0.00

TRINITY_DN36679_c0_g1sp|Q8N9V3|WSDU1_HUMANWDSUB1 WD repeat, SAM and U-box domain-containing protein 1 OS=Homo sapiens GN=WDSUB1 PE=1 SV=336.90 0.00



TRINITY_DN36974_c0_g3sp|Q95N00|IOD1_SUNMUDIO1 Type I iodothyronine deiodinase OS=Suncus murinus GN=DIO1 PE=2 SV=236.90 0.00

TRINITY_DN37091_c0_g2sp|Q8R3D1|TBC13_MOUSETbc1d13 TBC1 domain family member 13 OS=Mus musculus GN=Tbc1d13 PE=1 SV=136.90 0.00

TRINITY_DN37152_c2_g4sp|P40586|YIW2_YEASTYIR042C Uncharacterized protein YIR042C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YIR042C PE=3 SV=136.90 0.00

TRINITY_DN37388_c0_g1sp|Q28IV6|CSN3_XENTRcops3 COP9 signalosome complex subunit 3 OS=Xenopus tropicalis GN=cops3 PE=2 SV=136.90 0.00

TRINITY_DN37743_c0_g4sp|F4IPY2|SYCM_ARATHSYCO Cysteine--tRNA ligase, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=SYCO PE=2 SV=136.90 0.00

TRINITY_DN38032_c0_g2sp|Q55DW9|GACZ_DICDIgacZ Rho GTPase-activating protein gacZ OS=Dictyostelium discoideum GN=gacZ PE=3 SV=136.90 0.00

TRINITY_DN38276_c0_g10sp|Q3MIE0|ECHD3_RATEchdc3 Enoyl-CoA hydratase domain-containing protein 3, mitochondrial OS=Rattus norvegicus GN=Echdc3 PE=2 SV=136.90 0.00

TRINITY_DN38336_c1_g4sp|Q91V24|ABCA7_MOUSEAbca7 ATP-binding cassette sub-family A member 7 OS=Mus musculus GN=Abca7 PE=1 SV=136.90 0.00

TRINITY_DN38376_c0_g6sp|Q7K556|TTD14_DROMETtd14 TRPL translocation defect protein 14 OS=Drosophila melanogaster GN=Ttd14 PE=1 SV=136.90 0.00

TRINITY_DN38684_c0_g1sp|Q9QZ73|DCNL1_MOUSEDcun1d1 DCN1-like protein 1 OS=Mus musculus GN=Dcun1d1 PE=1 SV=136.90 0.00

TRINITY_DN38895_c0_g1sp|P46875|KN14N_ARATHKIN14N Kinesin-like protein KIN-14N OS=Arabidopsis thaliana GN=KIN14N PE=1 SV=136.90 0.00

TRINITY_DN39046_c0_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=336.90 0.00

TRINITY_DN39860_c0_g2sp|Q9H1A4|APC1_HUMANANAPC1 Anaphase-promoting complex subunit 1 OS=Homo sapiens GN=ANAPC1 PE=1 SV=136.90 0.00

TRINITY_DN40524_c0_g2sp|A0BKG2|SEY11_PARTEGSPATT00029660001Protein SEY1 homolog 1 OS=Paramecium tetraurelia GN=GSPATT00029660001 PE=3 SV=136.90 0.00

TRINITY_DN40551_c0_g6sp|Q9ZVH4|CUL3A_ARATHCUL3A Cullin-3A OS=Arabidopsis thaliana GN=CUL3A PE=1 SV=136.90 0.00

TRINITY_DN40958_c0_g4sp|Q54PG1|DYLT_DICDIdlcA Dynein light chain Tctex-type OS=Dictyostelium discoideum GN=dlcA PE=3 SV=236.90 0.00

TRINITY_DN41468_c0_g1sp|Q4V8G4|WDR78_RATWdr78 WD repeat-containing protein 78 OS=Rattus norvegicus GN=Wdr78 PE=2 SV=136.90 0.00

TRINITY_DN41551_c0_g1sp|Q8L727|GSTT2_ARATHGSTT2 Glutathione S-transferase T2 OS=Arabidopsis thaliana GN=GSTT2 PE=2 SV=136.90 0.00

TRINITY_DN41644_c0_g1sp|Q3MHG1|SPTC1_BOVINSPTLC1 Serine palmitoyltransferase 1 OS=Bos taurus GN=SPTLC1 PE=2 SV=136.90 0.00

TRINITY_DN41815_c0_g9sp|O75762|TRPA1_HUMANTRPA1 Transient receptor potential cation channel subfamily A member 1 OS=Homo sapiens GN=TRPA1 PE=1 SV=336.90 0.00

TRINITY_DN42698_c0_g3sp|P47816|PDCD2_RATPdcd2 Programmed cell death protein 2 OS=Rattus norvegicus GN=Pdcd2 PE=2 SV=236.90 0.00

TRINITY_DN43379_c0_g1sp|Q09851|AYR1_SCHPOayr1 NADPH-dependent 1-acyldihydroxyacetone phosphate reductase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ayr1 PE=3 SV=236.90 0.00

TRINITY_DN43522_c0_g4sp|P23955|MPPA_NEUCRmpp Mitochondrial-processing peptidase subunit alpha OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=mpp PE=1 SV=236.90 0.00

TRINITY_DN43841_c0_g1sp|P49253|AOF_ONCMYmao Amine oxidase [flavin-containing] OS=Oncorhynchus mykiss GN=mao PE=2 SV=236.90 0.00

TRINITY_DN43880_c0_g1sp|Q1JPH6|IF4H_BOVINEIF4H Eukaryotic translation initiation factor 4H OS=Bos taurus GN=EIF4H PE=2 SV=136.90 0.00

TRINITY_DN44062_c0_g5sp|P11023|RAB3A_BOVINRAB3A Ras-related protein Rab-3A OS=Bos taurus GN=RAB3A PE=1 SV=336.90 0.00

TRINITY_DN44915_c1_g4sp|Q9BQG2|NUD12_HUMANNUDT12 Peroxisomal NADH pyrophosphatase NUDT12 OS=Homo sapiens GN=NUDT12 PE=1 SV=136.90 0.00

TRINITY_DN45111_c0_g4sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=136.90 0.00

TRINITY_DN45131_c3_g1sp|Q74FW6|TSAL_GEOSLtdcB L-threonine ammonia-lyase OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=tdcB PE=1 SV=136.90 0.00

TRINITY_DN45292_c0_g1sp|Q8K2V6|IPO11_MOUSEIpo11 Importin-11 OS=Mus musculus GN=Ipo11 PE=1 SV=136.90 0.00

TRINITY_DN45683_c0_g2sp|Q11180|WHT1_CAEELwht-1 ABC transporter ATP-binding protein/permease wht-1 OS=Caenorhabditis elegans GN=wht-1 PE=2 SV=236.90 0.00

TRINITY_DN45763_c0_g2sp|P38660|PDIA6_MESAUPDIA6 Protein disulfide-isomerase A6 OS=Mesocricetus auratus GN=PDIA6 PE=1 SV=136.90 0.00

TRINITY_DN45781_c0_g1sp|Q8N5S9|KKCC1_HUMANCAMKK1 Calcium/calmodulin-dependent protein kinase kinase 1 OS=Homo sapiens GN=CAMKK1 PE=1 SV=236.90 0.00

TRINITY_DN45812_c1_g4sp|O04376|2A5B_ARATHB'BETA Serine/threonine protein phosphatase 2A 57 kDa regulatory subunit B' beta isoform OS=Arabidopsis thaliana GN=B'BETA PE=1 SV=136.90 0.00

TRINITY_DN46199_c2_g7sp|Q96HR9|REEP6_HUMANREEP6 Receptor expression-enhancing protein 6 OS=Homo sapiens GN=REEP6 PE=1 SV=136.90 0.00

TRINITY_DN46504_c0_g2sp|P93231|VPS41_SOLLCVPS41 Vacuolar protein sorting-associated protein 41 homolog OS=Solanum lycopersicum GN=VPS41 PE=2 SV=136.90 0.00

TRINITY_DN46550_c1_g1sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=136.90 0.00

TRINITY_DN46681_c1_g10sp|Q8TAC2|JOS2_HUMANJOSD2 Josephin-2 OS=Homo sapiens GN=JOSD2 PE=1 SV=136.90 0.00

TRINITY_DN46874_c2_g5sp|Q8IS14|GEFJ_DICDIgefJ Ras guanine nucleotide exchange factor J OS=Dictyostelium discoideum GN=gefJ PE=2 SV=136.90 0.00

TRINITY_DN46951_c0_g4sp|Q5M757|ZDH15_ARATHPAT12 Probable protein S-acyltransferase 12 OS=Arabidopsis thaliana GN=PAT12 PE=2 SV=136.90 0.00

TRINITY_DN47187_c0_g5sp|Q9QXE7|TBL1X_MOUSETbl1x F-box-like/WD repeat-containing protein TBL1X OS=Mus musculus GN=Tbl1x PE=1 SV=236.90 0.00

TRINITY_DN47224_c1_g1sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=336.90 0.00

TRINITY_DN48084_c0_g1sp|Q5MB13|ABCG2_MACMUABCG2 ATP-binding cassette sub-family G member 2 OS=Macaca mulatta GN=ABCG2 PE=2 SV=136.90 0.00

TRINITY_DN48476_c0_g5sp|Q8RVL2|DEK1_ARATHDEK1 Calpain-type cysteine protease DEK1 OS=Arabidopsis thaliana GN=DEK1 PE=1 SV=136.90 0.00

TRINITY_DN48562_c0_g4sp|O59790|ARK1_SCHPOark1 Serine/threonine-protein kinase ark1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ark1 PE=1 SV=236.90 0.00

TRINITY_DN48731_c0_g2sp|A6QR55|UBP4_BOVINUSP4 Ubiquitin carboxyl-terminal hydrolase 4 OS=Bos taurus GN=USP4 PE=2 SV=136.90 0.00

TRINITY_DN49600_c0_g1sp|Q40863|EMB8_PICGLEMB8 Embryogenesis-associated protein EMB8 OS=Picea glauca GN=EMB8 PE=2 SV=136.90 0.00

TRINITY_DN49991_c0_g5sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=236.90 0.00

TRINITY_DN50009_c0_g6sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=136.90 0.00

TRINITY_DN50071_c1_g3sp|Q9S7T7|SCC11_ARATHSYN1 Sister chromatid cohesion 1 protein 1 OS=Arabidopsis thaliana GN=SYN1 PE=2 SV=236.90 0.00

TRINITY_DN50171_c0_g1sp|Q0V9R3|DI3L2_XENTRdis3l2 DIS3-like exonuclease 2 OS=Xenopus tropicalis GN=dis3l2 PE=2 SV=236.90 0.00

TRINITY_DN50939_c0_g4sp|Q6WNG7|D4FAD_EUGGRD4 Acyl-lipid (7-3)-desaturase OS=Euglena gracilis GN=D4 PE=1 SV=136.90 0.00

TRINITY_DN51081_c1_g3sp|Q08046|EF1A_GIAINTEF1 Elongation factor 1-alpha (Fragment) OS=Giardia intestinalis GN=TEF1 PE=2 SV=136.90 0.00

TRINITY_DN51893_c0_g1sp|Q54BC9|DYRK2_DICDIdyrk2 Probable serine/threonine-protein kinase dyrk2 OS=Dictyostelium discoideum GN=dyrk2 PE=3 SV=136.90 0.00

TRINITY_DN51909_c0_g8sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=236.90 0.00

TRINITY_DN51934_c1_g2sp|Q54KD0|Y7407_DICDIDDB_G0287407TPR repeat-containing protein DDB_G0287407 OS=Dictyostelium discoideum GN=DDB_G0287407 PE=4 SV=136.90 0.00



TRINITY_DN52435_c0_g1sp|O97470|ADT_DICDIancA Mitochondrial substrate carrier family protein ancA OS=Dictyostelium discoideum GN=ancA PE=1 SV=136.90 0.00

TRINITY_DN12311_c0_g2sp|Q8Z4M8|YHFR_SALTIyhfR Uncharacterized protein YfhR OS=Salmonella typhi GN=yhfR PE=3 SV=136.80 0.00

TRINITY_DN30640_c0_g2sp|P09798|CDC16_YEASTCDC16 Anaphase-promoting complex subunit CDC16 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CDC16 PE=1 SV=136.80 0.00

TRINITY_DN3139_c0_g1sp|Q14119|VEZF1_HUMANVEZF1 Vascular endothelial zinc finger 1 OS=Homo sapiens GN=VEZF1 PE=1 SV=236.80 0.00

TRINITY_DN31897_c0_g3sp|Q9P258|RCC2_HUMANRCC2 Protein RCC2 OS=Homo sapiens GN=RCC2 PE=1 SV=236.80 0.00

TRINITY_DN32819_c0_g1sp|Q55FG3|VP13C_DICDItipC Putative vacuolar protein sorting-associated protein 13C OS=Dictyostelium discoideum GN=tipC PE=3 SV=136.80 0.00

TRINITY_DN33341_c0_g1sp|Q8NDF8|PAPD5_HUMANPAPD5 Non-canonical poly(A) RNA polymerase PAPD5 OS=Homo sapiens GN=PAPD5 PE=1 SV=236.80 0.00

TRINITY_DN33600_c0_g1sp|Q9FG01|ATO_ARATHATO Splicing factor SF3a60 homolog OS=Arabidopsis thaliana GN=ATO PE=1 SV=136.80 0.00

TRINITY_DN33987_c0_g1sp|Q54CP1|RRP8_DICDIrrp8 Ribosomal RNA-processing protein 8 OS=Dictyostelium discoideum GN=rrp8 PE=3 SV=136.80 0.00

TRINITY_DN35515_c0_g2sp|Q9M1X2|FAP1_ARATHFAP1 Fatty-acid-binding protein 1 OS=Arabidopsis thaliana GN=FAP1 PE=1 SV=136.80 0.00

TRINITY_DN35533_c0_g2sp|O14360|NAF1_SCHPOnaf1 H/ACA ribonucleoprotein complex non-core subunit NAF1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=naf1 PE=1 SV=136.80 0.00

TRINITY_DN35554_c0_g2sp|P49024|PAXI_CHICKPXN Paxillin OS=Gallus gallus GN=PXN PE=1 SV=136.80 0.00

TRINITY_DN35599_c0_g1sp|Q5ZIT5|RAB10_CHICKRAB10 Ras-related protein Rab-10 OS=Gallus gallus GN=RAB10 PE=2 SV=136.80 0.00

TRINITY_DN36036_c0_g1sp|P43297|RD21A_ARATHRD21A Cysteine proteinase RD21A OS=Arabidopsis thaliana GN=RD21A PE=1 SV=136.80 0.00

TRINITY_DN36079_c0_g1sp|Q6UX07|DHR13_HUMANDHRS13 Dehydrogenase/reductase SDR family member 13 OS=Homo sapiens GN=DHRS13 PE=2 SV=136.80 0.00

TRINITY_DN36336_c0_g3sp|Q7K556|TTD14_DROMETtd14 TRPL translocation defect protein 14 OS=Drosophila melanogaster GN=Ttd14 PE=1 SV=136.80 0.00

TRINITY_DN3660_c0_g1sp|C6KTD2|SET1_PLAF7SET1 Putative histone-lysine N-methyltransferase 1 OS=Plasmodium falciparum (isolate 3D7) GN=SET1 PE=1 SV=136.80 0.00

TRINITY_DN37071_c0_g2sp|Q9CA28|TKPR2_ARATHTKPR2 Tetraketide alpha-pyrone reductase 2 OS=Arabidopsis thaliana GN=TKPR2 PE=1 SV=136.80 0.00

TRINITY_DN37136_c0_g2sp|Q68FQ4|CK070_RAT- Uncharacterized protein C11orf70 homolog OS=Rattus norvegicus PE=2 SV=136.80 0.00

TRINITY_DN37258_c0_g1sp|P90893|YM9I_CAEELF56F10.1Putative serine protease F56F10.1 OS=Caenorhabditis elegans GN=F56F10.1 PE=1 SV=236.80 0.00

TRINITY_DN37576_c0_g1sp|Q5JVL4|EFHC1_HUMANEFHC1 EF-hand domain-containing protein 1 OS=Homo sapiens GN=EFHC1 PE=1 SV=136.80 0.00

TRINITY_DN37599_c2_g2sp|Q499U1|S2538_RATSlc25a38Solute carrier family 25 member 38 OS=Rattus norvegicus GN=Slc25a38 PE=2 SV=236.80 0.00

TRINITY_DN37642_c0_g1sp|Q8NI36|WDR36_HUMANWDR36 WD repeat-containing protein 36 OS=Homo sapiens GN=WDR36 PE=1 SV=136.80 0.00

TRINITY_DN37806_c0_g2sp|P76536|YFEX_ECOLIyfeX Probable deferrochelatase/peroxidase YfeX OS=Escherichia coli (strain K12) GN=yfeX PE=1 SV=236.80 0.00

TRINITY_DN37837_c0_g4sp|O35600|ABCA4_MOUSEAbca4 Retinal-specific ATP-binding cassette transporter OS=Mus musculus GN=Abca4 PE=2 SV=136.80 0.00

TRINITY_DN38669_c0_g6sp|Q6IRP4|ABHDD_XENLAabhd13 Protein ABHD13 OS=Xenopus laevis GN=abhd13 PE=2 SV=136.80 0.00

TRINITY_DN38795_c2_g3sp|Q54WW7|Y0010_DICDIDDB_G0279405Probable serine/threonine-protein kinase DDB_G0279405 OS=Dictyostelium discoideum GN=DDB_G0279405 PE=3 SV=136.80 0.00

TRINITY_DN38873_c0_g1sp|Q9T009|LACS5_ARATHLACS5 Long chain acyl-CoA synthetase 5 OS=Arabidopsis thaliana GN=LACS5 PE=2 SV=136.80 0.00

TRINITY_DN39420_c0_g2sp|P57792|ALA12_ARATHALA12 Probable phospholipid-transporting ATPase 12 OS=Arabidopsis thaliana GN=ALA12 PE=2 SV=136.80 0.00

TRINITY_DN39571_c0_g1sp|Q16X92|RTEL1_AEDAEAAEL008960Regulator of telomere elongation helicase 1 homolog OS=Aedes aegypti GN=AAEL008960 PE=3 SV=136.80 0.00

TRINITY_DN40731_c0_g3sp|Q94EI9|PT314_ARATHAt3g14410Probable sugar phosphate/phosphate translocator At3g14410 OS=Arabidopsis thaliana GN=At3g14410 PE=2 SV=136.80 0.00

TRINITY_DN40786_c0_g2sp|Q554P0|BZPJ_DICDIbzpJ Probable basic-leucine zipper transcription factor J OS=Dictyostelium discoideum GN=bzpJ PE=3 SV=136.80 0.00

TRINITY_DN40897_c0_g1sp|Q2HJ98|FAHD1_BOVINFAHD1 Acylpyruvase FAHD1, mitochondrial OS=Bos taurus GN=FAHD1 PE=2 SV=136.80 0.00

TRINITY_DN41098_c0_g4sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=336.80 0.00

TRINITY_DN43010_c0_g3sp|Q96FN5|KIF12_HUMANKIF12 Kinesin-like protein KIF12 OS=Homo sapiens GN=KIF12 PE=1 SV=336.80 0.00

TRINITY_DN43413_c0_g1sp|Q921C3|BRWD1_MOUSEBrwd1 Bromodomain and WD repeat-containing protein 1 OS=Mus musculus GN=Brwd1 PE=1 SV=236.80 0.00

TRINITY_DN43596_c0_g2sp|Q7X6P3|RUS1_ARATHRUS1 Protein root UVB sensitive 1, chloroplastic OS=Arabidopsis thaliana GN=RUS1 PE=1 SV=136.80 0.00

TRINITY_DN43825_c1_g8sp|Q4PKH3|CLCN7_BOVINCLCN7 H(+)/Cl(-) exchange transporter 7 OS=Bos taurus GN=CLCN7 PE=2 SV=136.80 0.00

TRINITY_DN45044_c0_g3sp|Q4V3E2|MRG2_ARATHMRG2 Protein MRG2 OS=Arabidopsis thaliana GN=MRG2 PE=1 SV=136.80 0.00

TRINITY_DN45099_c1_g1sp|Q9CR24|NUDT8_MOUSENudt8 Nucleoside diphosphate-linked moiety X motif 8 OS=Mus musculus GN=Nudt8 PE=1 SV=136.80 0.00

TRINITY_DN45325_c1_g4sp|Q75KP8|ATG4A_ORYSJATG4A Cysteine protease ATG4A OS=Oryza sativa subsp. japonica GN=ATG4A PE=2 SV=136.80 0.00

TRINITY_DN46032_c0_g7sp|O31581|YFHM_BACSUyfhM AB hydrolase superfamily protein YfhM OS=Bacillus subtilis (strain 168) GN=yfhM PE=3 SV=136.80 0.00

TRINITY_DN46638_c0_g1sp|Q9C7S7|ERO1_ARATHAERO1 Endoplasmic reticulum oxidoreductin-1 OS=Arabidopsis thaliana GN=AERO1 PE=1 SV=136.80 0.00

TRINITY_DN46878_c0_g3sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=136.80 0.00

TRINITY_DN46928_c0_g2sp|Q8Z0H0|CYSA_NOSS1cysA Sulfate/thiosulfate import ATP-binding protein CysA OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=cysA PE=3 SV=136.80 0.00

TRINITY_DN47807_c0_g1sp|O00267|SPT5H_HUMANSUPT5H Transcription elongation factor SPT5 OS=Homo sapiens GN=SUPT5H PE=1 SV=136.80 0.00

TRINITY_DN47838_c0_g2sp|Q6TMK4|POXA_DICDIpoxA Peroxinectin A OS=Dictyostelium discoideum GN=poxA PE=2 SV=136.80 0.00

TRINITY_DN48024_c0_g1sp|O00233|PSMD9_HUMANPSMD9 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens GN=PSMD9 PE=1 SV=336.80 0.00

TRINITY_DN48286_c1_g3sp|Q5EA59|ABHD4_BOVINABHD4 Protein ABHD4 OS=Bos taurus GN=ABHD4 PE=2 SV=136.80 0.00

TRINITY_DN48386_c0_g2sp|B8BM17|KPYC2_ORYSIOsI_37456Pyruvate kinase 2, cytosolic OS=Oryza sativa subsp. indica GN=OsI_37456 PE=3 SV=136.80 0.00

TRINITY_DN48492_c0_g3sp|P40527|ATC7_YEASTNEO1 Probable phospholipid-transporting ATPase NEO1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NEO1 PE=1 SV=136.80 0.00

TRINITY_DN48506_c0_g7sp|Q99280|CY43_TRYBBGRESAG Receptor-type adenylate cyclase GRESAG 4.3 OS=Trypanosoma brucei brucei GN=GRESAG 4.3 PE=1 SV=136.80 0.00

TRINITY_DN49276_c0_g1sp|Q9R1U5|SIK1_RATSik1 Serine/threonine-protein kinase SIK1 OS=Rattus norvegicus GN=Sik1 PE=1 SV=136.80 0.00

TRINITY_DN49648_c0_g4sp|B2GUZ1|UBP4_RATUsp4 Ubiquitin carboxyl-terminal hydrolase 4 OS=Rattus norvegicus GN=Usp4 PE=1 SV=136.80 0.00

TRINITY_DN51640_c1_g1sp|Q99L20|GSTT3_MOUSEGstt3 Glutathione S-transferase theta-3 OS=Mus musculus GN=Gstt3 PE=1 SV=136.80 0.00

TRINITY_DN21733_c0_g1sp|P12432|ACT1_TRYBB- Actin A OS=Trypanosoma brucei brucei PE=3 SV=136.70 0.00



TRINITY_DN22739_c0_g1sp|Q9SEI0|WER_ARATHWER Transcription factor WER OS=Arabidopsis thaliana GN=WER PE=1 SV=136.70 0.00

TRINITY_DN27230_c0_g1sp|Q63615|VP33A_RATVps33a Vacuolar protein sorting-associated protein 33A OS=Rattus norvegicus GN=Vps33a PE=1 SV=136.70 0.00

TRINITY_DN30260_c0_g1sp|Q8NFH4|NUP37_HUMANNUP37 Nucleoporin Nup37 OS=Homo sapiens GN=NUP37 PE=1 SV=136.70 0.00

TRINITY_DN31037_c0_g1sp|Q2KHU3|EXOS8_BOVINEXOSC8 Exosome complex component RRP43 OS=Bos taurus GN=EXOSC8 PE=2 SV=136.70 0.00

TRINITY_DN31410_c0_g2sp|Q23623|TGT_CAEELtgt-1 Queuine tRNA-ribosyltransferase catalytic subunit OS=Caenorhabditis elegans GN=tgt-1 PE=3 SV=136.70 0.00

TRINITY_DN32535_c0_g1sp|P54578|UBP14_HUMANUSP14 Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens GN=USP14 PE=1 SV=336.70 0.00

TRINITY_DN32689_c0_g1sp|Q8R7V5|RL4_CALS4rplD 50S ribosomal protein L4 OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=rplD PE=3 SV=136.70 0.00

TRINITY_DN32760_c0_g1sp|Q55AQ3|CAPTA_DICDIcaptA Uncharacterized CDP-alcohol phosphatidyltransferase class-I family protein 1 OS=Dictyostelium discoideum GN=captA PE=3 SV=136.70 0.00

TRINITY_DN34539_c2_g10sp|Q9T012|HMG13_ARATHHMGB13 High mobility group B protein 13 OS=Arabidopsis thaliana GN=HMGB13 PE=2 SV=136.70 0.00

TRINITY_DN35435_c0_g5sp|Q95VZ3|CARML_DICDIcarmil Protein CARMIL OS=Dictyostelium discoideum GN=carmil PE=1 SV=136.70 0.00

TRINITY_DN35721_c0_g1sp|O82628|VATG1_ARATHVHA-G1 V-type proton ATPase subunit G1 OS=Arabidopsis thaliana GN=VHA-G1 PE=2 SV=136.70 0.00

TRINITY_DN35915_c0_g3sp|P34756|FAB1_YEASTFAB1 1-phosphatidylinositol 3-phosphate 5-kinase FAB1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FAB1 PE=1 SV=336.70 0.00

TRINITY_DN35918_c1_g13sp|Q7ZVZ6|PREP_DANREpitrm1 Presequence protease, mitochondrial OS=Danio rerio GN=pitrm1 PE=2 SV=136.70 0.00

TRINITY_DN36018_c1_g3sp|Q7SYN4|5NT3_DANREnt5c3 Cytosolic 5'-nucleotidase 3 OS=Danio rerio GN=nt5c3 PE=2 SV=236.70 0.00

TRINITY_DN36229_c0_g2sp|Q94BP3|FAO4B_ARATHFAO4B Long-chain-alcohol oxidase FAO4B OS=Arabidopsis thaliana GN=FAO4B PE=2 SV=236.70 0.00

TRINITY_DN36335_c0_g1sp|P55844|RL14_PEA- Probable 60S ribosomal protein L14 OS=Pisum sativum PE=2 SV=136.70 0.00

TRINITY_DN36373_c0_g6sp|Q9NVA1|UQCC1_HUMANUQCC1 Ubiquinol-cytochrome-c reductase complex assembly factor 1 OS=Homo sapiens GN=UQCC1 PE=1 SV=336.70 0.00

TRINITY_DN36844_c0_g5sp|Q9TU32|LMAN1_CHLAELMAN1 Protein ERGIC-53 OS=Chlorocebus aethiops GN=LMAN1 PE=2 SV=136.70 0.00

TRINITY_DN37234_c0_g5sp|Q02336|ADA2_YEASTADA2 Transcriptional adapter 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ADA2 PE=1 SV=136.70 0.00

TRINITY_DN37253_c0_g5sp|Q99615|DNJC7_HUMANDNAJC7 DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=236.70 0.00

TRINITY_DN37353_c0_g2sp|P49596|PP2C2_CAEELppm-2 Probable protein phosphatase 2C T23F11.1 OS=Caenorhabditis elegans GN=ppm-2 PE=3 SV=236.70 0.00

TRINITY_DN37633_c0_g5sp|Q8NHH1|TTL11_HUMANTTLL11 Tubulin polyglutamylase TTLL11 OS=Homo sapiens GN=TTLL11 PE=1 SV=236.70 0.00

TRINITY_DN37865_c1_g8sp|Q9CPP7|LIPG_MOUSELipf Gastric triacylglycerol lipase OS=Mus musculus GN=Lipf PE=2 SV=136.70 0.00

TRINITY_DN38088_c0_g3sp|O64203|ENLYS_BPMD210 Endolysin A OS=Mycobacterium phage D29 GN=10 PE=1 SV=136.70 0.00

TRINITY_DN38111_c2_g2sp|Q9LJ98|PFD2_ARATHAt3g22480Probable prefoldin subunit 2 OS=Arabidopsis thaliana GN=At3g22480 PE=2 SV=136.70 0.00

TRINITY_DN38528_c0_g1sp|O60109|PPB_SCHPOSPBC14F5.13cAlkaline phosphatase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC14F5.13c PE=3 SV=136.70 0.00

TRINITY_DN38687_c0_g1sp|Q14624|ITIH4_HUMANITIH4 Inter-alpha-trypsin inhibitor heavy chain H4 OS=Homo sapiens GN=ITIH4 PE=1 SV=436.70 0.00

TRINITY_DN38937_c0_g1sp|Q9FJR0|RENT1_ARATHUPF1 Regulator of nonsense transcripts 1 homolog OS=Arabidopsis thaliana GN=UPF1 PE=1 SV=236.70 0.00

TRINITY_DN38941_c0_g2sp|Q9SSG3|HIPL1_ARATHHIPL1 HIPL1 protein OS=Arabidopsis thaliana GN=HIPL1 PE=1 SV=236.70 0.00

TRINITY_DN39827_c0_g1sp|Q49UM4|SAT_STAS1sat Sulfate adenylyltransferase OS=Staphylococcus saprophyticus subsp. saprophyticus (strain ATCC 15305 / DSM 20229) GN=sat PE=3 SV=136.70 0.00

TRINITY_DN39891_c3_g3sp|Q58436|COAD_METJAcoaD Phosphopantetheine adenylyltransferase OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=coaD PE=3 SV=136.70 0.00

TRINITY_DN40102_c0_g2sp|Q54ER8|TX261_DICDIDDB_G0291374Protein TEX261 homolog OS=Dictyostelium discoideum GN=DDB_G0291374 PE=3 SV=136.70 0.00

TRINITY_DN40177_c0_g3sp|Q9NW13|RBM28_HUMANRBM28 RNA-binding protein 28 OS=Homo sapiens GN=RBM28 PE=1 SV=336.70 0.00

TRINITY_DN40237_c0_g7sp|P07686|HEXB_HUMANHEXB Beta-hexosaminidase subunit beta OS=Homo sapiens GN=HEXB PE=1 SV=336.70 0.00

TRINITY_DN40280_c0_g3sp|Q9LX30|GCN2_ARATHGCN2 eIF-2-alpha kinase GCN2 OS=Arabidopsis thaliana GN=GCN2 PE=2 SV=236.70 0.00

TRINITY_DN40289_c0_g3sp|A7UX13|EGT2_NEUCRegt-2 Hercynylcysteine sulfoxide lyase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=egt-2 PE=1 SV=136.70 0.00

TRINITY_DN40619_c1_g4sp|O18823|AOAH_RABITAOAH Acyloxyacyl hydrolase OS=Oryctolagus cuniculus GN=AOAH PE=2 SV=136.70 0.00

TRINITY_DN40656_c0_g2sp|Q9M099|SCP24_ARATHSCPL24 Serine carboxypeptidase 24 OS=Arabidopsis thaliana GN=SCPL24 PE=1 SV=136.70 0.00

TRINITY_DN41756_c0_g3sp|Q8HY87|RNZ2_MACFAELAC2 Zinc phosphodiesterase ELAC protein 2 OS=Macaca fascicularis GN=ELAC2 PE=2 SV=136.70 0.00

TRINITY_DN42177_c0_g2sp|Q03526|ITK_MOUSEItk Tyrosine-protein kinase ITK/TSK OS=Mus musculus GN=Itk PE=1 SV=136.70 0.00

TRINITY_DN42203_c0_g3sp|P21195|PDIA1_RABITP4HB Protein disulfide-isomerase OS=Oryctolagus cuniculus GN=P4HB PE=2 SV=136.70 0.00

TRINITY_DN42558_c1_g1sp|Q42561|FATA1_ARATHFATA Oleoyl-acyl carrier protein thioesterase 1, chloroplastic OS=Arabidopsis thaliana GN=FATA PE=1 SV=136.70 0.00

TRINITY_DN42600_c0_g5sp|Q8BQQ1|ZDH14_MOUSEZdhhc14 Probable palmitoyltransferase ZDHHC14 OS=Mus musculus GN=Zdhhc14 PE=1 SV=136.70 0.00

TRINITY_DN42668_c0_g1sp|Q54D67|Y2454_DICDIDDB_G0292454SET and MYND domain-containing protein DDB_G0292454 OS=Dictyostelium discoideum GN=DDB_G0292454 PE=3 SV=136.70 0.00

TRINITY_DN42935_c0_g2sp|B7K222|TRUA_CYAP8truA tRNA pseudouridine synthase A OS=Cyanothece sp. (strain PCC 8801) GN=truA PE=3 SV=136.70 0.00

TRINITY_DN43239_c0_g8sp|P48598|IF4E_DROMEeIF-4E Eukaryotic translation initiation factor 4E OS=Drosophila melanogaster GN=eIF-4E PE=1 SV=136.70 0.00

TRINITY_DN43938_c1_g1sp|Q8R3L2|TCF25_MOUSETcf25 Transcription factor 25 OS=Mus musculus GN=Tcf25 PE=1 SV=236.70 0.00

TRINITY_DN44296_c0_g6sp|Q888A4|RNLS_PSESMPSPTO_1126Renalase OS=Pseudomonas syringae pv. tomato (strain ATCC BAA-871 / DC3000) GN=PSPTO_1126 PE=1 SV=136.70 0.00

TRINITY_DN44350_c0_g2sp|Q99549|MPP8_HUMANMPHOSPH8M-phase phosphoprotein 8 OS=Homo sapiens GN=MPHOSPH8 PE=1 SV=236.70 0.00

TRINITY_DN44584_c0_g2sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=336.70 0.00

TRINITY_DN44595_c0_g7sp|Q9W0K4|BAB2_DROMEbab2 Protein bric-a-brac 2 OS=Drosophila melanogaster GN=bab2 PE=1 SV=236.70 0.00

TRINITY_DN45670_c0_g1sp|Q9FLM3|ZDH23_ARATHPAT06 Probable protein S-acyltransferase 6 OS=Arabidopsis thaliana GN=PAT06 PE=2 SV=136.70 0.00

TRINITY_DN45758_c0_g1sp|O94913|PCF11_HUMANPCF11 Pre-mRNA cleavage complex 2 protein Pcf11 OS=Homo sapiens GN=PCF11 PE=1 SV=336.70 0.00

TRINITY_DN46004_c1_g1sp|Q9UTA8|YL8A_SCHPOSPAC25B8.10Uncharacterized methyltransferase-like C25B8.10 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC25B8.10 PE=3 SV=136.70 0.00

TRINITY_DN46125_c0_g1sp|Q7XJ60|EB1A_ARATHEB1A Microtubule-associated protein RP/EB family member 1A OS=Arabidopsis thaliana GN=EB1A PE=1 SV=136.70 0.00

TRINITY_DN46923_c0_g3sp|P38431|IF5_YEASTTIF5 Eukaryotic translation initiation factor 5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TIF5 PE=1 SV=136.70 0.00



TRINITY_DN47448_c1_g9sp|Q4FP37|ATPG_PELUBatpG ATP synthase gamma chain OS=Pelagibacter ubique (strain HTCC1062) GN=atpG PE=3 SV=136.70 0.00

TRINITY_DN47477_c0_g3sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=136.70 0.00

TRINITY_DN47499_c0_g2sp|F4ICK8|IWS1_ARATHIWS1 Protein IWS1 homolog 1 OS=Arabidopsis thaliana GN=IWS1 PE=1 SV=136.70 0.00

TRINITY_DN48629_c0_g4sp|A8WXX7|FAM50_CAEBRCBG04561Protein FAM50 homolog OS=Caenorhabditis briggsae GN=CBG04561 PE=3 SV=136.70 0.00

TRINITY_DN48830_c0_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=236.70 0.00

TRINITY_DN49387_c1_g1sp|Q6EU10|MTA70_ORYSJOs02g0672600Probable N6-adenosine-methyltransferase MT-A70-like OS=Oryza sativa subsp. japonica GN=Os02g0672600 PE=2 SV=136.70 0.00

TRINITY_DN49700_c0_g2sp|Q54Y08|NGAP_DICDIngap Probable Ras GTPase-activating-like protein ngap OS=Dictyostelium discoideum GN=ngap PE=2 SV=136.70 0.00

TRINITY_DN49743_c0_g1sp|Q54EH1|EPN_DICDIepnA Epsin OS=Dictyostelium discoideum GN=epnA PE=3 SV=136.70 0.00

TRINITY_DN50232_c1_g1sp|Q8N118|CP4X1_HUMANCYP4X1 Cytochrome P450 4X1 OS=Homo sapiens GN=CYP4X1 PE=2 SV=136.70 0.00

TRINITY_DN50241_c0_g3sp|Q9ZGI4|PIKA2_STRVZpikAII Narbonolide/10-deoxymethynolide synthase PikA2, modules 3 and 4 OS=Streptomyces venezuelae GN=pikAII PE=1 SV=136.70 0.00

TRINITY_DN50508_c0_g1sp|Q56XP4|NHX2_ARATHNHX2 Sodium/hydrogen exchanger 2 OS=Arabidopsis thaliana GN=NHX2 PE=2 SV=236.70 0.00

TRINITY_DN51502_c0_g6sp|Q96P50|ACAP3_HUMANACAP3 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 3 OS=Homo sapiens GN=ACAP3 PE=1 SV=236.70 0.00

TRINITY_DN51840_c0_g1sp|Q2QQS5|CCT14_ORYSJCYCT1-1 Cyclin-T1-4 OS=Oryza sativa subsp. japonica GN=CYCT1-1 PE=2 SV=136.70 0.00

TRINITY_DN52210_c0_g2sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=336.70 0.00

TRINITY_DN52598_c0_g1sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=236.70 0.00

TRINITY_DN7459_c0_g1sp|Q9VYG2|BAP60_DROMEBap60 Brahma-associated protein of 60 kDa OS=Drosophila melanogaster GN=Bap60 PE=1 SV=136.70 0.00

TRINITY_DN854_c0_g1sp|Q969X1|LFG3_HUMANTMBIM1 Protein lifeguard 3 OS=Homo sapiens GN=TMBIM1 PE=1 SV=236.70 0.00

TRINITY_DN16483_c0_g1sp|Q640L2|SPX3_XENLAslc37a3 Sugar phosphate exchanger 3 OS=Xenopus laevis GN=slc37a3 PE=2 SV=136.60 0.00

TRINITY_DN33844_c0_g1sp|O43396|TXNL1_HUMANTXNL1 Thioredoxin-like protein 1 OS=Homo sapiens GN=TXNL1 PE=1 SV=336.60 0.00

TRINITY_DN34054_c0_g1sp|Q96276|MYB23_ARATHMYB23 Transcription factor MYB23 OS=Arabidopsis thaliana GN=MYB23 PE=1 SV=136.60 0.00

TRINITY_DN34596_c0_g7sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=236.60 0.00

TRINITY_DN34789_c0_g1sp|Q3UJZ3|ARMC7_MOUSEArmc7 Armadillo repeat-containing protein 7 OS=Mus musculus GN=Armc7 PE=1 SV=236.60 0.00

TRINITY_DN35265_c0_g1sp|O23300|ECI3_ARATHECI3 Enoyl-CoA delta isomerase 3 OS=Arabidopsis thaliana GN=ECI3 PE=1 SV=136.60 0.00

TRINITY_DN35394_c0_g1sp|P25970|Y5909_MYXXDMXAN_5909Uncharacterized oxidoreductase MXAN_5909 OS=Myxococcus xanthus (strain DK 1622) GN=MXAN_5909 PE=3 SV=236.60 0.00

TRINITY_DN35773_c0_g1sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=336.60 0.00

TRINITY_DN36616_c0_g6sp|Q10319|AF9_SCHPOyaf9 Protein AF-9 homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yaf9 PE=3 SV=136.60 0.00

TRINITY_DN36763_c0_g11sp|Q54S10|MCFU_DICDImcfU Mitochondrial substrate carrier family protein U OS=Dictyostelium discoideum GN=mcfU PE=3 SV=136.60 0.00

TRINITY_DN37784_c0_g1sp|B7GIR2|OBG_ANOFWobg GTPase Obg OS=Anoxybacillus flavithermus (strain DSM 21510 / WK1) GN=obg PE=3 SV=136.60 0.00

TRINITY_DN37839_c0_g4sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=336.60 0.00

TRINITY_DN37842_c0_g9sp|Q40153|LE14B_LITER- LEC14B protein OS=Lithospermum erythrorhizon PE=2 SV=136.60 0.00

TRINITY_DN38054_c0_g4sp|Q1LXC9|INT3_DANREints3 Integrator complex subunit 3 OS=Danio rerio GN=ints3 PE=2 SV=136.60 0.00

TRINITY_DN38249_c0_g4sp|Q0KIA2|Y9801_DROMECG9801 PP2C-like domain-containing protein CG9801 OS=Drosophila melanogaster GN=CG9801 PE=2 SV=136.60 0.00

TRINITY_DN38848_c0_g6sp|Q8LPQ5|BTS_ARATHBTS Zinc finger protein BRUTUS OS=Arabidopsis thaliana GN=BTS PE=1 SV=136.60 0.00

TRINITY_DN40019_c0_g2sp|Q9CPN4|RSUA_PASMUrsuA Ribosomal small subunit pseudouridine synthase A OS=Pasteurella multocida (strain Pm70) GN=rsuA PE=3 SV=136.60 0.00

TRINITY_DN40344_c1_g6sp|B8AAV3|CEST_ORYSICEST Protein CHLOROPLAST ENHANCING STRESS TOLERANCE, chloroplastic OS=Oryza sativa subsp. indica GN=CEST PE=3 SV=136.60 0.00

TRINITY_DN40559_c0_g3sp|Q9C1X1|PWP2_SCHPOSPBC713.04cPeriodic tryptophan protein 2 homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC713.04c PE=1 SV=136.60 0.00

TRINITY_DN40560_c0_g3sp|Q9W5D0|Y34F_DROMECG43867 Uncharacterized protein CG43867 OS=Drosophila melanogaster GN=CG43867 PE=1 SV=436.60 0.00

TRINITY_DN40778_c0_g1sp|Q05609|CTR1_ARATHCTR1 Serine/threonine-protein kinase CTR1 OS=Arabidopsis thaliana GN=CTR1 PE=1 SV=136.60 0.00

TRINITY_DN42060_c1_g3sp|Q55FN1|PLBLG_DICDIplbG Phospholipase B-like protein G OS=Dictyostelium discoideum GN=plbG PE=3 SV=136.60 0.00

TRINITY_DN42316_c0_g3sp|Q94464|DYNA_DICDIdymA Dynamin-A OS=Dictyostelium discoideum GN=dymA PE=1 SV=236.60 0.00

TRINITY_DN42584_c0_g7sp|O94653|BMS1_SCHPObms1 Ribosome biogenesis protein bms1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bms1 PE=1 SV=236.60 0.00

TRINITY_DN42956_c0_g2sp|Q5F371|SBNO1_CHICKSBNO1 Protein strawberry notch homolog 1 OS=Gallus gallus GN=SBNO1 PE=2 SV=136.60 0.00

TRINITY_DN43771_c0_g1sp|Q9LIC2|TMN7_ARATHTMN7 Transmembrane 9 superfamily member 7 OS=Arabidopsis thaliana GN=TMN7 PE=2 SV=136.60 0.00

TRINITY_DN45544_c1_g5sp|Q80WP8|GADL1_MOUSEGadl1 Acidic amino acid decarboxylase GADL1 OS=Mus musculus GN=Gadl1 PE=1 SV=336.60 0.00

TRINITY_DN45713_c1_g6sp|Q9FVT2|EF1G2_ARATHAt1g57720Probable elongation factor 1-gamma 2 OS=Arabidopsis thaliana GN=At1g57720 PE=1 SV=136.60 0.00

TRINITY_DN46349_c0_g1sp|Q8NCE2|MTMRE_HUMANMTMR14 Myotubularin-related protein 14 OS=Homo sapiens GN=MTMR14 PE=1 SV=236.60 0.00

TRINITY_DN46608_c0_g1sp|Q1E3S4|FES1_COCIMFES1 Hsp70 nucleotide exchange factor FES1 OS=Coccidioides immitis (strain RS) GN=FES1 PE=3 SV=236.60 0.00

TRINITY_DN47060_c0_g5sp|O00232|PSD12_HUMANPSMD12 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens GN=PSMD12 PE=1 SV=336.60 0.00

TRINITY_DN47457_c1_g4sp|Q16AC4|RL15_ROSDOrplO 50S ribosomal protein L15 OS=Roseobacter denitrificans (strain ATCC 33942 / OCh 114) GN=rplO PE=3 SV=136.60 0.00

TRINITY_DN48004_c0_g2sp|Q2SWF5|SURE_BURTAsurE 5'-nucleotidase SurE OS=Burkholderia thailandensis (strain ATCC 700388 / DSM 13276 / CIP 106301 / E264) GN=surE PE=3 SV=136.60 0.00

TRINITY_DN48731_c0_g4sp|A6QR55|UBP4_BOVINUSP4 Ubiquitin carboxyl-terminal hydrolase 4 OS=Bos taurus GN=USP4 PE=2 SV=136.60 0.00

TRINITY_DN48764_c1_g1sp|Q7S785|LKHA4_NEUCRNCU06732Leukotriene A-4 hydrolase homolog OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=NCU06732 PE=3 SV=236.60 0.00

TRINITY_DN49418_c1_g2sp|Q8L838|COG4_ARATHCOG4 Conserved oligomeric Golgi complex subunit 4 OS=Arabidopsis thaliana GN=COG4 PE=2 SV=136.60 0.00

TRINITY_DN49716_c1_g1sp|Q8L970|P4H7_ARATHP4H7 Probable prolyl 4-hydroxylase 7 OS=Arabidopsis thaliana GN=P4H7 PE=2 SV=136.60 0.00

TRINITY_DN50312_c1_g2sp|Q9ZUU2|AAED1_ARATHAt2g37240Thioredoxin-like protein AAED1, chloroplastic OS=Arabidopsis thaliana GN=At2g37240 PE=1 SV=236.60 0.00

TRINITY_DN50740_c0_g2sp|O15865|CDPK2_PLAFKCPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=CPK2 PE=1 SV=336.60 0.00



TRINITY_DN50881_c0_g1sp|O07834|DAPB1_PSEMXdapb1 Dipeptidyl aminopeptidase BI OS=Pseudoxanthomonas mexicana GN=dapb1 PE=1 SV=136.60 0.00

TRINITY_DN50884_c1_g4sp|Q8GY23|UPL1_ARATHUPL1 E3 ubiquitin-protein ligase UPL1 OS=Arabidopsis thaliana GN=UPL1 PE=1 SV=336.60 0.00

TRINITY_DN51238_c0_g3sp|Q86K21|CPNB_DICDIcpnB-1 Copine-B OS=Dictyostelium discoideum GN=cpnB-1 PE=2 SV=136.60 0.00

TRINITY_DN52123_c0_g1sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=136.60 0.00

TRINITY_DN53200_c0_g1sp|Q43531|CCAMK_LILLOCCAMK Calcium and calcium/calmodulin-dependent serine/threonine-protein kinase OS=Lilium longiflorum GN=CCAMK PE=1 SV=136.60 0.00

TRINITY_DN5757_c0_g1sp|Q9EPL9|ACOX3_MOUSEAcox3 Peroxisomal acyl-coenzyme A oxidase 3 OS=Mus musculus GN=Acox3 PE=1 SV=236.60 0.00

TRINITY_DN1174_c0_g1sp|P32856|STX2_HUMANSTX2 Syntaxin-2 OS=Homo sapiens GN=STX2 PE=1 SV=336.50 0.00

TRINITY_DN13893_c0_g1sp|Q9W2S3|BTBD9_DROMEBTBD9 BTB/POZ domain-containing protein 9 OS=Drosophila melanogaster GN=BTBD9 PE=1 SV=136.50 0.00

TRINITY_DN1687_c0_g1sp|Q9AT72|FAD2_CALOFFAD2 Delta(12) fatty acid desaturase FAD2 OS=Calendula officinalis GN=FAD2 PE=2 SV=136.50 0.00

TRINITY_DN31495_c0_g3sp|O13853|ITS3_SCHPOits3 Phosphatidylinositol 4-phosphate 5-kinase its3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=its3 PE=1 SV=336.50 0.00

TRINITY_DN33259_c0_g6sp|P44578|ARCB_HAEINarcB Aerobic respiration control sensor protein ArcB homolog OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=arcB PE=3 SV=136.50 0.00

TRINITY_DN33713_c2_g1sp|Q08BA4|S38A9_DANREslc38a9 Sodium-coupled neutral amino acid transporter 9 OS=Danio rerio GN=slc38a9 PE=2 SV=136.50 0.00

TRINITY_DN34019_c0_g1sp|Q8RBE5|COAE_CALS4coaE Dephospho-CoA kinase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=coaE PE=3 SV=136.50 0.00

TRINITY_DN34049_c0_g3sp|Q2MHE4|HT1_ARATHHT1 Serine/threonine-protein kinase HT1 OS=Arabidopsis thaliana GN=HT1 PE=1 SV=136.50 0.00

TRINITY_DN34918_c0_g1sp|P98198|AT8B2_HUMANATP8B2 Phospholipid-transporting ATPase ID OS=Homo sapiens GN=ATP8B2 PE=1 SV=236.50 0.00

TRINITY_DN35081_c0_g1sp|Q54I36|PYK3_DICDIpyk3 Dual specificity protein kinase pyk3 OS=Dictyostelium discoideum GN=pyk3 PE=1 SV=136.50 0.00

TRINITY_DN35092_c0_g2sp|Q13555|KCC2G_HUMANCAMK2G Calcium/calmodulin-dependent protein kinase type II subunit gamma OS=Homo sapiens GN=CAMK2G PE=1 SV=336.50 0.00

TRINITY_DN35183_c0_g1sp|Q7XJJ7|FAAH_ARATHFAAH Fatty acid amide hydrolase OS=Arabidopsis thaliana GN=FAAH PE=1 SV=136.50 0.00

TRINITY_DN35223_c0_g3sp|Q10156|LKH1_SCHPOlkh1 Dual specificity protein kinase lkh1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=lkh1 PE=1 SV=336.50 0.00

TRINITY_DN35309_c0_g1sp|Q8X119|ACT_EXODE- Actin OS=Exophiala dermatitidis PE=3 SV=136.50 0.00

TRINITY_DN35496_c0_g4sp|Q4WXX9|PDC_ASPFUpdcA Pyruvate decarboxylase OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=pdcA PE=3 SV=136.50 0.00

TRINITY_DN35918_c1_g10sp|Q1PF50|EDA2_ARATHEDA2 Probable serine protease EDA2 OS=Arabidopsis thaliana GN=EDA2 PE=2 SV=236.50 0.00

TRINITY_DN36156_c0_g4sp|Q63454|MK04_RATMapk4 Mitogen-activated protein kinase 4 (Fragment) OS=Rattus norvegicus GN=Mapk4 PE=1 SV=136.50 0.00

TRINITY_DN36404_c0_g2sp|P34726|RAS2_PHYPORAS-2 Ras-like protein 2 OS=Physarum polycephalum GN=RAS-2 PE=2 SV=136.50 0.00

TRINITY_DN36663_c0_g2sp|Q54QY3|YIPF5_DICDIyipf5 Protein YIPF5 homolog OS=Dictyostelium discoideum GN=yipf5 PE=3 SV=136.50 0.00

TRINITY_DN36769_c0_g1sp|Q5RC94|NBR1_PONABNBR1 Next to BRCA1 gene 1 protein OS=Pongo abelii GN=NBR1 PE=2 SV=136.50 0.00

TRINITY_DN36795_c0_g1sp|P9WN46|EGTD_MYCTOegtD Histidine N-alpha-methyltransferase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=egtD PE=3 SV=136.50 0.00

TRINITY_DN36801_c0_g1sp|Q5U2P3|ZFN2A_RATZfand2a AN1-type zinc finger protein 2A OS=Rattus norvegicus GN=Zfand2a PE=2 SV=136.50 0.00

TRINITY_DN37060_c0_g4sp|Q6P5E4|UGGG1_MOUSEUggt1 UDP-glucose:glycoprotein glucosyltransferase 1 OS=Mus musculus GN=Uggt1 PE=1 SV=436.50 0.00

TRINITY_DN37105_c0_g2sp|P43565|RIM15_YEASTRIM15 Serine/threonine-protein kinase RIM15 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RIM15 PE=1 SV=136.50 0.00

TRINITY_DN37698_c1_g1sp|Q09686|YA14_SCHPOSPAC13C5.04Putative glutamine amidotransferase-like protein C13C5.04 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC13C5.04 PE=3 SV=136.50 0.00

TRINITY_DN37746_c0_g3sp|Q5YLB5|GYRA_NICBEGYRA DNA gyrase subunit A, chloroplastic/mitochondrial OS=Nicotiana benthamiana GN=GYRA PE=2 SV=136.50 0.00

TRINITY_DN38265_c0_g3sp|Q4UMP3|Y314_RICFERF_0314 Putative ankyrin repeat protein RF_0314 OS=Rickettsia felis (strain ATCC VR-1525 / URRWXCal2) GN=RF_0314 PE=3 SV=136.50 0.00

TRINITY_DN38343_c1_g5sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=136.50 0.00

TRINITY_DN38402_c0_g6sp|Q9SFU0|SC24A_ARATHAt3g07100Protein transport protein Sec24-like At3g07100 OS=Arabidopsis thaliana GN=At3g07100 PE=2 SV=236.50 0.00

TRINITY_DN38678_c1_g7sp|Q8N5Z0|AADAT_HUMANAADAT Kynurenine/alpha-aminoadipate aminotransferase, mitochondrial OS=Homo sapiens GN=AADAT PE=1 SV=236.50 0.00

TRINITY_DN38786_c1_g3sp|Q9WWW2|ALKJ_PSEPUalkJ Alcohol dehydrogenase [acceptor] OS=Pseudomonas putida GN=alkJ PE=3 SV=136.50 0.00

TRINITY_DN39216_c0_g2sp|Q14669|TRIPC_HUMANTRIP12 E3 ubiquitin-protein ligase TRIP12 OS=Homo sapiens GN=TRIP12 PE=1 SV=136.50 0.00

TRINITY_DN39715_c0_g1sp|O80623|Y2393_ARATHAt2g39360Probable receptor-like protein kinase At2g39360 OS=Arabidopsis thaliana GN=At2g39360 PE=2 SV=136.50 0.00

TRINITY_DN39756_c0_g2sp|Q8W206|CSN6A_ARATHCSN6A COP9 signalosome complex subunit 6a OS=Arabidopsis thaliana GN=CSN6A PE=1 SV=236.50 0.00

TRINITY_DN39852_c0_g1sp|Q8LPH6|MYB86_ARATHMYB86 Transcription factor MYB86 OS=Arabidopsis thaliana GN=MYB86 PE=2 SV=136.50 0.00

TRINITY_DN39852_c0_g9sp|Q8LPH6|MYB86_ARATHMYB86 Transcription factor MYB86 OS=Arabidopsis thaliana GN=MYB86 PE=2 SV=136.50 0.00

TRINITY_DN40098_c1_g4sp|A1CQH7|EIF3F_ASPCLACLA_026150Eukaryotic translation initiation factor 3 subunit F OS=Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1) GN=ACLA_026150 PE=3 SV=136.50 0.00

TRINITY_DN40156_c2_g6sp|Q00719|MDMC_STRMYmdmC O-methyltransferase MdmC OS=Streptomyces mycarofaciens GN=mdmC PE=3 SV=136.50 0.00

TRINITY_DN40528_c0_g3sp|Q9M9E8|FB92_ARATHAt1g78280F-box protein At1g78280 OS=Arabidopsis thaliana GN=At1g78280 PE=2 SV=336.50 0.00

TRINITY_DN40898_c0_g1sp|Q940Y3|ARID3_ARATHARID3 AT-rich interactive domain-containing protein 3 OS=Arabidopsis thaliana GN=ARID3 PE=1 SV=136.50 0.00

TRINITY_DN41500_c1_g3sp|O23680|TOC33_ARATHTOC33 Translocase of chloroplast 33, chloroplastic OS=Arabidopsis thaliana GN=TOC33 PE=1 SV=136.50 0.00

TRINITY_DN42126_c0_g2sp|P83775|GRP2_CANALGRP2 Putative NADPH-dependent methylglyoxal reductase GRP2 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GRP2 PE=1 SV=236.50 0.00

TRINITY_DN42282_c0_g3sp|Q8L7B2|SCP20_ARATHSCPL20 Serine carboxypeptidase-like 20 OS=Arabidopsis thaliana GN=SCPL20 PE=2 SV=236.50 0.00

TRINITY_DN42390_c0_g2sp|Q55EI8|Y9956_DICDIDDB_G0268876Probable serine/threonine-protein kinase DDB_G0268876 OS=Dictyostelium discoideum GN=DDB_G0268876 PE=3 SV=136.50 0.00

TRINITY_DN42678_c0_g1sp|P45973|CBX5_HUMANCBX5 Chromobox protein homolog 5 OS=Homo sapiens GN=CBX5 PE=1 SV=136.50 0.00

TRINITY_DN43364_c1_g1sp|Q5RDW9|CSTF3_PONABCSTF3 Cleavage stimulation factor subunit 3 OS=Pongo abelii GN=CSTF3 PE=2 SV=136.50 0.00

TRINITY_DN44297_c1_g3sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=136.50 0.00

TRINITY_DN44356_c0_g1sp|Q9SJZ7|DNJA6_ARATHDJA6 Chaperone protein dnaJ A6, chloroplastic OS=Arabidopsis thaliana GN=DJA6 PE=2 SV=236.50 0.00

TRINITY_DN44436_c0_g1sp|Q54W90|SEY1_DICDIDDB_0206311Protein SEY1 homolog OS=Dictyostelium discoideum GN=DDB_0206311 PE=3 SV=136.50 0.00

TRINITY_DN45408_c1_g2sp|Q555C6|VP13B_DICDIvps13B Putative vacuolar protein sorting-associated protein 13B OS=Dictyostelium discoideum GN=vps13B PE=3 SV=136.50 0.00



TRINITY_DN45815_c0_g2sp|B1AZI6|THOC2_MOUSEThoc2 THO complex subunit 2 OS=Mus musculus GN=Thoc2 PE=1 SV=136.50 0.00

TRINITY_DN46411_c0_g3sp|Q95KF1|RN125_MACFARNF125 E3 ubiquitin-protein ligase RNF125 OS=Macaca fascicularis GN=RNF125 PE=2 SV=336.50 0.00

TRINITY_DN46527_c0_g2sp|Q2JNP0|FTSH_SYNJBftsH ATP-dependent zinc metalloprotease FtsH OS=Synechococcus sp. (strain JA-2-3B'a(2-13)) GN=ftsH PE=3 SV=136.50 0.00

TRINITY_DN48550_c0_g3sp|P38811|TRA1_YEASTTRA1 Transcription-associated protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRA1 PE=1 SV=136.50 0.00

TRINITY_DN48612_c1_g2sp|Q93YS4|AB22G_ARATHABCG22 ABC transporter G family member 22 OS=Arabidopsis thaliana GN=ABCG22 PE=1 SV=136.50 0.00

TRINITY_DN48830_c0_g2sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=336.50 0.00

TRINITY_DN48901_c0_g2sp|A8XNJ6|SGK1_CAEBRsgk-1 Serine/threonine-protein kinase sgk-1 OS=Caenorhabditis briggsae GN=sgk-1 PE=3 SV=336.50 0.00

TRINITY_DN48924_c1_g2sp|P53569|CEBPZ_MOUSECebpz CCAAT/enhancer-binding protein zeta OS=Mus musculus GN=Cebpz PE=1 SV=236.50 0.00

TRINITY_DN48971_c0_g1sp|O95684|FR1OP_HUMANFGFR1OP FGFR1 oncogene partner OS=Homo sapiens GN=FGFR1OP PE=1 SV=136.50 0.00

TRINITY_DN49391_c0_g1sp|Q9SH30|HMA5_ARATHHMA5 Probable copper-transporting ATPase HMA5 OS=Arabidopsis thaliana GN=HMA5 PE=1 SV=236.50 0.00

TRINITY_DN49866_c1_g2sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=136.50 0.00

TRINITY_DN50159_c0_g5sp|Q14571|ITPR2_HUMANITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=236.50 0.00

TRINITY_DN50730_c1_g1sp|Q9FGM0|FTSHB_ARATHFTSH11 ATP-dependent zinc metalloprotease FTSH 11, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=FTSH11 PE=1 SV=136.50 0.00

TRINITY_DN50826_c0_g2sp|F4IV99|CHR5_ARATHCHR5 Protein CHROMATIN REMODELING 5 OS=Arabidopsis thaliana GN=CHR5 PE=3 SV=136.50 0.00

TRINITY_DN51968_c1_g2sp|O15050|TRNK1_HUMANTRANK1 TPR and ankyrin repeat-containing protein 1 OS=Homo sapiens GN=TRANK1 PE=2 SV=436.50 0.00

TRINITY_DN52593_c1_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=236.50 0.00

TRINITY_DN13364_c0_g1sp|P34101|FHKC_DICDIfhkC Probable serine/threonine-protein kinase fhkC OS=Dictyostelium discoideum GN=fhkC PE=3 SV=236.40 0.00

TRINITY_DN19126_c0_g1sp|Q9LZD0|NCS1_ARATHNCS1 Purine-uracil permease NCS1 OS=Arabidopsis thaliana GN=NCS1 PE=1 SV=136.40 0.00

TRINITY_DN19662_c0_g1sp|Q7SYL1|AR2BP_DANREarl2bp ADP-ribosylation factor-like protein 2-binding protein OS=Danio rerio GN=arl2bp PE=1 SV=236.40 0.00

TRINITY_DN26437_c0_g1sp|Q9FWX8|AB12B_ARATHABCB12 ABC transporter B family member 12 OS=Arabidopsis thaliana GN=ABCB12 PE=2 SV=236.40 0.00

TRINITY_DN26902_c0_g1sp|P11707|CP3A6_RABITCYP3A6 Cytochrome P450 3A6 OS=Oryctolagus cuniculus GN=CYP3A6 PE=2 SV=236.40 0.00

TRINITY_DN31091_c0_g3sp|Q86HD3|MRT4_DICDImrt4 Ribosome assembly factor mrt4 OS=Dictyostelium discoideum GN=mrt4 PE=3 SV=136.40 0.00

TRINITY_DN33014_c0_g2sp|P08645|RAS3_DROMER Ras-like protein 3 OS=Drosophila melanogaster GN=R PE=2 SV=236.40 0.00

TRINITY_DN33407_c0_g3sp|Q99J78|DEFI8_MOUSEDef8 Differentially expressed in FDCP 8 OS=Mus musculus GN=Def8 PE=1 SV=136.40 0.00

TRINITY_DN33668_c0_g1sp|Q9USN1|SNX12_SCHPOsnx12 Sorting nexin-12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=snx12 PE=3 SV=136.40 0.00

TRINITY_DN33863_c0_g1sp|Q0CHM0|SEC13_ASPTNsec13 Protein transport protein sec13 OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=sec13 PE=3 SV=136.40 0.00

TRINITY_DN34760_c0_g1sp|Q8BWD2|IP6K3_MOUSEIp6k3 Inositol hexakisphosphate kinase 3 OS=Mus musculus GN=Ip6k3 PE=2 SV=136.40 0.00

TRINITY_DN34818_c0_g2sp|Q55BK0|UFD1_DICDIufd1 Ubiquitin fusion degradation protein 1 homolog OS=Dictyostelium discoideum GN=ufd1 PE=3 SV=136.40 0.00

TRINITY_DN34899_c0_g5sp|Q9LXI7|PPA20_ARATHPAP20 Probable purple acid phosphatase 20 OS=Arabidopsis thaliana GN=PAP20 PE=2 SV=136.40 0.00

TRINITY_DN34924_c0_g7sp|P00791|PEPA_PIGPGA Pepsin A OS=Sus scrofa GN=PGA PE=1 SV=336.40 0.00

TRINITY_DN34940_c0_g1sp|Q5XI50|MARH7_RATMarch7 E3 ubiquitin-protein ligase MARCH7 OS=Rattus norvegicus GN=March7 PE=2 SV=136.40 0.00

TRINITY_DN35872_c0_g1sp|A7SBF0|INT9_NEMVEints9 Integrator complex subunit 9 homolog OS=Nematostella vectensis GN=ints9 PE=3 SV=136.40 0.00

TRINITY_DN36177_c0_g2sp|P00528|SRC64_DROMESrc64B Tyrosine-protein kinase Src64B OS=Drosophila melanogaster GN=Src64B PE=1 SV=336.40 0.00

TRINITY_DN36294_c0_g1sp|O53732|UFAA1_MYCTUufaA1 Tuberculostearic acid methyltransferase UfaA1 OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=ufaA1 PE=1 SV=336.40 0.00

TRINITY_DN36415_c0_g9sp|Q54U63|LVSC_DICDIlvsC BEACH domain-containing protein lvsC OS=Dictyostelium discoideum GN=lvsC PE=3 SV=236.40 0.00

TRINITY_DN36422_c0_g1sp|Q8WN95|ITPR3_BOVINITPR3 Inositol 1,4,5-trisphosphate receptor type 3 OS=Bos taurus GN=ITPR3 PE=2 SV=136.40 0.00

TRINITY_DN37126_c0_g10sp|Q68W57|UBIE_RICTYubiE Ubiquinone/menaquinone biosynthesis C-methyltransferase UbiE OS=Rickettsia typhi (strain ATCC VR-144 / Wilmington) GN=ubiE PE=3 SV=136.40 0.00

TRINITY_DN37646_c0_g1sp|P53871|DUG3_YEASTDUG3 Probable glutamine amidotransferase DUG3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DUG3 PE=1 SV=136.40 0.00

TRINITY_DN37711_c0_g9sp|Q8VY00|ESP3_ARATHESP3 Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH1 OS=Arabidopsis thaliana GN=ESP3 PE=1 SV=136.40 0.00

TRINITY_DN37980_c0_g2sp|O74507|YJD4_SCHPOSPCC594.04cUncharacterized protein C594.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC594.04c PE=3 SV=236.40 0.00

TRINITY_DN38216_c0_g1sp|Q08466|CSK22_ARATHCKA2 Casein kinase II subunit alpha-2 OS=Arabidopsis thaliana GN=CKA2 PE=1 SV=336.40 0.00

TRINITY_DN38939_c0_g5sp|Q9VUN3|RANL_DROMERan-likeGTP-binding nuclear protein Ran-like OS=Drosophila melanogaster GN=Ran-like PE=1 SV=136.40 0.00

TRINITY_DN39485_c0_g3sp|P47075|VTC4_YEASTVTC4 Vacuolar transporter chaperone 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VTC4 PE=1 SV=236.40 0.00

TRINITY_DN39532_c0_g3sp|P19945|RLA0_RATRplp0 60S acidic ribosomal protein P0 OS=Rattus norvegicus GN=Rplp0 PE=1 SV=236.40 0.00

TRINITY_DN39598_c0_g10sp|Q3UJD6|UBP19_MOUSEUsp19 Ubiquitin carboxyl-terminal hydrolase 19 OS=Mus musculus GN=Usp19 PE=1 SV=136.40 0.00

TRINITY_DN39648_c0_g1sp|O13853|ITS3_SCHPOits3 Phosphatidylinositol 4-phosphate 5-kinase its3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=its3 PE=1 SV=336.40 0.00

TRINITY_DN39891_c2_g7sp|Q6K4E7|APM1D_ORYSJOs09g0362800Aminopeptidase M1-D OS=Oryza sativa subsp. japonica GN=Os09g0362800 PE=2 SV=136.40 0.00

TRINITY_DN40077_c0_g3sp|B6ISV0|EFTS_RHOCStsf Elongation factor Ts OS=Rhodospirillum centenum (strain ATCC 51521 / SW) GN=tsf PE=3 SV=136.40 0.00

TRINITY_DN40231_c1_g8sp|P34150|RACD_DICDIracD Rho-related protein racD OS=Dictyostelium discoideum GN=racD PE=2 SV=336.40 0.00

TRINITY_DN40635_c0_g1sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=136.40 0.00

TRINITY_DN40790_c1_g2sp|Q9EQG7|ENPP5_MOUSEEnpp5 Ectonucleotide pyrophosphatase/phosphodiesterase family member 5 OS=Mus musculus GN=Enpp5 PE=1 SV=336.40 0.00

TRINITY_DN41289_c0_g4sp|F4HTT6|CP26B_ARATHCYP26-2 Peptidyl-prolyl cis-trans isomerase CYP26-2, chloroplastic OS=Arabidopsis thaliana GN=CYP26-2 PE=2 SV=136.40 0.00

TRINITY_DN41432_c1_g4sp|Q05108|VA5_DOLAR- Venom allergen 5 OS=Dolichovespula arenaria PE=1 SV=136.40 0.00

TRINITY_DN41772_c0_g9sp|Q76LC6|RBM24_DANRErbm24 RNA-binding protein 24 OS=Danio rerio GN=rbm24 PE=2 SV=136.40 0.00

TRINITY_DN42807_c0_g3sp|Q7XWP1|CPSF1_ORYSJOs04g0252200Probable cleavage and polyadenylation specificity factor subunit 1 OS=Oryza sativa subsp. japonica GN=Os04g0252200 PE=3 SV=236.40 0.00

TRINITY_DN43496_c0_g3sp|Q32KN5|DNAL4_BOVINDNAL4 Dynein light chain 4, axonemal OS=Bos taurus GN=DNAL4 PE=3 SV=136.40 0.00



TRINITY_DN43784_c0_g3sp|Q7PC79|XPOT_ARATHPSD Exportin-T OS=Arabidopsis thaliana GN=PSD PE=2 SV=136.40 0.00

TRINITY_DN44263_c0_g6sp|O80513|CCU41_ARATHCYCU4-1 Cyclin-U4-1 OS=Arabidopsis thaliana GN=CYCU4-1 PE=1 SV=136.40 0.00

TRINITY_DN44436_c0_g2sp|Q5A4X5|SKN7_CANALSKN7 Transcription factor SKN7 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=SKN7 PE=3 SV=136.40 0.00

TRINITY_DN44457_c0_g5sp|Q9D180|CFA57_MOUSECfap57 Cilia- and flagella-associated protein 57 OS=Mus musculus GN=Cfap57 PE=1 SV=336.40 0.00

TRINITY_DN44642_c0_g1sp|A1D3V8|SDS23_NEOFIsds23 Protein sds23 OS=Neosartorya fischeri (strain ATCC 1020 / DSM 3700 / CBS 544.65 / FGSC A1164 / JCM 1740 / NRRL 181 / WB 181) GN=sds23 PE=3 SV=136.40 0.00

TRINITY_DN44744_c0_g1sp|O74446|SIF2_SCHPOsif2 Sad1-interacting factor 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sif2 PE=1 SV=236.40 0.00

TRINITY_DN45204_c0_g5sp|Q54NC1|NCB5R_DICDIcyb5r1 NADH-cytochrome b5 reductase 1 OS=Dictyostelium discoideum GN=cyb5r1 PE=3 SV=136.40 0.00

TRINITY_DN45923_c0_g3sp|P49596|PP2C2_CAEELppm-2 Probable protein phosphatase 2C T23F11.1 OS=Caenorhabditis elegans GN=ppm-2 PE=3 SV=236.40 0.00

TRINITY_DN46039_c0_g4sp|Q5ZLH4|TM230_CHICKTMEM230 Transmembrane protein 230 OS=Gallus gallus GN=TMEM230 PE=2 SV=136.40 0.00

TRINITY_DN46161_c0_g3sp|G3X9J0|SI1L3_MOUSESipa1l3 Signal-induced proliferation-associated 1-like protein 3 OS=Mus musculus GN=Sipa1l3 PE=1 SV=136.40 0.00

TRINITY_DN46293_c0_g3sp|Q86HE5|CF451_DICDIcf45-1 Counting factor 45-1 OS=Dictyostelium discoideum GN=cf45-1 PE=1 SV=136.40 0.00

TRINITY_DN46759_c0_g1sp|O34851|LDC_BACSUykfA Probable murein peptide carboxypeptidase OS=Bacillus subtilis (strain 168) GN=ykfA PE=2 SV=236.40 0.00

TRINITY_DN46819_c0_g1sp|A0AUS0|WSDU1_DANREwdsub1 WD repeat, SAM and U-box domain-containing protein 1 OS=Danio rerio GN=wdsub1 PE=2 SV=136.40 0.00

TRINITY_DN46899_c0_g1sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=336.40 0.00

TRINITY_DN46989_c0_g7sp|Q00771|KCC1_EMENIcmkA Calcium/calmodulin-dependent protein kinase OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=cmkA PE=2 SV=236.40 0.00

TRINITY_DN47057_c0_g3sp|Q55F94|DLPA_DICDIdlpA Dynamin-like protein A OS=Dictyostelium discoideum GN=dlpA PE=2 SV=136.40 0.00

TRINITY_DN47210_c0_g3sp|O22969|Y2416_ARATHAt2g34160Uncharacterized protein At2g34160 OS=Arabidopsis thaliana GN=At2g34160 PE=1 SV=136.40 0.00

TRINITY_DN47435_c0_g1sp|Q3SYU1|NOC2L_BOVINNOC2L Nucleolar complex protein 2 homolog OS=Bos taurus GN=NOC2L PE=2 SV=136.40 0.00

TRINITY_DN47738_c0_g5sp|F4JL11|IMPA2_ARATHIMPA2 Importin subunit alpha-2 OS=Arabidopsis thaliana GN=IMPA2 PE=1 SV=136.40 0.00

TRINITY_DN48122_c0_g4sp|P34101|FHKC_DICDIfhkC Probable serine/threonine-protein kinase fhkC OS=Dictyostelium discoideum GN=fhkC PE=3 SV=236.40 0.00

TRINITY_DN48409_c0_g1sp|Q6PDI5|ECM29_MOUSEEcm29 Proteasome-associated protein ECM29 homolog OS=Mus musculus GN=Ecm29 PE=1 SV=336.40 0.00

TRINITY_DN48562_c0_g5sp|Q07505|DLHH_YEASTYDL086W Putative carboxymethylenebutenolidase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YDL086W PE=1 SV=136.40 0.00

TRINITY_DN49094_c2_g6sp|Q54RZ7|Y1199_DICDIDDB_G0282895Probable serine/threonine-protein kinase DDB_G0282895 OS=Dictyostelium discoideum GN=DDB_G0282895 PE=3 SV=136.40 0.00

TRINITY_DN49132_c0_g2sp|Q684P5|RPGP2_HUMANRAP1GAP2Rap1 GTPase-activating protein 2 OS=Homo sapiens GN=RAP1GAP2 PE=1 SV=236.40 0.00

TRINITY_DN49873_c1_g3sp|Q86H28|PROD_DICDIprodh Proline dehydrogenase 1, mitochondrial OS=Dictyostelium discoideum GN=prodh PE=3 SV=136.40 0.00

TRINITY_DN50269_c0_g3sp|Q9Z329|ITPR2_MOUSEItpr2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Mus musculus GN=Itpr2 PE=1 SV=436.40 0.00

TRINITY_DN50930_c0_g2sp|Q61686|CBX5_MOUSECbx5 Chromobox protein homolog 5 OS=Mus musculus GN=Cbx5 PE=1 SV=136.40 0.00

TRINITY_DN51220_c0_g3sp|Q7Z2Z2|EFL1_HUMANEFL1 Elongation factor-like GTPase 1 OS=Homo sapiens GN=EFL1 PE=1 SV=236.40 0.00

TRINITY_DN51321_c0_g2sp|B9FXV5|IF4G_ORYSJOs07g0555200Eukaryotic translation initiation factor 4G OS=Oryza sativa subsp. japonica GN=Os07g0555200 PE=2 SV=236.40 0.00

TRINITY_DN51697_c0_g1sp|P58050|C71BD_ARATHCYP71B13Cytochrome P450 71B13 OS=Arabidopsis thaliana GN=CYP71B13 PE=2 SV=136.40 0.00

TRINITY_DN51873_c1_g4sp|F4K0J3|KN4C_ARATHKIN4C Kinesin-like protein KIN-4C OS=Arabidopsis thaliana GN=KIN4C PE=2 SV=236.40 0.00

TRINITY_DN51953_c1_g1sp|Q9N0E7|MOCOS_BOVINMOCOS Molybdenum cofactor sulfurase OS=Bos taurus GN=MOCOS PE=2 SV=336.40 0.00

TRINITY_DN52132_c0_g3sp|F4I893|ILA_ARATHILA Protein ILITYHIA OS=Arabidopsis thaliana GN=ILA PE=1 SV=136.40 0.00

TRINITY_DN52508_c2_g5sp|Q15KI9|PHYLO_ARATHPHYLLO Protein PHYLLO, chloroplastic OS=Arabidopsis thaliana GN=PHYLLO PE=2 SV=236.40 0.00

TRINITY_DN23279_c0_g2sp|P58363|ARCB_ECO57arcB Aerobic respiration control sensor protein ArcB OS=Escherichia coli O157:H7 GN=arcB PE=3 SV=136.30 0.00

TRINITY_DN29570_c0_g2sp|Q620A6|MFRN_CAEBRCBG02884Mitoferrin OS=Caenorhabditis briggsae GN=CBG02884 PE=3 SV=136.30 0.00

TRINITY_DN31144_c0_g3sp|Q9LU72|PPA28_ARATHPAP28 Probable inactive purple acid phosphatase 28 OS=Arabidopsis thaliana GN=PAP28 PE=2 SV=136.30 0.00

TRINITY_DN32753_c0_g1sp|Q6ING7|FLAD1_XENLAflad1 FAD synthase OS=Xenopus laevis GN=flad1 PE=2 SV=136.30 0.00

TRINITY_DN33001_c0_g1sp|O43347|MSI1H_HUMANMSI1 RNA-binding protein Musashi homolog 1 OS=Homo sapiens GN=MSI1 PE=1 SV=136.30 0.00

TRINITY_DN34170_c0_g1sp|P35292|RAB17_MOUSERab17 Ras-related protein Rab-17 OS=Mus musculus GN=Rab17 PE=1 SV=136.30 0.00

TRINITY_DN34691_c0_g1sp|Q54XM0|CAPTB_DICDIcaptB Uncharacterized CDP-alcohol phosphatidyltransferase class-I family protein 2 OS=Dictyostelium discoideum GN=captB PE=3 SV=136.30 0.00

TRINITY_DN35005_c0_g4sp|Q9V4C8|HCF_DROMEHcf Host cell factor OS=Drosophila melanogaster GN=Hcf PE=1 SV=236.30 0.00

TRINITY_DN35809_c0_g1sp|Q9D2C6|RPC8_MOUSEPolr3h DNA-directed RNA polymerase III subunit RPC8 OS=Mus musculus GN=Polr3h PE=1 SV=236.30 0.00

TRINITY_DN35816_c0_g5sp|Q9FKT5|THOC3_ARATHTHO3 THO complex subunit 3 OS=Arabidopsis thaliana GN=THO3 PE=1 SV=136.30 0.00

TRINITY_DN35817_c1_g2sp|Q9C9Z8|VATE2_ARATHVHA-E2 V-type proton ATPase subunit E2 OS=Arabidopsis thaliana GN=VHA-E2 PE=2 SV=136.30 0.00

TRINITY_DN36177_c0_g7sp|Q8T6J0|ABCA7_DICDIabcA7 ABC transporter A family member 7 OS=Dictyostelium discoideum GN=abcA7 PE=3 SV=136.30 0.00

TRINITY_DN36596_c1_g7sp|Q54SP4|DHKD_DICDIdhkD Hybrid signal transduction histidine kinase D OS=Dictyostelium discoideum GN=dhkD PE=2 SV=136.30 0.00

TRINITY_DN36620_c0_g1sp|P91891|MO25_DROMEMo25 Protein Mo25 OS=Drosophila melanogaster GN=Mo25 PE=2 SV=236.30 0.00

TRINITY_DN36652_c0_g6sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=336.30 0.00

TRINITY_DN36877_c0_g2sp|O15743|SPNA_DICDIspnA Protein spalten OS=Dictyostelium discoideum GN=spnA PE=1 SV=136.30 0.00

TRINITY_DN37150_c1_g1sp|Q9ZQP2|ACO12_ARATHACX1.2 Putative peroxisomal acyl-coenzyme A oxidase 1.2 OS=Arabidopsis thaliana GN=ACX1.2 PE=2 SV=136.30 0.00

TRINITY_DN37337_c1_g1sp|O04486|RAA2A_ARATHRABA2A Ras-related protein RABA2a OS=Arabidopsis thaliana GN=RABA2A PE=2 SV=136.30 0.00

TRINITY_DN37623_c1_g9sp|A6VXZ2|RS9_MARMSrpsI 30S ribosomal protein S9 OS=Marinomonas sp. (strain MWYL1) GN=rpsI PE=3 SV=136.30 0.00

TRINITY_DN37723_c0_g7sp|Q8N5J2|FA63A_HUMANFAM63A Ubiquitin carboxyl-terminal hydrolase MINDY-1 OS=Homo sapiens GN=FAM63A PE=1 SV=236.30 0.00

TRINITY_DN37789_c0_g2sp|Q10570|CPSF1_HUMANCPSF1 Cleavage and polyadenylation specificity factor subunit 1 OS=Homo sapiens GN=CPSF1 PE=1 SV=236.30 0.00

TRINITY_DN39056_c0_g6sp|Q54HG2|CTXA_DICDIctxA Cortexillin-1 OS=Dictyostelium discoideum GN=ctxA PE=1 SV=136.30 0.00



TRINITY_DN39728_c1_g5sp|Q6GR10|MAEA_XENLAmaea Macrophage erythroblast attacher OS=Xenopus laevis GN=maea PE=2 SV=236.30 0.00

TRINITY_DN39969_c0_g3sp|P30182|TOP2_ARATHTOP2 DNA topoisomerase 2 OS=Arabidopsis thaliana GN=TOP2 PE=2 SV=236.30 0.00

TRINITY_DN40787_c0_g8sp|Q86UY6|NAA40_HUMANNAA40 N-alpha-acetyltransferase 40 OS=Homo sapiens GN=NAA40 PE=1 SV=136.30 0.00

TRINITY_DN41124_c0_g7sp|Q86UC2|RSPH3_HUMANRSPH3 Radial spoke head protein 3 homolog OS=Homo sapiens GN=RSPH3 PE=1 SV=136.30 0.00

TRINITY_DN41266_c0_g2sp|Q5ZLF4|ZNT5_CHICKSLC30A5 Zinc transporter 5 OS=Gallus gallus GN=SLC30A5 PE=2 SV=136.30 0.00

TRINITY_DN41368_c0_g6sp|O35600|ABCA4_MOUSEAbca4 Retinal-specific ATP-binding cassette transporter OS=Mus musculus GN=Abca4 PE=2 SV=136.30 0.00

TRINITY_DN41999_c0_g4sp|Q86IG9|GACH_DICDIgacH Rho GTPase-activating protein gacH OS=Dictyostelium discoideum GN=gacH PE=3 SV=136.30 0.00

TRINITY_DN42841_c0_g5sp|Q8N5L8|RP25L_HUMANRPP25L Ribonuclease P protein subunit p25-like protein OS=Homo sapiens GN=RPP25L PE=1 SV=136.30 0.00

TRINITY_DN43021_c0_g2sp|Q9C5U0|AHK4_ARATHAHK4 Histidine kinase 4 OS=Arabidopsis thaliana GN=AHK4 PE=1 SV=136.30 0.00

TRINITY_DN43279_c0_g5sp|P28039|AOAH_HUMANAOAH Acyloxyacyl hydrolase OS=Homo sapiens GN=AOAH PE=1 SV=136.30 0.00

TRINITY_DN43365_c0_g1sp|Q9SG02|RDR6_ARATHRDR6 RNA-dependent RNA polymerase 6 OS=Arabidopsis thaliana GN=RDR6 PE=1 SV=136.30 0.00

TRINITY_DN43453_c0_g1sp|Q15751|HERC1_HUMANHERC1 Probable E3 ubiquitin-protein ligase HERC1 OS=Homo sapiens GN=HERC1 PE=1 SV=236.30 0.00

TRINITY_DN44341_c0_g1sp|Q9M7Z1|ODB2_ARATHBCE2 Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Arabidopsis thaliana GN=BCE2 PE=1 SV=136.30 0.00

TRINITY_DN44476_c0_g1sp|Q9ZSB5|UBP10_ARATHUBP10 Ubiquitin carboxyl-terminal hydrolase 10 OS=Arabidopsis thaliana GN=UBP10 PE=2 SV=236.30 0.00

TRINITY_DN44552_c0_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=236.30 0.00

TRINITY_DN44802_c0_g4sp|Q54CY5|FOLC_DICDIfolC Putative folylpolyglutamate synthase OS=Dictyostelium discoideum GN=folC PE=3 SV=136.30 0.00

TRINITY_DN45157_c0_g4sp|Q9JJ59|ABCB9_MOUSEAbcb9 ATP-binding cassette sub-family B member 9 OS=Mus musculus GN=Abcb9 PE=2 SV=136.30 0.00

TRINITY_DN45557_c1_g4sp|Q9NXS3|KLH28_HUMANKLHL28 Kelch-like protein 28 OS=Homo sapiens GN=KLHL28 PE=2 SV=236.30 0.00

TRINITY_DN45848_c0_g2sp|Q0GGW5|STK11_CHICKSTK11 Serine/threonine-protein kinase STK11 OS=Gallus gallus GN=STK11 PE=2 SV=136.30 0.00

TRINITY_DN46094_c3_g1sp|B8AJT9|MRS2I_ORYSIMRS2-I Magnesium transporter MRS2-I OS=Oryza sativa subsp. indica GN=MRS2-I PE=3 SV=136.30 0.00

TRINITY_DN46154_c0_g1sp|P54676|PI3K4_DICDIpikE Phosphatidylinositol 3-kinase VPS34-like OS=Dictyostelium discoideum GN=pikE PE=3 SV=236.30 0.00

TRINITY_DN46222_c2_g3sp|Q7TQG1|PKHA6_MOUSEPlekha6 Pleckstrin homology domain-containing family A member 6 OS=Mus musculus GN=Plekha6 PE=1 SV=136.30 0.00

TRINITY_DN46729_c0_g3sp|O42976|YGZ7_SCHPOSPBC20F10.07Uncharacterized membrane protein C20F10.07 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC20F10.07 PE=1 SV=136.30 0.00

TRINITY_DN47275_c1_g1sp|Q9NJU9|CDPK3_PLAF7CPK3 Calcium-dependent protein kinase 3 OS=Plasmodium falciparum (isolate 3D7) GN=CPK3 PE=1 SV=136.30 0.00

TRINITY_DN47714_c0_g2sp|O50064|FIMB2_ARATHFIM2 Fimbrin-2 OS=Arabidopsis thaliana GN=FIM2 PE=2 SV=136.30 0.00

TRINITY_DN48206_c0_g2sp|Q6ZFZ4|DEK1_ORYSJADL1 Calpain-type cysteine protease ADL1 OS=Oryza sativa subsp. japonica GN=ADL1 PE=1 SV=136.30 0.00

TRINITY_DN49191_c0_g2sp|Q9M9U9|RKD1_ARATHRKD1 Protein RKD1 OS=Arabidopsis thaliana GN=RKD1 PE=3 SV=136.30 0.00

TRINITY_DN49906_c1_g1sp|Q20059|WDR48_CAEELwdr-48 WD repeat-containing protein 48 homolog OS=Caenorhabditis elegans GN=wdr-48 PE=1 SV=236.30 0.00

TRINITY_DN50308_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=136.30 0.00

TRINITY_DN51186_c0_g4sp|Q695U0|RHBL1_TOXGOROM1 Rhomboid-like protease 1 OS=Toxoplasma gondii GN=ROM1 PE=2 SV=136.30 0.00

TRINITY_DN51608_c0_g1sp|A8MXQ7|YH010_HUMAN- Putative IQ motif and ankyrin repeat domain-containing protein LOC642574 OS=Homo sapiens PE=5 SV=236.30 0.00

TRINITY_DN53983_c0_g1sp|Q9X248|FABG_THEMAfabG 3-oxoacyl-[acyl-carrier-protein] reductase FabG OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=fabG PE=3 SV=136.30 0.00

TRINITY_DN1595_c0_g1sp|P23198|CBX3_MOUSECbx3 Chromobox protein homolog 3 OS=Mus musculus GN=Cbx3 PE=1 SV=236.20 0.00

TRINITY_DN22161_c0_g1sp|Q9ZR72|AB1B_ARATHABCB1 ABC transporter B family member 1 OS=Arabidopsis thaliana GN=ABCB1 PE=1 SV=136.20 0.00

TRINITY_DN24001_c0_g1sp|Q8C006|TRI35_MOUSETrim35 Tripartite motif-containing protein 35 OS=Mus musculus GN=Trim35 PE=1 SV=236.20 0.00

TRINITY_DN24399_c0_g1sp|Q8BH86|CN159_MOUSE- UPF0317 protein C14orf159 homolog, mitochondrial OS=Mus musculus PE=1 SV=136.20 0.00

TRINITY_DN28933_c0_g1sp|Q1DNC5|MKAR_COCIMCIMG_08188Very-long-chain 3-oxoacyl-CoA reductase OS=Coccidioides immitis (strain RS) GN=CIMG_08188 PE=3 SV=236.20 0.00

TRINITY_DN30967_c0_g3sp|Q54NL1|ABCC9_DICDIabcC9 ABC transporter C family member 9 OS=Dictyostelium discoideum GN=abcC9 PE=3 SV=136.20 0.00

TRINITY_DN31611_c0_g1sp|Q9UTC5|YIDE_SCHPOSPAC227.14Putative uridine kinase C227.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC227.14 PE=3 SV=136.20 0.00

TRINITY_DN32885_c0_g1sp|O70441|SYN3_RATSyn3 Synapsin-3 OS=Rattus norvegicus GN=Syn3 PE=1 SV=136.20 0.00

TRINITY_DN33191_c0_g2sp|Q0VD19|ASM_BOVINSMPD1 Sphingomyelin phosphodiesterase OS=Bos taurus GN=SMPD1 PE=2 SV=136.20 0.00

TRINITY_DN33612_c0_g1sp|Q5F468|S38A2_CHICKSLC38A2 Sodium-coupled neutral amino acid transporter 2 OS=Gallus gallus GN=SLC38A2 PE=2 SV=236.20 0.00

TRINITY_DN33903_c0_g1sp|Q8S1X7|GT15_ORYSJOs01g0926700Probable glucuronosyltransferase Os01g0926700 OS=Oryza sativa subsp. japonica GN=Os01g0926700 PE=3 SV=136.20 0.00

TRINITY_DN34029_c0_g2sp|Q5T5U3|RHG21_HUMANARHGAP21Rho GTPase-activating protein 21 OS=Homo sapiens GN=ARHGAP21 PE=1 SV=136.20 0.00

TRINITY_DN34262_c0_g1sp|P48598|IF4E_DROMEeIF-4E Eukaryotic translation initiation factor 4E OS=Drosophila melanogaster GN=eIF-4E PE=1 SV=136.20 0.00

TRINITY_DN34690_c0_g4sp|Q5XGS8|GTPB1_XENLAgtpbp1 GTP-binding protein 1 OS=Xenopus laevis GN=gtpbp1 PE=2 SV=136.20 0.00

TRINITY_DN35737_c0_g7sp|Q9NVI1|FANCI_HUMANFANCI Fanconi anemia group I protein OS=Homo sapiens GN=FANCI PE=1 SV=436.20 0.00

TRINITY_DN35954_c0_g7sp|Q6Q4G3|AMPQ_HUMANLVRN Aminopeptidase Q OS=Homo sapiens GN=LVRN PE=1 SV=436.20 0.00

TRINITY_DN36299_c0_g1sp|Q8BJ34|MARF1_MOUSEMarf1 Meiosis arrest female protein 1 OS=Mus musculus GN=Marf1 PE=1 SV=336.20 0.00

TRINITY_DN36893_c0_g10sp|Q55911|YC52L_SYNY3sll0286 Uncharacterized N-acetyltransferase ycf52-like OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0286 PE=3 SV=136.20 0.00

TRINITY_DN37299_c0_g12sp|Q8L649|BB_ARATHBB E3 ubiquitin ligase BIG BROTHER OS=Arabidopsis thaliana GN=BB PE=1 SV=136.20 0.00

TRINITY_DN37344_c0_g1sp|O59952|LIP_THELALIP Lipase OS=Thermomyces lanuginosus GN=LIP PE=1 SV=136.20 0.00

TRINITY_DN37512_c1_g13sp|Q9NI63|PMYT1_DROMEMyt1 Membrane-associated tyrosine- and threonine-specific cdc2-inhibitory kinase OS=Drosophila melanogaster GN=Myt1 PE=1 SV=236.20 0.00

TRINITY_DN37737_c0_g14sp|Q8HYL8|ACOX1_PHACIACOX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Phascolarctos cinereus GN=ACOX1 PE=1 SV=236.20 0.00

TRINITY_DN37760_c1_g2sp|Q8T6J0|ABCA7_DICDIabcA7 ABC transporter A family member 7 OS=Dictyostelium discoideum GN=abcA7 PE=3 SV=136.20 0.00

TRINITY_DN38063_c0_g7sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=236.20 0.00



TRINITY_DN38775_c0_g2sp|P13466|GELA_DICDIabpC Gelation factor OS=Dictyostelium discoideum GN=abpC PE=1 SV=136.20 0.00

TRINITY_DN39726_c0_g1sp|A4W401|PNP_STRS2pnp Polyribonucleotide nucleotidyltransferase OS=Streptococcus suis (strain 98HAH33) GN=pnp PE=3 SV=236.20 0.00

TRINITY_DN4076_c0_g1sp|Q9C7S7|ERO1_ARATHAERO1 Endoplasmic reticulum oxidoreductin-1 OS=Arabidopsis thaliana GN=AERO1 PE=1 SV=136.20 0.00

TRINITY_DN41233_c0_g2sp|Q54I98|SMT1_DICDIsmt1 Probable cycloartenol-C-24-methyltransferase 1 OS=Dictyostelium discoideum GN=smt1 PE=1 SV=136.20 0.00

TRINITY_DN41973_c0_g3sp|Q55891|PCYA_SYNY3pcyA Phycocyanobilin:ferredoxin oxidoreductase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=pcyA PE=1 SV=136.20 0.00

TRINITY_DN42120_c0_g1sp|P37545|YABD_BACSUyabD Uncharacterized metal-dependent hydrolase YabD OS=Bacillus subtilis (strain 168) GN=yabD PE=3 SV=136.20 0.00

TRINITY_DN42337_c0_g5sp|P11076|ARF1_YEASTARF1 ADP-ribosylation factor 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ARF1 PE=1 SV=336.20 0.00

TRINITY_DN42620_c1_g1sp|Q9UK39|NOCT_HUMANNOCT Nocturnin OS=Homo sapiens GN=NOCT PE=2 SV=236.20 0.00

TRINITY_DN42694_c0_g2sp|Q54S40|GBPD_DICDIgbpD Cyclic GMP-binding protein D OS=Dictyostelium discoideum GN=gbpD PE=2 SV=136.20 0.00

TRINITY_DN43029_c0_g3sp|F4IRW0|ATG1C_ARATHATG1C Serine/threonine-protein kinase ATG1c OS=Arabidopsis thaliana GN=ATG1C PE=2 SV=136.20 0.00

TRINITY_DN43218_c0_g1sp|P98175|RBM10_HUMANRBM10 RNA-binding protein 10 OS=Homo sapiens GN=RBM10 PE=1 SV=336.20 0.00

TRINITY_DN43481_c0_g5sp|Q54IP4|SHKB_DICDIshkB Dual specificity protein kinase shkB OS=Dictyostelium discoideum GN=shkB PE=3 SV=136.20 0.00

TRINITY_DN43839_c0_g8sp|Q9P7X1|MPPB_SCHPOqcr1 Probable mitochondrial-processing peptidase subunit beta OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=qcr1 PE=2 SV=136.20 0.00

TRINITY_DN44363_c0_g3sp|P35521|ICLN_CANLFCLNS1A Methylosome subunit pICln OS=Canis lupus familiaris GN=CLNS1A PE=1 SV=136.20 0.00

TRINITY_DN44670_c0_g6sp|P55656|Y4SO_SINFNNGR_a01580Uncharacterized peptidase y4sO OS=Sinorhizobium fredii (strain NBRC 101917 / NGR234) GN=NGR_a01580 PE=3 SV=136.20 0.00

TRINITY_DN45173_c0_g5sp|A2Y8B9|ANM7_ORYSIPRMT7 Protein arginine N-methyltransferase 7 OS=Oryza sativa subsp. indica GN=PRMT7 PE=3 SV=336.20 0.00

TRINITY_DN45591_c0_g5sp|D3YY23|LONF1_MOUSELonrf1 LON peptidase N-terminal domain and RING finger protein 1 OS=Mus musculus GN=Lonrf1 PE=1 SV=236.20 0.00

TRINITY_DN46469_c0_g2sp|Q8CDG3|VCIP1_MOUSEVcpip1 Deubiquitinating protein VCIP135 OS=Mus musculus GN=Vcpip1 PE=1 SV=136.20 0.00

TRINITY_DN47125_c0_g4sp|Q93Z32|SIPL1_ARATHSPPL1 Signal peptide peptidase-like 1 OS=Arabidopsis thaliana GN=SPPL1 PE=2 SV=136.20 0.00

TRINITY_DN47149_c0_g1sp|A1L1V4|LOL2B_DANREloxl2b Lysyl oxidase homolog 2B OS=Danio rerio GN=loxl2b PE=2 SV=136.20 0.00

TRINITY_DN47154_c0_g1sp|Q9DG67|RA54B_CHICKRAD54B DNA repair and recombination protein RAD54B OS=Gallus gallus GN=RAD54B PE=2 SV=136.20 0.00

TRINITY_DN47623_c0_g10sp|Q869Q8|CPVL_DICDIcpvl Probable serine carboxypeptidase CPVL OS=Dictyostelium discoideum GN=cpvl PE=3 SV=136.20 0.00

TRINITY_DN47775_c0_g1sp|Q8LEF6|AB11I_ARATHABCI11 ABC transporter I family member 11, chloroplastic OS=Arabidopsis thaliana GN=ABCI11 PE=2 SV=136.20 0.00

TRINITY_DN48106_c0_g4sp|Q5TRE7|ASNA_ANOGAAGAP005782ATPase ASNA1 homolog OS=Anopheles gambiae GN=AGAP005782 PE=3 SV=336.20 0.00

TRINITY_DN48279_c0_g3sp|Q55E45|MCFE_DICDImcfE Mitochondrial substrate carrier family protein E OS=Dictyostelium discoideum GN=mcfE PE=3 SV=136.20 0.00

TRINITY_DN48547_c0_g1sp|Q9FG38|SNX1_ARATHSNX1 Sorting nexin 1 OS=Arabidopsis thaliana GN=SNX1 PE=1 SV=136.20 0.00

TRINITY_DN48756_c0_g2sp|Q6RUU0|PTX4_MOUSEPtx4 Pentraxin-4 OS=Mus musculus GN=Ptx4 PE=1 SV=236.20 0.00

TRINITY_DN48921_c1_g1sp|Q66H85|ANKZ1_RATAnkzf1 Ankyrin repeat and zinc finger domain-containing protein 1 OS=Rattus norvegicus GN=Ankzf1 PE=2 SV=136.20 0.00

TRINITY_DN49351_c0_g5sp|Q9Z1N0|ACOX1_CAVPOACOX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Cavia porcellus GN=ACOX1 PE=2 SV=136.20 0.00

TRINITY_DN49520_c0_g1sp|O82486|MTA70_ARATHMTA N6-adenosine-methyltransferase MT-A70-like OS=Arabidopsis thaliana GN=MTA PE=1 SV=236.20 0.00

TRINITY_DN50018_c0_g1sp|E1C1R4|UBP47_CHICKUSP47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Gallus gallus GN=USP47 PE=3 SV=136.20 0.00

TRINITY_DN50118_c0_g3sp|Q9P2F8|SI1L2_HUMANSIPA1L2 Signal-induced proliferation-associated 1-like protein 2 OS=Homo sapiens GN=SIPA1L2 PE=1 SV=236.20 0.00

TRINITY_DN50128_c1_g4sp|P38584|TTL_BOVINTTL Tubulin--tyrosine ligase OS=Bos taurus GN=TTL PE=1 SV=136.20 0.00

TRINITY_DN50155_c1_g1sp|P00520|ABL1_MOUSEAbl1 Tyrosine-protein kinase ABL1 OS=Mus musculus GN=Abl1 PE=1 SV=336.20 0.00

TRINITY_DN50165_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=136.20 0.00

TRINITY_DN50409_c0_g5sp|A5D7P0|MPIP3_BOVINCDC25C M-phase inducer phosphatase 3 OS=Bos taurus GN=CDC25C PE=2 SV=136.20 0.00

TRINITY_DN50940_c0_g1sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=136.20 0.00

TRINITY_DN51888_c0_g4sp|Q8NE71|ABCF1_HUMANABCF1 ATP-binding cassette sub-family F member 1 OS=Homo sapiens GN=ABCF1 PE=1 SV=236.20 0.00

TRINITY_DN52003_c0_g2sp|Q641X3|HEXA_RATHexa Beta-hexosaminidase subunit alpha OS=Rattus norvegicus GN=Hexa PE=2 SV=136.20 0.00

TRINITY_DN52099_c0_g5sp|Q9D8U2|TM41A_MOUSETmem41a Transmembrane protein 41A OS=Mus musculus GN=Tmem41a PE=2 SV=136.20 0.00

TRINITY_DN52310_c0_g1sp|Q9UKK3|PARP4_HUMANPARP4 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=336.20 0.00

TRINITY_DN5516_c0_g1sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=136.20 0.00

TRINITY_DN9312_c0_g1sp|Q9SZ69|SAP7_ARATHSAP7 Zinc finger A20 and AN1 domain-containing stress-associated protein 7 OS=Arabidopsis thaliana GN=SAP7 PE=1 SV=136.20 0.00

TRINITY_DN27187_c0_g1sp|Q8R753|KPRS_CALS4prs Ribose-phosphate pyrophosphokinase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=prs PE=3 SV=136.10 0.00

TRINITY_DN27289_c0_g4sp|O04893|AGLU_SPIOL- Alpha-glucosidase OS=Spinacia oleracea PE=1 SV=136.10 0.00

TRINITY_DN27627_c0_g1sp|Q9LTW0|ALIS1_ARATHALIS1 ALA-interacting subunit 1 OS=Arabidopsis thaliana GN=ALIS1 PE=1 SV=136.10 0.00

TRINITY_DN29820_c0_g1sp|Q9H871|RMD5A_HUMANRMND5A Protein RMD5 homolog A OS=Homo sapiens GN=RMND5A PE=1 SV=136.10 0.00

TRINITY_DN30221_c0_g1sp|Q8TD19|NEK9_HUMANNEK9 Serine/threonine-protein kinase Nek9 OS=Homo sapiens GN=NEK9 PE=1 SV=236.10 0.00

TRINITY_DN30372_c0_g1sp|Q9VYS3|RENT1_DROMEUpf1 Regulator of nonsense transcripts 1 homolog OS=Drosophila melanogaster GN=Upf1 PE=1 SV=236.10 0.00

TRINITY_DN30554_c0_g1sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=136.10 0.00

TRINITY_DN30783_c0_g1sp|Q550H6|RB11C_DICDIrab11C Ras-related protein Rab-11C OS=Dictyostelium discoideum GN=rab11C PE=1 SV=136.10 0.00

TRINITY_DN31786_c0_g1sp|O62126|TM41_CAEELtag-175 Transmembrane protein 41 homolog OS=Caenorhabditis elegans GN=tag-175 PE=3 SV=136.10 0.00

TRINITY_DN31802_c0_g1sp|Q8S926|ATG8E_ARATHATG8E Autophagy-related protein 8e OS=Arabidopsis thaliana GN=ATG8E PE=1 SV=236.10 0.00

TRINITY_DN32942_c0_g1sp|O74828|ESF1_SCHPOesf1 Pre-rRNA-processing protein esf1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=esf1 PE=1 SV=136.10 0.00

TRINITY_DN33650_c0_g1sp|Q5R966|ZFN2A_PONABZFAND2A AN1-type zinc finger protein 2A OS=Pongo abelii GN=ZFAND2A PE=3 SV=136.10 0.00

TRINITY_DN33713_c2_g5sp|G4RK44|TPSP_THETKtpsp Bifunctional trehalose-6-phosphate synthase/phosphatase OS=Thermoproteus tenax (strain ATCC 35583 / NBRC 100435 / JCM 9277 / Kra 1) GN=tpsp PE=1 SV=136.10 0.00



TRINITY_DN34209_c0_g1sp|Q8K0G5|TSSC1_MOUSEEipr1 Protein TSSC1 OS=Mus musculus GN=Eipr1 PE=1 SV=236.10 0.00

TRINITY_DN34233_c0_g8sp|P34243|HCS1_YEASTHCS1 DNA polymerase alpha-associated DNA helicase A OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HCS1 PE=1 SV=136.10 0.00

TRINITY_DN35753_c0_g1sp|Q8ICR0|CDPK2_PLAF7CPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate 3D7) GN=CPK2 PE=2 SV=336.10 0.00

TRINITY_DN35884_c0_g5sp|O08336|CYPB_BACSUcypB Bifunctional cytochrome P450/NADPH--P450 reductase 2 OS=Bacillus subtilis (strain 168) GN=cypB PE=1 SV=136.10 0.00

TRINITY_DN36140_c1_g10sp|P70227|ITPR3_MOUSEItpr3 Inositol 1,4,5-trisphosphate receptor type 3 OS=Mus musculus GN=Itpr3 PE=1 SV=336.10 0.00

TRINITY_DN36355_c1_g8sp|P03876|AI2M_YEASTAI2 Putative COX1/OXI3 intron 2 protein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AI2 PE=3 SV=236.10 0.00

TRINITY_DN36407_c0_g5sp|Q9SH88|RRS1_ARATHAt2g37990Ribosome biogenesis regulatory protein homolog OS=Arabidopsis thaliana GN=At2g37990 PE=2 SV=236.10 0.00

TRINITY_DN36810_c0_g1sp|P05050|ALKB_ECOLIalkB Alpha-ketoglutarate-dependent dioxygenase AlkB OS=Escherichia coli (strain K12) GN=alkB PE=1 SV=136.10 0.00

TRINITY_DN37142_c0_g1sp|Q8T199|OMT3_DICDIomt3 O-methyltransferase 3 OS=Dictyostelium discoideum GN=omt3 PE=2 SV=136.10 0.00

TRINITY_DN37832_c0_g5sp|Q8L850|PI5K9_ARATHPIP5K9 Phosphatidylinositol 4-phosphate 5-kinase 9 OS=Arabidopsis thaliana GN=PIP5K9 PE=1 SV=236.10 0.00

TRINITY_DN37906_c1_g1sp|Q05627|Y202_CLOB8Cbei_0202Uncharacterized protein Cbei_0202 OS=Clostridium beijerinckii (strain ATCC 51743 / NCIMB 8052) GN=Cbei_0202 PE=4 SV=236.10 0.00

TRINITY_DN38054_c0_g3sp|B4NP05|INT3_DROWIIntS3 Integrator complex subunit 3 homolog OS=Drosophila willistoni GN=IntS3 PE=3 SV=136.10 0.00

TRINITY_DN38389_c0_g1sp|Q8H6H0|PHT16_ORYSJPHT1-6 Inorganic phosphate transporter 1-6 OS=Oryza sativa subsp. japonica GN=PHT1-6 PE=1 SV=136.10 0.00

TRINITY_DN38588_c1_g2sp|Q3SZC4|NSF1C_BOVINNSFL1C NSFL1 cofactor p47 OS=Bos taurus GN=NSFL1C PE=2 SV=136.10 0.00

TRINITY_DN38607_c1_g10sp|Q9BW30|TPPP3_HUMANTPPP3 Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens GN=TPPP3 PE=1 SV=136.10 0.00

TRINITY_DN38863_c0_g2sp|Q8VCI0|PLBL1_MOUSEPlbd1 Phospholipase B-like 1 OS=Mus musculus GN=Plbd1 PE=1 SV=136.10 0.00

TRINITY_DN38868_c0_g1sp|Q9LS28|GTE12_ARATHGTE12 Transcription factor GTE12 OS=Arabidopsis thaliana GN=GTE12 PE=2 SV=236.10 0.00

TRINITY_DN38908_c0_g2sp|Q9Y305|ACOT9_HUMANACOT9 Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=236.10 0.00

TRINITY_DN39130_c0_g4sp|Q9SZR9|AB9G_ARATHABCG9 ABC transporter G family member 9 OS=Arabidopsis thaliana GN=ABCG9 PE=3 SV=236.10 0.00

TRINITY_DN40118_c0_g1sp|Q9HFJ5|APTH1_NEUCRB2J23.070Acyl-protein thioesterase 1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=B2J23.070 PE=3 SV=236.10 0.00

TRINITY_DN40220_c1_g1sp|D4AYW0|ABCG1_ARTBCARB_01379ABC transporter G family member ARB_01379 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_01379 PE=1 SV=136.10 0.00

TRINITY_DN40323_c0_g1sp|Q9SFX3|OST1A_ARATHOST1A Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1A OS=Arabidopsis thaliana GN=OST1A PE=2 SV=136.10 0.00

TRINITY_DN40579_c0_g3sp|O60573|IF4E2_HUMANEIF4E2 Eukaryotic translation initiation factor 4E type 2 OS=Homo sapiens GN=EIF4E2 PE=1 SV=136.10 0.00

TRINITY_DN40884_c0_g3sp|Q54RF5|KPYK_DICDIpyk Pyruvate kinase OS=Dictyostelium discoideum GN=pyk PE=1 SV=136.10 0.00

TRINITY_DN41037_c1_g4sp|Q687E1|NPP_HORVUnpp Nucleotide pyrophosphatase/phosphodiesterase (Fragments) OS=Hordeum vulgare GN=npp PE=1 SV=236.10 0.00

TRINITY_DN41230_c0_g3sp|Q863I2|OXSR1_PIGOXSR1 Serine/threonine-protein kinase OSR1 OS=Sus scrofa GN=OXSR1 PE=2 SV=136.10 0.00

TRINITY_DN42219_c1_g5sp|Q06705|CSR1_YEASTCSR1 Phosphatidylinositol transfer protein CSR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CSR1 PE=1 SV=136.10 0.00

TRINITY_DN42629_c2_g1sp|Q9M9U9|RKD1_ARATHRKD1 Protein RKD1 OS=Arabidopsis thaliana GN=RKD1 PE=3 SV=136.10 0.00

TRINITY_DN43499_c0_g5sp|Q8CI04|COG3_MOUSECog3 Conserved oligomeric Golgi complex subunit 3 OS=Mus musculus GN=Cog3 PE=1 SV=336.10 0.00

TRINITY_DN43923_c0_g2sp|Q8GYD2|MND1_ARATHMND1 Meiotic nuclear division protein 1 homolog OS=Arabidopsis thaliana GN=MND1 PE=1 SV=136.10 0.00

TRINITY_DN44477_c0_g2sp|Q92889|XPF_HUMANERCC4 DNA repair endonuclease XPF OS=Homo sapiens GN=ERCC4 PE=1 SV=336.10 0.00

TRINITY_DN44679_c0_g1sp|Q55E26|GXCB_DICDIgxcB Rac guanine nucleotide exchange factor B OS=Dictyostelium discoideum GN=gxcB PE=2 SV=136.10 0.00

TRINITY_DN44733_c0_g3sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=136.10 0.00

TRINITY_DN45841_c0_g3sp|P78524|ST5_HUMANST5 Suppression of tumorigenicity 5 protein OS=Homo sapiens GN=ST5 PE=1 SV=336.10 0.00

TRINITY_DN46276_c0_g1sp|Q7DMA9|PAS1_ARATHPAS1 Peptidyl-prolyl cis-trans isomerase PASTICCINO1 OS=Arabidopsis thaliana GN=PAS1 PE=1 SV=236.10 0.00

TRINITY_DN46726_c2_g2sp|A0RUM4|EF1A_CENSYtuf Elongation factor 1-alpha OS=Cenarchaeum symbiosum (strain A) GN=tuf PE=3 SV=136.10 0.00

TRINITY_DN47470_c0_g2sp|Q86C65|TOR_DICDItor Target of rapamycin OS=Dictyostelium discoideum GN=tor PE=1 SV=136.10 0.00

TRINITY_DN47691_c0_g1sp|Q86G47|GEFQ_DICDIgefQ Ras guanine nucleotide exchange factor Q OS=Dictyostelium discoideum GN=gefQ PE=2 SV=136.10 0.00

TRINITY_DN48469_c0_g2sp|P54815|MSP1_CAEELmspn-1 Mitochondrial sorting homolog OS=Caenorhabditis elegans GN=mspn-1 PE=3 SV=236.10 0.00

TRINITY_DN50542_c1_g6sp|O50314|BCHH_CHLP8bchH Magnesium-chelatase subunit H OS=Chlorobaculum parvum (strain NCIB 8327) GN=bchH PE=3 SV=236.10 0.00

TRINITY_DN50788_c1_g2sp|O15865|CDPK2_PLAFKCPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=CPK2 PE=1 SV=336.10 0.00

TRINITY_DN51306_c0_g1sp|Q39002|TLC1_ARATHAATP1 ADP,ATP carrier protein 1, chloroplastic OS=Arabidopsis thaliana GN=AATP1 PE=1 SV=236.10 0.00

TRINITY_DN51663_c0_g2sp|O28852|Y1420_ARCFUAF_1420 Uncharacterized protein AF_1420 OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_1420 PE=3 SV=136.10 0.00

TRINITY_DN52371_c0_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=236.10 0.00

TRINITY_DN5983_c0_g1sp|Q8L649|BB_ARATHBB E3 ubiquitin ligase BIG BROTHER OS=Arabidopsis thaliana GN=BB PE=1 SV=136.10 0.00

TRINITY_DN20120_c0_g1sp|Q6GPV5|RN181_XENLArnf181 E3 ubiquitin-protein ligase RNF181 OS=Xenopus laevis GN=rnf181 PE=2 SV=136.00 0.00

TRINITY_DN31268_c0_g1sp|Q6NMR9|GDL84_ARATHAt5g45920GDSL esterase/lipase At5g45920 OS=Arabidopsis thaliana GN=At5g45920 PE=2 SV=136.00 0.00

TRINITY_DN33988_c0_g2sp|P34121|COAA_DICDIcoaA Coactosin OS=Dictyostelium discoideum GN=coaA PE=1 SV=136.00 0.00

TRINITY_DN35400_c0_g1sp|Q949R4|DIOXL_ARATHLIGB Extradiol ring-cleavage dioxygenase OS=Arabidopsis thaliana GN=LIGB PE=2 SV=136.00 0.00

TRINITY_DN35755_c0_g2sp|Q93008|USP9X_HUMANUSP9X Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=336.00 0.00

TRINITY_DN35815_c1_g2sp|Q54S31|PEX10_DICDIpex10 Peroxisome biogenesis factor 10 OS=Dictyostelium discoideum GN=pex10 PE=3 SV=236.00 0.00

TRINITY_DN35977_c0_g1sp|Q0WPR4|SCP34_ARATHSCPL34 Serine carboxypeptidase-like 34 OS=Arabidopsis thaliana GN=SCPL34 PE=2 SV=236.00 0.00

TRINITY_DN36109_c0_g4sp|Q8J1G4|KIP1_ASHGOKIP1 Kinesin-like protein KIP1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=KIP1 PE=3 SV=136.00 0.00

TRINITY_DN36275_c0_g1sp|Q8VZL6|SWC4_ARATHSWC4 SWR1-complex protein 4 OS=Arabidopsis thaliana GN=SWC4 PE=1 SV=136.00 0.00

TRINITY_DN36664_c0_g10sp|Q9C5U0|AHK4_ARATHAHK4 Histidine kinase 4 OS=Arabidopsis thaliana GN=AHK4 PE=1 SV=136.00 0.00

TRINITY_DN37012_c1_g2sp|Q941R4|GONS1_ARATHGONST1 GDP-mannose transporter GONST1 OS=Arabidopsis thaliana GN=GONST1 PE=1 SV=236.00 0.00



TRINITY_DN37416_c0_g2sp|Q54PP7|LVSF_DICDIlvsF BEACH domain-containing protein lvsF OS=Dictyostelium discoideum GN=lvsF PE=3 SV=136.00 0.00

TRINITY_DN37495_c0_g1sp|Q32NQ8|RNF10_XENLArnf10 RING finger protein 10 OS=Xenopus laevis GN=rnf10 PE=2 SV=136.00 0.00

TRINITY_DN37672_c0_g4sp|Q1RM35|CFA36_DANREcfap36 Cilia- and flagella-associated protein 36 OS=Danio rerio GN=cfap36 PE=2 SV=236.00 0.00

TRINITY_DN37733_c0_g7sp|Q6CRJ8|CSN5_KLULARRI1 COP9 signalosome complex subunit 5 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=RRI1 PE=3 SV=136.00 0.00

TRINITY_DN37747_c2_g1sp|P49191|ELO3_CAEELelo-3 Putative fatty acid elongation protein 3 OS=Caenorhabditis elegans GN=elo-3 PE=1 SV=236.00 0.00

TRINITY_DN38298_c0_g9sp|Q9SIU8|P2C20_ARATHPPC3-1.2Probable protein phosphatase 2C 20 OS=Arabidopsis thaliana GN=PPC3-1.2 PE=1 SV=336.00 0.00

TRINITY_DN38771_c0_g3sp|P73177|RN2H_SYNY3sll1290 Uncharacterized ribonuclease sll1290 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1290 PE=3 SV=136.00 0.00

TRINITY_DN39424_c0_g6sp|Q08963|RU2A_YEASTLEA1 U2 small nuclear ribonucleoprotein A' OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=LEA1 PE=1 SV=136.00 0.00

TRINITY_DN40058_c0_g3sp|Q9DC53|CPNE8_MOUSECpne8 Copine-8 OS=Mus musculus GN=Cpne8 PE=2 SV=336.00 0.00

TRINITY_DN40093_c0_g2sp|Q9XA16|PKNX_STRCOSCO3848 Probable serine/threonine-protein kinase SCO3848 OS=Streptomyces coelicolor (strain ATCC BAA-471 / A3(2) / M145) GN=SCO3848 PE=3 SV=136.00 0.00

TRINITY_DN40106_c0_g1sp|P34101|FHKC_DICDIfhkC Probable serine/threonine-protein kinase fhkC OS=Dictyostelium discoideum GN=fhkC PE=3 SV=236.00 0.00

TRINITY_DN40393_c2_g3sp|Q54DF7|Y2354_DICDIDDB_G0292354Probable serine/threonine-protein kinase DDB_G0292354 OS=Dictyostelium discoideum GN=DDB_G0292354 PE=3 SV=136.00 0.00

TRINITY_DN40594_c1_g2sp|Q9FPS3|UBP24_ARATHUBP24 Ubiquitin carboxyl-terminal hydrolase 24 OS=Arabidopsis thaliana GN=UBP24 PE=1 SV=136.00 0.00

TRINITY_DN41353_c0_g1sp|Q9GZT8|NIF3L_HUMANNIF3L1 NIF3-like protein 1 OS=Homo sapiens GN=NIF3L1 PE=1 SV=236.00 0.00

TRINITY_DN41662_c1_g4sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=136.00 0.00

TRINITY_DN41729_c1_g2sp|F4JBM4|RBL4_ARATHRBL4 RHOMBOID-like protein 4 OS=Arabidopsis thaliana GN=RBL4 PE=2 SV=136.00 0.00

TRINITY_DN41739_c0_g2sp|Q55CQ7|TNPO_DICDItnpo Transportin OS=Dictyostelium discoideum GN=tnpo PE=3 SV=136.00 0.00

TRINITY_DN41747_c1_g1sp|Q810V0|MPP10_MOUSEMphosph10U3 small nucleolar ribonucleoprotein protein MPP10 OS=Mus musculus GN=Mphosph10 PE=1 SV=236.00 0.00

TRINITY_DN41967_c1_g1sp|A1ZAI5|FACR1_DROMECG5065 Putative fatty acyl-CoA reductase CG5065 OS=Drosophila melanogaster GN=CG5065 PE=3 SV=136.00 0.00

TRINITY_DN41970_c0_g1sp|Q27788|KPYK_TRYBOPYK Pyruvate kinase OS=Trypanoplasma borreli GN=PYK PE=3 SV=136.00 0.00

TRINITY_DN41971_c1_g4sp|O94168|SNF1_CANTRSNF1 Carbon catabolite-derepressing protein kinase OS=Candida tropicalis GN=SNF1 PE=3 SV=136.00 0.00

TRINITY_DN41994_c0_g9sp|Q9JM76|ARPC3_MOUSEArpc3 Actin-related protein 2/3 complex subunit 3 OS=Mus musculus GN=Arpc3 PE=1 SV=336.00 0.00

TRINITY_DN42294_c0_g4sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=136.00 0.00

TRINITY_DN42368_c1_g7sp|O74184|WAT1_SCHPOpop3 Target of rapamycin complex subunit wat1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pop3 PE=1 SV=136.00 0.00

TRINITY_DN42849_c1_g9sp|Q75IP6|KU80_ORYSJKU80 ATP-dependent DNA helicase 2 subunit KU80 OS=Oryza sativa subsp. japonica GN=KU80 PE=1 SV=136.00 0.00

TRINITY_DN42896_c1_g1sp|P93761|INV1_CAPAN- Acid beta-fructofuranosidase AIV-18 OS=Capsicum annuum PE=2 SV=136.00 0.00

TRINITY_DN43242_c1_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=336.00 0.00

TRINITY_DN43452_c0_g2sp|A2Z9W7|MRS2G_ORYSIMRS2-G Putative magnesium transporter MRS2-G OS=Oryza sativa subsp. indica GN=MRS2-G PE=3 SV=236.00 0.00

TRINITY_DN43703_c0_g1sp|O88502|PDE8A_MOUSEPde8a High affinity cAMP-specific and IBMX-insensitive 3',5'-cyclic phosphodiesterase 8A OS=Mus musculus GN=Pde8a PE=1 SV=136.00 0.00

TRINITY_DN44154_c0_g2sp|Q54FG5|GACJJ_DICDIgacJJ Rho GTPase-activating protein gacJJ OS=Dictyostelium discoideum GN=gacJJ PE=3 SV=136.00 0.00

TRINITY_DN45193_c0_g1sp|P61871|LIP_RHINI- Lipase OS=Rhizopus niveus PE=1 SV=136.00 0.00

TRINITY_DN46414_c0_g1sp|Q23682|GCY5_CAEELgcy-5 Receptor-type guanylate cyclase gcy-5 OS=Caenorhabditis elegans GN=gcy-5 PE=2 SV=136.00 0.00

TRINITY_DN46530_c0_g9sp|O74507|YJD4_SCHPOSPCC594.04cUncharacterized protein C594.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC594.04c PE=3 SV=236.00 0.00

TRINITY_DN47297_c0_g9sp|P35197|GCS1_YEASTGCS1 ADP-ribosylation factor GTPase-activating protein GCS1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GCS1 PE=1 SV=136.00 0.00

TRINITY_DN47448_c1_g6sp|Q9SJ40|VPS11_ARATHVPS11 Vacuolar protein-sorting-associated protein 11 homolog OS=Arabidopsis thaliana GN=VPS11 PE=1 SV=136.00 0.00

TRINITY_DN47549_c1_g1sp|P26225|GUNB_CELFIcenB Endoglucanase B OS=Cellulomonas fimi GN=cenB PE=3 SV=136.00 0.00

TRINITY_DN47887_c1_g1sp|P80420|TRYP_STREXtlp Trypsin-like protease OS=Streptomyces exfoliatus GN=tlp PE=1 SV=236.00 0.00

TRINITY_DN48038_c0_g2sp|O02626|MADD_CAEELaex-3 MAP kinase-activating death domain protein OS=Caenorhabditis elegans GN=aex-3 PE=1 SV=136.00 0.00

TRINITY_DN49265_c0_g5sp|Q94464|DYNA_DICDIdymA Dynamin-A OS=Dictyostelium discoideum GN=dymA PE=1 SV=236.00 0.00

TRINITY_DN49524_c0_g5sp|Q0WUR5|FAB1A_ARATHFAB1A 1-phosphatidylinositol-3-phosphate 5-kinase FAB1A OS=Arabidopsis thaliana GN=FAB1A PE=2 SV=136.00 0.00

TRINITY_DN49712_c0_g1sp|P42211|ASPRX_ORYSJRAP Aspartic proteinase OS=Oryza sativa subsp. japonica GN=RAP PE=2 SV=236.00 0.00

TRINITY_DN50150_c0_g1sp|P13704|HMCS1_CRIGRHMGCS1 Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Cricetulus griseus GN=HMGCS1 PE=3 SV=136.00 0.00

TRINITY_DN50305_c0_g2sp|Q2HJE4|UBP15_BOVINUSP15 Ubiquitin carboxyl-terminal hydrolase 15 OS=Bos taurus GN=USP15 PE=2 SV=136.00 0.00

TRINITY_DN51121_c0_g8sp|P61759|PFD3_MOUSEVbp1 Prefoldin subunit 3 OS=Mus musculus GN=Vbp1 PE=1 SV=236.00 0.00

TRINITY_DN51213_c0_g3sp|Q9LXT9|CALS3_ARATHCALS3 Callose synthase 3 OS=Arabidopsis thaliana GN=CALS3 PE=2 SV=336.00 0.00

TRINITY_DN51407_c0_g1sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=136.00 0.00

TRINITY_DN51589_c0_g2sp|P05095|ACTNA_DICDIabpA Alpha-actinin A OS=Dictyostelium discoideum GN=abpA PE=1 SV=236.00 0.00

TRINITY_DN52199_c0_g1sp|Q9SH30|HMA5_ARATHHMA5 Probable copper-transporting ATPase HMA5 OS=Arabidopsis thaliana GN=HMA5 PE=1 SV=236.00 0.00

TRINITY_DN52594_c1_g1sp|Q8VZF6|EDR2L_ARATHEDR2L Protein ENHANCED DISEASE RESISTANCE 2-like OS=Arabidopsis thaliana GN=EDR2L PE=2 SV=136.00 0.00

TRINITY_DN5400_c0_g2sp|O46043|PARG_DROMEParg Poly(ADP-ribose) glycohydrolase OS=Drosophila melanogaster GN=Parg PE=1 SV=336.00 0.00

TRINITY_DN9589_c0_g1sp|O21243|COXZ_RECAMCTAG Cytochrome c oxidase assembly protein ctaG OS=Reclinomonas americana GN=CTAG PE=3 SV=136.00 0.00

TRINITY_DN30411_c0_g1sp|P40354|NTA1_YEASTNTA1 Protein N-terminal amidase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NTA1 PE=1 SV=135.90 0.00

TRINITY_DN31082_c0_g7sp|Q5SUR0|PUR4_MOUSEPfas Phosphoribosylformylglycinamidine synthase OS=Mus musculus GN=Pfas PE=1 SV=135.90 0.00

TRINITY_DN31785_c0_g1sp|Q54KH0|Y7435_DICDIDDB_G0287347Uncharacterized protein DDB_G0287347 OS=Dictyostelium discoideum GN=DDB_G0287347 PE=3 SV=235.90 0.00

TRINITY_DN32647_c0_g1sp|P51644|ARF4_XENLAarf4 ADP-ribosylation factor 4 OS=Xenopus laevis GN=arf4 PE=1 SV=235.90 0.00

TRINITY_DN33218_c0_g2sp|P0CH36|ADHC1_MYCS2adhc1 NADP-dependent alcohol dehydrogenase C 1 OS=Mycobacterium smegmatis (strain ATCC 700084 / mc(2)155) GN=adhc1 PE=1 SV=135.90 0.00



TRINITY_DN33558_c0_g1sp|Q19683|YZR5_CAEELF21D5.5 Uncharacterized protein F21D5.5 OS=Caenorhabditis elegans GN=F21D5.5 PE=2 SV=235.90 0.00

TRINITY_DN34168_c0_g1sp|Q68F38|VAC14_XENLAvac14 Protein VAC14 homolog OS=Xenopus laevis GN=vac14 PE=2 SV=135.90 0.00

TRINITY_DN34873_c0_g1sp|O64642|URT1_ARATHURT1 UTP:RNA uridylyltransferase 1 OS=Arabidopsis thaliana GN=URT1 PE=1 SV=235.90 0.00

TRINITY_DN34899_c0_g1sp|Q9D8S3|ARFG3_MOUSEArfgap3 ADP-ribosylation factor GTPase-activating protein 3 OS=Mus musculus GN=Arfgap3 PE=1 SV=235.90 0.00

TRINITY_DN34900_c0_g1sp|O64203|ENLYS_BPMD210 Endolysin A OS=Mycobacterium phage D29 GN=10 PE=1 SV=135.90 0.00

TRINITY_DN36212_c0_g2sp|Q3V0K9|PLSI_MOUSEPls1 Plastin-1 OS=Mus musculus GN=Pls1 PE=1 SV=135.90 0.00

TRINITY_DN36757_c0_g6sp|Q550R2|CTXB_DICDIctxB Cortexillin-2 OS=Dictyostelium discoideum GN=ctxB PE=1 SV=135.90 0.00

TRINITY_DN36798_c0_g7sp|Q5ZLC9|GOGA7_CHICKGOLGA7 Golgin subfamily A member 7 OS=Gallus gallus GN=GOLGA7 PE=2 SV=135.90 0.00

TRINITY_DN37357_c1_g5sp|Q22708|SYM2_CAEELsym-2 RNA-binding protein sym-2 OS=Caenorhabditis elegans GN=sym-2 PE=2 SV=335.90 0.00

TRINITY_DN37556_c0_g6sp|Q54Q69|DHKG_DICDIdhkG Hybrid signal transduction histidine kinase G OS=Dictyostelium discoideum GN=dhkG PE=3 SV=135.90 0.00

TRINITY_DN38245_c0_g1sp|Q8H4S6|P2C64_ORYSJOs07g0566200Probable protein phosphatase 2C 64 OS=Oryza sativa subsp. japonica GN=Os07g0566200 PE=2 SV=235.90 0.00

TRINITY_DN38446_c1_g5sp|Q8T2I5|LYSG3_DICDIDDB_G0276439Probable GH family 25 lysozyme 3 OS=Dictyostelium discoideum GN=DDB_G0276439 PE=3 SV=135.90 0.00

TRINITY_DN38698_c1_g1sp|Q29458|LIPG_BOVINLIPF Gastric triacylglycerol lipase OS=Bos taurus GN=LIPF PE=1 SV=135.90 0.00

TRINITY_DN39061_c0_g4sp|Q0V9J5|EIF1A_XENTReif1ad Probable RNA-binding protein EIF1AD OS=Xenopus tropicalis GN=eif1ad PE=2 SV=135.90 0.00

TRINITY_DN39080_c1_g2sp|P43567|AGX1_YEASTAGX1 Alanine--glyoxylate aminotransferase 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AGX1 PE=1 SV=135.90 0.00

TRINITY_DN40275_c0_g2sp|P0CC06|Y4701_DICDIDDB_G0284701Enolase superfamily member DDB_G0284701 OS=Dictyostelium discoideum GN=DDB_G0284701 PE=3 SV=135.90 0.00

TRINITY_DN40336_c1_g7sp|O22925|VSR2_ARATHVSR2 Vacuolar-sorting receptor 2 OS=Arabidopsis thaliana GN=VSR2 PE=2 SV=135.90 0.00

TRINITY_DN40565_c0_g1sp|O94481|TFC5_SCHPObdp1 Transcription factor TFIIIB component B'' OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bdp1 PE=3 SV=235.90 0.00

TRINITY_DN40952_c1_g5sp|O59704|ELP1_SCHPOiki3 Elongator complex protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=iki3 PE=3 SV=135.90 0.00

TRINITY_DN41020_c0_g1sp|Q8WTR2|DUS19_HUMANDUSP19 Dual specificity protein phosphatase 19 OS=Homo sapiens GN=DUSP19 PE=1 SV=135.90 0.00

TRINITY_DN41040_c0_g3sp|Q8H1D9|TYDP1_ARATHTDP1 Tyrosyl-DNA phosphodiesterase 1 OS=Arabidopsis thaliana GN=TDP1 PE=1 SV=135.90 0.00

TRINITY_DN41242_c0_g5sp|Q8ICR0|CDPK2_PLAF7CPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate 3D7) GN=CPK2 PE=2 SV=335.90 0.00

TRINITY_DN42585_c0_g1sp|Q8CBE3|WDR37_MOUSEWdr37 WD repeat-containing protein 37 OS=Mus musculus GN=Wdr37 PE=1 SV=135.90 0.00

TRINITY_DN42728_c0_g4sp|Q9WU56|TRUA_MOUSEPus1 tRNA pseudouridine synthase A, mitochondrial OS=Mus musculus GN=Pus1 PE=1 SV=235.90 0.00

TRINITY_DN43127_c0_g6sp|O88544|CSN4_MOUSECops4 COP9 signalosome complex subunit 4 OS=Mus musculus GN=Cops4 PE=1 SV=135.90 0.00

TRINITY_DN43350_c0_g4sp|Q54RF5|KPYK_DICDIpyk Pyruvate kinase OS=Dictyostelium discoideum GN=pyk PE=1 SV=135.90 0.00

TRINITY_DN44045_c0_g2sp|A6WS92|NCPP_SHEB8Shew185_3554Non-canonical purine NTP phosphatase OS=Shewanella baltica (strain OS185) GN=Shew185_3554 PE=3 SV=135.90 0.00

TRINITY_DN45174_c0_g5sp|O75694|NU155_HUMANNUP155 Nuclear pore complex protein Nup155 OS=Homo sapiens GN=NUP155 PE=1 SV=135.90 0.00

TRINITY_DN45392_c0_g5sp|Q5BJR4|PRUN2_RATPrune2 Protein prune homolog 2 OS=Rattus norvegicus GN=Prune2 PE=1 SV=135.90 0.00

TRINITY_DN45854_c0_g6sp|Q0V8M0|KRI1_BOVINKRI1 Protein KRI1 homolog OS=Bos taurus GN=KRI1 PE=2 SV=335.90 0.00

TRINITY_DN46903_c0_g8sp|Q9ZW82|PRNL2_ARATHPRN2 Pirin-like protein 2 OS=Arabidopsis thaliana GN=PRN2 PE=1 SV=335.90 0.00

TRINITY_DN46921_c1_g2sp|Q9VBX1|NEMF_DROMEClbn Nuclear export mediator factor NEMF homolog OS=Drosophila melanogaster GN=Clbn PE=1 SV=235.90 0.00

TRINITY_DN47074_c0_g4sp|Q9ZRV4|MLH1_ARATHMLH1 DNA mismatch repair protein MLH1 OS=Arabidopsis thaliana GN=MLH1 PE=2 SV=135.90 0.00

TRINITY_DN47153_c0_g2sp|Q8ICR0|CDPK2_PLAF7CPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate 3D7) GN=CPK2 PE=2 SV=335.90 0.00

TRINITY_DN47223_c0_g1sp|Q9SAJ4|PGKY3_ARATHPGK3 Phosphoglycerate kinase 3, cytosolic OS=Arabidopsis thaliana GN=PGK3 PE=1 SV=135.90 0.00

TRINITY_DN47301_c1_g2sp|Q0WQF4|VP53A_ARATHVPS53 Vacuolar protein sorting-associated protein 53 A OS=Arabidopsis thaliana GN=VPS53 PE=1 SV=135.90 0.00

TRINITY_DN47555_c0_g4sp|O88738|BIRC6_MOUSEBirc6 Baculoviral IAP repeat-containing protein 6 OS=Mus musculus GN=Birc6 PE=1 SV=235.90 0.00

TRINITY_DN47778_c1_g1sp|Q4DJ07|PGFS_TRYCCTc00.1047053511287.49Prostaglandin F synthase OS=Trypanosoma cruzi (strain CL Brener) GN=Tc00.1047053511287.49 PE=1 SV=235.90 0.00

TRINITY_DN48324_c1_g5sp|O04157|RAG3B_ARATHRABG3B Ras-related protein RABG3b OS=Arabidopsis thaliana GN=RABG3B PE=1 SV=135.90 0.00

TRINITY_DN48424_c1_g1sp|Q4Z8K6|RBP9X_DROMERanBPM Ran-binding proteins 9/10 homolog OS=Drosophila melanogaster GN=RanBPM PE=1 SV=135.90 0.00

TRINITY_DN48996_c0_g3sp|Q9FHB6|DTX16_ARATHDTX16 Protein DETOXIFICATION 16 OS=Arabidopsis thaliana GN=DTX16 PE=2 SV=135.90 0.00

TRINITY_DN49226_c0_g5sp|Q1ZXQ4|FCSB_DICDIfcsB Fatty acyl-CoA synthetase B OS=Dictyostelium discoideum GN=fcsB PE=2 SV=135.90 0.00

TRINITY_DN49283_c0_g1sp|Q8C0D5|EFL1_MOUSEEfl1 Elongation factor-like GTPase 1 OS=Mus musculus GN=Efl1 PE=1 SV=135.90 0.00

TRINITY_DN49363_c0_g1sp|P43741|DPO1_HAEINpolA DNA polymerase I OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=polA PE=3 SV=135.90 0.00

TRINITY_DN49687_c1_g4sp|Q5VQL3|PPT3_ORYSJPPT3 Phosphoenolpyruvate/phosphate translocator 3, chloroplastic OS=Oryza sativa subsp. japonica GN=PPT3 PE=2 SV=135.90 0.00

TRINITY_DN50208_c0_g1sp|Q641G4|CNDH2_XENLAncaph2 Condensin-2 complex subunit H2 OS=Xenopus laevis GN=ncaph2 PE=1 SV=135.90 0.00

TRINITY_DN50736_c0_g2sp|Q55GE2|ODC_DICDImcfT Probable mitochondrial 2-oxodicarboxylate carrier OS=Dictyostelium discoideum GN=mcfT PE=3 SV=135.90 0.00

TRINITY_DN50799_c0_g2sp|Q9FXT6|PEX14_ARATHPEX14 Peroxisomal membrane protein PEX14 OS=Arabidopsis thaliana GN=PEX14 PE=1 SV=235.90 0.00

TRINITY_DN50978_c0_g1sp|Q7S1I0|ATG26_NEUCRapg-12 Sterol 3-beta-glucosyltransferase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=apg-12 PE=3 SV=135.90 0.00

TRINITY_DN51156_c0_g2sp|Q6DFT3|PP4R3_XENTRppp4r3b Serine/threonine-protein phosphatase 4 regulatory subunit 3 OS=Xenopus tropicalis GN=ppp4r3b PE=2 SV=135.90 0.00

TRINITY_DN51190_c1_g2sp|Q5VYK3|ECM29_HUMANECM29 Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=235.90 0.00

TRINITY_DN51579_c0_g1sp|P12807|AMO_PICANAMO Peroxisomal primary amine oxidase OS=Pichia angusta GN=AMO PE=1 SV=135.90 0.00

TRINITY_DN52514_c1_g4sp|Q925Q3|NCKX6_MOUSESlc8b1 Sodium/potassium/calcium exchanger 6, mitochondrial OS=Mus musculus GN=Slc8b1 PE=2 SV=235.90 0.00

TRINITY_DN52616_c0_g1sp|O18696|PDE1_CAEELpde-1 Probable 3',5'-cyclic phosphodiesterase pde-1 OS=Caenorhabditis elegans GN=pde-1 PE=1 SV=235.90 0.00

TRINITY_DN7154_c0_g1sp|A6QQ47|VPS51_BOVINVPS51 Vacuolar protein sorting-associated protein 51 homolog OS=Bos taurus GN=VPS51 PE=2 SV=135.90 0.00

TRINITY_DN16961_c0_g1sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=135.80 0.00



TRINITY_DN26681_c0_g1sp|Q9K7V3|NCPP_BACHDBH3256 Probable non-canonical purine NTP phosphatase OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=BH3256 PE=3 SV=135.80 0.00

TRINITY_DN26835_c0_g1sp|F4INN2|GGP4_ARATHGGP4 Gamma-glutamyl peptidase 4 OS=Arabidopsis thaliana GN=GGP4 PE=3 SV=135.80 0.00

TRINITY_DN29035_c0_g2sp|Q09745|YB64_SCHPOSPBC12C2.04Uncharacterized protein C12C2.04 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC12C2.04 PE=4 SV=135.80 0.00

TRINITY_DN29840_c0_g4sp|O13797|SGT2_SCHPOsgt2 Small glutamine-rich tetratricopeptide repeat-containing protein 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sgt2 PE=3 SV=135.80 0.00

TRINITY_DN32205_c0_g1sp|Q9FWR5|GCA1_ARATHGAMMACA1Gamma carbonic anhydrase 1, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA1 PE=1 SV=135.80 0.00

TRINITY_DN33394_c0_g1sp|Q4PCB8|SEC13_USTMASEC13 Protein transport protein SEC13 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=SEC13 PE=3 SV=135.80 0.00

TRINITY_DN34434_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=135.80 0.00

TRINITY_DN34473_c0_g8sp|Q9HUI3|ARUS_PSEAEaruS Sensor histidine kinase AruS OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=aruS PE=3 SV=135.80 0.00

TRINITY_DN34736_c0_g4sp|Q9GQN5|ATRX_DROMEXNP Transcriptional regulator ATRX homolog OS=Drosophila melanogaster GN=XNP PE=1 SV=235.80 0.00

TRINITY_DN34872_c0_g6sp|Q55EI0|ATE1_DICDIate1 Arginyl-tRNA--protein transferase 1 OS=Dictyostelium discoideum GN=ate1 PE=3 SV=135.80 0.00

TRINITY_DN34893_c0_g13sp|Q54KM6|KAT_DICDIccbl Kynurenine--oxoglutarate transaminase OS=Dictyostelium discoideum GN=ccbl PE=3 SV=135.80 0.00

TRINITY_DN35846_c0_g4sp|Q9R059|FHL3_MOUSEFhl3 Four and a half LIM domains protein 3 OS=Mus musculus GN=Fhl3 PE=1 SV=235.80 0.00

TRINITY_DN35918_c1_g4sp|Q1PF50|EDA2_ARATHEDA2 Probable serine protease EDA2 OS=Arabidopsis thaliana GN=EDA2 PE=2 SV=235.80 0.00

TRINITY_DN36177_c0_g6sp|Q8T6J0|ABCA7_DICDIabcA7 ABC transporter A family member 7 OS=Dictyostelium discoideum GN=abcA7 PE=3 SV=135.80 0.00

TRINITY_DN36499_c0_g14sp|Q5XH39|MARH8_XENLAmarch8 E3 ubiquitin-protein ligase MARCH8 OS=Xenopus laevis GN=march8 PE=2 SV=235.80 0.00

TRINITY_DN36540_c2_g3sp|Q0DLB9|RH17_ORYSJOs05g0110500DEAD-box ATP-dependent RNA helicase 17 OS=Oryza sativa subsp. japonica GN=Os05g0110500 PE=2 SV=235.80 0.00

TRINITY_DN36712_c1_g1sp|Q9NP80|PLPL8_HUMANPNPLA8 Calcium-independent phospholipase A2-gamma OS=Homo sapiens GN=PNPLA8 PE=1 SV=135.80 0.00

TRINITY_DN36810_c0_g2sp|P05050|ALKB_ECOLIalkB Alpha-ketoglutarate-dependent dioxygenase AlkB OS=Escherichia coli (strain K12) GN=alkB PE=1 SV=135.80 0.00

TRINITY_DN36856_c1_g3sp|Q9SIZ2|IF2AH_ARATHAt2g40290Eukaryotic translation initiation factor 2 subunit alpha homolog OS=Arabidopsis thaliana GN=At2g40290 PE=1 SV=235.80 0.00

TRINITY_DN36979_c0_g1sp|Q5UP73|YR614_MIMIVMIMI_R614Putative band 7 family protein R614 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R614 PE=3 SV=135.80 0.00

TRINITY_DN37852_c0_g6sp|Q5PPV5|ZC21A_XENLAzc2hc1a Zinc finger C2HC domain-containing protein 1A OS=Xenopus laevis GN=zc2hc1a PE=2 SV=135.80 0.00

TRINITY_DN37865_c1_g5sp|P04634|LIPG_RATLipf Gastric triacylglycerol lipase OS=Rattus norvegicus GN=Lipf PE=1 SV=135.80 0.00

TRINITY_DN38168_c0_g6sp|Q9LQV2|RDR1_ARATHRDR1 RNA-dependent RNA polymerase 1 OS=Arabidopsis thaliana GN=RDR1 PE=2 SV=135.80 0.00

TRINITY_DN38176_c1_g5sp|Q9FMK9|PPA29_ARATHPAP29 Probable inactive purple acid phosphatase 29 OS=Arabidopsis thaliana GN=PAP29 PE=2 SV=135.80 0.00

TRINITY_DN38209_c0_g5sp|O02776|PARG_BOVINPARG Poly(ADP-ribose) glycohydrolase OS=Bos taurus GN=PARG PE=1 SV=135.80 0.00

TRINITY_DN38659_c0_g5sp|P33336|SKN1_YEASTSKN1 Beta-glucan synthesis-associated protein SKN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SKN1 PE=1 SV=135.80 0.00

TRINITY_DN38706_c0_g6sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=135.80 0.00

TRINITY_DN38920_c0_g1sp|Q92609|TBCD5_HUMANTBC1D5 TBC1 domain family member 5 OS=Homo sapiens GN=TBC1D5 PE=1 SV=135.80 0.00

TRINITY_DN39247_c0_g8sp|P0A3U0|LTRA_LACLCltrA Group II intron-encoded protein LtrA OS=Lactococcus lactis subsp. cremoris GN=ltrA PE=1 SV=135.80 0.00

TRINITY_DN39518_c0_g4sp|P05417|UCRI_PARDEpetA Ubiquinol-cytochrome c reductase iron-sulfur subunit OS=Paracoccus denitrificans GN=petA PE=1 SV=135.80 0.00

TRINITY_DN39824_c0_g2sp|Q9KA66|RRF_BACHDfrr Ribosome-recycling factor OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=frr PE=3 SV=335.80 0.00

TRINITY_DN40116_c0_g4sp|C4L9N1|MUTL_TOLATmutL DNA mismatch repair protein MutL OS=Tolumonas auensis (strain DSM 9187 / TA4) GN=mutL PE=3 SV=135.80 0.00

TRINITY_DN40565_c0_g2sp|O80605|SUC3_ARATHSUC3 Sucrose transport protein SUC3 OS=Arabidopsis thaliana GN=SUC3 PE=1 SV=135.80 0.00

TRINITY_DN40860_c0_g4sp|Q9D9T8|EFHC1_MOUSEEfhc1 EF-hand domain-containing protein 1 OS=Mus musculus GN=Efhc1 PE=1 SV=135.80 0.00

TRINITY_DN40867_c1_g1sp|O60162|YG23_SCHPOSPBC19F5.03Uncharacterized protein C19F5.03 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC19F5.03 PE=1 SV=135.80 0.00

TRINITY_DN41037_c1_g8sp|P37959|YUSZ_BACSUyusZ Uncharacterized oxidoreductase YusZ OS=Bacillus subtilis (strain 168) GN=yusZ PE=3 SV=235.80 0.00

TRINITY_DN41277_c1_g4sp|O76329|ACTNB_DICDIabpD Interaptin OS=Dictyostelium discoideum GN=abpD PE=1 SV=135.80 0.00

TRINITY_DN41290_c1_g3sp|P22278|RAS1_MUCCLRAS1 Ras-like protein 1 OS=Mucor circinelloides f. lusitanicus GN=RAS1 PE=2 SV=135.80 0.00

TRINITY_DN41557_c0_g4sp|Q5PP65|C3H28_ARATHAt2g35430Zinc finger CCCH domain-containing protein 28 OS=Arabidopsis thaliana GN=At2g35430 PE=2 SV=135.80 0.00

TRINITY_DN41651_c0_g5sp|Q8DJB3|GRPE_THEEBgrpE Protein GrpE OS=Thermosynechococcus elongatus (strain BP-1) GN=grpE PE=3 SV=135.80 0.00

TRINITY_DN41655_c0_g2sp|Q9FLB3|FK153_ARATHFKBP15-3Peptidyl-prolyl cis-trans isomerase FKBP15-3 OS=Arabidopsis thaliana GN=FKBP15-3 PE=2 SV=135.80 0.00

TRINITY_DN42212_c0_g5sp|A3D0C6|RIHA_SHEB5rihA Pyrimidine-specific ribonucleoside hydrolase RihA OS=Shewanella baltica (strain OS155 / ATCC BAA-1091) GN=rihA PE=3 SV=135.80 0.00

TRINITY_DN42777_c1_g3sp|Q7XU29|CCD7_ORYSJCCD7 Carotenoid cleavage dioxygenase 7, chloroplastic OS=Oryza sativa subsp. japonica GN=CCD7 PE=1 SV=235.80 0.00

TRINITY_DN43133_c0_g5sp|Q9SSE9|JMJ25_ARATHJMJ25 Lysine-specific demethylase JMJ25 OS=Arabidopsis thaliana GN=JMJ25 PE=1 SV=135.80 0.00

TRINITY_DN43359_c1_g5sp|B4NDG5|RTEL1_DROWIGK24923 Regulator of telomere elongation helicase 1 homolog OS=Drosophila willistoni GN=GK24923 PE=3 SV=135.80 0.00

TRINITY_DN43588_c0_g2sp|B0W2S0|CLU_CULQUCPIJ001445Clustered mitochondria protein homolog OS=Culex quinquefasciatus GN=CPIJ001445 PE=3 SV=135.80 0.00

TRINITY_DN43971_c0_g4sp|P21448|MDR1_CRIGRABCB1 Multidrug resistance protein 1 OS=Cricetulus griseus GN=ABCB1 PE=1 SV=235.80 0.00

TRINITY_DN44099_c0_g1sp|B8AEC1|NRP2_ORYSIOsI_07785NAP1-related protein 2 OS=Oryza sativa subsp. indica GN=OsI_07785 PE=2 SV=135.80 0.00



TRINITY_DN44778_c0_g2sp|Q8TC12|RDH11_HUMANRDH11 Retinol dehydrogenase 11 OS=Homo sapiens GN=RDH11 PE=1 SV=235.80 0.00

TRINITY_DN45026_c0_g1sp|P16065|GCY_STRPU- Speract receptor OS=Strongylocentrotus purpuratus PE=2 SV=135.80 0.00

TRINITY_DN45459_c1_g2sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=135.80 0.00

TRINITY_DN45552_c0_g3sp|Q8MML6|VATH_DICDIvatH V-type proton ATPase subunit H OS=Dictyostelium discoideum GN=vatH PE=1 SV=135.80 0.00

TRINITY_DN45640_c0_g2sp|P19954|PRSP1_SPIOLPSRP1 Ribosome-binding factor PSRP1, chloroplastic OS=Spinacia oleracea GN=PSRP1 PE=1 SV=235.80 0.00

TRINITY_DN45671_c0_g2sp|P27862|YIGZ_ECOLIyigZ IMPACT family member YigZ OS=Escherichia coli (strain K12) GN=yigZ PE=1 SV=235.80 0.00

TRINITY_DN45737_c2_g1sp|Q9LJD8|M3KE1_ARATHM3KE1 MAP3K epsilon protein kinase 1 OS=Arabidopsis thaliana GN=M3KE1 PE=1 SV=135.80 0.00

TRINITY_DN45897_c0_g4sp|Q7NBW0|DNAJ_MYCGAdnaJ Chaperone protein DnaJ OS=Mycoplasma gallisepticum (strain R(low / passage 15 / clone 2)) GN=dnaJ PE=3 SV=235.80 0.00

TRINITY_DN45977_c0_g1sp|Q75EN0|RAD18_ASHGORAD18 Postreplication repair E3 ubiquitin-protein ligase RAD18 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=RAD18 PE=3 SV=135.80 0.00

TRINITY_DN46034_c0_g1sp|Q9FIV6|DGP10_ARATHDEGP10 Protease Do-like 10, mitochondrial OS=Arabidopsis thaliana GN=DEGP10 PE=2 SV=135.80 0.00

TRINITY_DN46182_c0_g4sp|F4HYG2|IRE3_ARATHIRE3 Probable serine/threonine protein kinase IRE3 OS=Arabidopsis thaliana GN=IRE3 PE=2 SV=135.80 0.00

TRINITY_DN46869_c1_g1sp|Q9GKX6|GALM_PIGGALM Aldose 1-epimerase OS=Sus scrofa GN=GALM PE=2 SV=135.80 0.00

TRINITY_DN46964_c0_g1sp|A0FGR9|ESYT3_HUMANESYT3 Extended synaptotagmin-3 OS=Homo sapiens GN=ESYT3 PE=1 SV=135.80 0.00

TRINITY_DN48806_c0_g5sp|P54750|PDE1A_HUMANPDE1A Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1A OS=Homo sapiens GN=PDE1A PE=2 SV=235.80 0.00

TRINITY_DN48848_c1_g1sp|Q11010|AMPN_STRLIpepN Aminopeptidase N OS=Streptomyces lividans GN=pepN PE=1 SV=135.80 0.00

TRINITY_DN49881_c1_g2sp|Q42093|AB2C_ARATHABCC2 ABC transporter C family member 2 OS=Arabidopsis thaliana GN=ABCC2 PE=1 SV=235.80 0.00

TRINITY_DN49974_c0_g1sp|Q7TPS0|KS6A6_MOUSERps6ka6 Ribosomal protein S6 kinase alpha-6 OS=Mus musculus GN=Rps6ka6 PE=1 SV=235.80 0.00

TRINITY_DN50970_c0_g2sp|Q9VJ33|NEDD8_DROMENedd8 NEDD8 OS=Drosophila melanogaster GN=Nedd8 PE=1 SV=135.80 0.00

TRINITY_DN51353_c1_g5sp|Q32L53|LFG1_BOVINGRINA Protein lifeguard 1 OS=Bos taurus GN=GRINA PE=2 SV=135.80 0.00

TRINITY_DN8743_c0_g1sp|P48027|GACS_PSESYgacS Sensor protein GacS OS=Pseudomonas syringae pv. syringae GN=gacS PE=3 SV=135.80 0.00

TRINITY_DN23362_c0_g1sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=135.70 0.00

TRINITY_DN23977_c0_g1sp|Q8K9Y9|DNAJ_BUCAPdnaJ Chaperone protein DnaJ OS=Buchnera aphidicola subsp. Schizaphis graminum (strain Sg) GN=dnaJ PE=3 SV=135.70 0.00

TRINITY_DN29504_c0_g2sp|Q9LSD6|ARP2_ARATHARP2 Actin-related protein 2 OS=Arabidopsis thaliana GN=ARP2 PE=1 SV=135.70 0.00

TRINITY_DN30248_c0_g1sp|Q9SF91|RAE1E_ARATHRABE1E Ras-related protein RABE1e OS=Arabidopsis thaliana GN=RABE1E PE=1 SV=135.70 0.00

TRINITY_DN30261_c0_g7sp|Q9LE81|IRE_ARATHIRE Probable serine/threonine protein kinase IRE OS=Arabidopsis thaliana GN=IRE PE=2 SV=135.70 0.00

TRINITY_DN33014_c0_g1sp|Q18246|RAP1_CAEELrap-1 Ras-related protein Rap-1 OS=Caenorhabditis elegans GN=rap-1 PE=3 SV=135.70 0.00

TRINITY_DN33242_c0_g2sp|Q6C6I3|S2538_YARLIYALI0E09284gSolute carrier family 25 member 38 homolog OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=YALI0E09284g PE=3 SV=135.70 0.00

TRINITY_DN33322_c0_g1sp|Q9CA93|BAC2_ARATHBAC2 Mitochondrial arginine transporter BAC2 OS=Arabidopsis thaliana GN=BAC2 PE=1 SV=135.70 0.00

TRINITY_DN33955_c0_g1sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=135.70 0.00

TRINITY_DN34165_c0_g1sp|Q55E44|DHKE_DICDIdhkE Hybrid signal transduction histidine kinase E OS=Dictyostelium discoideum GN=dhkE PE=3 SV=135.70 0.00

TRINITY_DN34609_c0_g1sp|Q94AH6|CUL1_ARATHCUL1 Cullin-1 OS=Arabidopsis thaliana GN=CUL1 PE=1 SV=135.70 0.00

TRINITY_DN34939_c0_g1sp|P31320|KAPR_BLAEMPKAR cAMP-dependent protein kinase regulatory subunit OS=Blastocladiella emersonii GN=PKAR PE=2 SV=135.70 0.00

TRINITY_DN35081_c0_g3sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=135.70 0.00

TRINITY_DN35350_c0_g1sp|Q55FT9|ABIA_DICDIabiA Abl interactor homolog OS=Dictyostelium discoideum GN=abiA PE=1 SV=135.70 0.00

TRINITY_DN35676_c0_g1sp|Q02527|MGAT3_RATMgat3 Beta-1,4-mannosyl-glycoprotein 4-beta-N-acetylglucosaminyltransferase OS=Rattus norvegicus GN=Mgat3 PE=1 SV=235.70 0.00

TRINITY_DN36796_c2_g10sp|Q9LDR4|ERG24_ARATHFK Delta(14)-sterol reductase OS=Arabidopsis thaliana GN=FK PE=1 SV=235.70 0.00

TRINITY_DN36993_c0_g2sp|P21269|CCA1_YEASTCCA1 CCA tRNA nucleotidyltransferase, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CCA1 PE=1 SV=135.70 0.00

TRINITY_DN37465_c0_g1sp|Q9LK43|TMK4_ARATHTMK4 Receptor-like kinase TMK4 OS=Arabidopsis thaliana GN=TMK4 PE=1 SV=135.70 0.00

TRINITY_DN37823_c0_g2sp|O53176|Y2449_MYCTURv2449c Putative trans-acting enoyl reductase Rv2449c OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=Rv2449c PE=1 SV=335.70 0.00

TRINITY_DN38075_c0_g1sp|Q8N357|S35F6_HUMANSLC35F6 Solute carrier family 35 member F6 OS=Homo sapiens GN=SLC35F6 PE=1 SV=135.70 0.00

TRINITY_DN38800_c0_g8sp|P54678|ATC1_DICDIpatA Calcium-transporting ATPase PAT1 OS=Dictyostelium discoideum GN=patA PE=2 SV=235.70 0.00

TRINITY_DN38847_c0_g1sp|Q7ZXK9|NLE1_XENLAnle1 Notchless protein homolog 1 OS=Xenopus laevis GN=nle1 PE=2 SV=135.70 0.00

TRINITY_DN38884_c0_g4sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=135.70 0.00

TRINITY_DN39124_c0_g1sp|Q6Z8B9|P2C12_ORYSJOs02g0224100Probable protein phosphatase 2C 12 OS=Oryza sativa subsp. japonica GN=Os02g0224100 PE=2 SV=135.70 0.00

TRINITY_DN39137_c1_g1sp|Q8VZE7|RAP_ARATHRAP RAP domain-containing protein, chloroplastic OS=Arabidopsis thaliana GN=RAP PE=1 SV=135.70 0.00

TRINITY_DN39254_c0_g1sp|Q54XS0|ELP4_DICDIelp4 Probable elongator complex protein 4 OS=Dictyostelium discoideum GN=elp4 PE=3 SV=135.70 0.00

TRINITY_DN39398_c0_g1sp|Q84L32|RD23A_ARATHRAD23A Probable ubiquitin receptor RAD23a OS=Arabidopsis thaliana GN=RAD23A PE=1 SV=235.70 0.00

TRINITY_DN40013_c0_g3sp|Q54B97|MED8_DICDImed8 Putative mediator of RNA polymerase II transcription subunit 8 OS=Dictyostelium discoideum GN=med8 PE=3 SV=135.70 0.00

TRINITY_DN40083_c0_g1sp|Q5ZMS4|NCOA7_CHICKNCOA7 Nuclear receptor coactivator 7 OS=Gallus gallus GN=NCOA7 PE=2 SV=135.70 0.00

TRINITY_DN40304_c0_g2sp|Q86BS6|METL_DROMEmetl Methyltransferase-like protein OS=Drosophila melanogaster GN=metl PE=1 SV=235.70 0.00

TRINITY_DN41308_c0_g1sp|Q54Y55|SHKC_DICDIshkC Dual specificity protein kinase shkC OS=Dictyostelium discoideum GN=shkC PE=3 SV=135.70 0.00

TRINITY_DN41340_c0_g2sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=335.70 0.00

TRINITY_DN41350_c0_g1sp|Q05918|IPHP_NOSCOiphP Tyrosine-protein phosphatase OS=Nostoc commune GN=iphP PE=1 SV=135.70 0.00

TRINITY_DN41355_c0_g1sp|Q8LB60|CCU31_ARATHCYCU3-1 Cyclin-U3-1 OS=Arabidopsis thaliana GN=CYCU3-1 PE=1 SV=235.70 0.00

TRINITY_DN41537_c0_g2sp|Q54UC0|PRKDC_DICDIdnapkcs DNA-dependent protein kinase catalytic subunit OS=Dictyostelium discoideum GN=dnapkcs PE=3 SV=235.70 0.00

TRINITY_DN41772_c0_g3sp|Q9P4E9|GSP1_CANAWGSP1 GTP-binding nuclear protein GSP1/Ran OS=Candida albicans (strain WO-1) GN=GSP1 PE=3 SV=235.70 0.00



TRINITY_DN41835_c0_g3sp|Q6MC72|AMPA_PARUWpepA Probable cytosol aminopeptidase OS=Protochlamydia amoebophila (strain UWE25) GN=pepA PE=3 SV=135.70 0.00

TRINITY_DN42401_c0_g2sp|Q54MP2|CCD22_DICDIDDB_G0285813Coiled-coil domain-containing protein 22 homolog OS=Dictyostelium discoideum GN=DDB_G0285813 PE=3 SV=135.70 0.00

TRINITY_DN42408_c0_g3sp|Q6VTL7|CATV_NPVCDVcath Viral cathepsin OS=Choristoneura fumiferana defective polyhedrosis virus GN=Vcath PE=3 SV=135.70 0.00

TRINITY_DN43505_c0_g8sp|Q6ZUM4|RHG27_HUMANARHGAP27Rho GTPase-activating protein 27 OS=Homo sapiens GN=ARHGAP27 PE=1 SV=335.70 0.00

TRINITY_DN44514_c0_g2sp|O80612|APY6_ARATHAPY6 Probable apyrase 6 OS=Arabidopsis thaliana GN=APY6 PE=2 SV=235.70 0.00

TRINITY_DN44612_c1_g4sp|Q81HB0|PY2CR_BACCRBC_0906 Delta(1)-pyrroline-2-carboxylate reductase OS=Bacillus cereus (strain ATCC 14579 / DSM 31 / JCM 2152 / NBRC 15305 / NCIMB 9373 / NRRL B-3711) GN=BC_0906 PE=1 SV=135.70 0.00

TRINITY_DN45695_c1_g2sp|Q9C5J6|IPT9_ARATHIPT9 tRNA dimethylallyltransferase 9 OS=Arabidopsis thaliana GN=IPT9 PE=2 SV=135.70 0.00

TRINITY_DN45714_c0_g1sp|Q2KNB9|HXK2_ORYSJHXK2 Hexokinase-2 OS=Oryza sativa subsp. japonica GN=HXK2 PE=2 SV=135.70 0.00

TRINITY_DN46229_c0_g3sp|Q9C0J8|WDR33_HUMANWDR33 pre-mRNA 3' end processing protein WDR33 OS=Homo sapiens GN=WDR33 PE=1 SV=235.70 0.00

TRINITY_DN46736_c0_g5sp|Q3KTM2|GDPD5_CHICKGDPD5 Glycerophosphodiester phosphodiesterase domain-containing protein 5 OS=Gallus gallus GN=GDPD5 PE=1 SV=135.70 0.00

TRINITY_DN46937_c0_g1sp|P30336|CADA_BACPEcadA Probable cadmium-transporting ATPase OS=Bacillus pseudofirmus (strain OF4) GN=cadA PE=3 SV=235.70 0.00

TRINITY_DN46978_c1_g2sp|Q8L4H0|WEE1_ARATHWEE1 Wee1-like protein kinase OS=Arabidopsis thaliana GN=WEE1 PE=1 SV=135.70 0.00

TRINITY_DN47110_c1_g1sp|P22124|RAL_DIPOM- Ras-related protein O-RAL OS=Diplobatis ommata PE=2 SV=135.70 0.00

TRINITY_DN47867_c0_g3sp|A5PKD9|AB17C_BOVINABHD17C Protein ABHD17C OS=Bos taurus GN=ABHD17C PE=2 SV=135.70 0.00

TRINITY_DN47995_c0_g5sp|F4HVW5|VAD1_ARATHVAD1 Protein VASCULAR ASSOCIATED DEATH 1, chloroplastic OS=Arabidopsis thaliana GN=VAD1 PE=1 SV=135.70 0.00

TRINITY_DN49112_c0_g1sp|Q6TEP1|F91A1_DANREfam91a1 Protein FAM91A1 OS=Danio rerio GN=fam91a1 PE=2 SV=235.70 0.00

TRINITY_DN49481_c0_g4sp|Q9LIG0|Y3136_ARATHAt3g21360Clavaminate synthase-like protein At3g21360 OS=Arabidopsis thaliana GN=At3g21360 PE=1 SV=135.70 0.00

TRINITY_DN50896_c0_g4sp|Q78JW9|UBFD1_MOUSEUbfd1 Ubiquitin domain-containing protein UBFD1 OS=Mus musculus GN=Ubfd1 PE=1 SV=235.70 0.00

TRINITY_DN50993_c0_g1sp|B0F9L4|GOGC6_ARATHGC6 Golgin candidate 6 OS=Arabidopsis thaliana GN=GC6 PE=1 SV=235.70 0.00

TRINITY_DN51754_c1_g3sp|Q09701|AKR1_SCHPOakr1 Palmitoyltransferase akr1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=akr1 PE=3 SV=135.70 0.00

TRINITY_DN52047_c0_g3sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=135.70 0.00

TRINITY_DN52427_c3_g4sp|Q91YR5|MET13_MOUSEMettl13 Methyltransferase-like protein 13 OS=Mus musculus GN=Mettl13 PE=1 SV=135.70 0.00

TRINITY_DN52537_c1_g2sp|Q6NLC1|AB2D_ARATHABCC2 ABC transporter D family member 2, chloroplastic OS=Arabidopsis thaliana GN=ABCC2 PE=1 SV=135.70 0.00

TRINITY_DN52631_c4_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=335.70 0.00

TRINITY_DN52679_c2_g1sp|Q9SHU7|TIC21_ARATHTIC21 Protein TIC 21, chloroplastic OS=Arabidopsis thaliana GN=TIC21 PE=1 SV=135.70 0.00

TRINITY_DN53094_c0_g1sp|P91252|GST6_CAEELgst-6 Probable glutathione S-transferase 6 OS=Caenorhabditis elegans GN=gst-6 PE=3 SV=235.70 0.00

TRINITY_DN7299_c0_g1sp|Q9FKP5|UBP17_ARATHUBP17 Ubiquitin carboxyl-terminal hydrolase 17 OS=Arabidopsis thaliana GN=UBP17 PE=2 SV=135.70 0.00

TRINITY_DN20026_c0_g1sp|Q9SK66|NDUA9_ARATHAt2g20360NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial OS=Arabidopsis thaliana GN=At2g20360 PE=1 SV=235.60 0.00

TRINITY_DN22438_c0_g1sp|B6ZJZ9|PNC1_SOYBNPNC1 Peroxisomal adenine nucleotide carrier 1 OS=Glycine max GN=PNC1 PE=2 SV=135.60 0.00

TRINITY_DN26651_c0_g3sp|G5EBT1|SMA5_CAEELsma-5 Mitogen-activated protein kinase sma-5 OS=Caenorhabditis elegans GN=sma-5 PE=2 SV=135.60 0.00

TRINITY_DN28248_c0_g2sp|Q553D3|GXCJJ_DICDIgxcJJ Rac guanine nucleotide exchange factor JJ OS=Dictyostelium discoideum GN=gxcJJ PE=1 SV=135.60 0.00

TRINITY_DN30196_c0_g1sp|Q6PEC1|TBCA_RATTbca Tubulin-specific chaperone A OS=Rattus norvegicus GN=Tbca PE=1 SV=135.60 0.00

TRINITY_DN32336_c0_g1sp|F4HPN2|IRE4_ARATHIRE4 Probable serine/threonine protein kinase IRE4 OS=Arabidopsis thaliana GN=IRE4 PE=2 SV=135.60 0.00

TRINITY_DN33642_c0_g1sp|Q7ZUN8|YKT6_DANREykt6 Synaptobrevin homolog YKT6 OS=Danio rerio GN=ykt6 PE=2 SV=135.60 0.00

TRINITY_DN34188_c1_g2sp|Q3T0A0|ABHD1_BOVINABHD1 Protein ABHD1 OS=Bos taurus GN=ABHD1 PE=2 SV=135.60 0.00

TRINITY_DN34500_c0_g1sp|F1QGZ6|MELK_DANREmelk Maternal embryonic leucine zipper kinase OS=Danio rerio GN=melk PE=2 SV=135.60 0.00

TRINITY_DN34570_c1_g1sp|Q08806|AMY2_SCHOCSWA2 Alpha-amylase 2 OS=Schwanniomyces occidentalis GN=SWA2 PE=3 SV=135.60 0.00

TRINITY_DN35186_c0_g1sp|Q03919|RUB1_YEASTRUB1 NEDD8-like protein RUB1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RUB1 PE=1 SV=135.60 0.00

TRINITY_DN35448_c0_g8sp|Q39044|VPEB_ARATHbVPE Vacuolar-processing enzyme beta-isozyme OS=Arabidopsis thaliana GN=bVPE PE=2 SV=335.60 0.00

TRINITY_DN35918_c1_g8sp|Q1PF50|EDA2_ARATHEDA2 Probable serine protease EDA2 OS=Arabidopsis thaliana GN=EDA2 PE=2 SV=235.60 0.00

TRINITY_DN36305_c1_g2sp|Q9SHC8|VAP12_ARATHPVA12 Vesicle-associated protein 1-2 OS=Arabidopsis thaliana GN=PVA12 PE=1 SV=135.60 0.00

TRINITY_DN36487_c1_g3sp|O46043|PARG_DROMEParg Poly(ADP-ribose) glycohydrolase OS=Drosophila melanogaster GN=Parg PE=1 SV=335.60 0.00

TRINITY_DN37152_c2_g6sp|Q9W011|C4D20_DROMECyp4d20 Probable cytochrome P450 4d20 OS=Drosophila melanogaster GN=Cyp4d20 PE=3 SV=135.60 0.00

TRINITY_DN37359_c0_g3sp|Q38707|MTDH_APIGRMTD Mannitol dehydrogenase OS=Apium graveolens GN=MTD PE=1 SV=135.60 0.00

TRINITY_DN37390_c0_g5sp|Q27433|MEC2_CAEELmec-2 Mechanosensory protein 2 OS=Caenorhabditis elegans GN=mec-2 PE=1 SV=135.60 0.00

TRINITY_DN37808_c0_g2sp|Q54MI6|TIPRL_DICDItiprl TIP41-like protein OS=Dictyostelium discoideum GN=tiprl PE=3 SV=135.60 0.00

TRINITY_DN38325_c1_g7sp|O49377|VA711_ARATHVAMP711 Vesicle-associated membrane protein 711 OS=Arabidopsis thaliana GN=VAMP711 PE=1 SV=235.60 0.00

TRINITY_DN38969_c1_g8sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=135.60 0.00

TRINITY_DN38978_c0_g3sp|Q86HD3|MRT4_DICDImrt4 Ribosome assembly factor mrt4 OS=Dictyostelium discoideum GN=mrt4 PE=3 SV=135.60 0.00

TRINITY_DN39045_c0_g3sp|Q4WJT7|MRD1_ASPFUmrd1 Multiple RNA-binding domain-containing protein 1 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=mrd1 PE=3 SV=135.60 0.00

TRINITY_DN39100_c0_g1sp|Q9ZSZ8|FIP37_ARATHFIP37 FKBP12-interacting protein of 37 kDa OS=Arabidopsis thaliana GN=FIP37 PE=1 SV=135.60 0.00

TRINITY_DN39202_c0_g4sp|Q8MYF1|Y2070_DICDIDDB_G0277449Probable serine/threonine-protein kinase DDB_G0277449 OS=Dictyostelium discoideum GN=DDB_G0277449 PE=3 SV=135.60 0.00

TRINITY_DN39292_c0_g10sp|Q556Q0|PSB4_DICDIpsmB4-1 Proteasome subunit beta type-4 OS=Dictyostelium discoideum GN=psmB4-1 PE=3 SV=135.60 0.00

TRINITY_DN39412_c0_g1sp|A2WYI4|OHK3_ORYSIHK3 Probable histidine kinase 3 OS=Oryza sativa subsp. indica GN=HK3 PE=2 SV=135.60 0.00

TRINITY_DN39609_c0_g1sp|O31776|TDH_BACSUtdh L-threonine 3-dehydrogenase OS=Bacillus subtilis (strain 168) GN=tdh PE=3 SV=135.60 0.00

TRINITY_DN39846_c0_g2sp|Q0WQF7|ODP21_ARATHLTA3 Dihydrolipoyllysine-residue acetyltransferase component 1 of pyruvate dehydrogenase complex, mitochondrial OS=Arabidopsis thaliana GN=LTA3 PE=1 SV=235.60 0.00



TRINITY_DN40145_c1_g1sp|O60870|KIN17_HUMANKIN DNA/RNA-binding protein KIN17 OS=Homo sapiens GN=KIN PE=1 SV=235.60 0.00

TRINITY_DN40210_c0_g2sp|A7S8T5|CCD42_NEMVEv1g187067Coiled-coil domain-containing protein 42 homolog OS=Nematostella vectensis GN=v1g187067 PE=3 SV=135.60 0.00

TRINITY_DN40263_c0_g1sp|A1A698|OHK4_ORYSJHK4 Probable histidine kinase 4 OS=Oryza sativa subsp. japonica GN=HK4 PE=2 SV=135.60 0.00

TRINITY_DN40368_c0_g2sp|Q86JM5|Y2012_DICDIDDB_G0272012Putative elongation of fatty acids protein DDB_G0272012 OS=Dictyostelium discoideum GN=DDB_G0272012 PE=3 SV=135.60 0.00

TRINITY_DN40603_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=135.60 0.00

TRINITY_DN40666_c1_g4sp|Q54P76|EXOC4_DICDIexoc4 Exocyst complex component 4 OS=Dictyostelium discoideum GN=exoc4 PE=3 SV=135.60 0.00

TRINITY_DN40739_c2_g5sp|Q9ZQR4|Y2452_ARATHCBSDUF3 DUF21 domain-containing protein At2g14520 OS=Arabidopsis thaliana GN=CBSDUF3 PE=2 SV=235.60 0.00

TRINITY_DN40774_c2_g6sp|Q5PPG7|EIF2D_RATEif2d Eukaryotic translation initiation factor 2D OS=Rattus norvegicus GN=Eif2d PE=1 SV=135.60 0.00

TRINITY_DN40859_c1_g3sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=335.60 0.00

TRINITY_DN40904_c2_g4sp|Q6C537|YKT6_YARLIYKT6 Synaptobrevin homolog YKT6 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=YKT6 PE=3 SV=135.60 0.00

TRINITY_DN41410_c1_g6sp|Q9C0J8|WDR33_HUMANWDR33 pre-mRNA 3' end processing protein WDR33 OS=Homo sapiens GN=WDR33 PE=1 SV=235.60 0.00

TRINITY_DN42397_c0_g4sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=135.60 0.00

TRINITY_DN43642_c0_g5sp|P10737|VA53_DOLMA- Venom allergen 5.02 (Fragment) OS=Dolichovespula maculata PE=1 SV=335.60 0.00

TRINITY_DN44717_c0_g7sp|Q940S3|UAP1_ARATHGLCNAC1PUT1UDP-N-acetylglucosamine diphosphorylase 1 OS=Arabidopsis thaliana GN=GLCNAC1PUT1 PE=1 SV=135.60 0.00

TRINITY_DN44738_c1_g5sp|Q9FJL3|FKB65_ARATHFKBP65 Peptidyl-prolyl cis-trans isomerase FKBP65 OS=Arabidopsis thaliana GN=FKBP65 PE=1 SV=135.60 0.00

TRINITY_DN44742_c0_g1sp|Q8L493|DAAA_ARATHDAAT D-amino-acid transaminase, chloroplastic OS=Arabidopsis thaliana GN=DAAT PE=1 SV=135.60 0.00

TRINITY_DN44753_c0_g2sp|Q4U2R1|HERC2_MOUSEHerc2 E3 ubiquitin-protein ligase HERC2 OS=Mus musculus GN=Herc2 PE=1 SV=335.60 0.00

TRINITY_DN45361_c0_g8sp|Q93ZV7|LA1_ARATHLA1 La protein 1 OS=Arabidopsis thaliana GN=LA1 PE=1 SV=135.60 0.00

TRINITY_DN45758_c0_g3sp|P05332|YP20_BACLIp20 Uncharacterized N-acetyltransferase p20 OS=Bacillus licheniformis GN=p20 PE=3 SV=135.60 0.00

TRINITY_DN45793_c1_g2sp|Q54TA1|DRKC_DICDIdrkC Probable serine/threonine-protein kinase drkC OS=Dictyostelium discoideum GN=drkC PE=3 SV=135.60 0.00

TRINITY_DN47116_c0_g1sp|Q9M2E2|SDR1_ARATHSDR1 (+)-neomenthol dehydrogenase OS=Arabidopsis thaliana GN=SDR1 PE=1 SV=135.60 0.00

TRINITY_DN47684_c0_g1sp|Q9USK3|YJ2D_SCHPOSPCC4B3.13Uncharacterized transporter C4B3.13 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC4B3.13 PE=3 SV=135.60 0.00

TRINITY_DN48278_c0_g1sp|Q6GPH4|XAF1_HUMANXAF1 XIAP-associated factor 1 OS=Homo sapiens GN=XAF1 PE=1 SV=135.60 0.00

TRINITY_DN49027_c0_g1sp|Q6FKN6|XRN2_CANGARAT1 5'-3' exoribonuclease 2 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=RAT1 PE=3 SV=335.60 0.00

TRINITY_DN49096_c1_g1sp|Q9CR92|CCD96_MOUSECcdc96 Coiled-coil domain-containing protein 96 OS=Mus musculus GN=Ccdc96 PE=2 SV=135.60 0.00

TRINITY_DN49116_c0_g3sp|P05455|LA_HUMANSSB Lupus La protein OS=Homo sapiens GN=SSB PE=1 SV=235.60 0.00

TRINITY_DN49199_c0_g1sp|O31752|CDSA_BACSUcdsA Phosphatidate cytidylyltransferase OS=Bacillus subtilis (strain 168) GN=cdsA PE=3 SV=135.60 0.00

TRINITY_DN49727_c0_g6sp|O53732|UFAA1_MYCTUufaA1 Tuberculostearic acid methyltransferase UfaA1 OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=ufaA1 PE=1 SV=335.60 0.00

TRINITY_DN49868_c0_g4sp|O08899|RGS4_MOUSERgs4 Regulator of G-protein signaling 4 OS=Mus musculus GN=Rgs4 PE=2 SV=135.60 0.00

TRINITY_DN50910_c0_g1sp|P46551|CDK12_CAEELcdk-12 Cyclin-dependent kinase 12 OS=Caenorhabditis elegans GN=cdk-12 PE=1 SV=435.60 0.00

TRINITY_DN51188_c0_g2sp|Q84K47|AB2A_ARATHABCA2 ABC transporter A family member 2 OS=Arabidopsis thaliana GN=ABCA2 PE=2 SV=135.60 0.00

TRINITY_DN51223_c2_g1sp|Q99J25|MRM1_MOUSEMrm1 rRNA methyltransferase 1, mitochondrial OS=Mus musculus GN=Mrm1 PE=2 SV=235.60 0.00

TRINITY_DN51535_c0_g3sp|Q07497|EPHB5_CHICKEPHB5 Ephrin type-B receptor 5 OS=Gallus gallus GN=EPHB5 PE=2 SV=135.60 0.00

TRINITY_DN51600_c0_g2sp|D4AZ24|ENG1_ARTBCARB_01444Probable endo-1,3(4)-beta-glucanase ARB_01444 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_01444 PE=1 SV=135.60 0.00

TRINITY_DN52412_c0_g4sp|P17178|CP27A_RATCyp27a1 Sterol 26-hydroxylase, mitochondrial OS=Rattus norvegicus GN=Cyp27a1 PE=1 SV=135.60 0.00

TRINITY_DN52590_c2_g1sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=335.60 0.00

TRINITY_DN52742_c0_g1sp|P07142|CY1_NEUCRcyt-1 Cytochrome c1, heme protein, mitochondrial OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cyt-1 PE=2 SV=135.60 0.00

TRINITY_DN53952_c0_g1sp|Q9P7Q7|MAK1_SCHPOmak1 Peroxide stress-activated histidine kinase mak1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak1 PE=3 SV=135.60 0.00

TRINITY_DN22771_c0_g2sp|P48423|GAP1_DROMERasGAP1 GTPase-activating protein OS=Drosophila melanogaster GN=RasGAP1 PE=1 SV=235.50 0.00

TRINITY_DN23478_c0_g2sp|Q9SA98|ALKBH_ARATHAt1g11780Alpha-ketoglutarate-dependent dioxygenase alkB OS=Arabidopsis thaliana GN=At1g11780 PE=2 SV=235.50 0.00

TRINITY_DN30486_c0_g2sp|Q8TEU7|RPGF6_HUMANRAPGEF6 Rap guanine nucleotide exchange factor 6 OS=Homo sapiens GN=RAPGEF6 PE=1 SV=235.50 0.00

TRINITY_DN30990_c0_g1sp|Q6AWX0|XYLL2_ARATHAt5g17010D-xylose-proton symporter-like 2 OS=Arabidopsis thaliana GN=At5g17010 PE=1 SV=135.50 0.00

TRINITY_DN32565_c0_g1sp|Q54UB1|TRM6_DICDItrmt6 tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit trm6 OS=Dictyostelium discoideum GN=trmt6 PE=3 SV=135.50 0.00

TRINITY_DN32706_c0_g1sp|Q9VTY4|KXDL1_DROMECG10681 KxDL motif-containing protein CG10681 OS=Drosophila melanogaster GN=CG10681 PE=2 SV=135.50 0.00

TRINITY_DN33454_c0_g1sp|Q9XCM5|EFTS_BARQUtsf Elongation factor Ts OS=Bartonella quintana (strain Toulouse) GN=tsf PE=3 SV=235.50 0.00

TRINITY_DN34394_c0_g2sp|A0AUV4|SMKY_MOUSEGm7168 Sperm motility kinase Y OS=Mus musculus GN=Gm7168 PE=2 SV=135.50 0.00

TRINITY_DN34596_c0_g8sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=235.50 0.00

TRINITY_DN34744_c0_g3sp|Q86HG9|Y9871_DICDIDDB_G0271682Probable serine/threonine-protein kinase DDB_G0271682 OS=Dictyostelium discoideum GN=DDB_G0271682 PE=3 SV=235.50 0.00

TRINITY_DN34746_c1_g1sp|Q54Q69|DHKG_DICDIdhkG Hybrid signal transduction histidine kinase G OS=Dictyostelium discoideum GN=dhkG PE=3 SV=135.50 0.00

TRINITY_DN34790_c0_g2sp|Q9P380|PTR2_SCHPOptr2 Probable peptide transporter ptr2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ptr2 PE=1 SV=135.50 0.00

TRINITY_DN34858_c0_g1sp|F4K265|AT101_ARATHATG101 Autophagy-related protein 101 OS=Arabidopsis thaliana GN=ATG101 PE=1 SV=135.50 0.00

TRINITY_DN34965_c0_g1sp|Q550W1|CAPTC_DICDIcaptC Uncharacterized CDP-alcohol phosphatidyltransferase class-I family protein 3 OS=Dictyostelium discoideum GN=captC PE=2 SV=135.50 0.00

TRINITY_DN35010_c0_g1sp|Q54M29|Y6239_DICDIDDB_G0286239Serine hydrolase-like protein DDB_G0286239 OS=Dictyostelium discoideum GN=DDB_G0286239 PE=3 SV=235.50 0.00

TRINITY_DN36086_c0_g1sp|Q9ERI6|RDH14_MOUSERdh14 Retinol dehydrogenase 14 OS=Mus musculus GN=Rdh14 PE=1 SV=135.50 0.00

TRINITY_DN36551_c0_g1sp|Q4Z8K6|RBP9X_DROMERanBPM Ran-binding proteins 9/10 homolog OS=Drosophila melanogaster GN=RanBPM PE=1 SV=135.50 0.00

TRINITY_DN36585_c0_g2sp|Q96NR8|RDH12_HUMANRDH12 Retinol dehydrogenase 12 OS=Homo sapiens GN=RDH12 PE=1 SV=335.50 0.00



TRINITY_DN36956_c1_g6sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=235.50 0.00

TRINITY_DN37778_c0_g2sp|P38571|LICH_HUMANLIPA Lysosomal acid lipase/cholesteryl ester hydrolase OS=Homo sapiens GN=LIPA PE=1 SV=235.50 0.00

TRINITY_DN37879_c0_g2sp|Q9BT81|SOX7_HUMANSOX7 Transcription factor SOX-7 OS=Homo sapiens GN=SOX7 PE=1 SV=135.50 0.00

TRINITY_DN37920_c0_g1sp|Q2HVD6|MTA70_MEDTRMtrDRAFT_AC148918g15v1Putative N6-adenosine-methyltransferase MT-A70-like OS=Medicago truncatula GN=MtrDRAFT_AC148918g15v1 PE=3 SV=135.50 0.00

TRINITY_DN38013_c1_g3sp|Q08BB5|CTL2A_DANREctdspl2aCTD small phosphatase-like protein 2-A OS=Danio rerio GN=ctdspl2a PE=2 SV=135.50 0.00

TRINITY_DN38516_c1_g8sp|Q9NJU9|CDPK3_PLAF7CPK3 Calcium-dependent protein kinase 3 OS=Plasmodium falciparum (isolate 3D7) GN=CPK3 PE=1 SV=135.50 0.00

TRINITY_DN38807_c1_g3sp|Q28960|CBR1_PIGCBR1 Carbonyl reductase [NADPH] 1 OS=Sus scrofa GN=CBR1 PE=1 SV=335.50 0.00

TRINITY_DN38826_c0_g4sp|Q7XU84|P2C42_ORYSJOs04g0500900Probable protein phosphatase 2C 42 OS=Oryza sativa subsp. japonica GN=Os04g0500900 PE=3 SV=435.50 0.00

TRINITY_DN3962_c0_g2sp|B8ZXI1|QTRT2_MOUSEQtrt2 Queuine tRNA-ribosyltransferase accessory subunit 2 OS=Mus musculus GN=Qtrt2 PE=1 SV=235.50 0.00

TRINITY_DN39733_c0_g3sp|Q4V8Y6|ERGI1_DANREergic1 Endoplasmic reticulum-Golgi intermediate compartment protein 1 OS=Danio rerio GN=ergic1 PE=2 SV=135.50 0.00

TRINITY_DN40464_c0_g1sp|P54069|BEM46_SCHPObem46 Protein bem46 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bem46 PE=2 SV=335.50 0.00

TRINITY_DN40710_c1_g2sp|Q9FJW4|NDUS4_ARATHFRO1 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Arabidopsis thaliana GN=FRO1 PE=2 SV=135.50 0.00

TRINITY_DN40739_c2_g1sp|Q9LNG5|PPP7L_ARATHAt1g48120Serine/threonine-protein phosphatase 7 long form homolog OS=Arabidopsis thaliana GN=At1g48120 PE=2 SV=135.50 0.00

TRINITY_DN41264_c1_g3sp|Q84WV9|QPCT_ARATHQCT Glutaminyl-peptide cyclotransferase OS=Arabidopsis thaliana GN=QCT PE=1 SV=135.50 0.00

TRINITY_DN41338_c0_g4sp|Q9I3Y3|PMPM_PSEAEpmpM Multidrug resistance protein PmpM OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=pmpM PE=3 SV=135.50 0.00

TRINITY_DN41675_c1_g1sp|Q6NQI8|LAG13_ARATHAt1g13580LAG1 longevity assurance homolog 3 OS=Arabidopsis thaliana GN=At1g13580 PE=2 SV=235.50 0.00

TRINITY_DN41775_c0_g4sp|Q50568|FDHC_METTFfdhC Probable formate transporter OS=Methanothermobacter thermautotrophicus GN=fdhC PE=3 SV=135.50 0.00

TRINITY_DN42239_c0_g2sp|Q9M2Y9|RAX3_ARATHRAX3 Transcription factor RAX3 OS=Arabidopsis thaliana GN=RAX3 PE=2 SV=135.50 0.00

TRINITY_DN42362_c0_g1sp|Q8IXU6|S35F2_HUMANSLC35F2 Solute carrier family 35 member F2 OS=Homo sapiens GN=SLC35F2 PE=1 SV=135.50 0.00

TRINITY_DN42569_c0_g3sp|P12810|HS16A_WHEAThsp16.9A16.9 kDa class I heat shock protein 1 OS=Triticum aestivum GN=hsp16.9A PE=2 SV=135.50 0.00

TRINITY_DN42748_c0_g4sp|Q70DU8|AL3H1_ARATHALDH3H1 Aldehyde dehydrogenase family 3 member H1 OS=Arabidopsis thaliana GN=ALDH3H1 PE=1 SV=235.50 0.00

TRINITY_DN44749_c0_g1sp|O74935|ACOX2_YARLIPOX2 Acyl-coenzyme A oxidase 2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=POX2 PE=1 SV=135.50 0.00

TRINITY_DN44868_c0_g3sp|Q3ZCB8|EMC3_BOVINEMC3 ER membrane protein complex subunit 3 OS=Bos taurus GN=EMC3 PE=2 SV=335.50 0.00

TRINITY_DN44929_c0_g6sp|Q6H7U5|CIPKQ_ORYSJCIPK26 CBL-interacting protein kinase 26 OS=Oryza sativa subsp. japonica GN=CIPK26 PE=2 SV=135.50 0.00

TRINITY_DN45531_c0_g7sp|Q9VR59|VIP1_DROMEl(1)G0196Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase OS=Drosophila melanogaster GN=l(1)G0196 PE=1 SV=235.50 0.00

TRINITY_DN45713_c1_g10sp|Q502K2|SAMH1_DANREsamhd1 Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 OS=Danio rerio GN=samhd1 PE=2 SV=235.50 0.00

TRINITY_DN4633_c0_g1sp|Q28988|CYTA1_PIG- Cystatin-A1 OS=Sus scrofa PE=1 SV=135.50 0.00

TRINITY_DN46553_c1_g1sp|Q9S9N9|CCR1_ARATHCCR1 Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana GN=CCR1 PE=1 SV=135.50 0.00

TRINITY_DN46837_c0_g2sp|Q8NF64|ZMIZ2_HUMANZMIZ2 Zinc finger MIZ domain-containing protein 2 OS=Homo sapiens GN=ZMIZ2 PE=1 SV=235.50 0.00

TRINITY_DN47311_c0_g2sp|Q8RX37|P2C02_ARATHAt1g07160Probable protein phosphatase 2C 2 OS=Arabidopsis thaliana GN=At1g07160 PE=2 SV=135.50 0.00

TRINITY_DN47915_c0_g1sp|Q8VYU4|CCR4F_ARATHCCR4-6 Carbon catabolite repressor protein 4 homolog 6 OS=Arabidopsis thaliana GN=CCR4-6 PE=2 SV=235.50 0.00

TRINITY_DN48191_c0_g1sp|Q55CT0|TPP1_DICDItpp1 Tripeptidyl-peptidase 1 OS=Dictyostelium discoideum GN=tpp1 PE=3 SV=135.50 0.00

TRINITY_DN50583_c0_g1sp|Q32L27|UB2Q2_BOVINUBE2Q2 Ubiquitin-conjugating enzyme E2 Q2 OS=Bos taurus GN=UBE2Q2 PE=2 SV=135.50 0.00

TRINITY_DN50787_c0_g1sp|Q84JB8|RUS3_ARATHRUS3 Protein root UVB sensitive 3 OS=Arabidopsis thaliana GN=RUS3 PE=2 SV=135.50 0.00

TRINITY_DN51114_c1_g1sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=135.50 0.00

TRINITY_DN51335_c1_g4sp|A0A068FIK2|KN4A_GOSHIKIN4A Kinesin-like protein KIN-4A OS=Gossypium hirsutum GN=KIN4A PE=2 SV=135.50 0.00

TRINITY_DN52236_c2_g2sp|Q08499|PDE4D_HUMANPDE4D cAMP-specific 3',5'-cyclic phosphodiesterase 4D OS=Homo sapiens GN=PDE4D PE=1 SV=235.50 0.00

TRINITY_DN6563_c0_g1sp|O74628|YQ53_SCHPOSPCC162.03Uncharacterized oxidoreductase C162.03 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC162.03 PE=3 SV=135.50 0.00

TRINITY_DN32632_c0_g1sp|Q695U0|RHBL1_TOXGOROM1 Rhomboid-like protease 1 OS=Toxoplasma gondii GN=ROM1 PE=2 SV=135.40 0.00

TRINITY_DN34473_c0_g6sp|Q8D5Z6|LUXQ_VIBVUluxQ Autoinducer 2 sensor kinase/phosphatase LuxQ OS=Vibrio vulnificus (strain CMCP6) GN=luxQ PE=3 SV=135.40 0.00

TRINITY_DN35051_c0_g2sp|Q40153|LE14B_LITER- LEC14B protein OS=Lithospermum erythrorhizon PE=2 SV=135.40 0.00

TRINITY_DN36027_c0_g1sp|Q5RBU7|PCP_PONABPRCP Lysosomal Pro-X carboxypeptidase OS=Pongo abelii GN=PRCP PE=2 SV=135.40 0.00

TRINITY_DN36048_c0_g11sp|O60107|SNX41_SCHPOsnx41 Sorting nexin-41 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=snx41 PE=1 SV=135.40 0.00

TRINITY_DN36089_c0_g7sp|O75800|ZMY10_HUMANZMYND10 Zinc finger MYND domain-containing protein 10 OS=Homo sapiens GN=ZMYND10 PE=1 SV=235.40 0.00

TRINITY_DN36446_c1_g6sp|Q6IMK3|DJC27_DANREdnajc27 DnaJ homolog subfamily C member 27 OS=Danio rerio GN=dnajc27 PE=2 SV=135.40 0.00

TRINITY_DN36724_c0_g2sp|Q9SV68|QORH_ARATHAt4g13010Putative quinone-oxidoreductase homolog, chloroplastic OS=Arabidopsis thaliana GN=At4g13010 PE=1 SV=135.40 0.00

TRINITY_DN36824_c0_g1sp|Q9SL76|P2C19_ARATHAt2g20050/At2g20040Protein phosphatase 2C and cyclic nucleotide-binding/kinase domain-containing protein OS=Arabidopsis thaliana GN=At2g20050/At2g20040 PE=2 SV=235.40 0.00

TRINITY_DN37914_c0_g1sp|Q55BN8|NEK2_DICDInek2 Probable serine/threonine-protein kinase nek2 OS=Dictyostelium discoideum GN=nek2 PE=1 SV=135.40 0.00

TRINITY_DN38033_c1_g5sp|Q5RD67|S2544_PONABSLC25A44Solute carrier family 25 member 44 OS=Pongo abelii GN=SLC25A44 PE=2 SV=235.40 0.00

TRINITY_DN38048_c1_g8sp|Q9XT62|RAD17_CHLAERAD17 Cell cycle checkpoint protein RAD17 OS=Chlorocebus aethiops GN=RAD17 PE=1 SV=135.40 0.00

TRINITY_DN38305_c1_g1sp|Q03488|FBP1_PETHYFBP1 Floral homeotic protein FBP1 OS=Petunia hybrida GN=FBP1 PE=2 SV=135.40 0.00

TRINITY_DN38405_c0_g1sp|Q7Y0F2|NRX12_ORYSJOs03g0405900Probable nucleoredoxin 1-2 OS=Oryza sativa subsp. japonica GN=Os03g0405900 PE=2 SV=135.40 0.00

TRINITY_DN38641_c0_g4sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=135.40 0.00

TRINITY_DN39137_c1_g3sp|Q2HCW8|GWT1_CHAGBGWT1 GPI-anchored wall transfer protein 1 OS=Chaetomium globosum (strain ATCC 6205 / CBS 148.51 / DSM 1962 / NBRC 6347 / NRRL 1970) GN=GWT1 PE=3 SV=135.40 0.00

TRINITY_DN39481_c0_g6sp|P04197|MYB_DROMEMyb Myb protein OS=Drosophila melanogaster GN=Myb PE=1 SV=235.40 0.00

TRINITY_DN40792_c0_g1sp|A4J474|HSLO_DESRMhslO 33 kDa chaperonin OS=Desulfotomaculum reducens (strain MI-1) GN=hslO PE=3 SV=135.40 0.00



TRINITY_DN41002_c0_g8sp|Q86CS2|ATG1_DICDIatg1 Serine/threonine-protein kinase atg1 OS=Dictyostelium discoideum GN=atg1 PE=3 SV=135.40 0.00

TRINITY_DN41150_c0_g2sp|Q54R74|WASH7_DICDIDDB_G0283355WASH complex subunit SWIP homolog OS=Dictyostelium discoideum GN=DDB_G0283355 PE=1 SV=135.40 0.00

TRINITY_DN41330_c1_g2sp|Q9LPV8|ERF1Y_ARATHERF1-2 Eukaryotic peptide chain release factor subunit 1-2 OS=Arabidopsis thaliana GN=ERF1-2 PE=1 SV=135.40 0.00

TRINITY_DN41410_c1_g7sp|Q9SKT7|NDB4_ARATHNDB4 External alternative NAD(P)H-ubiquinone oxidoreductase B4, mitochondrial OS=Arabidopsis thaliana GN=NDB4 PE=1 SV=135.40 0.00

TRINITY_DN41645_c1_g1sp|Q803S3|MEMO1_DANREmemo1 Protein MEMO1 OS=Danio rerio GN=memo1 PE=2 SV=135.40 0.00

TRINITY_DN42186_c1_g9sp|Q2KHY1|CPNE6_BOVINCPNE6 Copine-6 OS=Bos taurus GN=CPNE6 PE=2 SV=135.40 0.00

TRINITY_DN42315_c0_g2sp|P40426|PBX3_HUMANPBX3 Pre-B-cell leukemia transcription factor 3 OS=Homo sapiens GN=PBX3 PE=1 SV=135.40 0.00

TRINITY_DN42836_c0_g5sp|Q8CDK3|IQUB_MOUSEIqub IQ and ubiquitin-like domain-containing protein OS=Mus musculus GN=Iqub PE=1 SV=235.40 0.00

TRINITY_DN44153_c1_g5sp|C5FWJ1|CBPYA_ARTOCCPYA Carboxypeptidase Y homolog A OS=Arthroderma otae (strain ATCC MYA-4605 / CBS 113480) GN=CPYA PE=3 SV=135.40 0.00

TRINITY_DN44704_c0_g8sp|Q76P07|Y7165_DICDIDDB_G0277165Probable serine/threonine-protein kinase DDB_G0277165 OS=Dictyostelium discoideum GN=DDB_G0277165 PE=3 SV=135.40 0.00

TRINITY_DN44746_c0_g2sp|Q5ZJX5|TLDC1_CHICKTLDC1 TLD domain-containing protein 1 OS=Gallus gallus GN=TLDC1 PE=2 SV=135.40 0.00

TRINITY_DN45277_c1_g8sp|A5FKD9|RS16_FLAJ1rpsP 30S ribosomal protein S16 OS=Flavobacterium johnsoniae (strain ATCC 17061 / DSM 2064 / UW101) GN=rpsP PE=3 SV=135.40 0.00

TRINITY_DN45383_c0_g1sp|Q55C80|DPH7_DICDIwdr85 Diphthine methyltransferase homolog OS=Dictyostelium discoideum GN=wdr85 PE=3 SV=135.40 0.00

TRINITY_DN45389_c0_g1sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=235.40 0.00

TRINITY_DN45586_c0_g1sp|Q01IJ3|SUV3L_ORYSIH0219H12.4ATP-dependent RNA helicase SUV3L, mitochondrial OS=Oryza sativa subsp. indica GN=H0219H12.4 PE=3 SV=135.40 0.00

TRINITY_DN45646_c0_g5sp|Q652L2|HIRA_ORYSJOs09g0567700Protein HIRA OS=Oryza sativa subsp. japonica GN=Os09g0567700 PE=2 SV=135.40 0.00

TRINITY_DN45668_c0_g8sp|Q00689|GP63_LEIGUgp63 Leishmanolysin OS=Leishmania guyanensis GN=gp63 PE=2 SV=135.40 0.00

TRINITY_DN45692_c0_g1sp|Q8ST25|GEFG_DICDIgefG Ras guanine nucleotide exchange factor G OS=Dictyostelium discoideum GN=gefG PE=2 SV=135.40 0.00

TRINITY_DN45873_c1_g3sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=135.40 0.00

TRINITY_DN46223_c0_g3sp|Q9ZR39|U2A2A_NICPLU2AF65A Splicing factor U2af large subunit A OS=Nicotiana plumbaginifolia GN=U2AF65A PE=2 SV=135.40 0.00

TRINITY_DN46371_c0_g7sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=235.40 0.00

TRINITY_DN46500_c0_g2sp|Q03526|ITK_MOUSEItk Tyrosine-protein kinase ITK/TSK OS=Mus musculus GN=Itk PE=1 SV=135.40 0.00

TRINITY_DN46679_c0_g5sp|P23903|E13B_BACCIglcA Glucan endo-1,3-beta-glucosidase A1 OS=Bacillus circulans GN=glcA PE=1 SV=135.40 0.00

TRINITY_DN47087_c0_g2sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=335.40 0.00

TRINITY_DN47459_c0_g3sp|Q8MZS4|PHYSA_PHYPO- Physarolisin OS=Physarum polycephalum PE=1 SV=135.40 0.00

TRINITY_DN47907_c0_g2sp|P36418|VILB_DICDIvilB Protovillin OS=Dictyostelium discoideum GN=vilB PE=1 SV=135.40 0.00

TRINITY_DN48324_c1_g1sp|Q40723|RLGP2_ORYSJRGP2 Ras-related protein RGP2 OS=Oryza sativa subsp. japonica GN=RGP2 PE=2 SV=235.40 0.00

TRINITY_DN48410_c0_g1sp|Q7F0J0|CML13_ORYSJCML13 Probable calcium-binding protein CML13 OS=Oryza sativa subsp. japonica GN=CML13 PE=2 SV=135.40 0.00

TRINITY_DN48886_c0_g6sp|B1WAP7|DVL3_XENTRdvl3 Segment polarity protein dishevelled homolog DVL-3 OS=Xenopus tropicalis GN=dvl3 PE=2 SV=135.40 0.00

TRINITY_DN49641_c0_g1sp|Q6PNC0|DMXL1_MOUSEDmxl1 DmX-like protein 1 OS=Mus musculus GN=Dmxl1 PE=1 SV=135.40 0.00

TRINITY_DN51196_c1_g6sp|Q566R0|THEM4_RATThem4 Acyl-coenzyme A thioesterase THEM4 OS=Rattus norvegicus GN=Them4 PE=2 SV=135.40 0.00

TRINITY_DN51301_c0_g2sp|Q9MA15|Y1796_ARATHAt1g79600Uncharacterized aarF domain-containing protein kinase At1g79600, chloroplastic OS=Arabidopsis thaliana GN=At1g79600 PE=2 SV=135.40 0.00

TRINITY_DN51546_c0_g2sp|F4IUX6|RENT2_ARATHUPF2 Regulator of nonsense transcripts UPF2 OS=Arabidopsis thaliana GN=UPF2 PE=2 SV=135.40 0.00

TRINITY_DN14102_c0_g2sp|Q24547|STX1A_DROMESyx1A Syntaxin-1A OS=Drosophila melanogaster GN=Syx1A PE=1 SV=135.30 0.00

TRINITY_DN23956_c0_g1sp|Q8WW35|TC1D2_HUMANTCTEX1D2Tctex1 domain-containing protein 2 OS=Homo sapiens GN=TCTEX1D2 PE=1 SV=235.30 0.00

TRINITY_DN27262_c0_g1sp|Q9NP86|CABP5_HUMANCABP5 Calcium-binding protein 5 OS=Homo sapiens GN=CABP5 PE=1 SV=135.30 0.00

TRINITY_DN29337_c0_g1sp|Q8ILC1|STI1L_PLAF7PF14_0324STI1-like protein OS=Plasmodium falciparum (isolate 3D7) GN=PF14_0324 PE=3 SV=135.30 0.00

TRINITY_DN33384_c0_g1sp|O13396|MSH2_NEUCRmsh-2 DNA mismatch repair protein msh-2 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=msh-2 PE=3 SV=135.30 0.00

TRINITY_DN33715_c0_g1sp|O13878|UTP17_SCHPOutp17 U3 small nucleolar RNA-associated protein 17 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=utp17 PE=3 SV=335.30 0.00

TRINITY_DN33846_c0_g1sp|Q9FHW2|SWC6_ARATHSWC6 SWR1 complex subunit 6 OS=Arabidopsis thaliana GN=SWC6 PE=1 SV=135.30 0.00

TRINITY_DN35122_c0_g3sp|Q6A070|CREC1_MOUSEFam179b Crescerin-1 OS=Mus musculus GN=Fam179b PE=1 SV=335.30 0.00

TRINITY_DN35232_c0_g1sp|Q9LDE1|MY108_ARATHMYB108 Transcription factor MYB108 OS=Arabidopsis thaliana GN=MYB108 PE=1 SV=135.30 0.00

TRINITY_DN35786_c0_g1sp|Q92538|GBF1_HUMANGBF1 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1 OS=Homo sapiens GN=GBF1 PE=1 SV=235.30 0.00

TRINITY_DN35955_c0_g7sp|P34098|MANA_DICDImanA Lysosomal alpha-mannosidase OS=Dictyostelium discoideum GN=manA PE=1 SV=235.30 0.00

TRINITY_DN36467_c0_g4sp|A3KPN8|TTC38_DANREttc38 Tetratricopeptide repeat protein 38 OS=Danio rerio GN=ttc38 PE=3 SV=135.30 0.00

TRINITY_DN36513_c0_g1sp|Q24K02|IDE_BOVINIDE Insulin-degrading enzyme OS=Bos taurus GN=IDE PE=2 SV=135.30 0.00

TRINITY_DN37012_c1_g3sp|Q9P2D6|F135A_HUMANFAM135A Protein FAM135A OS=Homo sapiens GN=FAM135A PE=1 SV=235.30 0.00

TRINITY_DN37235_c2_g4sp|Q58DT5|ELMD3_BOVINELMOD3 ELMO domain-containing protein 3 OS=Bos taurus GN=ELMOD3 PE=2 SV=135.30 0.00

TRINITY_DN38185_c0_g1sp|Q12526|RAS_EMENIrasA Ras-like protein OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=rasA PE=2 SV=235.30 0.00

TRINITY_DN38399_c0_g2sp|Q5ZLN0|LRC40_CHICKLRRC40 Leucine-rich repeat-containing protein 40 OS=Gallus gallus GN=LRRC40 PE=2 SV=135.30 0.00

TRINITY_DN38593_c0_g2sp|Q9GYZ0|KIF15_STRPUKIF15 Kinesin-like protein KIF15 OS=Strongylocentrotus purpuratus GN=KIF15 PE=1 SV=135.30 0.00

TRINITY_DN38606_c0_g4sp|O64642|URT1_ARATHURT1 UTP:RNA uridylyltransferase 1 OS=Arabidopsis thaliana GN=URT1 PE=1 SV=235.30 0.00

TRINITY_DN39243_c3_g1sp|O76463|NFT1_CAEELnft-1 Nitrilase and fragile histidine triad fusion protein NitFhit OS=Caenorhabditis elegans GN=nft-1 PE=1 SV=135.30 0.00

TRINITY_DN39765_c1_g1sp|B4FGS2|SKA1_MAIZE- Spindle and kinetochore-associated protein 1 homolog OS=Zea mays PE=2 SV=135.30 0.00

TRINITY_DN40612_c0_g4sp|P23249|MOV10_MOUSEMov10 Putative helicase MOV-10 OS=Mus musculus GN=Mov10 PE=1 SV=235.30 0.00

TRINITY_DN40742_c0_g1sp|O17040|HACD_CAEELhpo-8 Very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase hpo-8 OS=Caenorhabditis elegans GN=hpo-8 PE=3 SV=235.30 0.00



TRINITY_DN41018_c1_g8sp|P36410|RAB14_DICDIrab14 Ras-related protein Rab-14 OS=Dictyostelium discoideum GN=rab14 PE=1 SV=235.30 0.00

TRINITY_DN41241_c0_g1sp|P54637|PTP3_DICDIptpC Tyrosine-protein phosphatase 3 OS=Dictyostelium discoideum GN=ptpC PE=2 SV=235.30 0.00

TRINITY_DN41333_c0_g1sp|Q5ZJD3|LSG1_CHICKLSG1 Large subunit GTPase 1 homolog OS=Gallus gallus GN=LSG1 PE=2 SV=135.30 0.00

TRINITY_DN41883_c0_g5sp|Q7S8W7|ESF2_NEUCResf-2 Pre-rRNA-processing protein esf-2 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=esf-2 PE=3 SV=135.30 0.00

TRINITY_DN41967_c1_g3sp|P81497|PEPA_SUNMUPGA Pepsin A OS=Suncus murinus GN=PGA PE=1 SV=235.30 0.00

TRINITY_DN42543_c0_g5sp|Q7ZXX2|KIF19_XENLAkif19 Kinesin-like protein KIF19 OS=Xenopus laevis GN=kif19 PE=2 SV=135.30 0.00

TRINITY_DN43065_c1_g9sp|Q54N44|PPAN_DICDIppan Peter Pan-like protein OS=Dictyostelium discoideum GN=ppan PE=3 SV=135.30 0.00

TRINITY_DN44001_c0_g1sp|Q6ICH7|ASPH2_HUMANASPHD2 Aspartate beta-hydroxylase domain-containing protein 2 OS=Homo sapiens GN=ASPHD2 PE=2 SV=135.30 0.00

TRINITY_DN44313_c0_g1sp|Q92372|RFA1_SCHPOssb1 Replication factor A protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssb1 PE=1 SV=135.30 0.00

TRINITY_DN44471_c1_g3sp|Q869Q0|Y4527_DICDIDDB_G0274527COBW domain-containing protein DDB_G0274527 OS=Dictyostelium discoideum GN=DDB_G0274527 PE=3 SV=135.30 0.00

TRINITY_DN45012_c0_g1sp|Q9NAQ9|TIM22_CAEELtim-22 Mitochondrial import inner membrane translocase subunit tim-22 OS=Caenorhabditis elegans GN=tim-22 PE=3 SV=135.30 0.00

TRINITY_DN45468_c0_g3sp|Q851Q6|OBGC2_ORYSJOs03g0799700Probable GTP-binding protein OBGC2 OS=Oryza sativa subsp. japonica GN=Os03g0799700 PE=2 SV=135.30 0.00

TRINITY_DN45601_c0_g3sp|P29251|FOL1_PNECAfol1 Folic acid synthesis protein fol1 OS=Pneumocystis carinii GN=fol1 PE=1 SV=135.30 0.00

TRINITY_DN45944_c0_g3sp|O94481|TFC5_SCHPObdp1 Transcription factor TFIIIB component B'' OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bdp1 PE=3 SV=235.30 0.00

TRINITY_DN46371_c0_g1sp|Q2YDK1|I20L2_BOVINISG20L2 Interferon-stimulated 20 kDa exonuclease-like 2 OS=Bos taurus GN=ISG20L2 PE=2 SV=135.30 0.00

TRINITY_DN46500_c0_g6sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=135.30 0.00

TRINITY_DN46718_c1_g2sp|P25183|RCC1_XENLArcc1 Regulator of chromosome condensation OS=Xenopus laevis GN=rcc1 PE=2 SV=135.30 0.00

TRINITY_DN46903_c0_g9sp|Q86YQ8|CPNE8_HUMANCPNE8 Copine-8 OS=Homo sapiens GN=CPNE8 PE=1 SV=235.30 0.00

TRINITY_DN48553_c0_g1sp|P53377|TBG_NEUCRtbg Tubulin gamma chain OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=tbg PE=2 SV=135.30 0.00

TRINITY_DN48925_c0_g4sp|Q945M1|NDUB9_ARATHCIB22 NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 9 OS=Arabidopsis thaliana GN=CIB22 PE=1 SV=135.30 0.00

TRINITY_DN49177_c0_g3sp|Q54CS8|PEX6_DICDIpex6 Peroxisomal biogenesis factor 6 OS=Dictyostelium discoideum GN=pex6 PE=3 SV=135.30 0.00

TRINITY_DN49758_c0_g2sp|P41239|CSK_CHICKCSK Tyrosine-protein kinase CSK OS=Gallus gallus GN=CSK PE=2 SV=135.30 0.00

TRINITY_DN50074_c0_g1sp|Q9LTW0|ALIS1_ARATHALIS1 ALA-interacting subunit 1 OS=Arabidopsis thaliana GN=ALIS1 PE=1 SV=135.30 0.00

TRINITY_DN50250_c0_g1sp|Q86IX2|DOPP1_DICDIdolpp1 Dolichyldiphosphatase 1 OS=Dictyostelium discoideum GN=dolpp1 PE=3 SV=135.30 0.00

TRINITY_DN50794_c0_g4sp|B0RZT0|KAD_FINM2adk Adenylate kinase OS=Finegoldia magna (strain ATCC 29328) GN=adk PE=3 SV=135.30 0.00

TRINITY_DN51185_c1_g1sp|Q680I5|GAGT2_ARATHGGT2 Gamma-glutamyltranspeptidase 2 OS=Arabidopsis thaliana GN=GGT2 PE=2 SV=135.30 0.00

TRINITY_DN51221_c0_g1sp|Q8IWZ6|BBS7_HUMANBBS7 Bardet-Biedl syndrome 7 protein OS=Homo sapiens GN=BBS7 PE=1 SV=235.30 0.00

TRINITY_DN51378_c0_g4sp|Q6NS23|TRM11_XENLAtrmt11 tRNA (guanine(10)-N2)-methyltransferase homolog OS=Xenopus laevis GN=trmt11 PE=2 SV=135.30 0.00

TRINITY_DN51751_c1_g2sp|Q86I06|NEK3_DICDInek3 Probable serine/threonine-protein kinase nek3 OS=Dictyostelium discoideum GN=nek3 PE=3 SV=135.30 0.00

TRINITY_DN51865_c0_g1sp|Q84K47|AB2A_ARATHABCA2 ABC transporter A family member 2 OS=Arabidopsis thaliana GN=ABCA2 PE=2 SV=135.30 0.00

TRINITY_DN52006_c0_g2sp|Q96RY7|IF140_HUMANIFT140 Intraflagellar transport protein 140 homolog OS=Homo sapiens GN=IFT140 PE=1 SV=135.30 0.00

TRINITY_DN52286_c0_g2sp|Q7T6Y2|YR831_MIMIVMIMI_R831Putative serine/threonine-protein kinase/receptor R831 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R831 PE=3 SV=235.30 0.00

TRINITY_DN21720_c0_g2sp|O60135|LCF1_SCHPOlcf1 Long-chain-fatty-acid--CoA ligase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=lcf1 PE=3 SV=135.20 0.00

TRINITY_DN27529_c0_g1sp|Q851W1|SLY1_ORYSJSLY1 SEC1 family transport protein SLY1 OS=Oryza sativa subsp. japonica GN=SLY1 PE=2 SV=135.20 0.00

TRINITY_DN30340_c0_g3sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=135.20 0.00

TRINITY_DN31817_c0_g1sp|Q7SD11|MSH3_NEUCRmsh-3 DNA mismatch repair protein msh-3 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=msh-3 PE=3 SV=135.20 0.00

TRINITY_DN31879_c0_g1sp|A9I0N5|Y443_BORPDBpet0443Nucleotide-binding protein Bpet0443 OS=Bordetella petrii (strain ATCC BAA-461 / DSM 12804 / CCUG 43448) GN=Bpet0443 PE=3 SV=235.20 0.00

TRINITY_DN32798_c0_g1sp|Q75JK0|ZAK1_DICDIzakA Dual specificity protein kinase zakA OS=Dictyostelium discoideum GN=zakA PE=1 SV=135.20 0.00

TRINITY_DN32927_c0_g1sp|Q9BZH6|WDR11_HUMANWDR11 WD repeat-containing protein 11 OS=Homo sapiens GN=WDR11 PE=1 SV=135.20 0.00

TRINITY_DN33112_c0_g1sp|P21359|NF1_HUMANNF1 Neurofibromin OS=Homo sapiens GN=NF1 PE=1 SV=235.20 0.00

TRINITY_DN34153_c0_g2sp|Q9NX74|DUS2L_HUMANDUS2 tRNA-dihydrouridine(20) synthase [NAD(P)+]-like OS=Homo sapiens GN=DUS2 PE=1 SV=135.20 0.00

TRINITY_DN35280_c0_g1sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=135.20 0.00

TRINITY_DN35387_c0_g1sp|Q32PE4|C1D_BOVINC1D Nuclear nucleic acid-binding protein C1D OS=Bos taurus GN=C1D PE=2 SV=135.20 0.00

TRINITY_DN35389_c0_g2sp|P41241|CSK_MOUSECsk Tyrosine-protein kinase CSK OS=Mus musculus GN=Csk PE=1 SV=235.20 0.00

TRINITY_DN35414_c0_g3sp|P42686|SRK1_SPOLASRK1 Tyrosine-protein kinase isoform SRK1 OS=Spongilla lacustris GN=SRK1 PE=2 SV=135.20 0.00

TRINITY_DN35469_c0_g11sp|Q9LK90|ALA8_ARATHALA8 Probable phospholipid-transporting ATPase 8 OS=Arabidopsis thaliana GN=ALA8 PE=3 SV=135.20 0.00

TRINITY_DN35905_c0_g3sp|Q0P5W1|VPS8_MOUSEVps8 Vacuolar protein sorting-associated protein 8 homolog OS=Mus musculus GN=Vps8 PE=1 SV=135.20 0.00

TRINITY_DN36525_c0_g4sp|Q90ZL2|LANC1_DANRElancl1 LanC-like protein 1 OS=Danio rerio GN=lancl1 PE=2 SV=135.20 0.00

TRINITY_DN36944_c0_g2sp|Q588V7|TEB_ARATHTEB Helicase and polymerase-containing protein TEBICHI OS=Arabidopsis thaliana GN=TEB PE=2 SV=135.20 0.00

TRINITY_DN37302_c0_g7sp|Q0UUH1|TPC1_PHANOTPC1 Mitochondrial thiamine pyrophosphate carrier 1 OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=TPC1 PE=3 SV=335.20 0.00

TRINITY_DN37429_c0_g1sp|P30855|EVGS_ECOLIevgS Sensor protein EvgS OS=Escherichia coli (strain K12) GN=evgS PE=1 SV=235.20 0.00

TRINITY_DN37473_c0_g1sp|Q84Y18|CXIP4_ARATHCXIP4 CAX-interacting protein 4 OS=Arabidopsis thaliana GN=CXIP4 PE=1 SV=235.20 0.00

TRINITY_DN37514_c0_g2sp|Q54FQ8|EI2BG_DICDIeif2b3 Translation initiation factor eIF-2B subunit gamma OS=Dictyostelium discoideum GN=eif2b3 PE=3 SV=135.20 0.00

TRINITY_DN37760_c1_g3sp|Q55EX7|CTU2_DICDIctu2 Cytoplasmic tRNA 2-thiolation protein 2 OS=Dictyostelium discoideum GN=ctu2 PE=3 SV=135.20 0.00

TRINITY_DN37864_c0_g9sp|Q9FWX7|AB11B_ARATHABCB11 ABC transporter B family member 11 OS=Arabidopsis thaliana GN=ABCB11 PE=2 SV=135.20 0.00

TRINITY_DN38074_c1_g2sp|P51831|FABG_BACSUfabG 3-oxoacyl-[acyl-carrier-protein] reductase FabG OS=Bacillus subtilis (strain 168) GN=fabG PE=3 SV=335.20 0.00



TRINITY_DN38365_c1_g9sp|Q8K4L0|DDX54_MOUSEDdx54 ATP-dependent RNA helicase DDX54 OS=Mus musculus GN=Ddx54 PE=1 SV=135.20 0.00

TRINITY_DN38441_c0_g1sp|Q76NW7|HGH1_DICDIDDB_G0276861Protein HGH1 homolog OS=Dictyostelium discoideum GN=DDB_G0276861 PE=3 SV=135.20 0.00

TRINITY_DN38472_c0_g3sp|Q6C044|ATG18_YARLIATG18 Autophagy-related protein 18 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=ATG18 PE=3 SV=135.20 0.00

TRINITY_DN38587_c1_g5sp|Q96Q15|SMG1_HUMANSMG1 Serine/threonine-protein kinase SMG1 OS=Homo sapiens GN=SMG1 PE=1 SV=335.20 0.00

TRINITY_DN38742_c1_g1sp|Q19892|SELT2_CAEELF28H7.4 Putative selT-like protein F28H7.4 OS=Caenorhabditis elegans GN=F28H7.4 PE=3 SV=235.20 0.00

TRINITY_DN39144_c1_g2sp|Q96KQ7|EHMT2_HUMANEHMT2 Histone-lysine N-methyltransferase EHMT2 OS=Homo sapiens GN=EHMT2 PE=1 SV=335.20 0.00

TRINITY_DN39239_c0_g4sp|Q8QZR1|ATTY_MOUSETat Tyrosine aminotransferase OS=Mus musculus GN=Tat PE=1 SV=135.20 0.00

TRINITY_DN39337_c0_g1sp|Q2U664|CAF17_ASPORcaf17 Putative transferase caf17, mitochondrial OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=caf17 PE=3 SV=135.20 0.00

TRINITY_DN39997_c2_g8sp|Q8RWY6|CLASP_ARATHCLASP CLIP-associated protein OS=Arabidopsis thaliana GN=CLASP PE=1 SV=135.20 0.00

TRINITY_DN40486_c2_g1sp|F4JAA5|SKI2_ARATHSKI2 DExH-box ATP-dependent RNA helicase DExH11 OS=Arabidopsis thaliana GN=SKI2 PE=1 SV=135.20 0.00

TRINITY_DN40514_c0_g2sp|P41838|RAE1_SCHPOrae1 Poly(A)+ RNA export protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rae1 PE=1 SV=135.20 0.00

TRINITY_DN40624_c0_g3sp|P52701|MSH6_HUMANMSH6 DNA mismatch repair protein Msh6 OS=Homo sapiens GN=MSH6 PE=1 SV=235.20 0.00

TRINITY_DN40706_c0_g1sp|Q90ZA1|PARN_XENLAparn Poly(A)-specific ribonuclease PARN OS=Xenopus laevis GN=parn PE=1 SV=135.20 0.00

TRINITY_DN41564_c0_g2sp|Q7T297|F172A_DANREfam172a Protein FAM172A OS=Danio rerio GN=fam172a PE=2 SV=235.20 0.00

TRINITY_DN41714_c2_g2sp|Q58DU0|MMTA2_BOVINMMTAG2 Multiple myeloma tumor-associated protein 2 homolog OS=Bos taurus GN=MMTAG2 PE=2 SV=135.20 0.00

TRINITY_DN42021_c0_g4sp|Q0IIM2|ARL6_BOVINARL6 ADP-ribosylation factor-like protein 6 OS=Bos taurus GN=ARL6 PE=1 SV=135.20 0.00

TRINITY_DN42063_c0_g1sp|Q5YDB5|CPL2_ARATHCPL2 RNA polymerase II C-terminal domain phosphatase-like 2 OS=Arabidopsis thaliana GN=CPL2 PE=1 SV=335.20 0.00

TRINITY_DN42724_c0_g2sp|Q8BYJ6|TBCD4_MOUSETbc1d4 TBC1 domain family member 4 OS=Mus musculus GN=Tbc1d4 PE=1 SV=235.20 0.00

TRINITY_DN43062_c0_g1sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=135.20 0.00

TRINITY_DN43326_c0_g5sp|Q5U2W5|TBL3_RATTbl3 Transducin beta-like protein 3 OS=Rattus norvegicus GN=Tbl3 PE=2 SV=135.20 0.00

TRINITY_DN43492_c0_g10sp|P0CM99|CWC25_CRYNBCWC25 Pre-mRNA-splicing factor CWC25 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=CWC25 PE=3 SV=135.20 0.00

TRINITY_DN43772_c0_g4sp|Q9UII4|HERC5_HUMANHERC5 E3 ISG15--protein ligase HERC5 OS=Homo sapiens GN=HERC5 PE=1 SV=235.20 0.00

TRINITY_DN43942_c0_g4sp|Q00004|SRP68_CANLFSRP68 Signal recognition particle subunit SRP68 OS=Canis lupus familiaris GN=SRP68 PE=1 SV=135.20 0.00

TRINITY_DN43969_c0_g1sp|Q24K12|GPTC1_BOVINGPATCH1 G patch domain-containing protein 1 OS=Bos taurus GN=GPATCH1 PE=2 SV=135.20 0.00

TRINITY_DN44307_c0_g3sp|Q640V2|RMD5A_XENTRrmnd5a Protein RMD5 homolog A OS=Xenopus tropicalis GN=rmnd5a PE=2 SV=135.20 0.00

TRINITY_DN44354_c0_g4sp|Q9SLF3|TC132_ARATHTOC132 Translocase of chloroplast 132, chloroplastic OS=Arabidopsis thaliana GN=TOC132 PE=1 SV=135.20 0.00

TRINITY_DN44820_c0_g4sp|Q6ZD63|FAS2_ORYSJFAS2 Chromatin assembly factor 1 subunit FAS2 homolog OS=Oryza sativa subsp. japonica GN=FAS2 PE=2 SV=135.20 0.00

TRINITY_DN45945_c0_g2sp|Q12852|M3K12_HUMANMAP3K12 Mitogen-activated protein kinase kinase kinase 12 OS=Homo sapiens GN=MAP3K12 PE=1 SV=235.20 0.00

TRINITY_DN46098_c0_g3sp|Q1LU93|F206A_DANREfam206a Protein Simiate OS=Danio rerio GN=fam206a PE=2 SV=135.20 0.00

TRINITY_DN46329_c0_g5sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=135.20 0.00

TRINITY_DN46390_c0_g3sp|Q9H2F3|3BHS7_HUMANHSD3B7 3 beta-hydroxysteroid dehydrogenase type 7 OS=Homo sapiens GN=HSD3B7 PE=1 SV=235.20 0.00

TRINITY_DN46586_c0_g1sp|P28584|TRK2_YEASTTRK2 Low-affinity potassium transport protein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRK2 PE=1 SV=135.20 0.00

TRINITY_DN47016_c0_g2sp|Q8WUK0|PTPM1_HUMANPTPMT1 Phosphatidylglycerophosphatase and protein-tyrosine phosphatase 1 OS=Homo sapiens GN=PTPMT1 PE=1 SV=135.20 0.00

TRINITY_DN47116_c0_g2sp|Q9M2E2|SDR1_ARATHSDR1 (+)-neomenthol dehydrogenase OS=Arabidopsis thaliana GN=SDR1 PE=1 SV=135.20 0.00

TRINITY_DN47182_c1_g2sp|Q9XI00|SKI32_ARATHSKIP32 F-box protein 7 OS=Arabidopsis thaliana GN=SKIP32 PE=1 SV=135.20 0.00

TRINITY_DN47371_c0_g11sp|Q9FFZ1|PPH_ARATHPPH Pheophytinase, chloroplastic OS=Arabidopsis thaliana GN=PPH PE=1 SV=135.20 0.00

TRINITY_DN47848_c0_g3sp|O13899|YF38_SCHPOSPAC22A12.08cUncharacterized CDP-alcohol phosphatidyltransferase class-I family protein C22A12.08c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC22A12.08c PE=3 SV=135.20 0.00

TRINITY_DN48562_c0_g2sp|Q7XJJ7|FAAH_ARATHFAAH Fatty acid amide hydrolase OS=Arabidopsis thaliana GN=FAAH PE=1 SV=135.20 0.00

TRINITY_DN49172_c1_g1sp|A1ZAI5|FACR1_DROMECG5065 Putative fatty acyl-CoA reductase CG5065 OS=Drosophila melanogaster GN=CG5065 PE=3 SV=135.20 0.00

TRINITY_DN49208_c0_g3sp|Q96AX1|VP33A_HUMANVPS33A Vacuolar protein sorting-associated protein 33A OS=Homo sapiens GN=VPS33A PE=1 SV=135.20 0.00

TRINITY_DN49353_c0_g2sp|X5M5N0|WNK_CAEELwnk-1 Serine/threonine-protein kinase WNK OS=Caenorhabditis elegans GN=wnk-1 PE=1 SV=135.20 0.00

TRINITY_DN49379_c0_g6sp|Q84QC1|GCT23_ARATHGGCT2;3 Gamma-glutamylcyclotransferase 2-3 OS=Arabidopsis thaliana GN=GGCT2;3 PE=1 SV=135.20 0.00

TRINITY_DN49655_c0_g2sp|Q3E9A0|ANTR6_ARATHANTR6 Probable anion transporter 6, chloroplastic OS=Arabidopsis thaliana GN=ANTR6 PE=2 SV=135.20 0.00

TRINITY_DN49753_c0_g2sp|P38529|HSF1_CHICKHSF1 Heat shock factor protein 1 OS=Gallus gallus GN=HSF1 PE=2 SV=135.20 0.00

TRINITY_DN51418_c1_g3sp|Q23121|RSP1_CAEELrsp-1 Probable splicing factor, arginine/serine-rich 1 OS=Caenorhabditis elegans GN=rsp-1 PE=3 SV=135.20 0.00

TRINITY_DN51474_c1_g1sp|Q8LP17|CCD1_PEACCD1 Carotenoid 9,10(9',10')-cleavage dioxygenase 1 OS=Pisum sativum GN=CCD1 PE=2 SV=135.20 0.00

TRINITY_DN52440_c0_g4sp|A7RZW4|DPP3_NEMVEdpp3 Dipeptidyl peptidase 3 OS=Nematostella vectensis GN=dpp3 PE=3 SV=135.20 0.00

TRINITY_DN1311_c0_g1sp|Q99KK1|REEP3_MOUSEReep3 Receptor expression-enhancing protein 3 OS=Mus musculus GN=Reep3 PE=1 SV=135.10 0.00

TRINITY_DN23664_c0_g1sp|Q9UII4|HERC5_HUMANHERC5 E3 ISG15--protein ligase HERC5 OS=Homo sapiens GN=HERC5 PE=1 SV=235.10 0.00

TRINITY_DN2925_c0_g1sp|P34140|RAB1B_DICDIrab1B Ras-related protein Rab-1B OS=Dictyostelium discoideum GN=rab1B PE=2 SV=235.10 0.00

TRINITY_DN30179_c0_g1sp|Q6NW85|ARI1L_DANREarih1l E3 ubiquitin-protein ligase arih1l OS=Danio rerio GN=arih1l PE=2 SV=135.10 0.00

TRINITY_DN32612_c0_g1sp|Q8WYL5|SSH1_HUMANSSH1 Protein phosphatase Slingshot homolog 1 OS=Homo sapiens GN=SSH1 PE=1 SV=235.10 0.00

TRINITY_DN32991_c1_g1sp|Q2RAC5|CCT13_ORYSJCYCT1-3 Cyclin-T1-3 OS=Oryza sativa subsp. japonica GN=CYCT1-3 PE=3 SV=235.10 0.00

TRINITY_DN33037_c0_g1sp|P44331|RBSK_HAEINrbsK Ribokinase OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=rbsK PE=3 SV=135.10 0.00

TRINITY_DN33404_c0_g3sp|Q5AVF0|AMPP1_EMENIampp Probable Xaa-Pro aminopeptidase P OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=ampp PE=3 SV=235.10 0.00

TRINITY_DN33536_c0_g3sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=235.10 0.00



TRINITY_DN34313_c0_g7sp|F1Q4S1|ATP9B_DANREatp9b Probable phospholipid-transporting ATPase IIB OS=Danio rerio GN=atp9b PE=3 SV=135.10 0.00

TRINITY_DN34648_c0_g1sp|A5PK19|MET13_BOVINMETTL13 Methyltransferase-like protein 13 OS=Bos taurus GN=METTL13 PE=2 SV=135.10 0.00

TRINITY_DN34678_c0_g2sp|Q8UIC9|TRUA_AGRFCtruA tRNA pseudouridine synthase A OS=Agrobacterium fabrum (strain C58 / ATCC 33970) GN=truA PE=3 SV=135.10 0.00

TRINITY_DN34787_c0_g2sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=135.10 0.00

TRINITY_DN35053_c1_g3sp|Q9P3U4|HEL1_SCHPOdbl4 E3 ubiquitin-protein ligase dbl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbl4 PE=3 SV=135.10 0.00

TRINITY_DN35309_c0_g2sp|P24263|ACTD_PHYPOARDD Actin, spherule isoform OS=Physarum polycephalum GN=ARDD PE=2 SV=235.10 0.00

TRINITY_DN35332_c1_g4sp|A8JB22|CCD65_CHLRECCDC65 Coiled-coil domain-containing protein 65 homolog (Fragment) OS=Chlamydomonas reinhardtii GN=CCDC65 PE=1 SV=135.10 0.00

TRINITY_DN35436_c0_g2sp|Q3ED68|Y1295_ARATHAt1g22950Uncharacterized PKHD-type hydroxylase At1g22950 OS=Arabidopsis thaliana GN=At1g22950 PE=2 SV=235.10 0.00

TRINITY_DN35619_c0_g2sp|Q9CR50|ZN363_MOUSERchy1 RING finger and CHY zinc finger domain-containing protein 1 OS=Mus musculus GN=Rchy1 PE=1 SV=135.10 0.00

TRINITY_DN35882_c1_g6sp|Q9DG10|STAR_DANREstar Steroidogenic acute regulatory protein, mitochondrial OS=Danio rerio GN=star PE=2 SV=135.10 0.00

TRINITY_DN35898_c0_g2sp|Q69Z23|DYH17_MOUSEDnah17 Dynein heavy chain 17, axonemal OS=Mus musculus GN=Dnah17 PE=1 SV=235.10 0.00

TRINITY_DN36575_c1_g9sp|O64843|CID7_ARATHCID7 Polyadenylate-binding protein-interacting protein 7 OS=Arabidopsis thaliana GN=CID7 PE=1 SV=135.10 0.00

TRINITY_DN37307_c0_g1sp|Q58EK4|PARL_DANREparl Presenilins-associated rhomboid-like protein, mitochondrial OS=Danio rerio GN=parl PE=2 SV=135.10 0.00

TRINITY_DN37659_c0_g6sp|P20097|SAP_CAVPOPSAP Saposin-C OS=Cavia porcellus GN=PSAP PE=1 SV=135.10 0.00

TRINITY_DN37705_c0_g2sp|Q54I81|EI2BA_DICDIeif2b1 Translation initiation factor eIF-2B subunit alpha OS=Dictyostelium discoideum GN=eif2b1 PE=3 SV=135.10 0.00

TRINITY_DN37858_c0_g5sp|Q0VD19|ASM_BOVINSMPD1 Sphingomyelin phosphodiesterase OS=Bos taurus GN=SMPD1 PE=2 SV=135.10 0.00

TRINITY_DN38633_c0_g7sp|Q9SJ40|VPS11_ARATHVPS11 Vacuolar protein-sorting-associated protein 11 homolog OS=Arabidopsis thaliana GN=VPS11 PE=1 SV=135.10 0.00

TRINITY_DN39022_c0_g2sp|Q869Q3|NAPA_DICDInapA Nck-associated protein 1 homolog OS=Dictyostelium discoideum GN=napA PE=1 SV=135.10 0.00

TRINITY_DN39184_c0_g3sp|Q8N9R8|SCAI_HUMANSCAI Protein SCAI OS=Homo sapiens GN=SCAI PE=1 SV=235.10 0.00

TRINITY_DN39694_c0_g1sp|P60882|MEGF8_MOUSEMegf8 Multiple epidermal growth factor-like domains protein 8 OS=Mus musculus GN=Megf8 PE=1 SV=235.10 0.00

TRINITY_DN39839_c0_g1sp|O51081|TRMH_BORBUtrmH tRNA (guanosine(18)-2'-O)-methyltransferase OS=Borrelia burgdorferi (strain ATCC 35210 / B31 / CIP 102532 / DSM 4680) GN=trmH PE=3 SV=135.10 0.00

TRINITY_DN40869_c0_g2sp|P49756|RBM25_HUMANRBM25 RNA-binding protein 25 OS=Homo sapiens GN=RBM25 PE=1 SV=335.10 0.00

TRINITY_DN40931_c0_g1sp|P70398|USP9X_MOUSEUsp9x Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Mus musculus GN=Usp9x PE=1 SV=235.10 0.00

TRINITY_DN41672_c0_g1sp|P57791|FACE2_MOUSERce1 CAAX prenyl protease 2 OS=Mus musculus GN=Rce1 PE=2 SV=135.10 0.00

TRINITY_DN41869_c0_g4sp|Q54MG4|Y5975_DICDIDDB_G0285975von Willebrand factor A domain-containing protein DDB_G0285975 OS=Dictyostelium discoideum GN=DDB_G0285975 PE=3 SV=135.10 0.00

TRINITY_DN42288_c1_g3sp|O08623|SQSTM_RATSqstm1 Sequestosome-1 OS=Rattus norvegicus GN=Sqstm1 PE=1 SV=135.10 0.00

TRINITY_DN42619_c0_g7sp|Q8FM44|DCD_COREFdcd dCTP deaminase OS=Corynebacterium efficiens (strain DSM 44549 / YS-314 / AJ 12310 / JCM 11189 / NBRC 100395) GN=dcd PE=3 SV=235.10 0.00

TRINITY_DN42686_c0_g4sp|Q4HWE2|XRN2_GIBZERAT1 5'-3' exoribonuclease 2 OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=RAT1 PE=3 SV=335.10 0.00

TRINITY_DN42752_c0_g4sp|O13870|NOT3_SCHPOnot3 General negative regulator of transcription subunit 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=not3 PE=1 SV=235.10 0.00

TRINITY_DN42994_c0_g1sp|Q84R11|CRSH_ARATHCRSH Probable GTP diphosphokinase CRSH, chloroplastic OS=Arabidopsis thaliana GN=CRSH PE=2 SV=135.10 0.00

TRINITY_DN45527_c1_g3sp|Q8RVQ5|SEC10_ARATHSEC10 Exocyst complex component SEC10 OS=Arabidopsis thaliana GN=SEC10 PE=1 SV=235.10 0.00

TRINITY_DN45571_c0_g1sp|P04800|CP3A1_RATCyp3a1 Cytochrome P450 3A1 OS=Rattus norvegicus GN=Cyp3a1 PE=1 SV=135.10 0.00

TRINITY_DN46278_c0_g2sp|Q8H151|AAE13_ARATHAAE13 Malonate--CoA ligase OS=Arabidopsis thaliana GN=AAE13 PE=1 SV=135.10 0.00

TRINITY_DN46533_c0_g2sp|Q9C5H9|GACP2_ARATHGCP2 Gamma-tubulin complex component 2 OS=Arabidopsis thaliana GN=GCP2 PE=1 SV=135.10 0.00

TRINITY_DN46889_c0_g4sp|Q6V5K9|ZN474_MOUSEZnf474 Zinc finger protein 474 OS=Mus musculus GN=Znf474 PE=2 SV=235.10 0.00

TRINITY_DN47010_c0_g2sp|Q9P2E3|ZNFX1_HUMANZNFX1 NFX1-type zinc finger-containing protein 1 OS=Homo sapiens GN=ZNFX1 PE=2 SV=235.10 0.00

TRINITY_DN47528_c0_g1sp|Q5ZJ73|CREG1_CHICKCREG1 Protein CREG1 OS=Gallus gallus GN=CREG1 PE=2 SV=135.10 0.00

TRINITY_DN47860_c1_g6sp|Q9WV66|MARH7_MOUSEMarch7 E3 ubiquitin-protein ligase MARCH7 OS=Mus musculus GN=March7 PE=2 SV=135.10 0.00

TRINITY_DN47968_c0_g7sp|P31320|KAPR_BLAEMPKAR cAMP-dependent protein kinase regulatory subunit OS=Blastocladiella emersonii GN=PKAR PE=2 SV=135.10 0.00

TRINITY_DN48062_c1_g2sp|Q5BLD8|MT21A_DANREmettl21aProtein N-lysine methyltransferase METTL21A OS=Danio rerio GN=mettl21a PE=2 SV=135.10 0.00

TRINITY_DN48188_c0_g1sp|Q8BL80|RHG22_MOUSEArhgap22Rho GTPase-activating protein 22 OS=Mus musculus GN=Arhgap22 PE=1 SV=235.10 0.00

TRINITY_DN48231_c1_g2sp|B4SD86|Y2142_PELPBPpha_2142UPF0301 protein Ppha_2142 OS=Pelodictyon phaeoclathratiforme (strain DSM 5477 / BU-1) GN=Ppha_2142 PE=3 SV=135.10 0.00

TRINITY_DN48742_c1_g1sp|Q54XQ2|RCKA_DICDIrckA RGS domain-containing serine/threonine-protein kinase A OS=Dictyostelium discoideum GN=rckA PE=1 SV=135.10 0.00

TRINITY_DN49141_c0_g1sp|Q25378|KPC1_LYTPIPKC1 Protein kinase C OS=Lytechinus pictus GN=PKC1 PE=2 SV=135.10 0.00

TRINITY_DN49921_c0_g2sp|Q9HDY0|YPT71_SCHPOypt71 GTP-binding protein ypt71 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt71 PE=3 SV=135.10 0.00

TRINITY_DN49927_c0_g1sp|Q05086|UBE3A_HUMANUBE3A Ubiquitin-protein ligase E3A OS=Homo sapiens GN=UBE3A PE=1 SV=435.10 0.00

TRINITY_DN50245_c0_g1sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=335.10 0.00

TRINITY_DN51017_c1_g4sp|Q5BIM8|ERCC8_BOVINERCC8 DNA excision repair protein ERCC-8 OS=Bos taurus GN=ERCC8 PE=2 SV=135.10 0.00

TRINITY_DN51046_c0_g2sp|Q29449|AT8A1_BOVINATP8A1 Probable phospholipid-transporting ATPase IA OS=Bos taurus GN=ATP8A1 PE=1 SV=235.10 0.00

TRINITY_DN51118_c0_g2sp|F4IF36|FGT1_ARATHFGT1 Protein FORGETTER 1 OS=Arabidopsis thaliana GN=FGT1 PE=1 SV=135.10 0.00

TRINITY_DN51958_c0_g5sp|Q86IV4|Y4775_DICDIDDB_G0274775PH domain-containing protein DDB_G0274775 OS=Dictyostelium discoideum GN=DDB_G0274775 PE=3 SV=135.10 0.00

TRINITY_DN51959_c1_g1sp|Q6ZI44|SAPK6_ORYSJSAPK6 Serine/threonine-protein kinase SAPK6 OS=Oryza sativa subsp. japonica GN=SAPK6 PE=2 SV=135.10 0.00

TRINITY_DN52530_c0_g1sp|Q9SVS0|PUS6_ARATHAt4g21770RNA pseudouridine synthase 6, chloroplastic OS=Arabidopsis thaliana GN=At4g21770 PE=2 SV=135.10 0.00

TRINITY_DN8693_c0_g1sp|Q0VFD8|BL1S1_XENTRbloc1s1 Biogenesis of lysosome-related organelles complex 1 subunit 1 OS=Xenopus tropicalis GN=bloc1s1 PE=2 SV=135.10 0.00

TRINITY_DN25651_c0_g1sp|Q9P7Q7|MAK1_SCHPOmak1 Peroxide stress-activated histidine kinase mak1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak1 PE=3 SV=135.00 0.00

TRINITY_DN30961_c0_g1sp|Q90ZA1|PARN_XENLAparn Poly(A)-specific ribonuclease PARN OS=Xenopus laevis GN=parn PE=1 SV=135.00 0.00



TRINITY_DN31812_c0_g1sp|Q17938|DAF36_CAEELdaf-36 Cholesterol 7-desaturase OS=Caenorhabditis elegans GN=daf-36 PE=1 SV=235.00 0.00

TRINITY_DN32810_c0_g2sp|Q9UT08|2AAA_SCHPOpaa1 Protein phosphatase PP2A regulatory subunit A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=paa1 PE=3 SV=135.00 0.00

TRINITY_DN33426_c0_g1sp|Q84V22|PSD1_ARATHPSD1 Phosphatidylserine decarboxylase proenzyme 1, mitochondrial OS=Arabidopsis thaliana GN=PSD1 PE=2 SV=135.00 0.00

TRINITY_DN34247_c0_g1sp|Q9UKJ3|GPTC8_HUMANGPATCH8 G patch domain-containing protein 8 OS=Homo sapiens GN=GPATCH8 PE=1 SV=235.00 0.00

TRINITY_DN34920_c0_g1sp|O94601|YC8E_SCHPOSPCC622.14Uncharacterized protein C622.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC622.14 PE=3 SV=235.00 0.00

TRINITY_DN35000_c0_g1sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=135.00 0.00

TRINITY_DN35753_c0_g4sp|Q54CY9|MYLKD_DICDIDDB_G0292624Probable myosin light chain kinase DDB_G0292624 OS=Dictyostelium discoideum GN=DDB_G0292624 PE=3 SV=135.00 0.00

TRINITY_DN35812_c0_g1sp|Q5M8G6|IMPTA_XENTRimpact-AProtein IMPACT-A OS=Xenopus tropicalis GN=impact-A PE=2 SV=135.00 0.00

TRINITY_DN36036_c0_g4sp|Q9GL24|CATL1_CANLFCTSL Cathepsin L1 OS=Canis lupus familiaris GN=CTSL PE=2 SV=135.00 0.00

TRINITY_DN36474_c2_g9sp|Q8T674|ABCGK_DICDIabcG20 ABC transporter G family member 20 OS=Dictyostelium discoideum GN=abcG20 PE=3 SV=135.00 0.00

TRINITY_DN36822_c0_g6sp|Q9FG23|CK5P3_ARATHAt5g06830CDK5RAP3-like protein OS=Arabidopsis thaliana GN=At5g06830 PE=2 SV=235.00 0.00

TRINITY_DN37113_c1_g3sp|Q8QHA5|DNA2_XENLAdna2 DNA replication ATP-dependent helicase/nuclease DNA2 OS=Xenopus laevis GN=dna2 PE=1 SV=135.00 0.00

TRINITY_DN37232_c0_g3sp|P0CT29|YU204_USTMAUMAG_10204Uncharacterized hydrolase UM10204 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_10204 PE=3 SV=135.00 0.00

TRINITY_DN37408_c0_g11sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=135.00 0.00

TRINITY_DN37580_c2_g1sp|O94480|BMT5_SCHPObmt5 25S rRNA (uridine-N(3))-methyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bmt5 PE=3 SV=135.00 0.00

TRINITY_DN38043_c0_g5sp|Q24562|U2AF2_DROMEU2af50 Splicing factor U2AF 50 kDa subunit OS=Drosophila melanogaster GN=U2af50 PE=1 SV=135.00 0.00

TRINITY_DN38779_c0_g1sp|O08967|CYH3_MOUSECyth3 Cytohesin-3 OS=Mus musculus GN=Cyth3 PE=1 SV=135.00 0.00

TRINITY_DN39060_c0_g1sp|O64629|AUR3_ARATHAUR3 Serine/threonine-protein kinase Aurora-3 OS=Arabidopsis thaliana GN=AUR3 PE=2 SV=135.00 0.00

TRINITY_DN39060_c0_g2sp|Q6DE08|AUKBA_XENLAaurkb-a Aurora kinase B-A OS=Xenopus laevis GN=aurkb-a PE=1 SV=135.00 0.00

TRINITY_DN39172_c0_g4sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=135.00 0.00

TRINITY_DN39503_c0_g6sp|Q9ZPX1|ARF5_ARATHARL2 ADP-ribosylation factor-like protein 2 OS=Arabidopsis thaliana GN=ARL2 PE=2 SV=135.00 0.00

TRINITY_DN39691_c1_g3sp|F4HPZ9|LIG6_ARATHLIG6 DNA ligase 6 OS=Arabidopsis thaliana GN=LIG6 PE=2 SV=135.00 0.00

TRINITY_DN39784_c0_g2sp|Q8ST25|GEFG_DICDIgefG Ras guanine nucleotide exchange factor G OS=Dictyostelium discoideum GN=gefG PE=2 SV=135.00 0.00

TRINITY_DN39911_c0_g8sp|Q8IZD9|DOCK3_HUMANDOCK3 Dedicator of cytokinesis protein 3 OS=Homo sapiens GN=DOCK3 PE=1 SV=135.00 0.00

TRINITY_DN40038_c0_g7sp|A8MS85|SPT61_ARATHSPT6 Transcription elongation factor SPT6 homolog OS=Arabidopsis thaliana GN=SPT6 PE=1 SV=135.00 0.00

TRINITY_DN40593_c0_g2sp|Q553U5|CECR1_DICDIDDB_G0275179Adenosine deaminase CECR1 homolog OS=Dictyostelium discoideum GN=DDB_G0275179 PE=2 SV=135.00 0.00

TRINITY_DN40690_c1_g7sp|Q9LT02|PDR2_ARATHPDR2 Probable manganese-transporting ATPase PDR2 OS=Arabidopsis thaliana GN=PDR2 PE=1 SV=135.00 0.00

TRINITY_DN41666_c0_g2sp|O94168|SNF1_CANTRSNF1 Carbon catabolite-derepressing protein kinase OS=Candida tropicalis GN=SNF1 PE=3 SV=135.00 0.00

TRINITY_DN41678_c0_g1sp|Q9UJT1|TBD_HUMANTUBD1 Tubulin delta chain OS=Homo sapiens GN=TUBD1 PE=2 SV=235.00 0.00

TRINITY_DN42315_c0_g3sp|Q9VB98|Y5521_DROMECG5521 Probable Rho GTPase-activating protein CG5521 OS=Drosophila melanogaster GN=CG5521 PE=1 SV=235.00 0.00

TRINITY_DN43121_c0_g7sp|O13737|YDR2_SCHPOSPAC16E8.02Uncharacterized endoplasmic reticulum membrane protein C16E8.02 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC16E8.02 PE=4 SV=235.00 0.00

TRINITY_DN43335_c1_g3sp|Q4U2R1|HERC2_MOUSEHerc2 E3 ubiquitin-protein ligase HERC2 OS=Mus musculus GN=Herc2 PE=1 SV=335.00 0.00

TRINITY_DN44139_c0_g4sp|Q9UR17|VTC1_SCHPOnrf1 Vacuolar transporter chaperone 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nrf1 PE=2 SV=135.00 0.00

TRINITY_DN44829_c1_g2sp|Q8CGS5|RNZ2_RATElac2 Zinc phosphodiesterase ELAC protein 2 OS=Rattus norvegicus GN=Elac2 PE=1 SV=135.00 0.00

TRINITY_DN44982_c0_g2sp|Q29458|LIPG_BOVINLIPF Gastric triacylglycerol lipase OS=Bos taurus GN=LIPF PE=1 SV=135.00 0.00

TRINITY_DN45108_c0_g3sp|P41891|GAR2_SCHPOgar2 Protein gar2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gar2 PE=1 SV=235.00 0.00

TRINITY_DN45121_c0_g1sp|O74985|NAT1_SCHPOnat1 N-terminal acetyltransferase A complex subunit nat1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nat1 PE=1 SV=135.00 0.00

TRINITY_DN45448_c0_g2sp|Q86JM3|RPC6_DICDIpolr3f DNA-directed RNA polymerase III subunit rpc6 OS=Dictyostelium discoideum GN=polr3f PE=3 SV=135.00 0.00

TRINITY_DN45618_c0_g1sp|Q8L7M4|SDN5_ARATHSDN5 Small RNA degrading nuclease 5 OS=Arabidopsis thaliana GN=SDN5 PE=2 SV=235.00 0.00

TRINITY_DN46495_c0_g3sp|Q54EH2|RPAB1_DICDIpolr2e DNA-directed RNA polymerases I, II, and III subunit rpabc1 OS=Dictyostelium discoideum GN=polr2e PE=3 SV=235.00 0.00

TRINITY_DN46829_c1_g1sp|Q8R3C6|RBM19_MOUSERbm19 Probable RNA-binding protein 19 OS=Mus musculus GN=Rbm19 PE=1 SV=135.00 0.00

TRINITY_DN46967_c0_g5sp|P36018|YPT52_YEASTYPT52 GTP-binding protein YPT52 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPT52 PE=1 SV=135.00 0.00

TRINITY_DN47565_c0_g1sp|Q949V6|ARI1_ARATHARI1 Probable E3 ubiquitin-protein ligase ARI1 OS=Arabidopsis thaliana GN=ARI1 PE=2 SV=135.00 0.00

TRINITY_DN48125_c0_g1sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=235.00 0.00

TRINITY_DN48140_c1_g4sp|Q8N6M9|ZFN2A_HUMANZFAND2A AN1-type zinc finger protein 2A OS=Homo sapiens GN=ZFAND2A PE=2 SV=235.00 0.00

TRINITY_DN48463_c0_g1sp|Q75HZ9|SPS2_ORYSJSPS2 Solanesyl-diphosphate synthase 2, chloroplastic OS=Oryza sativa subsp. japonica GN=SPS2 PE=1 SV=235.00 0.00

TRINITY_DN48498_c0_g2sp|Q38997|KIN10_ARATHKIN10 SNF1-related protein kinase catalytic subunit alpha KIN10 OS=Arabidopsis thaliana GN=KIN10 PE=1 SV=235.00 0.00

TRINITY_DN48776_c0_g3sp|Q5HN29|PCRA_STAEQpcrA ATP-dependent DNA helicase PcrA OS=Staphylococcus epidermidis (strain ATCC 35984 / RP62A) GN=pcrA PE=3 SV=135.00 0.00

TRINITY_DN49211_c1_g1sp|Q9FG38|SNX1_ARATHSNX1 Sorting nexin 1 OS=Arabidopsis thaliana GN=SNX1 PE=1 SV=135.00 0.00

TRINITY_DN49296_c0_g5sp|Q93YS4|AB22G_ARATHABCG22 ABC transporter G family member 22 OS=Arabidopsis thaliana GN=ABCG22 PE=1 SV=135.00 0.00

TRINITY_DN49664_c0_g4sp|Q5AG71|HSL1_CANALHSL1 Serine/threonine-protein kinase HSL1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=HSL1 PE=1 SV=135.00 0.00

TRINITY_DN49955_c1_g1sp|Q82WZ5|RLUD_NITEUrluD Ribosomal large subunit pseudouridine synthase D OS=Nitrosomonas europaea (strain ATCC 19718 / CIP 103999 / KCTC 2705 / NBRC 14298) GN=rluD PE=3 SV=135.00 0.00

TRINITY_DN50827_c0_g2sp|Q8T8P3|ABCD2_DICDIabcD2 ABC transporter D family member 2 OS=Dictyostelium discoideum GN=abcD2 PE=3 SV=135.00 0.00

TRINITY_DN50902_c0_g1sp|O80492|P2C05_ARATHAt1g09160Probable protein phosphatase 2C 5 OS=Arabidopsis thaliana GN=At1g09160 PE=2 SV=135.00 0.00

TRINITY_DN50977_c0_g3sp|A4YI89|HPCD_METS5Msed_20013-hydroxypropionyl-coenzyme A dehydratase OS=Metallosphaera sedula (strain ATCC 51363 / DSM 5348 / JCM 9185 / NBRC 15509 / TH2) GN=Msed_2001 PE=1 SV=135.00 0.00

TRINITY_DN51616_c2_g5sp|P22278|RAS1_MUCCLRAS1 Ras-like protein 1 OS=Mucor circinelloides f. lusitanicus GN=RAS1 PE=2 SV=135.00 0.00



TRINITY_DN52276_c2_g1sp|Q9SR77|HBPL1_ARATHAt3g10130Heme-binding-like protein At3g10130, chloroplastic OS=Arabidopsis thaliana GN=At3g10130 PE=2 SV=135.00 0.00

TRINITY_DN23416_c0_g2sp|Q5ZKB7|AT134_CHICKATP13A4 Probable cation-transporting ATPase 13A4 OS=Gallus gallus GN=ATP13A4 PE=2 SV=134.90 0.00

TRINITY_DN25817_c0_g1sp|Q8L9C4|KCR1_ARATHKCR1 Very-long-chain 3-oxoacyl-CoA reductase 1 OS=Arabidopsis thaliana GN=KCR1 PE=1 SV=134.90 0.00

TRINITY_DN30266_c0_g1sp|Q03529|SCS7_YEASTSCS7 Ceramide very long chain fatty acid hydroxylase SCS7 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SCS7 PE=1 SV=134.90 0.00

TRINITY_DN30878_c0_g2sp|A1L272|S29A4_DANREslc29a4 Equilibrative nucleoside transporter 4 OS=Danio rerio GN=slc29a4 PE=2 SV=134.90 0.00

TRINITY_DN33094_c0_g1sp|Q566R0|THEM4_RATThem4 Acyl-coenzyme A thioesterase THEM4 OS=Rattus norvegicus GN=Them4 PE=2 SV=134.90 0.00

TRINITY_DN34324_c1_g1sp|P35182|PP2C1_YEASTPTC1 Protein phosphatase 2C homolog 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PTC1 PE=1 SV=134.90 0.00

TRINITY_DN34776_c0_g7sp|Q59VN2|H31_CANALHHT1 Histone H3.1/H3.2 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=HHT1 PE=3 SV=334.90 0.00

TRINITY_DN34971_c0_g1sp|Q28IV8|NGDN_XENTRngdn Neuroguidin OS=Xenopus tropicalis GN=ngdn PE=2 SV=134.90 0.00

TRINITY_DN35866_c0_g3sp|Q04108|PR04_SOLLC- Pathogenesis-related leaf protein 4 OS=Solanum lycopersicum PE=2 SV=134.90 0.00

TRINITY_DN35925_c0_g1sp|Q96G75|RMD5B_HUMANRMND5B Protein RMD5 homolog B OS=Homo sapiens GN=RMND5B PE=1 SV=134.90 0.00

TRINITY_DN36156_c0_g7sp|Q63454|MK04_RATMapk4 Mitogen-activated protein kinase 4 (Fragment) OS=Rattus norvegicus GN=Mapk4 PE=1 SV=134.90 0.00

TRINITY_DN36579_c0_g1sp|Q55F42|ATPD_DICDIatp5D ATP synthase subunit delta, mitochondrial OS=Dictyostelium discoideum GN=atp5D PE=3 SV=134.90 0.00

TRINITY_DN36592_c0_g1sp|Q8GYA6|PS13B_ARATHRPN9B 26S proteasome non-ATPase regulatory subunit 13 homolog B OS=Arabidopsis thaliana GN=RPN9B PE=1 SV=134.90 0.00

TRINITY_DN36745_c0_g1sp|Q40153|LE14B_LITER- LEC14B protein OS=Lithospermum erythrorhizon PE=2 SV=134.90 0.00

TRINITY_DN36970_c1_g2sp|O94432|YHKF_SCHPOSPBC660.15Uncharacterized RNA-binding protein C660.15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC660.15 PE=3 SV=134.90 0.00

TRINITY_DN37089_c0_g3sp|Q8LF97|ASK21_ARATHASK21 SKP1-like protein 21 OS=Arabidopsis thaliana GN=ASK21 PE=2 SV=134.90 0.00

TRINITY_DN37948_c0_g3sp|Q9FE58|RL223_ARATHRPL22C 60S ribosomal protein L22-3 OS=Arabidopsis thaliana GN=RPL22C PE=2 SV=134.90 0.00

TRINITY_DN38239_c0_g7sp|O18823|AOAH_RABITAOAH Acyloxyacyl hydrolase OS=Oryctolagus cuniculus GN=AOAH PE=2 SV=134.90 0.00

TRINITY_DN38267_c0_g1sp|Q9JKX4|AATF_MOUSEAatf Protein AATF OS=Mus musculus GN=Aatf PE=1 SV=134.90 0.00

TRINITY_DN38434_c0_g1sp|F4K265|AT101_ARATHATG101 Autophagy-related protein 101 OS=Arabidopsis thaliana GN=ATG101 PE=1 SV=134.90 0.00

TRINITY_DN38534_c1_g2sp|Q9P4R4|LYS9_MAGO7LYS3 Saccharopine dehydrogenase [NADP(+), L-glutamate-forming] OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=LYS3 PE=1 SV=234.90 0.00

TRINITY_DN39066_c1_g2sp|O22928|PUSH_ARATHAt2g30320Putative tRNA pseudouridine synthase OS=Arabidopsis thaliana GN=At2g30320 PE=3 SV=134.90 0.00

TRINITY_DN39442_c0_g1sp|O00519|FAAH1_HUMANFAAH Fatty-acid amide hydrolase 1 OS=Homo sapiens GN=FAAH PE=1 SV=234.90 0.00

TRINITY_DN39502_c0_g7sp|Q2QKL5|PCS3_LOTJAPCS3 Glutathione gamma-glutamylcysteinyltransferase 3 OS=Lotus japonicus GN=PCS3 PE=2 SV=134.90 0.00

TRINITY_DN39733_c0_g1sp|Q9P4V2|AGM1_CANAXAGM1 Phosphoacetylglucosamine mutase OS=Candida albicans GN=AGM1 PE=1 SV=134.90 0.00

TRINITY_DN39788_c0_g1sp|Q55486|SYR_SYNY3argS Arginine--tRNA ligase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=argS PE=3 SV=134.90 0.00

TRINITY_DN39962_c0_g4sp|Q9P7Q7|MAK1_SCHPOmak1 Peroxide stress-activated histidine kinase mak1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak1 PE=3 SV=134.90 0.00

TRINITY_DN40351_c1_g1sp|Q94DB8|PT111_ORYSJPHT1-11 Inorganic phosphate transporter 1-11 OS=Oryza sativa subsp. japonica GN=PHT1-11 PE=2 SV=134.90 0.00

TRINITY_DN40600_c0_g2sp|Q0D9V6|STAR1_ORYSJSTAR1 Protein STAR1 OS=Oryza sativa subsp. japonica GN=STAR1 PE=1 SV=134.90 0.00

TRINITY_DN42059_c0_g2sp|Q94CS9|TIP12_ORYSJTIP1-2 Probable aquaporin TIP1-2 OS=Oryza sativa subsp. japonica GN=TIP1-2 PE=2 SV=134.90 0.00

TRINITY_DN42473_c1_g5sp|B0G180|SPCS3_DICDIspcs3 Signal peptidase complex subunit 3 OS=Dictyostelium discoideum GN=spcs3 PE=3 SV=134.90 0.00

TRINITY_DN42783_c0_g2sp|Q8CGC6|RBM28_MOUSERbm28 RNA-binding protein 28 OS=Mus musculus GN=Rbm28 PE=1 SV=434.90 0.00

TRINITY_DN42950_c1_g1sp|P37890|CBP1_ORYSJCBP1 Serine carboxypeptidase 1 OS=Oryza sativa subsp. japonica GN=CBP1 PE=2 SV=134.90 0.00

TRINITY_DN43696_c1_g7sp|Q68CP4|HGNAT_HUMANHGSNAT Heparan-alpha-glucosaminide N-acetyltransferase OS=Homo sapiens GN=HGSNAT PE=1 SV=234.90 0.00

TRINITY_DN43752_c2_g3sp|Q9LDK9|APBLA_ARATHBETAA-ADBeta-adaptin-like protein A OS=Arabidopsis thaliana GN=BETAA-AD PE=1 SV=134.90 0.00

TRINITY_DN43848_c0_g8sp|Q6C7U8|PHO85_YARLIPHO85 Negative regulator of the PHO system OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=PHO85 PE=3 SV=134.90 0.00

TRINITY_DN43855_c0_g4sp|Q5KQL9|CMT2_ORYSJCMT2 DNA (cytosine-5)-methyltransferase CMT2 OS=Oryza sativa subsp. japonica GN=CMT2 PE=2 SV=234.90 0.00

TRINITY_DN44188_c0_g2sp|Q500U8|TKPR1_ARATHTKPR1 Tetraketide alpha-pyrone reductase 1 OS=Arabidopsis thaliana GN=TKPR1 PE=1 SV=134.90 0.00

TRINITY_DN44196_c0_g1sp|P54644|KRAC_DICDIpkbA RAC family serine/threonine-protein kinase homolog OS=Dictyostelium discoideum GN=pkbA PE=1 SV=134.90 0.00

TRINITY_DN44374_c0_g3sp|P00428|COX5B_BOVINCOX5B Cytochrome c oxidase subunit 5B, mitochondrial OS=Bos taurus GN=COX5B PE=1 SV=234.90 0.00

TRINITY_DN44413_c1_g6sp|Q8RWL2|CDPKT_ARATHCPK29 Calcium-dependent protein kinase 29 OS=Arabidopsis thaliana GN=CPK29 PE=2 SV=234.90 0.00

TRINITY_DN44779_c2_g4sp|Q0ZDF7|URAD_AMICAurad 2-oxo-4-hydroxy-4-carboxy-5-ureidoimidazoline decarboxylase OS=Amia calva GN=urad PE=3 SV=134.90 0.00

TRINITY_DN46658_c1_g1sp|P14802|YOXD_BACSUyoxD Uncharacterized oxidoreductase YoxD OS=Bacillus subtilis (strain 168) GN=yoxD PE=3 SV=234.90 0.00

TRINITY_DN46778_c0_g3sp|Q5M947|RRP15_RATRrp15 RRP15-like protein OS=Rattus norvegicus GN=Rrp15 PE=1 SV=134.90 0.00

TRINITY_DN47580_c0_g1sp|P32392|ARP3_DROMEArp3 Actin-related protein 3 OS=Drosophila melanogaster GN=Arp3 PE=2 SV=334.90 0.00

TRINITY_DN48043_c0_g1sp|Q9XTQ6|TBH1_CAEELtbh-1 Tyramine beta-hydroxylase OS=Caenorhabditis elegans GN=tbh-1 PE=1 SV=334.90 0.00

TRINITY_DN48077_c0_g3sp|Q99JN2|KLH22_MOUSEKlhl22 Kelch-like protein 22 OS=Mus musculus GN=Klhl22 PE=1 SV=134.90 0.00

TRINITY_DN48182_c1_g2sp|Q9ZRD6|YKT61_ARATHYKT61 VAMP-like protein YKT61 OS=Arabidopsis thaliana GN=YKT61 PE=2 SV=134.90 0.00

TRINITY_DN48313_c2_g2sp|Q5R966|ZFN2A_PONABZFAND2A AN1-type zinc finger protein 2A OS=Pongo abelii GN=ZFAND2A PE=3 SV=134.90 0.00

TRINITY_DN48343_c1_g5sp|P34101|FHKC_DICDIfhkC Probable serine/threonine-protein kinase fhkC OS=Dictyostelium discoideum GN=fhkC PE=3 SV=234.90 0.00

TRINITY_DN48807_c0_g1sp|Q09504|YQI2_CAEELC45G9.2 Uncharacterized tRNA-dihydrouridine synthase-like protein C45G9.2 OS=Caenorhabditis elegans GN=C45G9.2 PE=3 SV=234.90 0.00

TRINITY_DN49879_c1_g1sp|Q54NL4|VMP1_DICDIvmp1 Vacuole membrane protein 1 homolog OS=Dictyostelium discoideum GN=vmp1 PE=3 SV=134.90 0.00

TRINITY_DN51398_c2_g1sp|Q5F3K0|TTC27_CHICKTTC27 Tetratricopeptide repeat protein 27 OS=Gallus gallus GN=TTC27 PE=2 SV=134.90 0.00

TRINITY_DN51502_c1_g1sp|Q22000|PDE4_CAEELpde-4 Probable 3',5'-cyclic phosphodiesterase pde-4 OS=Caenorhabditis elegans GN=pde-4 PE=3 SV=234.90 0.00

TRINITY_DN52251_c0_g2sp|Q6NMN6|SPNS1_ARATHAt5g65687Probable sphingolipid transporter spinster homolog 1 OS=Arabidopsis thaliana GN=At5g65687 PE=1 SV=134.90 0.00



TRINITY_DN52387_c0_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=134.90 0.00

TRINITY_DN15258_c0_g1sp|Q9XWV2|PLBL1_CAEELY37D8A.2Putative phospholipase B-like 1 OS=Caenorhabditis elegans GN=Y37D8A.2 PE=1 SV=134.80 0.00

TRINITY_DN2208_c0_g1sp|Q90257|ES1_DANREes1 ES1 protein, mitochondrial OS=Danio rerio GN=es1 PE=2 SV=134.80 0.00

TRINITY_DN26196_c0_g1sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=134.80 0.00

TRINITY_DN2876_c0_g1sp|P58215|LOXL3_HUMANLOXL3 Lysyl oxidase homolog 3 OS=Homo sapiens GN=LOXL3 PE=2 SV=134.80 0.00

TRINITY_DN31326_c0_g1sp|Q8WVJ2|NUDC2_HUMANNUDCD2 NudC domain-containing protein 2 OS=Homo sapiens GN=NUDCD2 PE=1 SV=134.80 0.00

TRINITY_DN3175_c0_g1sp|Q86CR8|ATG8_DICDIatg8 Autophagy-related protein 8 OS=Dictyostelium discoideum GN=atg8 PE=2 SV=134.80 0.00

TRINITY_DN33044_c0_g2sp|Q6MC72|AMPA_PARUWpepA Probable cytosol aminopeptidase OS=Protochlamydia amoebophila (strain UWE25) GN=pepA PE=3 SV=134.80 0.00

TRINITY_DN34067_c0_g3sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=134.80 0.00

TRINITY_DN34885_c0_g2sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=334.80 0.00

TRINITY_DN35254_c0_g5sp|Q969H6|POP5_HUMANPOP5 Ribonuclease P/MRP protein subunit POP5 OS=Homo sapiens GN=POP5 PE=1 SV=134.80 0.00

TRINITY_DN35328_c0_g2sp|Q652Z7|P2C55_ORYSJOs06g0526700Probable protein phosphatase 2C 55 OS=Oryza sativa subsp. japonica GN=Os06g0526700 PE=2 SV=234.80 0.00

TRINITY_DN35330_c0_g7sp|Q96QE3|ATAD5_HUMANATAD5 ATPase family AAA domain-containing protein 5 OS=Homo sapiens GN=ATAD5 PE=1 SV=434.80 0.00

TRINITY_DN35427_c1_g2sp|A8FHS1|PPAX_BACP2ppaX Pyrophosphatase PpaX OS=Bacillus pumilus (strain SAFR-032) GN=ppaX PE=3 SV=134.80 0.00

TRINITY_DN36143_c0_g3sp|P27643|SP5K_BACSUspoVK Stage V sporulation protein K OS=Bacillus subtilis (strain 168) GN=spoVK PE=2 SV=334.80 0.00

TRINITY_DN36708_c0_g2sp|Q86S40|ADPGK_CAEELC50D2.7 Probable ADP-dependent glucokinase OS=Caenorhabditis elegans GN=C50D2.7 PE=1 SV=134.80 0.00

TRINITY_DN36731_c1_g6sp|Q55BZ5|DCD1A_DICDIdcd1A Protein dcd1A OS=Dictyostelium discoideum GN=dcd1A PE=2 SV=134.80 0.00

TRINITY_DN36793_c0_g6sp|Q9VIW3|RAGP1_DROMERanGAP Ran GTPase-activating protein OS=Drosophila melanogaster GN=RanGAP PE=1 SV=134.80 0.00

TRINITY_DN36844_c0_g2sp|Q55682|Y021_SYNY3slr0021 Putative protease slr0021 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0021 PE=3 SV=134.80 0.00

TRINITY_DN37204_c0_g2sp|Q54F23|MROH1_DICDImroh1 Maestro heat-like repeat-containing protein family member 1 OS=Dictyostelium discoideum GN=mroh1 PE=4 SV=134.80 0.00

TRINITY_DN37242_c0_g2sp|O31634|YJCL_BACSUyjcL Uncharacterized membrane protein YjcL OS=Bacillus subtilis (strain 168) GN=yjcL PE=4 SV=134.80 0.00

TRINITY_DN38003_c0_g3sp|Q6CFJ0|FIS1_YARLIFIS1 Mitochondria fission 1 protein OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=FIS1 PE=3 SV=234.80 0.00

TRINITY_DN38085_c1_g1sp|Q8YSU5|Y2987_NOSS1alr2987 UPF0187 protein alr2987 OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=alr2987 PE=3 SV=134.80 0.00

TRINITY_DN38400_c0_g9sp|A2VDU3|M3K7_BOVINMAP3K7 Mitogen-activated protein kinase kinase kinase 7 OS=Bos taurus GN=MAP3K7 PE=2 SV=134.80 0.00

TRINITY_DN38428_c0_g2sp|Q6GLW1|THO4B_XENLAalyref-bTHO complex subunit 4-B OS=Xenopus laevis GN=alyref-b PE=2 SV=134.80 0.00

TRINITY_DN38584_c0_g1sp|Q80LP4|CATV_NPVAHVCATH Viral cathepsin OS=Adoxophyes honmai nucleopolyhedrovirus GN=VCATH PE=3 SV=134.80 0.00

TRINITY_DN39299_c0_g4sp|A1YVX4|KDM5C_PIGKDM5C Lysine-specific demethylase 5C OS=Sus scrofa GN=KDM5C PE=2 SV=134.80 0.00

TRINITY_DN39479_c0_g1sp|Q8NE86|MCU_HUMANMCU Calcium uniporter protein, mitochondrial OS=Homo sapiens GN=MCU PE=1 SV=134.80 0.00

TRINITY_DN39486_c0_g3sp|Q7Z739|YTHD3_HUMANYTHDF3 YTH domain-containing family protein 3 OS=Homo sapiens GN=YTHDF3 PE=1 SV=134.80 0.00

TRINITY_DN39752_c1_g9sp|Q55CB8|RASX_DICDIrasX Ras-like protein rasX OS=Dictyostelium discoideum GN=rasX PE=3 SV=134.80 0.00

TRINITY_DN40379_c0_g1sp|Q6P0I8|EXOS6_DANREexosc6 Exosome complex component MTR3 OS=Danio rerio GN=exosc6 PE=2 SV=234.80 0.00

TRINITY_DN40823_c0_g2sp|Q8L540|LTO1_ARATHLTO1 Thiol-disulfide oxidoreductase LTO1 OS=Arabidopsis thaliana GN=LTO1 PE=1 SV=134.80 0.00

TRINITY_DN41124_c0_g4sp|Q54BD4|STATC_DICDIdstC Signal transducer and activator of transcription C OS=Dictyostelium discoideum GN=dstC PE=1 SV=134.80 0.00

TRINITY_DN41276_c0_g1sp|Q18161|YBPT_CAEELC25E10.12UPF0046 protein C25E10.12 OS=Caenorhabditis elegans GN=C25E10.12 PE=3 SV=134.80 0.00

TRINITY_DN41694_c0_g3sp|Q6H7U5|CIPKQ_ORYSJCIPK26 CBL-interacting protein kinase 26 OS=Oryza sativa subsp. japonica GN=CIPK26 PE=2 SV=134.80 0.00

TRINITY_DN42463_c1_g2sp|P09102|PDIA1_CHICKP4HB Protein disulfide-isomerase OS=Gallus gallus GN=P4HB PE=1 SV=334.80 0.00

TRINITY_DN43683_c0_g3sp|Q93YW7|CLS_ARATHCLS Cardiolipin synthase (CMP-forming), mitochondrial OS=Arabidopsis thaliana GN=CLS PE=1 SV=134.80 0.00

TRINITY_DN44682_c0_g1sp|Q54DW2|ERGI3_DICDIergic3 Probable endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Dictyostelium discoideum GN=ergic3 PE=3 SV=134.80 0.00

TRINITY_DN44741_c0_g4sp|Q54NX0|SPB1_DICDIfsjC Putative rRNA methyltransferase OS=Dictyostelium discoideum GN=fsjC PE=3 SV=134.80 0.00

TRINITY_DN44916_c0_g5sp|P74261|Y1673_SYNY3slr1673 Uncharacterized tRNA/rRNA methyltransferase slr1673 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr1673 PE=3 SV=134.80 0.00

TRINITY_DN45079_c0_g6sp|Q8LF41|TFB4_ARATHTFB4 RNA polymerase II transcription factor B subunit 4 OS=Arabidopsis thaliana GN=TFB4 PE=2 SV=134.80 0.00

TRINITY_DN45154_c0_g2sp|Q9QYF1|RDH11_MOUSERdh11 Retinol dehydrogenase 11 OS=Mus musculus GN=Rdh11 PE=1 SV=234.80 0.00

TRINITY_DN46105_c0_g3sp|B3MF31|ANM7_DROANArt7 Protein arginine N-methyltransferase 7 OS=Drosophila ananassae GN=Art7 PE=3 SV=134.80 0.00

TRINITY_DN46500_c0_g4sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=134.80 0.00

TRINITY_DN46905_c1_g2sp|Q6NZJ6|IF4G1_MOUSEEif4g1 Eukaryotic translation initiation factor 4 gamma 1 OS=Mus musculus GN=Eif4g1 PE=1 SV=134.80 0.00

TRINITY_DN47108_c1_g8sp|A6RBW9|MKAR_AJECNHCAG_07127Very-long-chain 3-oxoacyl-CoA reductase OS=Ajellomyces capsulatus (strain NAm1 / WU24) GN=HCAG_07127 PE=3 SV=134.80 0.00

TRINITY_DN47273_c0_g1sp|Q8GUG7|RH50_ARATHRH50 DEAD-box ATP-dependent RNA helicase 50 OS=Arabidopsis thaliana GN=RH50 PE=2 SV=234.80 0.00

TRINITY_DN48092_c0_g5sp|P46063|RECQ1_HUMANRECQL ATP-dependent DNA helicase Q1 OS=Homo sapiens GN=RECQL PE=1 SV=334.80 0.00

TRINITY_DN48194_c0_g2sp|Q9H1A4|APC1_HUMANANAPC1 Anaphase-promoting complex subunit 1 OS=Homo sapiens GN=ANAPC1 PE=1 SV=134.80 0.00

TRINITY_DN48282_c1_g1sp|P35659|DEK_HUMANDEK Protein DEK OS=Homo sapiens GN=DEK PE=1 SV=134.80 0.00

TRINITY_DN49326_c0_g9sp|O95822|DCMC_HUMANMLYCD Malonyl-CoA decarboxylase, mitochondrial OS=Homo sapiens GN=MLYCD PE=1 SV=334.80 0.00

TRINITY_DN49671_c1_g6sp|Q9Y0A1|ITPR_CAEELitr-1 Inositol 1,4,5-trisphosphate receptor itr-1 OS=Caenorhabditis elegans GN=itr-1 PE=1 SV=134.80 0.00

TRINITY_DN49808_c0_g5sp|Q75DY2|RIFK_ASHGOFMN1 Riboflavin kinase OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=FMN1 PE=3 SV=234.80 0.00

TRINITY_DN50330_c0_g1sp|Q9LIH6|UNG_ARATHUNG Uracil-DNA glycosylase, mitochondrial OS=Arabidopsis thaliana GN=UNG PE=1 SV=134.80 0.00

TRINITY_DN50653_c1_g2sp|Q55C16|UBA1_DICDIuba1 Ubiquitin-like modifier-activating enzyme 1 OS=Dictyostelium discoideum GN=uba1 PE=3 SV=134.80 0.00

TRINITY_DN50905_c0_g2sp|Q54NP8|KIF4_DICDIkif4 Kinesin-related protein 4 OS=Dictyostelium discoideum GN=kif4 PE=2 SV=134.80 0.00



TRINITY_DN51146_c1_g2sp|Q63415|PCSK6_RATPcsk6 Proprotein convertase subtilisin/kexin type 6 OS=Rattus norvegicus GN=Pcsk6 PE=1 SV=134.80 0.00

TRINITY_DN51181_c0_g1sp|Q9ZU50|BAT1_ARATHBAT1 Amino-acid permease BAT1 OS=Arabidopsis thaliana GN=BAT1 PE=2 SV=234.80 0.00

TRINITY_DN51231_c0_g4sp|Q8BYN3|ITPK1_MOUSEItpk1 Inositol-tetrakisphosphate 1-kinase OS=Mus musculus GN=Itpk1 PE=2 SV=134.80 0.00

TRINITY_DN51494_c1_g1sp|O22025|CFXQ_CYAM1cfxQ Protein CfxQ homolog OS=Cyanidioschyzon merolae (strain 10D) GN=cfxQ PE=3 SV=234.80 0.00

TRINITY_DN51536_c1_g1sp|Q6DFV1|CNDG2_MOUSENcapg2 Condensin-2 complex subunit G2 OS=Mus musculus GN=Ncapg2 PE=1 SV=234.80 0.00

TRINITY_DN51715_c0_g14sp|Q9S9W2|SDRA_ARATHSDRA Short-chain dehydrogenase/reductase SDRA OS=Arabidopsis thaliana GN=SDRA PE=1 SV=134.80 0.00

TRINITY_DN51799_c0_g1sp|Q5BPL5|EI24_ARATHAt4g06676Protein EI24 homolog OS=Arabidopsis thaliana GN=At4g06676 PE=2 SV=134.80 0.00

TRINITY_DN5635_c0_g1sp|P43524|CYAA_ANACYcya Adenylate cyclase OS=Anabaena cylindrica GN=cya PE=3 SV=134.80 0.00

TRINITY_DN5879_c0_g1sp|Q6B9X6|VWKA_DICDIvwkA Alpha-protein kinase vwkA OS=Dictyostelium discoideum GN=vwkA PE=1 SV=134.80 0.00

TRINITY_DN26596_c0_g1sp|Q94A34|SFH12_ARATHSFH12 Phosphatidylinositol/phosphatidylcholine transfer protein SFH12 OS=Arabidopsis thaliana GN=SFH12 PE=2 SV=134.70 0.00

TRINITY_DN27867_c0_g2sp|Q9FVR6|Y1222_ARATHAt1g32220Uncharacterized protein At1g32220, chloroplastic OS=Arabidopsis thaliana GN=At1g32220 PE=2 SV=134.70 0.00

TRINITY_DN29117_c0_g1sp|Q8VYA5|RSZ33_ARATHRS2Z33 Serine/arginine-rich splicing factor RS2Z33 OS=Arabidopsis thaliana GN=RS2Z33 PE=1 SV=134.70 0.00

TRINITY_DN29158_c0_g2sp|Q5P4D0|GATA_AROAEgatA Glutamyl-tRNA(Gln) amidotransferase subunit A OS=Aromatoleum aromaticum (strain EbN1) GN=gatA PE=3 SV=134.70 0.00

TRINITY_DN30242_c0_g2sp|Q9ESW8|PGPI_MOUSEPgpep1 Pyroglutamyl-peptidase 1 OS=Mus musculus GN=Pgpep1 PE=1 SV=134.70 0.00

TRINITY_DN32579_c0_g1sp|Q8BIY1|GPTC3_MOUSEGpatch3 G patch domain-containing protein 3 OS=Mus musculus GN=Gpatch3 PE=2 SV=134.70 0.00

TRINITY_DN33658_c0_g1sp|O82756|RBL7_ARATHRBL7 RHOMBOID-like protein 7 OS=Arabidopsis thaliana GN=RBL7 PE=3 SV=134.70 0.00

TRINITY_DN34448_c0_g1sp|Q29290|CYTB_PIGCSTB Cystatin-B OS=Sus scrofa GN=CSTB PE=1 SV=134.70 0.00

TRINITY_DN34491_c0_g1sp|Q6IVW0|IFT57_DANREift57 Intraflagellar transport protein 57 homolog OS=Danio rerio GN=ift57 PE=2 SV=134.70 0.00

TRINITY_DN34572_c0_g1sp|P23796|RIT1_YEASTRIT1 tRNA A64-2'-O-ribosylphosphate transferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RIT1 PE=1 SV=334.70 0.00

TRINITY_DN34933_c0_g7sp|P63390|YHES_ECO57yheS Uncharacterized ABC transporter ATP-binding protein YheS OS=Escherichia coli O157:H7 GN=yheS PE=3 SV=134.70 0.00

TRINITY_DN34998_c0_g1sp|Q5ZIK9|COPE_CHICKCOPE Coatomer subunit epsilon OS=Gallus gallus GN=COPE PE=2 SV=134.70 0.00

TRINITY_DN35254_c0_g3sp|P30855|EVGS_ECOLIevgS Sensor protein EvgS OS=Escherichia coli (strain K12) GN=evgS PE=1 SV=234.70 0.00

TRINITY_DN35733_c0_g1sp|O34614|YTQB_BACSUytqB Putative rRNA methylase YtqB OS=Bacillus subtilis (strain 168) GN=ytqB PE=3 SV=134.70 0.00

TRINITY_DN35969_c0_g1sp|Q920Q6|MSI2H_MOUSEMsi2 RNA-binding protein Musashi homolog 2 OS=Mus musculus GN=Msi2 PE=1 SV=134.70 0.00

TRINITY_DN36056_c0_g4sp|Q9FIR0|ATL30_ARATHATL30 RING-H2 finger protein ATL30 OS=Arabidopsis thaliana GN=ATL30 PE=2 SV=134.70 0.00

TRINITY_DN36427_c0_g1sp|Q8VEB4|PAG15_MOUSEPla2g15 Group XV phospholipase A2 OS=Mus musculus GN=Pla2g15 PE=1 SV=134.70 0.00

TRINITY_DN36857_c0_g12sp|Q9AV81|PRP19_ORYSJPRP19 Pre-mRNA-processing factor 19 OS=Oryza sativa subsp. japonica GN=PRP19 PE=2 SV=134.70 0.00

TRINITY_DN36929_c0_g1sp|Q2UN31|PMIP_ASPORoct1 Mitochondrial intermediate peptidase OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=oct1 PE=3 SV=134.70 0.00

TRINITY_DN37083_c0_g2sp|Q9GV16|EGCSE_CYANO- Endoglycoceramidase OS=Cyanea nozakii PE=1 SV=134.70 0.00

TRINITY_DN37092_c0_g2sp|Q9M2D2|YU88_ARATHAt3g61320UPF0187 protein At3g61320, chloroplastic OS=Arabidopsis thaliana GN=At3g61320 PE=2 SV=234.70 0.00

TRINITY_DN37499_c0_g3sp|Q9FVW4|RENT3_ARATHUPF3 Regulator of nonsense transcripts UPF3 OS=Arabidopsis thaliana GN=UPF3 PE=1 SV=134.70 0.00

TRINITY_DN38039_c0_g1sp|Q99LJ2|ABTB1_MOUSEAbtb1 Ankyrin repeat and BTB/POZ domain-containing protein 1 OS=Mus musculus GN=Abtb1 PE=2 SV=134.70 0.00

TRINITY_DN38049_c1_g7sp|Q6TAS3|ADCS_SOLLCADCS Aminodeoxychorismate synthase, chloroplastic OS=Solanum lycopersicum GN=ADCS PE=2 SV=134.70 0.00

TRINITY_DN38192_c0_g5sp|Q54JC7|Y1197_DICDIDDB_G0288147Probable serine/threonine-protein kinase DDB_G0288147 OS=Dictyostelium discoideum GN=DDB_G0288147 PE=3 SV=134.70 0.00

TRINITY_DN38459_c1_g4sp|Q5SSN7|SFT2A_MOUSESft2d1 Vesicle transport protein SFT2A OS=Mus musculus GN=Sft2d1 PE=1 SV=134.70 0.00

TRINITY_DN38620_c1_g3sp|Q9SCX8|PPA17_ARATHPAP17 Purple acid phosphatase 17 OS=Arabidopsis thaliana GN=PAP17 PE=2 SV=134.70 0.00

TRINITY_DN38696_c0_g8sp|P54677|PI4K_DICDIpikD Phosphatidylinositol 4-kinase OS=Dictyostelium discoideum GN=pikD PE=3 SV=334.70 0.00

TRINITY_DN38830_c0_g2sp|Q54B10|REDA_DICDIredA NADPH oxidoreductase A OS=Dictyostelium discoideum GN=redA PE=2 SV=134.70 0.00

TRINITY_DN39062_c0_g1sp|Q54CT0|COG6_DICDIcog6 Conserved oligomeric Golgi complex subunit 6 OS=Dictyostelium discoideum GN=cog6 PE=3 SV=134.70 0.00

TRINITY_DN39648_c0_g4sp|Q55GN6|Y7588_DICDIDDB_G0267588Probable phosphatidylinositol phosphate kinase DDB_G0267588 OS=Dictyostelium discoideum GN=DDB_G0267588 PE=1 SV=134.70 0.00

TRINITY_DN39978_c1_g2sp|Q8CIF6|SIDT2_MOUSESidt2 SID1 transmembrane family member 2 OS=Mus musculus GN=Sidt2 PE=1 SV=134.70 0.00

TRINITY_DN40167_c0_g1sp|Q8BX57|PXK_MOUSEPxk PX domain-containing protein kinase-like protein OS=Mus musculus GN=Pxk PE=1 SV=234.70 0.00

TRINITY_DN40424_c0_g1sp|Q91XA9|CHIA_MOUSEChia Acidic mammalian chitinase OS=Mus musculus GN=Chia PE=1 SV=234.70 0.00

TRINITY_DN40850_c2_g10sp|Q54DK0|Y9625_DICDIDDB_G0292252Putative protein DDB_G0292252 OS=Dictyostelium discoideum GN=DDB_G0292252 PE=4 SV=134.70 0.00

TRINITY_DN41337_c0_g4sp|Q8LET2|NUD11_ARATHNUDT11 Nudix hydrolase 11 OS=Arabidopsis thaliana GN=NUDT11 PE=1 SV=234.70 0.00

TRINITY_DN41878_c0_g2sp|Q86UW6|N4BP2_HUMANN4BP2 NEDD4-binding protein 2 OS=Homo sapiens GN=N4BP2 PE=1 SV=234.70 0.00

TRINITY_DN41893_c1_g2sp|Q1HFZ0|NSUN2_MOUSENsun2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Mus musculus GN=Nsun2 PE=1 SV=234.70 0.00

TRINITY_DN41976_c0_g3sp|Q5SP67|WDR26_DANREwdr26 WD repeat-containing protein 26 OS=Danio rerio GN=wdr26 PE=1 SV=134.70 0.00

TRINITY_DN42484_c0_g1sp|Q944A6|SNF4_ARATHSNF4 Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana GN=SNF4 PE=1 SV=134.70 0.00

TRINITY_DN42831_c0_g6sp|Q54LC8|COG7_DICDIcog7 Conserved oligomeric Golgi complex subunit 7 OS=Dictyostelium discoideum GN=cog7 PE=3 SV=134.70 0.00

TRINITY_DN43276_c0_g1sp|Q6GLP7|BRD9_XENLAbrd9 Bromodomain-containing protein 9 OS=Xenopus laevis GN=brd9 PE=2 SV=134.70 0.00

TRINITY_DN43583_c0_g1sp|Q9TW28|MYOM_DICDImyoM Myosin-M heavy chain OS=Dictyostelium discoideum GN=myoM PE=1 SV=134.70 0.00

TRINITY_DN43869_c0_g1sp|Q8W5S1|CCH11_ARATHCYCH1-1 Cyclin-H1-1 OS=Arabidopsis thaliana GN=CYCH1-1 PE=1 SV=134.70 0.00

TRINITY_DN43955_c0_g3sp|Q9ESS0|DUS10_MOUSEDusp10 Dual specificity protein phosphatase 10 OS=Mus musculus GN=Dusp10 PE=2 SV=234.70 0.00

TRINITY_DN44087_c0_g5sp|Q8ND76|CCNY_HUMANCCNY Cyclin-Y OS=Homo sapiens GN=CCNY PE=1 SV=234.70 0.00

TRINITY_DN44395_c0_g1sp|Q54BK0|NFX1_DICDInfx1 Transcriptional repressor NF-X1 homolog OS=Dictyostelium discoideum GN=nfx1 PE=3 SV=134.70 0.00



TRINITY_DN45084_c1_g1sp|Q8NFF5|FAD1_HUMANFLAD1 FAD synthase OS=Homo sapiens GN=FLAD1 PE=1 SV=134.70 0.00

TRINITY_DN45668_c1_g3sp|Q61YG1|LMLN_CAEBRCBG03556Leishmanolysin-like peptidase OS=Caenorhabditis briggsae GN=CBG03556 PE=3 SV=234.70 0.00

TRINITY_DN45723_c0_g3sp|Q8BLU2|MT21C_MOUSEMettl21cProtein-lysine methyltransferase METTL21C OS=Mus musculus GN=Mettl21c PE=2 SV=134.70 0.00

TRINITY_DN46496_c0_g1sp|P48027|GACS_PSESYgacS Sensor protein GacS OS=Pseudomonas syringae pv. syringae GN=gacS PE=3 SV=134.70 0.00

TRINITY_DN46847_c0_g5sp|P55495|Y4IL_SINFNNGR_a03210Uncharacterized protein y4iL OS=Sinorhizobium fredii (strain NBRC 101917 / NGR234) GN=NGR_a03210 PE=4 SV=134.70 0.00

TRINITY_DN48378_c1_g3sp|E9L7A5|PAT_PETHY- Bifunctional aspartate aminotransferase and glutamate/aspartate-prephenate aminotransferase OS=Petunia hybrida PE=1 SV=134.70 0.00

TRINITY_DN48632_c0_g3sp|Q8BTU7|RCCD1_MOUSERccd1 RCC1 domain-containing protein 1 OS=Mus musculus GN=Rccd1 PE=2 SV=234.70 0.00

TRINITY_DN48686_c1_g1sp|O80612|APY6_ARATHAPY6 Probable apyrase 6 OS=Arabidopsis thaliana GN=APY6 PE=2 SV=234.70 0.00

TRINITY_DN49032_c0_g6sp|Q9Y296|TPPC4_HUMANTRAPPC4 Trafficking protein particle complex subunit 4 OS=Homo sapiens GN=TRAPPC4 PE=1 SV=134.70 0.00

TRINITY_DN49331_c0_g4sp|P59015|VPS18_DANREvps18 Vacuolar protein sorting-associated protein 18 homolog OS=Danio rerio GN=vps18 PE=2 SV=234.70 0.00

TRINITY_DN49375_c0_g1sp|O14986|PI51B_HUMANPIP5K1B Phosphatidylinositol 4-phosphate 5-kinase type-1 beta OS=Homo sapiens GN=PIP5K1B PE=1 SV=234.70 0.00

TRINITY_DN49618_c0_g2sp|Q5BU09|EAPP_MOUSEEapp E2F-associated phosphoprotein OS=Mus musculus GN=Eapp PE=1 SV=234.70 0.00

TRINITY_DN49911_c0_g2sp|Q8C0K5|GDC_MOUSESlc25a16Graves disease carrier protein homolog OS=Mus musculus GN=Slc25a16 PE=1 SV=134.70 0.00

TRINITY_DN50095_c2_g1sp|P54734|PKNA_NOSS1pknA Serine/threonine-protein kinase PknA OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=pknA PE=3 SV=234.70 0.00

TRINITY_DN50243_c0_g5sp|Q8L5R3|TBCD_ARATHTFCD Tubulin-folding cofactor D OS=Arabidopsis thaliana GN=TFCD PE=2 SV=134.70 0.00

TRINITY_DN50851_c0_g1sp|Q80Y20|ALKB8_MOUSEAlkbh8 Alkylated DNA repair protein alkB homolog 8 OS=Mus musculus GN=Alkbh8 PE=1 SV=134.70 0.00

TRINITY_DN51302_c1_g4sp|O44006|KPYK_EIMTEPYK Pyruvate kinase OS=Eimeria tenella GN=PYK PE=2 SV=134.70 0.00

TRINITY_DN51345_c0_g2sp|A5PKL1|OXR1_BOVINOXR1 Oxidation resistance protein 1 OS=Bos taurus GN=OXR1 PE=2 SV=234.70 0.00

TRINITY_DN51414_c1_g1sp|O05616|VANA_PSEUHvanA Vanillate O-demethylase oxygenase subunit OS=Pseudomonas sp. (strain HR199 / DSM 7063) GN=vanA PE=3 SV=134.70 0.00

TRINITY_DN51539_c0_g4sp|Q86HE5|CF451_DICDIcf45-1 Counting factor 45-1 OS=Dictyostelium discoideum GN=cf45-1 PE=1 SV=134.70 0.00

TRINITY_DN6933_c0_g1sp|Q6CN23|HSV2_KLULAHSV2 SVP1-like protein 2 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=HSV2 PE=1 SV=134.70 0.00

TRINITY_DN2279_c0_g1sp|Q54SV3|ALN1_DICDIallB1 Probable allantoinase 1 OS=Dictyostelium discoideum GN=allB1 PE=3 SV=134.60 0.00

TRINITY_DN25162_c0_g1sp|Q8RVL1|DEK1_MAIZEDEK1 Calpain-type cysteine protease DEK1 OS=Zea mays GN=DEK1 PE=1 SV=234.60 0.00

TRINITY_DN29122_c0_g1sp|P23880|PP12_SCHPOsds21 Serine/threonine-protein phosphatase PP1-2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sds21 PE=3 SV=134.60 0.00

TRINITY_DN30162_c0_g2sp|Q8LAL0|SCO12_ARATHHCC2 Protein SCO1 homolog 2, mitochondrial OS=Arabidopsis thaliana GN=HCC2 PE=2 SV=134.60 0.00

TRINITY_DN30944_c0_g1sp|P37261|FRM2_YEASTFRM2 Fatty acid repression mutant protein 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FRM2 PE=1 SV=234.60 0.00

TRINITY_DN32522_c0_g2sp|Q0BWA9|MNMG_HYPNAmnmG tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG OS=Hyphomonas neptunium (strain ATCC 15444) GN=mnmG PE=3 SV=134.60 0.00

TRINITY_DN33004_c0_g1sp|Q8RX28|HDA5_ARATHHDA5 Histone deacetylase 5 OS=Arabidopsis thaliana GN=HDA5 PE=1 SV=134.60 0.00

TRINITY_DN33598_c0_g2sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=134.60 0.00

TRINITY_DN34247_c0_g2sp|Q9UKJ3|GPTC8_HUMANGPATCH8 G patch domain-containing protein 8 OS=Homo sapiens GN=GPATCH8 PE=1 SV=234.60 0.00

TRINITY_DN34489_c0_g1sp|P68434|ERG3_MYCBOerg3 C-5 sterol desaturase OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=erg3 PE=3 SV=134.60 0.00

TRINITY_DN34577_c0_g1sp|Q96Q83|ALKB3_HUMANALKBH3 Alpha-ketoglutarate-dependent dioxygenase alkB homolog 3 OS=Homo sapiens GN=ALKBH3 PE=1 SV=134.60 0.00

TRINITY_DN35806_c0_g1sp|Q8WWV3|RT4I1_HUMANRTN4IP1 Reticulon-4-interacting protein 1, mitochondrial OS=Homo sapiens GN=RTN4IP1 PE=1 SV=234.60 0.00

TRINITY_DN35916_c1_g1sp|Q5FVN8|WSDU1_RATWdsub1 WD repeat, SAM and U-box domain-containing protein 1 OS=Rattus norvegicus GN=Wdsub1 PE=2 SV=134.60 0.00

TRINITY_DN36077_c0_g2sp|Q9NB32|TCPD_OCHTR- T-complex protein 1 subunit delta OS=Ochlerotatus triseriatus PE=2 SV=134.60 0.00

TRINITY_DN36500_c0_g3sp|Q9SMZ4|AASS_ARATHLKR/SDH Alpha-aminoadipic semialdehyde synthase OS=Arabidopsis thaliana GN=LKR/SDH PE=1 SV=134.60 0.00

TRINITY_DN36918_c0_g6sp|Q6XPZ3|PAG15_CANLFPLA2G15 Group XV phospholipase A2 OS=Canis lupus familiaris GN=PLA2G15 PE=1 SV=134.60 0.00

TRINITY_DN36979_c0_g3sp|P59837|RDH12_BOVINRDH12 Retinol dehydrogenase 12 OS=Bos taurus GN=RDH12 PE=2 SV=134.60 0.00

TRINITY_DN37394_c0_g2sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=134.60 0.00

TRINITY_DN37442_c0_g3sp|Q8LB17|RBL15_ARATHRBL15 Rhomboid-like protein 15 OS=Arabidopsis thaliana GN=RBL15 PE=1 SV=234.60 0.00

TRINITY_DN38725_c1_g1sp|F4JYE9|DHFS_ARATHDHFS Dihydrofolate synthetase OS=Arabidopsis thaliana GN=DHFS PE=1 SV=134.60 0.00

TRINITY_DN38819_c0_g3sp|O94623|REV1_SCHPOrev1 DNA repair protein rev1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rev1 PE=3 SV=334.60 0.00

TRINITY_DN39467_c0_g5sp|A0JP85|CNOT1_XENTRcnot1 CCR4-NOT transcription complex subunit 1 OS=Xenopus tropicalis GN=cnot1 PE=2 SV=134.60 0.00

TRINITY_DN39732_c0_g8sp|Q66JJ4|TM10A_XENTRtrmt10a tRNA methyltransferase 10 homolog A OS=Xenopus tropicalis GN=trmt10a PE=2 SV=134.60 0.00

TRINITY_DN40026_c1_g6sp|Q9UNQ0|ABCG2_HUMANABCG2 ATP-binding cassette sub-family G member 2 OS=Homo sapiens GN=ABCG2 PE=1 SV=334.60 0.00

TRINITY_DN40485_c0_g1sp|Q2KIK0|SGT1_BOVINSUGT1 Protein SGT1 homolog OS=Bos taurus GN=SUGT1 PE=2 SV=134.60 0.00

TRINITY_DN40562_c0_g2sp|Q9P253|VPS18_HUMANVPS18 Vacuolar protein sorting-associated protein 18 homolog OS=Homo sapiens GN=VPS18 PE=1 SV=234.60 0.00

TRINITY_DN40940_c0_g5sp|Q9FY61|TR120_ARATHTRS120 Trafficking protein particle complex II-specific subunit 120 homolog OS=Arabidopsis thaliana GN=TRS120 PE=1 SV=134.60 0.00

TRINITY_DN41046_c0_g2sp|Q1EBV6|BPM5_ARATHBPM5 BTB/POZ and MATH domain-containing protein 5 OS=Arabidopsis thaliana GN=BPM5 PE=1 SV=134.60 0.00

TRINITY_DN42109_c0_g3sp|Q54TA1|DRKC_DICDIdrkC Probable serine/threonine-protein kinase drkC OS=Dictyostelium discoideum GN=drkC PE=3 SV=134.60 0.00

TRINITY_DN42382_c0_g6sp|Q653S3|P2C70_ORYSJOs09g0558000Probable protein phosphatase 2C 70 OS=Oryza sativa subsp. japonica GN=Os09g0558000 PE=2 SV=234.60 0.00

TRINITY_DN42956_c0_g3sp|Q000K2|ADT2_TACACSLC25A5 ADP/ATP translocase 2 OS=Tachyglossus aculeatus aculeatus GN=SLC25A5 PE=2 SV=134.60 0.00

TRINITY_DN43864_c0_g1sp|P74334|ACOX_SYNY3sll1541 Apocarotenoid-15,15'-oxygenase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1541 PE=1 SV=134.60 0.00

TRINITY_DN43878_c0_g2sp|Q9JKJ9|CP39A_MOUSECyp39a1 24-hydroxycholesterol 7-alpha-hydroxylase OS=Mus musculus GN=Cyp39a1 PE=1 SV=134.60 0.00

TRINITY_DN44123_c0_g1sp|Q5JIZ5|TKSP_THEKOTK1689 Subtilisin-like serine protease OS=Thermococcus kodakarensis (strain ATCC BAA-918 / JCM 12380 / KOD1) GN=TK1689 PE=1 SV=134.60 0.00

TRINITY_DN44156_c0_g5sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=334.60 0.00



TRINITY_DN44433_c0_g2sp|Q6GPK9|TAOK2_XENLAtaok2 Serine/threonine-protein kinase TAO2 OS=Xenopus laevis GN=taok2 PE=2 SV=134.60 0.00

TRINITY_DN44587_c0_g1sp|A3KMV8|RBP10_BOVINRANBP10 Ran-binding protein 10 OS=Bos taurus GN=RANBP10 PE=2 SV=134.60 0.00

TRINITY_DN45602_c2_g2sp|P80092|CBPX1_SULSOcpsA1 Thermostable carboxypeptidase 1 OS=Sulfolobus solfataricus (strain ATCC 35092 / DSM 1617 / JCM 11322 / P2) GN=cpsA1 PE=1 SV=234.60 0.00

TRINITY_DN46188_c0_g2sp|A6H7B5|CSN3_BOVINCOPS3 COP9 signalosome complex subunit 3 OS=Bos taurus GN=COPS3 PE=2 SV=134.60 0.00

TRINITY_DN46226_c0_g2sp|Q5VYK3|ECM29_HUMANECM29 Proteasome-associated protein ECM29 homolog OS=Homo sapiens GN=ECM29 PE=1 SV=234.60 0.00

TRINITY_DN46343_c0_g6sp|Q4PI84|RRP36_USTMARRP36 rRNA biogenesis protein RRP36 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=RRP36 PE=3 SV=134.60 0.00

TRINITY_DN46865_c0_g7sp|A7Z050|VIP1_BOVINPPIP5K1 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1 OS=Bos taurus GN=PPIP5K1 PE=2 SV=134.60 0.00

TRINITY_DN46868_c1_g1sp|A0JMK5|MTMR2_DANREmtmr2 Myotubularin-related protein 2 OS=Danio rerio GN=mtmr2 PE=2 SV=234.60 0.00

TRINITY_DN46884_c0_g1sp|O13835|IMP3_SCHPOimp3 U3 small nucleolar ribonucleoprotein protein imp3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=imp3 PE=3 SV=134.60 0.00

TRINITY_DN47056_c0_g1sp|Q8BXQ2|PIGT_MOUSEPigt GPI transamidase component PIG-T OS=Mus musculus GN=Pigt PE=1 SV=234.60 0.00

TRINITY_DN47634_c0_g6sp|P41891|GAR2_SCHPOgar2 Protein gar2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gar2 PE=1 SV=234.60 0.00

TRINITY_DN47751_c0_g5sp|Q5BLD8|MT21A_DANREmettl21aProtein N-lysine methyltransferase METTL21A OS=Danio rerio GN=mettl21a PE=2 SV=134.60 0.00

TRINITY_DN47861_c0_g1sp|Q8N357|S35F6_HUMANSLC35F6 Solute carrier family 35 member F6 OS=Homo sapiens GN=SLC35F6 PE=1 SV=134.60 0.00

TRINITY_DN47904_c1_g1sp|Q9UT76|EI2BB_SCHPOtif222 Probable translation initiation factor eIF-2B subunit beta OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tif222 PE=1 SV=134.60 0.00

TRINITY_DN48071_c0_g1sp|P62167|NCS1_CHICKNCS1 Neuronal calcium sensor 1 OS=Gallus gallus GN=NCS1 PE=1 SV=234.60 0.00

TRINITY_DN48144_c0_g4sp|Q20728|TBCB_CAEELtbcb-1 Tubulin-specific chaperone B OS=Caenorhabditis elegans GN=tbcb-1 PE=1 SV=134.60 0.00

TRINITY_DN48433_c0_g5sp|Q9ATB4|TAD2B_ARATHADA2B Transcriptional adapter ADA2b OS=Arabidopsis thaliana GN=ADA2B PE=1 SV=134.60 0.00

TRINITY_DN48488_c0_g1sp|Q9SK66|NDUA9_ARATHAt2g20360NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 9, mitochondrial OS=Arabidopsis thaliana GN=At2g20360 PE=1 SV=234.60 0.00

TRINITY_DN48606_c1_g1sp|Q87AD3|Y1893_XYLFTPD_1893 UPF0394 membrane protein PD_1893 OS=Xylella fastidiosa (strain Temecula1 / ATCC 700964) GN=PD_1893 PE=3 SV=134.60 0.00

TRINITY_DN48812_c1_g4sp|Q55E26|GXCB_DICDIgxcB Rac guanine nucleotide exchange factor B OS=Dictyostelium discoideum GN=gxcB PE=2 SV=134.60 0.00

TRINITY_DN49598_c1_g2sp|Q9SJ66|SPP2_ARATHSPP2 Probable sucrose-phosphatase 2 OS=Arabidopsis thaliana GN=SPP2 PE=2 SV=234.60 0.00

TRINITY_DN49826_c0_g10sp|A5YKK6|CNOT1_HUMANCNOT1 CCR4-NOT transcription complex subunit 1 OS=Homo sapiens GN=CNOT1 PE=1 SV=234.60 0.00

TRINITY_DN49853_c0_g2sp|Q9ZUL5|CHR19_ARATHETL1 Protein CHROMATIN REMODELING 19 OS=Arabidopsis thaliana GN=ETL1 PE=1 SV=134.60 0.00

TRINITY_DN50102_c2_g1sp|Q8Z0C1|DFA5_NOSS1dfa5 Putative diflavin flavoprotein A 5 OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=dfa5 PE=1 SV=134.60 0.00

TRINITY_DN50758_c0_g1sp|P53569|CEBPZ_MOUSECebpz CCAAT/enhancer-binding protein zeta OS=Mus musculus GN=Cebpz PE=1 SV=234.60 0.00

TRINITY_DN51927_c0_g2sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=134.60 0.00

TRINITY_DN52445_c1_g1sp|Q54I89|RENT1_DICDIupf1 Regulator of nonsense transcripts 1 OS=Dictyostelium discoideum GN=upf1 PE=3 SV=134.60 0.00

TRINITY_DN7964_c0_g1sp|Q5U3Z0|CU059_RAT- UPF0769 protein C21orf59 homolog OS=Rattus norvegicus PE=1 SV=134.60 0.00

TRINITY_DN14955_c0_g1sp|D2Z030|DCSG_STRLAdcsG Cycloserine biosynthesis protein DcsG OS=Streptomyces lavendulae GN=dcsG PE=1 SV=134.50 0.00

TRINITY_DN20660_c0_g1sp|Q6V5K9|ZN474_MOUSEZnf474 Zinc finger protein 474 OS=Mus musculus GN=Znf474 PE=2 SV=234.50 0.00

TRINITY_DN25925_c0_g2sp|Q91Y63|S13A3_MOUSESlc13a3 Solute carrier family 13 member 3 OS=Mus musculus GN=Slc13a3 PE=1 SV=134.50 0.00

TRINITY_DN26011_c0_g1sp|A3B529|CIPKS_ORYSJCIPK28 CBL-interacting protein kinase 28 OS=Oryza sativa subsp. japonica GN=CIPK28 PE=2 SV=234.50 0.00

TRINITY_DN29866_c0_g1sp|Q55BJ6|PLBLB_DICDIplbB Phospholipase B-like protein B OS=Dictyostelium discoideum GN=plbB PE=3 SV=134.50 0.00

TRINITY_DN31132_c0_g1sp|C9J798|RAS4B_HUMANRASA4B Ras GTPase-activating protein 4B OS=Homo sapiens GN=RASA4B PE=3 SV=234.50 0.00

TRINITY_DN31460_c0_g2sp|Q86JJ0|TRM61_DICDItrmt61a tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit trmt61a OS=Dictyostelium discoideum GN=trmt61a PE=1 SV=134.50 0.00

TRINITY_DN34037_c0_g2sp|Q4I099|TIM50_GIBZETIM50 Mitochondrial import inner membrane translocase subunit TIM50 OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=TIM50 PE=3 SV=134.50 0.00

TRINITY_DN34487_c0_g1sp|Q54NA3|ATG9_DICDIatg9 Autophagy-related protein 9 OS=Dictyostelium discoideum GN=atg9 PE=2 SV=134.50 0.00

TRINITY_DN34988_c0_g1sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=134.50 0.00

TRINITY_DN35696_c0_g3sp|Q69Q47|CIPKO_ORYSJCIPK24 CBL-interacting protein kinase 24 OS=Oryza sativa subsp. japonica GN=CIPK24 PE=1 SV=134.50 0.00

TRINITY_DN35753_c0_g3sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=234.50 0.00

TRINITY_DN36160_c0_g9sp|Q6C2F4|NOP14_YARLINOP14 Probable nucleolar complex protein 14 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=NOP14 PE=3 SV=134.50 0.00

TRINITY_DN36317_c2_g3sp|Q8EPX8|YBEY_OCEIHybeY Endoribonuclease YbeY OS=Oceanobacillus iheyensis (strain DSM 14371 / CIP 107618 / JCM 11309 / KCTC 3954 / HTE831) GN=ybeY PE=3 SV=134.50 0.00

TRINITY_DN36400_c1_g5sp|Q13637|RAB32_HUMANRAB32 Ras-related protein Rab-32 OS=Homo sapiens GN=RAB32 PE=1 SV=334.50 0.00

TRINITY_DN36451_c0_g1sp|Q9LVZ3|ADS32_ARATHADS3.2 Probable lipid desaturase ADS3.2, chloroplastic OS=Arabidopsis thaliana GN=ADS3.2 PE=2 SV=334.50 0.00

TRINITY_DN36708_c0_g4sp|A2VE47|ADPGK_BOVINADPGK ADP-dependent glucokinase OS=Bos taurus GN=ADPGK PE=2 SV=134.50 0.00

TRINITY_DN36736_c0_g6sp|Q9VYS3|RENT1_DROMEUpf1 Regulator of nonsense transcripts 1 homolog OS=Drosophila melanogaster GN=Upf1 PE=1 SV=234.50 0.00

TRINITY_DN36820_c0_g3sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=234.50 0.00

TRINITY_DN37052_c0_g6sp|P19338|NUCL_HUMANNCL Nucleolin OS=Homo sapiens GN=NCL PE=1 SV=334.50 0.00

TRINITY_DN37112_c0_g3sp|Q8W5R5|KN7D_ARATHKIN7D Kinesin-like protein KIN-7D, mitochondrial OS=Arabidopsis thaliana GN=KIN7D PE=2 SV=134.50 0.00

TRINITY_DN37364_c0_g1sp|Q4V7N2|NSUN2_XENLAnsun2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Xenopus laevis GN=nsun2 PE=2 SV=134.50 0.00

TRINITY_DN37401_c0_g2sp|Q55BH9|DGAT1_DICDIdgat1 Diacylglycerol O-acyltransferase 1 OS=Dictyostelium discoideum GN=dgat1 PE=3 SV=234.50 0.00

TRINITY_DN38132_c0_g4sp|Q5AYE3|POB3_EMENIpob3 FACT complex subunit pob3 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=pob3 PE=3 SV=234.50 0.00

TRINITY_DN39375_c0_g3sp|Q5XIX0|DJC14_RATDnajc14 DnaJ homolog subfamily C member 14 OS=Rattus norvegicus GN=Dnajc14 PE=1 SV=134.50 0.00

TRINITY_DN39465_c0_g2sp|Q99LG4|TTC5_MOUSETtc5 Tetratricopeptide repeat protein 5 OS=Mus musculus GN=Ttc5 PE=1 SV=234.50 0.00

TRINITY_DN39508_c0_g2sp|Q91ZH7|ABHD3_MOUSEAbhd3 Phospholipase ABHD3 OS=Mus musculus GN=Abhd3 PE=1 SV=134.50 0.00

TRINITY_DN40567_c1_g3sp|P96604|YDBI_BACSUydbI UPF0118 membrane protein YdbI OS=Bacillus subtilis (strain 168) GN=ydbI PE=3 SV=134.50 0.00



TRINITY_DN41275_c2_g1sp|P37780|RMLC_SHIFLrfbC dTDP-4-dehydrorhamnose 3,5-epimerase OS=Shigella flexneri GN=rfbC PE=3 SV=134.50 0.00

TRINITY_DN41297_c0_g1sp|Q86JM5|Y2012_DICDIDDB_G0272012Putative elongation of fatty acids protein DDB_G0272012 OS=Dictyostelium discoideum GN=DDB_G0272012 PE=3 SV=134.50 0.00

TRINITY_DN41525_c0_g8sp|Q8MYF1|Y2070_DICDIDDB_G0277449Probable serine/threonine-protein kinase DDB_G0277449 OS=Dictyostelium discoideum GN=DDB_G0277449 PE=3 SV=134.50 0.00

TRINITY_DN41564_c0_g7sp|Q755A3|OXR1_ASHGOOXR1 Oxidation resistance protein 1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=OXR1 PE=3 SV=234.50 0.00

TRINITY_DN41834_c0_g4sp|Q96321|IMPA1_ARATHIMPA1 Importin subunit alpha-1 OS=Arabidopsis thaliana GN=IMPA1 PE=1 SV=234.50 0.00

TRINITY_DN41965_c0_g2sp|O43520|AT8B1_HUMANATP8B1 Phospholipid-transporting ATPase IC OS=Homo sapiens GN=ATP8B1 PE=1 SV=334.50 0.00

TRINITY_DN42538_c0_g1sp|Q9UKK3|PARP4_HUMANPARP4 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=334.50 0.00

TRINITY_DN42917_c0_g1sp|Q9FPS3|UBP24_ARATHUBP24 Ubiquitin carboxyl-terminal hydrolase 24 OS=Arabidopsis thaliana GN=UBP24 PE=1 SV=134.50 0.00

TRINITY_DN42956_c0_g4sp|Q05B56|TF2H3_BOVINGTF2H3 General transcription factor IIH subunit 3 OS=Bos taurus GN=GTF2H3 PE=2 SV=134.50 0.00

TRINITY_DN42957_c0_g3sp|Q54B27|EXOC6_DICDIexoc6 Exocyst complex component 6 OS=Dictyostelium discoideum GN=exoc6 PE=3 SV=134.50 0.00

TRINITY_DN43269_c0_g5sp|Q9FGT8|TIL_ARATHTIL Temperature-induced lipocalin-1 OS=Arabidopsis thaliana GN=TIL PE=1 SV=134.50 0.00

TRINITY_DN43934_c0_g1sp|Q9ZU50|BAT1_ARATHBAT1 Amino-acid permease BAT1 OS=Arabidopsis thaliana GN=BAT1 PE=2 SV=234.50 0.00

TRINITY_DN44108_c0_g3sp|Q9S752|LOFG2_ARATHLOG2 Probable E3 ubiquitin-protein ligase LOG2 OS=Arabidopsis thaliana GN=LOG2 PE=1 SV=134.50 0.00

TRINITY_DN44220_c3_g5sp|Q96EZ8|MCRS1_HUMANMCRS1 Microspherule protein 1 OS=Homo sapiens GN=MCRS1 PE=1 SV=134.50 0.00

TRINITY_DN44343_c1_g1sp|Q8I7P9|POL5_DROMEpol Retrovirus-related Pol polyprotein from transposon opus OS=Drosophila melanogaster GN=pol PE=3 SV=134.50 0.00

TRINITY_DN44586_c1_g6sp|O12944|RAD54_CHICKRAD54L DNA repair and recombination protein RAD54-like (Fragment) OS=Gallus gallus GN=RAD54L PE=2 SV=134.50 0.00

TRINITY_DN44604_c1_g1sp|Q8BG19|TMTC4_MOUSETmtc4 Transmembrane and TPR repeat-containing protein 4 OS=Mus musculus GN=Tmtc4 PE=2 SV=134.50 0.00

TRINITY_DN45414_c0_g1sp|Q9LQK7|AB7I_ARATHABCI7 Protein ABCI7, chloroplastic OS=Arabidopsis thaliana GN=ABCI7 PE=1 SV=134.50 0.00

TRINITY_DN45437_c1_g5sp|Q8LBH4|SPX1_ARATHSPX1 SPX domain-containing protein 1 OS=Arabidopsis thaliana GN=SPX1 PE=1 SV=234.50 0.00

TRINITY_DN45561_c0_g4sp|A8ISN6|ARL3_CHLREARL3 ADP-ribosylation factor-like protein 3 OS=Chlamydomonas reinhardtii GN=ARL3 PE=1 SV=234.50 0.00

TRINITY_DN45685_c1_g4sp|Q8W4K3|CAAT4_ARATHCAT4 Cationic amino acid transporter 4, vacuolar OS=Arabidopsis thaliana GN=CAT4 PE=2 SV=134.50 0.00

TRINITY_DN45942_c1_g1sp|Q07960|RHG01_HUMANARHGAP1 Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=134.50 0.00

TRINITY_DN46130_c0_g1sp|Q8C7X2|EMC1_MOUSEEmc1 ER membrane protein complex subunit 1 OS=Mus musculus GN=Emc1 PE=1 SV=134.50 0.00

TRINITY_DN46524_c0_g2sp|Q55A55|Y9848_DICDIDDB_G0272092Probable serine/threonine-protein kinase DDB_G0272092 OS=Dictyostelium discoideum GN=DDB_G0272092 PE=2 SV=134.50 0.00

TRINITY_DN46953_c0_g1sp|Q4P219|NNRD_USTMAUMAG_05844ATP-dependent (S)-NAD(P)H-hydrate dehydratase OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_05844 PE=3 SV=134.50 0.00

TRINITY_DN47642_c0_g1sp|Q8R3N1|NOP14_MOUSENop14 Nucleolar protein 14 OS=Mus musculus GN=Nop14 PE=1 SV=234.50 0.00

TRINITY_DN48385_c0_g1sp|O34331|YLBH_BACSUylbH Putative rRNA methyltransferase YlbH OS=Bacillus subtilis (strain 168) GN=ylbH PE=3 SV=234.50 0.00

TRINITY_DN48649_c0_g8sp|Q05540|CHIB_SOLLCCHI17 Acidic 27 kDa endochitinase OS=Solanum lycopersicum GN=CHI17 PE=1 SV=134.50 0.00

TRINITY_DN48811_c0_g7sp|A7J1T2|M313A_XENLAmap3k13-aMitogen-activated protein kinase kinase kinase 13-A OS=Xenopus laevis GN=map3k13-a PE=2 SV=134.50 0.00

TRINITY_DN48923_c1_g3sp|Q9S720|PPD3_ARATHPPD3 PsbP domain-containing protein 3, chloroplastic OS=Arabidopsis thaliana GN=PPD3 PE=1 SV=234.50 0.00

TRINITY_DN49496_c1_g1sp|Q9P370|BUD20_SCHPObud20 Zinc finger protein bud20 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bud20 PE=3 SV=134.50 0.00

TRINITY_DN49910_c0_g1sp|Q9ZU50|BAT1_ARATHBAT1 Amino-acid permease BAT1 OS=Arabidopsis thaliana GN=BAT1 PE=2 SV=234.50 0.00

TRINITY_DN50345_c0_g1sp|Q9SW18|CHLM_ARATHCHLM Magnesium protoporphyrin IX methyltransferase, chloroplastic OS=Arabidopsis thaliana GN=CHLM PE=1 SV=134.50 0.00

TRINITY_DN50992_c0_g2sp|P36049|EBP2_YEASTEBP2 rRNA-processing protein EBP2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=EBP2 PE=1 SV=134.50 0.00

TRINITY_DN51200_c0_g6sp|Q9M9W9|P2C34_ARATHAt3g05640Probable protein phosphatase 2C 34 OS=Arabidopsis thaliana GN=At3g05640 PE=2 SV=134.50 0.00

TRINITY_DN51265_c0_g2sp|Q8HXQ5|MRP1_BOVINABCC1 Multidrug resistance-associated protein 1 OS=Bos taurus GN=ABCC1 PE=2 SV=134.50 0.00

TRINITY_DN51266_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=134.50 0.00

TRINITY_DN51392_c0_g5sp|Q02890|PNG1_YEASTPNG1 Peptide-N(4)-(N-acetyl-beta-glucosaminyl)asparagine amidase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PNG1 PE=1 SV=134.50 0.00

TRINITY_DN51685_c0_g2sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=234.50 0.00

TRINITY_DN52249_c0_g1sp|Q7SXR3|MAEA_DANREmaea Macrophage erythroblast attacher OS=Danio rerio GN=maea PE=2 SV=234.50 0.00

TRINITY_DN17091_c0_g1sp|P60519|GBRL2_BOVINGABARAPL2Gamma-aminobutyric acid receptor-associated protein-like 2 OS=Bos taurus GN=GABARAPL2 PE=1 SV=134.40 0.00

TRINITY_DN29158_c0_g1sp|A5UXF9|GATA_ROSS1gatA Glutamyl-tRNA(Gln) amidotransferase subunit A OS=Roseiflexus sp. (strain RS-1) GN=gatA PE=3 SV=134.40 0.00

TRINITY_DN31767_c0_g2sp|Q9VDD7|S35B1_DROMEmeigo Solute carrier family 35 member B1 homolog OS=Drosophila melanogaster GN=meigo PE=2 SV=134.40 0.00

TRINITY_DN31817_c0_g2sp|Q02VS3|MUTS_LACLSmutS DNA mismatch repair protein MutS OS=Lactococcus lactis subsp. cremoris (strain SK11) GN=mutS PE=3 SV=134.40 0.00

TRINITY_DN32869_c0_g1sp|O13767|YE95_SCHPOSPAC17A5.05cUncharacterized protein C17A5.05c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC17A5.05c PE=4 SV=134.40 0.00

TRINITY_DN32965_c0_g1sp|Q499U8|TMCO4_RATTmco4 Transmembrane and coiled-coil domain-containing protein 4 OS=Rattus norvegicus GN=Tmco4 PE=2 SV=134.40 0.00

TRINITY_DN33089_c0_g1sp|Q9UT63|YKJ2_SCHPOSPAC513.02Probable phosphatase SPAC513.02 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC513.02 PE=3 SV=134.40 0.00

TRINITY_DN33907_c0_g2sp|Q7G188|FIMB1_ARATHFIM1 Fimbrin-1 OS=Arabidopsis thaliana GN=FIM1 PE=1 SV=234.40 0.00

TRINITY_DN34163_c0_g1sp|A1A086|RS5_BIFAArpsE 30S ribosomal protein S5 OS=Bifidobacterium adolescentis (strain ATCC 15703 / DSM 20083 / NCTC 11814 / E194a) GN=rpsE PE=3 SV=134.40 0.00

TRINITY_DN34317_c0_g2sp|Q1MTR3|VID27_SCHPOvid27 Vacuolar import and degradation protein 27 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vid27 PE=1 SV=134.40 0.00

TRINITY_DN34388_c0_g1sp|P80022|RNLE_SOLLC- Extracellular ribonuclease LE OS=Solanum lycopersicum PE=1 SV=234.40 0.00

TRINITY_DN35201_c0_g1sp|Q2KIR8|TDH_BOVINTDH L-threonine 3-dehydrogenase, mitochondrial OS=Bos taurus GN=TDH PE=2 SV=134.40 0.00

TRINITY_DN36202_c0_g5sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=234.40 0.00

TRINITY_DN36345_c0_g3sp|F4INN2|GGP4_ARATHGGP4 Gamma-glutamyl peptidase 4 OS=Arabidopsis thaliana GN=GGP4 PE=3 SV=134.40 0.00

TRINITY_DN36457_c0_g3sp|Q9LDM4|CCB23_ARATHCYCB2-3 Cyclin-B2-3 OS=Arabidopsis thaliana GN=CYCB2-3 PE=2 SV=234.40 0.00

TRINITY_DN36916_c0_g1sp|O51081|TRMH_BORBUtrmH tRNA (guanosine(18)-2'-O)-methyltransferase OS=Borrelia burgdorferi (strain ATCC 35210 / B31 / CIP 102532 / DSM 4680) GN=trmH PE=3 SV=134.40 0.00



TRINITY_DN37284_c0_g5sp|P09874|PARP1_HUMANPARP1 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=434.40 0.00

TRINITY_DN37537_c0_g1sp|Q64446|ATP7B_MOUSEAtp7b Copper-transporting ATPase 2 OS=Mus musculus GN=Atp7b PE=1 SV=234.40 0.00

TRINITY_DN38040_c0_g9sp|P0DOC8|CH037_DANREdkey-242e21.4Protein C8orf37 homolog OS=Danio rerio GN=dkey-242e21.4 PE=1 SV=134.40 0.00

TRINITY_DN38219_c0_g2sp|P51987|CCNB_HYDVD- G2/mitotic-specific cyclin-B OS=Hydra viridissima PE=2 SV=134.40 0.00

TRINITY_DN38789_c1_g2sp|P49175|INV1_MAIZEIVR1 Beta-fructofuranosidase 1 OS=Zea mays GN=IVR1 PE=3 SV=134.40 0.00

TRINITY_DN38902_c0_g5sp|Q3SZ84|BOLA3_BOVINBOLA3 BolA-like protein 3 OS=Bos taurus GN=BOLA3 PE=3 SV=134.40 0.00

TRINITY_DN39191_c0_g2sp|C7G046|Y6969_DICDIDDB_G0286969von Willebrand factor A domain-containing protein DDB_G0286969 OS=Dictyostelium discoideum GN=DDB_G0286969 PE=3 SV=134.40 0.00

TRINITY_DN39436_c1_g3sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=234.40 0.00

TRINITY_DN39572_c1_g1sp|Q9C9G4|ENDO2_ARATHENDO2 Endonuclease 2 OS=Arabidopsis thaliana GN=ENDO2 PE=1 SV=134.40 0.00

TRINITY_DN39770_c1_g1sp|P28178|PK2_DICDIpkgB Protein kinase 2 OS=Dictyostelium discoideum GN=pkgB PE=1 SV=234.40 0.00

TRINITY_DN40643_c0_g2sp|Q6P3W7|SCYL2_HUMANSCYL2 SCY1-like protein 2 OS=Homo sapiens GN=SCYL2 PE=1 SV=134.40 0.00

TRINITY_DN40764_c0_g6sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=134.40 0.00

TRINITY_DN41331_c0_g4sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=234.40 0.00

TRINITY_DN41431_c1_g2sp|O88994|MARC2_RATMarc2 Mitochondrial amidoxime reducing component 2 OS=Rattus norvegicus GN=Marc2 PE=2 SV=134.40 0.00

TRINITY_DN42120_c0_g2sp|Q3ZC62|CFA36_BOVINCFAP36 Cilia- and flagella-associated protein 36 OS=Bos taurus GN=CFAP36 PE=2 SV=134.40 0.00

TRINITY_DN42226_c0_g1sp|Q52T38|ZDH22_ARATHPAT24 Protein S-acyltransferase 24 OS=Arabidopsis thaliana GN=PAT24 PE=2 SV=134.40 0.00

TRINITY_DN42716_c0_g3sp|O76734|TUP1_DICDItupA General transcriptional corepressor tupA OS=Dictyostelium discoideum GN=tupA PE=2 SV=134.40 0.00

TRINITY_DN43003_c0_g3sp|Q652Z7|P2C55_ORYSJOs06g0526700Probable protein phosphatase 2C 55 OS=Oryza sativa subsp. japonica GN=Os06g0526700 PE=2 SV=234.40 0.00

TRINITY_DN43294_c0_g1sp|Q9P778|DPP5_SCHPOSPBC1711.12Dipeptidyl-peptidase 5 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC1711.12 PE=3 SV=134.40 0.00

TRINITY_DN44511_c0_g1sp|Q9ULX5|RN112_HUMANRNF112 RING finger protein 112 OS=Homo sapiens GN=RNF112 PE=2 SV=234.40 0.00

TRINITY_DN44675_c0_g1sp|Q5UP50|YR588_MIMIVMIMI_R588Uncharacterized protein R588 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R588 PE=4 SV=134.40 0.00

TRINITY_DN44818_c0_g2sp|Q54CE0|DDX17_DICDIddx17 Probable ATP-dependent RNA helicase ddx17 OS=Dictyostelium discoideum GN=ddx17 PE=3 SV=134.40 0.00

TRINITY_DN44949_c0_g2sp|P05095|ACTNA_DICDIabpA Alpha-actinin A OS=Dictyostelium discoideum GN=abpA PE=1 SV=234.40 0.00

TRINITY_DN45014_c1_g5sp|P41891|GAR2_SCHPOgar2 Protein gar2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gar2 PE=1 SV=234.40 0.00

TRINITY_DN45184_c0_g4sp|Q07G10|ALKB8_XENTRalkbh8 Alkylated DNA repair protein alkB homolog 8 OS=Xenopus tropicalis GN=alkbh8 PE=2 SV=234.40 0.00

TRINITY_DN45211_c0_g2sp|Q9UIC8|LCMT1_HUMANLCMT1 Leucine carboxyl methyltransferase 1 OS=Homo sapiens GN=LCMT1 PE=1 SV=234.40 0.00

TRINITY_DN45537_c0_g6sp|Q14573|ITPR3_HUMANITPR3 Inositol 1,4,5-trisphosphate receptor type 3 OS=Homo sapiens GN=ITPR3 PE=1 SV=234.40 0.00

TRINITY_DN45679_c2_g3sp|Q8VZ67|Y4919_ARATHAt4g19190Uncharacterized zinc finger CCHC domain-containing protein At4g19190 OS=Arabidopsis thaliana GN=At4g19190 PE=2 SV=134.40 0.00

TRINITY_DN46073_c0_g2sp|Q2XVR7|SC4AA_TAKRUscn4aa Sodium channel protein type 4 subunit alpha A OS=Takifugu rubripes GN=scn4aa PE=3 SV=134.40 0.00

TRINITY_DN46357_c0_g9sp|Q8VY81|NUD21_ARATHNUDT21 Nudix hydrolase 21, chloroplastic OS=Arabidopsis thaliana GN=NUDT21 PE=2 SV=134.40 0.00

TRINITY_DN46464_c0_g7sp|Q8LHH9|SHL2_ORYSJSHL2 Probable RNA-dependent RNA polymerase SHL2 OS=Oryza sativa subsp. japonica GN=SHL2 PE=2 SV=134.40 0.00

TRINITY_DN46685_c2_g1sp|O75808|CAN15_HUMANCAPN15 Calpain-15 OS=Homo sapiens GN=CAPN15 PE=1 SV=134.40 0.00

TRINITY_DN47102_c0_g1sp|P73177|RN2H_SYNY3sll1290 Uncharacterized ribonuclease sll1290 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1290 PE=3 SV=134.40 0.00

TRINITY_DN47109_c0_g1sp|Q9QZ70|XPR1_CRIGRXPR1 Xenotropic and polytropic retrovirus receptor 1 homolog OS=Cricetulus griseus GN=XPR1 PE=2 SV=134.40 0.00

TRINITY_DN47802_c1_g2sp|Q86TW2|ADCK1_HUMANADCK1 Uncharacterized aarF domain-containing protein kinase 1 OS=Homo sapiens GN=ADCK1 PE=2 SV=234.40 0.00

TRINITY_DN47992_c0_g3sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=134.40 0.00

TRINITY_DN48129_c2_g2sp|P38584|TTL_BOVINTTL Tubulin--tyrosine ligase OS=Bos taurus GN=TTL PE=1 SV=134.40 0.00

TRINITY_DN48322_c0_g2sp|Q0V9R3|DI3L2_XENTRdis3l2 DIS3-like exonuclease 2 OS=Xenopus tropicalis GN=dis3l2 PE=2 SV=234.40 0.00

TRINITY_DN48327_c0_g2sp|Q9LU41|ACA9_ARATHACA9 Calcium-transporting ATPase 9, plasma membrane-type OS=Arabidopsis thaliana GN=ACA9 PE=2 SV=234.40 0.00

TRINITY_DN48950_c0_g1sp|Q24629|REF2P_DROSIref(2)P Protein ref(2)P OS=Drosophila simulans GN=ref(2)P PE=3 SV=134.40 0.00

TRINITY_DN49803_c0_g1sp|Q96VH4|HBN1_YEASTHBN1 Putative nitroreductase HBN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HBN1 PE=1 SV=134.40 0.00

TRINITY_DN50910_c0_g2sp|Q3TZA2|CDKL4_MOUSECdkl4 Cyclin-dependent kinase-like 4 OS=Mus musculus GN=Cdkl4 PE=2 SV=134.40 0.00

TRINITY_DN51019_c0_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=134.40 0.00

TRINITY_DN51054_c0_g1sp|Q8IZH2|XRN1_HUMANXRN1 5'-3' exoribonuclease 1 OS=Homo sapiens GN=XRN1 PE=1 SV=134.40 0.00

TRINITY_DN52793_c0_g1sp|Q9BV81|EMC6_HUMANEMC6 ER membrane protein complex subunit 6 OS=Homo sapiens GN=EMC6 PE=1 SV=134.40 0.00

TRINITY_DN11174_c0_g1sp|P49776|APH1_SCHPOaph1 Bis(5'-nucleosyl)-tetraphosphatase [asymmetrical] OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=aph1 PE=1 SV=234.30 0.00

TRINITY_DN21462_c0_g1sp|Q6Z829|WEE1_ORYSJWEE1 Wee1-like protein kinase OS=Oryza sativa subsp. japonica GN=WEE1 PE=3 SV=134.30 0.00

TRINITY_DN23627_c0_g2sp|B6QMS8|VPS10_TALMQvps10 Vacuolar protein sorting/targeting protein 10 OS=Talaromyces marneffei (strain ATCC 18224 / CBS 334.59 / QM 7333) GN=vps10 PE=3 SV=134.30 0.00

TRINITY_DN24023_c0_g1sp|Q6TBX7|LUT1_ARATHCYP97C1 Carotene epsilon-monooxygenase, chloroplastic OS=Arabidopsis thaliana GN=CYP97C1 PE=1 SV=134.30 0.00

TRINITY_DN2763_c0_g1sp|P36406|TRI23_HUMANTRIM23 E3 ubiquitin-protein ligase TRIM23 OS=Homo sapiens GN=TRIM23 PE=1 SV=134.30 0.00

TRINITY_DN28689_c0_g1sp|Q6X4A2|CIPKV_ORYSJCIPK31 CBL-interacting protein kinase 31 OS=Oryza sativa subsp. japonica GN=CIPK31 PE=1 SV=134.30 0.00

TRINITY_DN30273_c0_g1sp|Q8IS15|GEFI_DICDIgefI Ras guanine nucleotide exchange factor I OS=Dictyostelium discoideum GN=gefI PE=2 SV=134.30 0.00

TRINITY_DN32092_c0_g1sp|P32456|GBP2_HUMANGBP2 Guanylate-binding protein 2 OS=Homo sapiens GN=GBP2 PE=1 SV=334.30 0.00

TRINITY_DN32246_c0_g1sp|Q2KI56|CSN7B_BOVINCOPS7B COP9 signalosome complex subunit 7b OS=Bos taurus GN=COPS7B PE=2 SV=134.30 0.00

TRINITY_DN35362_c0_g1sp|Q9LET3|RBL20_ARATHRBL20 Rhomboid-like protein 20 OS=Arabidopsis thaliana GN=RBL20 PE=2 SV=134.30 0.00

TRINITY_DN35717_c1_g5sp|P46363|BIRA_HAEINbirA Bifunctional ligase/repressor BirA OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=birA PE=3 SV=134.30 0.00



TRINITY_DN35996_c0_g2sp|Q08DJ8|HSF1_BOVINHSF1 Heat shock factor protein 1 OS=Bos taurus GN=HSF1 PE=2 SV=134.30 0.00

TRINITY_DN36058_c0_g3sp|Q54BW6|TTC27_DICDIttc27 Tetratricopeptide repeat protein 27 homolog OS=Dictyostelium discoideum GN=ttc27 PE=3 SV=134.30 0.00

TRINITY_DN36329_c0_g1sp|Q6L5C4|P2C52_ORYSJOs05g0587100Probable protein phosphatase 2C 52 OS=Oryza sativa subsp. japonica GN=Os05g0587100 PE=2 SV=134.30 0.00

TRINITY_DN36834_c0_g1sp|P25779|CYSP_TRYCR- Cruzipain OS=Trypanosoma cruzi PE=1 SV=134.30 0.00

TRINITY_DN37271_c0_g10sp|Q6NLQ6|CDPKW_ARATHCPK32 Calcium-dependent protein kinase 32 OS=Arabidopsis thaliana GN=CPK32 PE=1 SV=134.30 0.00

TRINITY_DN37280_c0_g4sp|P33189|YHXA_BACSUyhxA Uncharacterized aminotransferase YhxA OS=Bacillus subtilis (strain 168) GN=yhxA PE=3 SV=434.30 0.00

TRINITY_DN37559_c0_g6sp|Q9TW28|MYOM_DICDImyoM Myosin-M heavy chain OS=Dictyostelium discoideum GN=myoM PE=1 SV=134.30 0.00

TRINITY_DN37828_c1_g7sp|Q54GB2|CTSL2_DICDIctdspl2 CTD small phosphatase-like protein 2 OS=Dictyostelium discoideum GN=ctdspl2 PE=3 SV=134.30 0.00

TRINITY_DN38120_c1_g4sp|Q8VWZ8|SMO22_ARATHSMO2-2 Methylsterol monooxygenase 2-2 OS=Arabidopsis thaliana GN=SMO2-2 PE=2 SV=134.30 0.00

TRINITY_DN38397_c0_g4sp|E9Q4S1|PDE8B_MOUSEPde8b High affinity cAMP-specific and IBMX-insensitive 3',5'-cyclic phosphodiesterase 8B OS=Mus musculus GN=Pde8b PE=1 SV=134.30 0.00

TRINITY_DN38711_c0_g6sp|Q6AYQ6|MMAD_RATMmadhc Methylmalonic aciduria and homocystinuria type D homolog, mitochondrial OS=Rattus norvegicus GN=Mmadhc PE=2 SV=134.30 0.00

TRINITY_DN39096_c0_g1sp|Q80Z29|NAMPT_RATNampt Nicotinamide phosphoribosyltransferase OS=Rattus norvegicus GN=Nampt PE=1 SV=134.30 0.00

TRINITY_DN39468_c0_g5sp|Q9ZBH5|DCDA_STRCOlysA Diaminopimelate decarboxylase OS=Streptomyces coelicolor (strain ATCC BAA-471 / A3(2) / M145) GN=lysA PE=3 SV=134.30 0.00

TRINITY_DN39563_c0_g1sp|Q9GSB0|CRTP1_DICDIcrtp1 Crt homolog 1 OS=Dictyostelium discoideum GN=crtp1 PE=2 SV=134.30 0.00

TRINITY_DN39642_c0_g3sp|Q552M6|ZDHC7_DICDIDDB_G0276017Putative ZDHHC-type palmitoyltransferase 7 OS=Dictyostelium discoideum GN=DDB_G0276017 PE=2 SV=134.30 0.00

TRINITY_DN39885_c0_g6sp|Q9SF37|MCM8_ARATHMCM8 Probable DNA helicase MCM8 OS=Arabidopsis thaliana GN=MCM8 PE=2 SV=234.30 0.00

TRINITY_DN40038_c0_g1sp|Q54L81|Y0700_DICDIDDB_G0286841Probable serine/threonine-protein kinase DDB_G0286841 OS=Dictyostelium discoideum GN=DDB_G0286841 PE=3 SV=134.30 0.00

TRINITY_DN40199_c0_g8sp|Q6PC24|YIF1A_DANREyif1a Protein YIF1A OS=Danio rerio GN=yif1a PE=2 SV=134.30 0.00

TRINITY_DN40302_c0_g2sp|Q54H55|Y8969_DICDIDDB_G0289697FAD-linked oxidoreductase DDB_G0289697 OS=Dictyostelium discoideum GN=DDB_G0289697 PE=2 SV=134.30 0.00

TRINITY_DN40875_c0_g2sp|Q9VGR2|NDUF7_DROMECG17726 Protein arginine methyltransferase NDUFAF7 homolog, mitochondrial OS=Drosophila melanogaster GN=CG17726 PE=2 SV=134.30 0.00

TRINITY_DN41304_c0_g1sp|Q98TR3|RENT1_TAKRUrent1 Putative regulator of nonsense transcripts 1 OS=Takifugu rubripes GN=rent1 PE=3 SV=134.30 0.00

TRINITY_DN41935_c0_g1sp|Q9CPV4|GLOD4_MOUSEGlod4 Glyoxalase domain-containing protein 4 OS=Mus musculus GN=Glod4 PE=1 SV=134.30 0.00

TRINITY_DN42237_c0_g1sp|O75165|DJC13_HUMANDNAJC13 DnaJ homolog subfamily C member 13 OS=Homo sapiens GN=DNAJC13 PE=1 SV=534.30 0.00

TRINITY_DN42404_c0_g1sp|Q02PA2|LAP_PSEABlap Aminopeptidase OS=Pseudomonas aeruginosa (strain UCBPP-PA14) GN=lap PE=1 SV=134.30 0.00

TRINITY_DN43049_c1_g5sp|Q12314|SFM1_YEASTSFM1 Protein arginine N-methyltransferase SFM1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SFM1 PE=1 SV=134.30 0.00

TRINITY_DN43307_c0_g4sp|Q6B9X6|VWKA_DICDIvwkA Alpha-protein kinase vwkA OS=Dictyostelium discoideum GN=vwkA PE=1 SV=134.30 0.00

TRINITY_DN44123_c0_g2sp|P32254|RASS_DICDIrasS Ras-like protein rasS OS=Dictyostelium discoideum GN=rasS PE=2 SV=134.30 0.00

TRINITY_DN44291_c0_g1sp|P42839|VNX1_YEASTVNX1 Low affinity vacuolar monovalent cation/H(+) antiporter OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VNX1 PE=1 SV=134.30 0.00

TRINITY_DN44750_c0_g2sp|Q9SVJ4|GUN22_ARATHGH9B16 Endoglucanase 22 OS=Arabidopsis thaliana GN=GH9B16 PE=3 SV=134.30 0.00

TRINITY_DN44810_c1_g1sp|Q9SMR2|TBCC_ARATHTFCC Tubulin-folding cofactor C OS=Arabidopsis thaliana GN=TFCC PE=1 SV=134.30 0.00

TRINITY_DN44977_c0_g1sp|O62671|CP241_CANLFCYP2C41 Cytochrome P450 2C41 OS=Canis lupus familiaris GN=CYP2C41 PE=2 SV=134.30 0.00

TRINITY_DN45112_c1_g2sp|Q9SL92|HCS1_ARATHHCS1 Biotin--protein ligase 1, chloroplastic OS=Arabidopsis thaliana GN=HCS1 PE=1 SV=234.30 0.00

TRINITY_DN46115_c0_g4sp|A4W9I2|SELD_ENT38selD Selenide, water dikinase OS=Enterobacter sp. (strain 638) GN=selD PE=3 SV=134.30 0.00

TRINITY_DN46241_c0_g1sp|P82413|RK19_SPIOLRPL19 50S ribosomal protein L19, chloroplastic OS=Spinacia oleracea GN=RPL19 PE=1 SV=234.30 0.00

TRINITY_DN46379_c0_g1sp|Q9STN3|SPT51_ARATHAt4g08350Putative transcription elongation factor SPT5 homolog 1 OS=Arabidopsis thaliana GN=At4g08350 PE=1 SV=234.30 0.00

TRINITY_DN47047_c0_g1sp|O24303|TI110_PEATIC110 Protein TIC110, chloroplastic OS=Pisum sativum GN=TIC110 PE=1 SV=134.30 0.00

TRINITY_DN47720_c0_g2sp|Q91YR5|MET13_MOUSEMettl13 Methyltransferase-like protein 13 OS=Mus musculus GN=Mettl13 PE=1 SV=134.30 0.00

TRINITY_DN48120_c0_g5sp|Q8N9F7|GDPD1_HUMANGDPD1 Glycerophosphodiester phosphodiesterase domain-containing protein 1 OS=Homo sapiens GN=GDPD1 PE=1 SV=234.30 0.00

TRINITY_DN48807_c0_g5sp|Q6V4H0|10HGO_CATRO10HGO 8-hydroxygeraniol dehydrogenase OS=Catharanthus roseus GN=10HGO PE=1 SV=134.30 0.00

TRINITY_DN49115_c2_g1sp|P42891|ECE1_BOVINECE1 Endothelin-converting enzyme 1 OS=Bos taurus GN=ECE1 PE=1 SV=234.30 0.00

TRINITY_DN49462_c1_g3sp|P35786|VA5_VESSQ- Venom allergen 5 OS=Vespula squamosa PE=1 SV=134.30 0.00

TRINITY_DN49623_c0_g1sp|Q9MAT5|ANM10_ARATHPRMT10 Protein arginine N-methyltransferase PRMT10 OS=Arabidopsis thaliana GN=PRMT10 PE=1 SV=134.30 0.00

TRINITY_DN49898_c0_g1sp|Q84JE8|ZDP_ARATHZDP Polynucleotide 3'-phosphatase ZDP OS=Arabidopsis thaliana GN=ZDP PE=1 SV=134.30 0.00

TRINITY_DN50279_c0_g4sp|Q9VGH7|CLCN2_DROMEClC-a Chloride channel protein 2 OS=Drosophila melanogaster GN=ClC-a PE=2 SV=334.30 0.00

TRINITY_DN50538_c0_g4sp|Q5BA58|DPP5_EMENIdpp5 Probable dipeptidyl-peptidase 5 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=dpp5 PE=1 SV=134.30 0.00

TRINITY_DN50593_c0_g1sp|Q55CA0|VPS26_DICDIvps26 Vacuolar protein sorting-associated protein 26 OS=Dictyostelium discoideum GN=vps26 PE=2 SV=134.30 0.00

TRINITY_DN51123_c0_g3sp|Q55EI8|Y9956_DICDIDDB_G0268876Probable serine/threonine-protein kinase DDB_G0268876 OS=Dictyostelium discoideum GN=DDB_G0268876 PE=3 SV=134.30 0.00

TRINITY_DN51939_c1_g1sp|Q8QZV1|PDE9A_RATPde9a High affinity cGMP-specific 3',5'-cyclic phosphodiesterase 9A OS=Rattus norvegicus GN=Pde9a PE=1 SV=134.30 0.00

TRINITY_DN51995_c1_g5sp|Q40153|LE14B_LITER- LEC14B protein OS=Lithospermum erythrorhizon PE=2 SV=134.30 0.00

TRINITY_DN52097_c1_g2sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=234.30 0.00

TRINITY_DN27230_c0_g3sp|Q94KJ7|VPS33_ARATHVPS33 Vacuolar protein-sorting-associated protein 33 homolog OS=Arabidopsis thaliana GN=VPS33 PE=1 SV=134.20 0.00

TRINITY_DN30386_c0_g1sp|Q944K2|OST48_ARATHOST48 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit OS=Arabidopsis thaliana GN=OST48 PE=2 SV=134.20 0.00

TRINITY_DN30517_c0_g1sp|Q54WR2|GCN1_DICDIgcn1 eIF-2-alpha kinase activator GCN1 OS=Dictyostelium discoideum GN=gcn1 PE=3 SV=134.20 0.00

TRINITY_DN31933_c0_g1sp|Q07465|RNI_AERHY- Ribonuclease OS=Aeromonas hydrophila PE=1 SV=134.20 0.00

TRINITY_DN32428_c0_g1sp|Q82TW4|DEF1_NITEUdef1 Peptide deformylase 1 OS=Nitrosomonas europaea (strain ATCC 19718 / CIP 103999 / KCTC 2705 / NBRC 14298) GN=def1 PE=3 SV=134.20 0.00

TRINITY_DN33211_c0_g1sp|Q9XYS3|NOXA_DICDInoxA Superoxide-generating NADPH oxidase heavy chain subunit A OS=Dictyostelium discoideum GN=noxA PE=2 SV=134.20 0.00



TRINITY_DN34442_c0_g1sp|P53467|ACTM_MOLOC- Actin, larval muscle-type OS=Molgula oculata PE=3 SV=134.20 0.00

TRINITY_DN34539_c2_g9sp|B1VGC2|IF2_CORU7infB Translation initiation factor IF-2 OS=Corynebacterium urealyticum (strain ATCC 43042 / DSM 7109) GN=infB PE=3 SV=134.20 0.00

TRINITY_DN36701_c0_g2sp|P34409|POLK_CAEELpolk-1 DNA polymerase kappa OS=Caenorhabditis elegans GN=polk-1 PE=3 SV=334.20 0.00

TRINITY_DN36723_c1_g3sp|Q5U252|UBP47_XENLAusp47 Ubiquitin carboxyl-terminal hydrolase 47 OS=Xenopus laevis GN=usp47 PE=2 SV=134.20 0.00

TRINITY_DN36850_c0_g9sp|Q6AX33|MAST3_XENLAmast3 Microtubule-associated serine/threonine-protein kinase 3 OS=Xenopus laevis GN=mast3 PE=2 SV=134.20 0.00

TRINITY_DN37437_c0_g1sp|P29122|PCSK6_HUMANPCSK6 Proprotein convertase subtilisin/kexin type 6 OS=Homo sapiens GN=PCSK6 PE=1 SV=134.20 0.00

TRINITY_DN37532_c0_g3sp|P0CM95|CWC21_CRYNBCWC21 Pre-mRNA-splicing factor CWC21 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=CWC21 PE=3 SV=134.20 0.00

TRINITY_DN37659_c0_g3sp|Q54UK0|PLDA_DICDIpldA Phospholipase D A OS=Dictyostelium discoideum GN=pldA PE=2 SV=134.20 0.00

TRINITY_DN3789_c0_g1sp|P25071|CML12_ARATHCML12 Calmodulin-like protein 12 OS=Arabidopsis thaliana GN=CML12 PE=1 SV=334.20 0.00

TRINITY_DN3825_c0_g1sp|Q94124|RAC2_CAEELrac-2 Ras-related protein rac-2 OS=Caenorhabditis elegans GN=rac-2 PE=3 SV=134.20 0.00

TRINITY_DN39223_c1_g2sp|F4IVL6|GRV2_ARATHGRV2 DnaJ homolog subfamily C GRV2 OS=Arabidopsis thaliana GN=GRV2 PE=1 SV=134.20 0.00

TRINITY_DN39253_c0_g3sp|Q8BGC4|PTGR3_MOUSEZadh2 Prostaglandin reductase-3 OS=Mus musculus GN=Zadh2 PE=1 SV=134.20 0.00

TRINITY_DN39302_c0_g3sp|P41891|GAR2_SCHPOgar2 Protein gar2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gar2 PE=1 SV=234.20 0.00

TRINITY_DN39424_c0_g7sp|Q9CX11|UTP23_MOUSEUtp23 rRNA-processing protein UTP23 homolog OS=Mus musculus GN=Utp23 PE=2 SV=134.20 0.00

TRINITY_DN39622_c0_g5sp|Q28BX9|C2CD5_XENTRc2cd5 C2 domain-containing protein 5 OS=Xenopus tropicalis GN=c2cd5 PE=2 SV=134.20 0.00

TRINITY_DN39840_c0_g7sp|O14045|TPT1_SCHPOSPAC2C4.12cPutative tRNA 2'-phosphotransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC2C4.12c PE=3 SV=234.20 0.00

TRINITY_DN40477_c1_g1sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=134.20 0.00

TRINITY_DN40603_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=134.20 0.00

TRINITY_DN40619_c1_g1sp|P28039|AOAH_HUMANAOAH Acyloxyacyl hydrolase OS=Homo sapiens GN=AOAH PE=1 SV=134.20 0.00

TRINITY_DN40936_c0_g2sp|Q23915|KINX_DICDIkinX Probable serine/threonine-protein kinase kinX OS=Dictyostelium discoideum GN=kinX PE=3 SV=234.20 0.00

TRINITY_DN40951_c1_g7sp|Q9S7C0|HSP7O_ARATHHSP70-14Heat shock 70 kDa protein 14 OS=Arabidopsis thaliana GN=HSP70-14 PE=2 SV=134.20 0.00

TRINITY_DN41074_c0_g1sp|Q86AD7|MYLKB_DICDIDDB_G0271550Probable myosin light chain kinase DDB_G0271550 OS=Dictyostelium discoideum GN=DDB_G0271550 PE=3 SV=134.20 0.00

TRINITY_DN41488_c0_g4sp|Q9SYK0|HEXO2_ARATHHEXO2 Beta-hexosaminidase 2 OS=Arabidopsis thaliana GN=HEXO2 PE=1 SV=134.20 0.00

TRINITY_DN42432_c0_g1sp|Q69ZQ1|K1161_MOUSEKiaa1161Uncharacterized family 31 glucosidase KIAA1161 OS=Mus musculus GN=Kiaa1161 PE=1 SV=234.20 0.00

TRINITY_DN42871_c0_g2sp|P20936|RASA1_HUMANRASA1 Ras GTPase-activating protein 1 OS=Homo sapiens GN=RASA1 PE=1 SV=134.20 0.00

TRINITY_DN42879_c0_g3sp|F4IAT2|THOC2_ARATHTHO2 THO complex subunit 2 OS=Arabidopsis thaliana GN=THO2 PE=1 SV=134.20 0.00

TRINITY_DN42897_c1_g1sp|Q2KHV7|UBP2_BOVINUSP2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Bos taurus GN=USP2 PE=2 SV=134.20 0.00

TRINITY_DN42936_c0_g1sp|Q22000|PDE4_CAEELpde-4 Probable 3',5'-cyclic phosphodiesterase pde-4 OS=Caenorhabditis elegans GN=pde-4 PE=3 SV=234.20 0.00

TRINITY_DN43928_c0_g3sp|A5A6P2|ASAH1_PANTRASAH1 Acid ceramidase OS=Pan troglodytes GN=ASAH1 PE=2 SV=134.20 0.00

TRINITY_DN44807_c1_g5sp|O13146|EPHA3_DANREepha3 Ephrin type-A receptor 3 OS=Danio rerio GN=epha3 PE=2 SV=134.20 0.00

TRINITY_DN44880_c0_g6sp|A8IUG5|CFA99_CHLRECFAP99 Cilia- and flagella-associated protein 99 OS=Chlamydomonas reinhardtii GN=CFAP99 PE=1 SV=134.20 0.00

TRINITY_DN45473_c0_g3sp|B7J921|RLMD_ACIF2rlmD 23S rRNA (uracil(1939)-C(5))-methyltransferase RlmD OS=Acidithiobacillus ferrooxidans (strain ATCC 23270 / DSM 14882 / CIP 104768 / NCIMB 8455) GN=rlmD PE=3 SV=134.20 0.00

TRINITY_DN45724_c0_g6sp|Q55EI8|Y9956_DICDIDDB_G0268876Probable serine/threonine-protein kinase DDB_G0268876 OS=Dictyostelium discoideum GN=DDB_G0268876 PE=3 SV=134.20 0.00

TRINITY_DN47036_c0_g2sp|O82660|P2SAF_ARATHHCF136 Photosystem II stability/assembly factor HCF136, chloroplastic OS=Arabidopsis thaliana GN=HCF136 PE=1 SV=134.20 0.00

TRINITY_DN47309_c0_g1sp|Q96AX2|RAB37_HUMANRAB37 Ras-related protein Rab-37 OS=Homo sapiens GN=RAB37 PE=1 SV=334.20 0.00

TRINITY_DN47398_c0_g5sp|Q9SLK6|ALA6_ARATHALA6 Phospholipid-transporting ATPase 6 OS=Arabidopsis thaliana GN=ALA6 PE=1 SV=234.20 0.00

TRINITY_DN47623_c0_g6sp|P83111|LACTB_HUMANLACTB Serine beta-lactamase-like protein LACTB, mitochondrial OS=Homo sapiens GN=LACTB PE=1 SV=234.20 0.00

TRINITY_DN47744_c0_g1sp|P43620|RMD8_YEASTRMD8 Sporulation protein RMD8 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RMD8 PE=1 SV=134.20 0.00

TRINITY_DN48417_c0_g2sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=134.20 0.00

TRINITY_DN48545_c0_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=234.20 0.00

TRINITY_DN49135_c0_g2sp|Q5MB13|ABCG2_MACMUABCG2 ATP-binding cassette sub-family G member 2 OS=Macaca mulatta GN=ABCG2 PE=2 SV=134.20 0.00

TRINITY_DN49249_c0_g3sp|Q9LQV2|RDR1_ARATHRDR1 RNA-dependent RNA polymerase 1 OS=Arabidopsis thaliana GN=RDR1 PE=2 SV=134.20 0.00

TRINITY_DN49574_c0_g1sp|H2DH17|C7A22_PANGI- Cytochrome P450 CYP749A22 OS=Panax ginseng PE=2 SV=134.20 0.00

TRINITY_DN49984_c0_g5sp|Q8L7R3|LPCT1_ARATHLPEAT1 Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana GN=LPEAT1 PE=1 SV=134.20 0.00

TRINITY_DN49992_c0_g4sp|Q55E54|COROB_DICDIcorB Coronin-B OS=Dictyostelium discoideum GN=corB PE=1 SV=134.20 0.00

TRINITY_DN50310_c1_g7sp|Q4V3B8|SIPL3_ARATHSPPL3 Signal peptide peptidase-like 3 OS=Arabidopsis thaliana GN=SPPL3 PE=2 SV=134.20 0.00

TRINITY_DN50936_c0_g3sp|Q9ZU50|BAT1_ARATHBAT1 Amino-acid permease BAT1 OS=Arabidopsis thaliana GN=BAT1 PE=2 SV=234.20 0.00

TRINITY_DN51082_c0_g3sp|Q8RY22|DEGP7_ARATHDEGP7 Protease Do-like 7 OS=Arabidopsis thaliana GN=DEGP7 PE=2 SV=134.20 0.00



TRINITY_DN51136_c0_g3sp|Q9UT08|2AAA_SCHPOpaa1 Protein phosphatase PP2A regulatory subunit A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=paa1 PE=3 SV=134.20 0.00

TRINITY_DN51209_c0_g1sp|Q9VVI3|NEDD4_DROMENedd4 E3 ubiquitin-protein ligase Nedd-4 OS=Drosophila melanogaster GN=Nedd4 PE=1 SV=234.20 0.00

TRINITY_DN52268_c0_g1sp|Q1PFH8|CDPKJ_ARATHCPK19 Calcium-dependent protein kinase 19 OS=Arabidopsis thaliana GN=CPK19 PE=2 SV=134.20 0.00

TRINITY_DN52341_c1_g3sp|Q8K0T2|DC2L1_MOUSEDync2li1Cytoplasmic dynein 2 light intermediate chain 1 OS=Mus musculus GN=Dync2li1 PE=1 SV=134.20 0.00

TRINITY_DN19623_c0_g1sp|Q55GW8|Y8260_DICDIDDB_G0268260AN1-type zinc finger and UBX domain-containing protein DDB_G0268260 OS=Dictyostelium discoideum GN=DDB_G0268260 PE=3 SV=234.10 0.00

TRINITY_DN25432_c0_g1sp|A2YH41|ATR_ORYSIOsI_023634Serine/threonine-protein kinase ATR OS=Oryza sativa subsp. indica GN=OsI_023634 PE=3 SV=234.10 0.00

TRINITY_DN29202_c0_g2sp|F4J5S1|CLU_ARATHFMT Clustered mitochondria protein OS=Arabidopsis thaliana GN=FMT PE=2 SV=134.10 0.00

TRINITY_DN30430_c0_g2sp|P11620|YPT1_SCHPOypt1 GTP-binding protein ypt1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ypt1 PE=1 SV=234.10 0.00

TRINITY_DN32221_c0_g1sp|Q9FJ09|IMPA5_ARATHIMPA5 Importin subunit alpha-5 OS=Arabidopsis thaliana GN=IMPA5 PE=2 SV=134.10 0.00

TRINITY_DN32675_c0_g1sp|B2DBE9|GGS4_PHOAMGGS-D Geranylgeranyl pyrophosphate synthase D OS=Phomopsis amygdali GN=GGS-D PE=1 SV=134.10 0.00

TRINITY_DN32854_c0_g2sp|O00410|IPO5_HUMANIPO5 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=434.10 0.00

TRINITY_DN34022_c0_g1sp|Q2W7T6|EFP_MAGSAefp Elongation factor P OS=Magnetospirillum magneticum (strain AMB-1 / ATCC 700264) GN=efp PE=3 SV=134.10 0.00

TRINITY_DN34413_c0_g1sp|Q9M2E2|SDR1_ARATHSDR1 (+)-neomenthol dehydrogenase OS=Arabidopsis thaliana GN=SDR1 PE=1 SV=134.10 0.00

TRINITY_DN34476_c0_g2sp|Q921Y4|MFSD5_MOUSEMfsd5 Molybdate-anion transporter OS=Mus musculus GN=Mfsd5 PE=2 SV=134.10 0.00

TRINITY_DN34670_c0_g1sp|Q5HZE0|MCATL_RATSlc25a29Mitochondrial basic amino acids transporter OS=Rattus norvegicus GN=Slc25a29 PE=2 SV=134.10 0.00

TRINITY_DN34864_c0_g2sp|P80363|CCB23_ORCLI- Crustacean calcium-binding protein 23 OS=Orconectes limosus PE=1 SV=134.10 0.00

TRINITY_DN35155_c0_g2sp|O44424|DGC14_DROMEEs2 Protein DGCR14 homolog OS=Drosophila melanogaster GN=Es2 PE=1 SV=234.10 0.00

TRINITY_DN35935_c0_g3sp|Q64332|SYN2_MOUSESyn2 Synapsin-2 OS=Mus musculus GN=Syn2 PE=1 SV=234.10 0.00

TRINITY_DN36341_c0_g5sp|P26446|PARP1_CHICKPARP1 Poly [ADP-ribose] polymerase 1 OS=Gallus gallus GN=PARP1 PE=1 SV=234.10 0.00

TRINITY_DN38809_c0_g1sp|Q9UT00|YKH3_SCHPOSPAPYUK71.03cUncharacterized protein PYUK71.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAPYUK71.03c PE=1 SV=134.10 0.00

TRINITY_DN38849_c0_g1sp|O67781|AAT_AQUAEaspC Aspartate aminotransferase OS=Aquifex aeolicus (strain VF5) GN=aspC PE=3 SV=134.10 0.00

TRINITY_DN38883_c0_g3sp|Q86AT8|SPKA_DICDIspkA-1 Stress-activated protein kinase alpha OS=Dictyostelium discoideum GN=spkA-1 PE=1 SV=134.10 0.00

TRINITY_DN39426_c1_g9sp|Q53HC5|KLH26_HUMANKLHL26 Kelch-like protein 26 OS=Homo sapiens GN=KLHL26 PE=1 SV=234.10 0.00

TRINITY_DN39698_c0_g3sp|O00906|AGLU_TETPY- Lysosomal acid alpha-glucosidase OS=Tetrahymena pyriformis PE=1 SV=134.10 0.00

TRINITY_DN40516_c0_g5sp|B6EUA9|PR40A_ARATHPRP40A Pre-mRNA-processing protein 40A OS=Arabidopsis thaliana GN=PRP40A PE=1 SV=134.10 0.00

TRINITY_DN40542_c0_g1sp|Q8QHJ8|XPO6_DANRExpo6 Exportin-6 OS=Danio rerio GN=xpo6 PE=2 SV=134.10 0.00

TRINITY_DN41336_c1_g6sp|P35760|VA5_VESMC- Venom allergen 5 OS=Vespula maculifrons PE=1 SV=134.10 0.00

TRINITY_DN41851_c0_g3sp|B8FL12|RLME_DESAArlmE Ribosomal RNA large subunit methyltransferase E OS=Desulfatibacillum alkenivorans (strain AK-01) GN=rlmE PE=3 SV=134.10 0.00

TRINITY_DN42759_c1_g2sp|Q80XN0|BDH_MOUSEBdh1 D-beta-hydroxybutyrate dehydrogenase, mitochondrial OS=Mus musculus GN=Bdh1 PE=1 SV=234.10 0.00

TRINITY_DN43043_c0_g4sp|P97615|THIOM_RATTxn2 Thioredoxin, mitochondrial OS=Rattus norvegicus GN=Txn2 PE=2 SV=134.10 0.00

TRINITY_DN43232_c0_g2sp|A3BN26|PUS6_ORYSJOs07g0660400RNA pseudouridine synthase 6, chloroplastic OS=Oryza sativa subsp. japonica GN=Os07g0660400 PE=2 SV=134.10 0.00

TRINITY_DN43283_c1_g4sp|Q14524|SCN5A_HUMANSCN5A Sodium channel protein type 5 subunit alpha OS=Homo sapiens GN=SCN5A PE=1 SV=234.10 0.00

TRINITY_DN43845_c0_g1sp|Q4R8N7|STIP1_MACFASTIP1 Stress-induced-phosphoprotein 1 OS=Macaca fascicularis GN=STIP1 PE=2 SV=134.10 0.00

TRINITY_DN43955_c0_g1sp|Q05001|NCPR_CATROCPR NADPH--cytochrome P450 reductase OS=Catharanthus roseus GN=CPR PE=2 SV=134.10 0.00

TRINITY_DN45228_c0_g2sp|Q8C1A3|MTRR_MOUSEMtrr Methionine synthase reductase OS=Mus musculus GN=Mtrr PE=1 SV=234.10 0.00

TRINITY_DN45345_c0_g2sp|P45469|YRAR_ECOLIyraR Uncharacterized protein YraR OS=Escherichia coli (strain K12) GN=yraR PE=4 SV=234.10 0.00

TRINITY_DN45363_c0_g5sp|D4GP30|XDH2_HALVDHVO_B0029D-xylose 1-dehydrogenase (NADP(+)) 2 OS=Haloferax volcanii (strain ATCC 29605 / DSM 3757 / JCM 8879 / NBRC 14742 / NCIMB 2012 / VKM B-1768 / DS2) GN=HVO_B0029 PE=1 SV=134.10 0.00

TRINITY_DN45537_c0_g2sp|Q14573|ITPR3_HUMANITPR3 Inositol 1,4,5-trisphosphate receptor type 3 OS=Homo sapiens GN=ITPR3 PE=1 SV=234.10 0.00

TRINITY_DN45612_c0_g3sp|P29344|RR1_SPIOLRPS1 30S ribosomal protein S1, chloroplastic OS=Spinacia oleracea GN=RPS1 PE=1 SV=134.10 0.00

TRINITY_DN45627_c1_g2sp|Q55DA0|ABCGM_DICDIabcG22 ABC transporter G family member 22 OS=Dictyostelium discoideum GN=abcG22 PE=2 SV=134.10 0.00

TRINITY_DN45724_c0_g2sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=134.10 0.00

TRINITY_DN45836_c0_g7sp|P35290|RAB24_MOUSERab24 Ras-related protein Rab-24 OS=Mus musculus GN=Rab24 PE=1 SV=234.10 0.00

TRINITY_DN46679_c0_g6sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=134.10 0.00

TRINITY_DN47447_c0_g4sp|P0CS69|PFA4_CRYNBPFA4 Palmitoyltransferase PFA4 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=PFA4 PE=3 SV=134.10 0.00

TRINITY_DN47864_c0_g1sp|Q9ZGI5|PIKA1_STRVZpikAI Narbonolide/10-deoxymethynolide synthase PikA1, modules 1 and 2 OS=Streptomyces venezuelae GN=pikAI PE=1 SV=134.10 0.00

TRINITY_DN47982_c0_g1sp|Q9CXF4|TBC15_MOUSETbc1d15 TBC1 domain family member 15 OS=Mus musculus GN=Tbc1d15 PE=1 SV=134.10 0.00

TRINITY_DN48064_c0_g2sp|Q54DN3|XPO7_DICDIxpo7 Exportin-7 OS=Dictyostelium discoideum GN=xpo7 PE=3 SV=234.10 0.00

TRINITY_DN48458_c0_g3sp|Q54TC9|SRE1_DICDIsre1 Elongation of fatty acids protein sre1 OS=Dictyostelium discoideum GN=sre1 PE=2 SV=134.10 0.00

TRINITY_DN49099_c0_g2sp|Q3SWY8|ZUFSP_BOVINZUFSP Zinc finger with UFM1-specific peptidase domain protein OS=Bos taurus GN=ZUFSP PE=2 SV=134.10 0.00

TRINITY_DN49268_c1_g3sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=334.10 0.00

TRINITY_DN49589_c0_g1sp|Q62662|FRK_RATFrk Tyrosine-protein kinase FRK OS=Rattus norvegicus GN=Frk PE=1 SV=334.10 0.00

TRINITY_DN49999_c0_g7sp|Q55F19|CCNH_DICDIcycH Putative cyclin-H OS=Dictyostelium discoideum GN=cycH PE=3 SV=134.10 0.00

TRINITY_DN50243_c0_g3sp|C5DXN2|AIM41_ZYGRCAIM41 Altered inheritance of mitochondria protein 41, mitochondrial OS=Zygosaccharomyces rouxii (strain ATCC 2623 / CBS 732 / NBRC 1130 / NCYC 568 / NRRL Y-229) GN=AIM41 PE=3 SV=134.10 0.00

TRINITY_DN50413_c0_g1sp|P15771|NUCL_CHICKNCL Nucleolin OS=Gallus gallus GN=NCL PE=1 SV=134.10 0.00

TRINITY_DN50561_c1_g10sp|Q8W4S4|VHAA3_ARATHVHA-a3 V-type proton ATPase subunit a3 OS=Arabidopsis thaliana GN=VHA-a3 PE=1 SV=134.10 0.00

TRINITY_DN50888_c0_g1sp|Q7XZU0|SAC9_ARATHSAC9 Probable phosphoinositide phosphatase SAC9 OS=Arabidopsis thaliana GN=SAC9 PE=1 SV=134.10 0.00



TRINITY_DN51167_c2_g2sp|F4JY37|RUK_ARATHRUK Serine/threonine-protein kinase RUNKEL OS=Arabidopsis thaliana GN=RUK PE=1 SV=134.10 0.00

TRINITY_DN51213_c0_g1sp|Q8HXQ5|MRP1_BOVINABCC1 Multidrug resistance-associated protein 1 OS=Bos taurus GN=ABCC1 PE=2 SV=134.10 0.00

TRINITY_DN51448_c1_g2sp|Q9CQK7|RWDD1_MOUSERwdd1 RWD domain-containing protein 1 OS=Mus musculus GN=Rwdd1 PE=1 SV=134.10 0.00

TRINITY_DN53609_c0_g1sp|Q95ZV7|DDRB_CAEELddr-2 Discoidin domain-containing receptor tyrosine kinase B OS=Caenorhabditis elegans GN=ddr-2 PE=2 SV=134.10 0.00

TRINITY_DN14170_c0_g1sp|Q6NNI8|SAP1_ARATHSAP1 Zinc finger A20 and AN1 domain-containing stress-associated protein 1 OS=Arabidopsis thaliana GN=SAP1 PE=1 SV=134.00 0.00

TRINITY_DN22861_c0_g1sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=134.00 0.00

TRINITY_DN30227_c0_g2sp|Q71N54|LCAT4_ARATHLCAT4 Lecithin-cholesterol acyltransferase-like 4 OS=Arabidopsis thaliana GN=LCAT4 PE=1 SV=134.00 0.00

TRINITY_DN31898_c0_g1sp|Q8MSU4|SYMPK_DROMESym Symplekin OS=Drosophila melanogaster GN=Sym PE=1 SV=134.00 0.00

TRINITY_DN31905_c0_g1sp|P00332|ADH_SCHPOadh1 Alcohol dehydrogenase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=adh1 PE=1 SV=234.00 0.00

TRINITY_DN32719_c0_g2sp|Q7Z478|DHX29_HUMANDHX29 ATP-dependent RNA helicase DHX29 OS=Homo sapiens GN=DHX29 PE=1 SV=234.00 0.00

TRINITY_DN33110_c0_g3sp|P31320|KAPR_BLAEMPKAR cAMP-dependent protein kinase regulatory subunit OS=Blastocladiella emersonii GN=PKAR PE=2 SV=134.00 0.00

TRINITY_DN34041_c0_g1sp|B9DHT4|ARIA_ARATHARIA ARM REPEAT PROTEIN INTERACTING WITH ABF2 OS=Arabidopsis thaliana GN=ARIA PE=1 SV=234.00 0.00

TRINITY_DN34323_c0_g1sp|Q811I0|ATPF1_MOUSEAtpaf1 ATP synthase mitochondrial F1 complex assembly factor 1 OS=Mus musculus GN=Atpaf1 PE=1 SV=134.00 0.00

TRINITY_DN34375_c0_g1sp|Q39044|VPEB_ARATHbVPE Vacuolar-processing enzyme beta-isozyme OS=Arabidopsis thaliana GN=bVPE PE=2 SV=334.00 0.00

TRINITY_DN34414_c0_g1sp|Q93VP3|IF5A2_ARATHELF5A-2 Eukaryotic translation initiation factor 5A-2 OS=Arabidopsis thaliana GN=ELF5A-2 PE=1 SV=134.00 0.00

TRINITY_DN35133_c0_g3sp|Q99PW8|KIF17_MOUSEKif17 Kinesin-like protein KIF17 OS=Mus musculus GN=Kif17 PE=1 SV=134.00 0.00

TRINITY_DN35391_c0_g1sp|P80561|APX_STRGGSGR_5809Aminopeptidase S OS=Streptomyces griseus subsp. griseus (strain JCM 4626 / NBRC 13350) GN=SGR_5809 PE=1 SV=234.00 0.00

TRINITY_DN35399_c0_g1sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=134.00 0.00

TRINITY_DN35455_c0_g2sp|Q17RB8|LONF1_HUMANLONRF1 LON peptidase N-terminal domain and RING finger protein 1 OS=Homo sapiens GN=LONRF1 PE=1 SV=234.00 0.00

TRINITY_DN35532_c0_g1sp|Q8LDW6|ENDO3_ARATHENDO3 Endonuclease 3 OS=Arabidopsis thaliana GN=ENDO3 PE=2 SV=134.00 0.00

TRINITY_DN35676_c0_g5sp|Q08DB5|STX5_BOVINSTX5 Syntaxin-5 OS=Bos taurus GN=STX5 PE=2 SV=134.00 0.00

TRINITY_DN36059_c0_g10sp|Q54NL1|ABCC9_DICDIabcC9 ABC transporter C family member 9 OS=Dictyostelium discoideum GN=abcC9 PE=3 SV=134.00 0.00

TRINITY_DN36183_c0_g4sp|Q8C147|DOCK8_MOUSEDock8 Dedicator of cytokinesis protein 8 OS=Mus musculus GN=Dock8 PE=1 SV=434.00 0.00

TRINITY_DN36193_c0_g4sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=234.00 0.00

TRINITY_DN36725_c0_g1sp|Q55CU8|RSC5_DICDIrsc5 Random slug protein 5 OS=Dictyostelium discoideum GN=rsc5 PE=2 SV=134.00 0.00

TRINITY_DN37085_c1_g1sp|Q12100|RTK1_YEASTRTK1 Probable serine/threonine-protein kinase RTK1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RTK1 PE=1 SV=134.00 0.00

TRINITY_DN37159_c0_g4sp|Q9BZV1|UBXN6_HUMANUBXN6 UBX domain-containing protein 6 OS=Homo sapiens GN=UBXN6 PE=1 SV=134.00 0.00

TRINITY_DN37233_c0_g1sp|Q9FG71|EMC89_ARATHEMB2731 ER membrane protein complex subunit 8/9 homolog OS=Arabidopsis thaliana GN=EMB2731 PE=2 SV=134.00 0.00

TRINITY_DN37305_c1_g3sp|A7MBB4|M3K13_BOVINMAP3K13 Mitogen-activated protein kinase kinase kinase 13 OS=Bos taurus GN=MAP3K13 PE=2 SV=134.00 0.00

TRINITY_DN37422_c1_g3sp|Q9GTW9|GLK1_TRIVAGK1 Glucokinase 1 OS=Trichomonas vaginalis GN=GK1 PE=1 SV=134.00 0.00

TRINITY_DN37522_c1_g3sp|Q94A97|UBC35_ARATHUBC35 Ubiquitin-conjugating enzyme E2 35 OS=Arabidopsis thaliana GN=UBC35 PE=1 SV=134.00 0.00

TRINITY_DN37663_c0_g2sp|P16976|YPTM1_MAIZEYPTM1 GTP-binding protein YPTM1 OS=Zea mays GN=YPTM1 PE=2 SV=234.00 0.00

TRINITY_DN37699_c0_g2sp|Q9I3H5|BVMO_PSEAEPA1538 Baeyer-Villiger monooxygenase OS=Pseudomonas aeruginosa (strain ATCC 15692 / DSM 22644 / CIP 104116 / JCM 14847 / LMG 12228 / 1C / PRS 101 / PAO1) GN=PA1538 PE=1 SV=134.00 0.00

TRINITY_DN38005_c0_g1sp|Q1ZXL0|Y5795_DICDIDDB_G0275795PH domain-containing protein DDB_G0275795 OS=Dictyostelium discoideum GN=DDB_G0275795 PE=3 SV=134.00 0.00

TRINITY_DN38311_c0_g4sp|Q4PC06|HOG1_USTMAHOG1 Mitogen-activated protein kinase HOG1 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=HOG1 PE=3 SV=134.00 0.00

TRINITY_DN38476_c0_g4sp|Q7M759|AB17B_MOUSEAbhd17b Protein ABHD17B OS=Mus musculus GN=Abhd17b PE=1 SV=134.00 0.00

TRINITY_DN38698_c0_g4sp|Q9Z0M5|LICH_MOUSELipa Lysosomal acid lipase/cholesteryl ester hydrolase OS=Mus musculus GN=Lipa PE=1 SV=234.00 0.00

TRINITY_DN38704_c0_g9sp|P36607|RAD5_SCHPOrad8 DNA repair protein rad8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rad8 PE=1 SV=134.00 0.00

TRINITY_DN38955_c0_g2sp|Q8ZGM2|RSUA_YERPErsuA Ribosomal small subunit pseudouridine synthase A OS=Yersinia pestis GN=rsuA PE=3 SV=134.00 0.00

TRINITY_DN40036_c0_g1sp|Q8SSQ0|GEFR_DICDIgefR Ras guanine nucleotide exchange factor R OS=Dictyostelium discoideum GN=gefR PE=1 SV=134.00 0.00

TRINITY_DN40114_c0_g14sp|Q5XF89|AT133_MOUSEAtp13a3 Probable cation-transporting ATPase 13A3 OS=Mus musculus GN=Atp13a3 PE=1 SV=134.00 0.00

TRINITY_DN40170_c0_g4sp|Q02354|UTP6_YEASTUTP6 U3 small nucleolar RNA-associated protein 6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=UTP6 PE=1 SV=234.00 0.00

TRINITY_DN40233_c1_g2sp|O82752|DTX49_ARATHDTX49 Protein DETOXIFICATION 49 OS=Arabidopsis thaliana GN=DTX49 PE=2 SV=134.00 0.00

TRINITY_DN40352_c0_g4sp|O60573|IF4E2_HUMANEIF4E2 Eukaryotic translation initiation factor 4E type 2 OS=Homo sapiens GN=EIF4E2 PE=1 SV=134.00 0.00

TRINITY_DN40390_c0_g1sp|P54168|YPGQ_BACSUypgQ Uncharacterized protein YpgQ OS=Bacillus subtilis (strain 168) GN=ypgQ PE=4 SV=134.00 0.00

TRINITY_DN41063_c2_g1sp|Q84JU4|IBR5_ARATHIBR5 Protein-tyrosine-phosphatase IBR5 OS=Arabidopsis thaliana GN=IBR5 PE=1 SV=134.00 0.00

TRINITY_DN41165_c0_g3sp|Q9SFU3|PPA15_ARATHPAP15 Purple acid phosphatase 15 OS=Arabidopsis thaliana GN=PAP15 PE=1 SV=134.00 0.00

TRINITY_DN41432_c1_g6sp|B4JB43|EIF3I_DROGRTrip1 Eukaryotic translation initiation factor 3 subunit I OS=Drosophila grimshawi GN=Trip1 PE=3 SV=134.00 0.00

TRINITY_DN41817_c0_g1sp|Q8ILC1|STI1L_PLAF7PF14_0324STI1-like protein OS=Plasmodium falciparum (isolate 3D7) GN=PF14_0324 PE=3 SV=134.00 0.00

TRINITY_DN41872_c0_g9sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=334.00 0.00

TRINITY_DN42114_c0_g2sp|Q9VGH7|CLCN2_DROMEClC-a Chloride channel protein 2 OS=Drosophila melanogaster GN=ClC-a PE=2 SV=334.00 0.00

TRINITY_DN42206_c1_g1sp|P93033|FUM1_ARATHFUM1 Fumarate hydratase 1, mitochondrial OS=Arabidopsis thaliana GN=FUM1 PE=1 SV=234.00 0.00

TRINITY_DN42929_c0_g11sp|Q02595|KPK2_PLAFKPK2 Probable serine/threonine-protein kinase 2 OS=Plasmodium falciparum (isolate K1 / Thailand) GN=PK2 PE=2 SV=134.00 0.00

TRINITY_DN42931_c0_g2sp|Q6N1H2|CLPB_RHOPAclpB Chaperone protein ClpB OS=Rhodopseudomonas palustris (strain ATCC BAA-98 / CGA009) GN=clpB PE=3 SV=134.00 0.00

TRINITY_DN43078_c0_g2sp|P26356|TBP1_WHEATTBP1 TATA-box-binding protein 1 OS=Triticum aestivum GN=TBP1 PE=2 SV=134.00 0.00

TRINITY_DN43667_c2_g2sp|Q54HL6|CSN2_DICDIcsn2 COP9 signalosome complex subunit 2 OS=Dictyostelium discoideum GN=csn2 PE=1 SV=134.00 0.00



TRINITY_DN44316_c1_g1sp|P42322|CANB1_NAEGRCNB1 Calcineurin subunit B OS=Naegleria gruberi GN=CNB1 PE=3 SV=134.00 0.00

TRINITY_DN44690_c0_g6sp|P30711|GSTT1_HUMANGSTT1 Glutathione S-transferase theta-1 OS=Homo sapiens GN=GSTT1 PE=1 SV=434.00 0.00

TRINITY_DN44968_c0_g6sp|Q8YXE4|SYW_NOSS1trpS Tryptophan--tRNA ligase OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=trpS PE=3 SV=134.00 0.00

TRINITY_DN45162_c0_g4sp|Q28I29|DTWD1_XENTRdtwd1 DTW domain-containing protein 1 OS=Xenopus tropicalis GN=dtwd1 PE=2 SV=134.00 0.00

TRINITY_DN46022_c0_g1sp|Q7XJ53|P2C35_ARATHAt3g06270Probable protein phosphatase 2C 35 OS=Arabidopsis thaliana GN=At3g06270 PE=2 SV=134.00 0.00

TRINITY_DN46378_c0_g2sp|Q8BGC0|HTSF1_MOUSEHtatsf1 HIV Tat-specific factor 1 homolog OS=Mus musculus GN=Htatsf1 PE=1 SV=134.00 0.00

TRINITY_DN47509_c1_g2sp|Q9DCG6|PBLD1_MOUSEPbld1 Phenazine biosynthesis-like domain-containing protein 1 OS=Mus musculus GN=Pbld1 PE=1 SV=234.00 0.00

TRINITY_DN47755_c0_g2sp|Q7LFX5|CHSTF_HUMANCHST15 Carbohydrate sulfotransferase 15 OS=Homo sapiens GN=CHST15 PE=1 SV=134.00 0.00

TRINITY_DN47915_c0_g3sp|O43448|KCAB3_HUMANKCNAB3 Voltage-gated potassium channel subunit beta-3 OS=Homo sapiens GN=KCNAB3 PE=2 SV=234.00 0.00

TRINITY_DN48129_c2_g9sp|Q54BA2|Y3800_DICDIDDB_G0293800Ankyrin repeat, bromo and BTB domain-containing protein DDB_G0293800 OS=Dictyostelium discoideum GN=DDB_G0293800 PE=3 SV=134.00 0.00

TRINITY_DN48273_c0_g10sp|Q02527|MGAT3_RATMgat3 Beta-1,4-mannosyl-glycoprotein 4-beta-N-acetylglucosaminyltransferase OS=Rattus norvegicus GN=Mgat3 PE=1 SV=234.00 0.00

TRINITY_DN48392_c0_g3sp|Q4UKR8|HSPC2_RICFEhspC2 Small heat shock protein C2 OS=Rickettsia felis (strain ATCC VR-1525 / URRWXCal2) GN=hspC2 PE=3 SV=134.00 0.00

TRINITY_DN48504_c1_g1sp|Q08BT9|P20D1_XENTRpm20d1 N-fatty-acyl-amino acid synthase/hydrolase PM20D1 OS=Xenopus tropicalis GN=pm20d1 PE=2 SV=134.00 0.00

TRINITY_DN49087_c1_g7sp|Q7KZF4|SND1_HUMANSND1 Staphylococcal nuclease domain-containing protein 1 OS=Homo sapiens GN=SND1 PE=1 SV=134.00 0.00

TRINITY_DN50038_c0_g1sp|Q14571|ITPR2_HUMANITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=234.00 0.00

TRINITY_DN50626_c0_g1sp|Q55774|Y182_SYNY3sll0182 Uncharacterized ABC transporter ATP-binding protein sll0182 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0182 PE=3 SV=134.00 0.00

TRINITY_DN50635_c0_g5sp|P81383|OXLA_OPHHA- L-amino-acid oxidase OS=Ophiophagus hannah PE=1 SV=334.00 0.00

TRINITY_DN51043_c0_g3sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=134.00 0.00

TRINITY_DN51389_c0_g2sp|P04323|POL3_DROMEpol Retrovirus-related Pol polyprotein from transposon 17.6 OS=Drosophila melanogaster GN=pol PE=3 SV=134.00 0.00

TRINITY_DN52175_c0_g2sp|Q63120|MRP2_RATAbcc2 Canalicular multispecific organic anion transporter 1 OS=Rattus norvegicus GN=Abcc2 PE=1 SV=134.00 0.00

TRINITY_DN52379_c1_g1sp|Q9SHJ3|CALS7_ARATHCALS7 Callose synthase 7 OS=Arabidopsis thaliana GN=CALS7 PE=3 SV=334.00 0.00

TRINITY_DN52418_c0_g3sp|Q3SZH6|TTLL9_BOVINTTLL9 Probable tubulin polyglutamylase TTLL9 OS=Bos taurus GN=TTLL9 PE=2 SV=134.00 0.00

TRINITY_DN10197_c0_g1sp|Q22038|RHO1_CAEELrho-1 Ras-like GTP-binding protein rhoA OS=Caenorhabditis elegans GN=rho-1 PE=1 SV=133.90 0.00

TRINITY_DN10965_c0_g2sp|Q07407|FGFR1_DROMEhtl Fibroblast growth factor receptor homolog 1 OS=Drosophila melanogaster GN=htl PE=1 SV=333.90 0.00

TRINITY_DN17086_c0_g1sp|Q7PCC4|ANRCH_VITVIANR Anthocyanidin reductase ((2S)-flavan-3-ol-forming) OS=Vitis vinifera GN=ANR PE=1 SV=133.90 0.00

TRINITY_DN20791_c0_g2sp|Q09170|CDS1_SCHPOcds1 Serine/threonine-protein kinase cds1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cds1 PE=1 SV=233.90 0.00

TRINITY_DN21132_c0_g3sp|P58363|ARCB_ECO57arcB Aerobic respiration control sensor protein ArcB OS=Escherichia coli O157:H7 GN=arcB PE=3 SV=133.90 0.00

TRINITY_DN27289_c0_g2sp|P23739|SUIS_RATSi Sucrase-isomaltase, intestinal OS=Rattus norvegicus GN=Si PE=1 SV=533.90 0.00

TRINITY_DN2867_c0_g1sp|P36958|RPB9_DROMERpII15 DNA-directed RNA polymerase II subunit RPB9 OS=Drosophila melanogaster GN=RpII15 PE=2 SV=233.90 0.00

TRINITY_DN28922_c0_g1sp|A9LLI8|RP6L3_ARATHRRP6L3 Protein RRP6-like 3 OS=Arabidopsis thaliana GN=RRP6L3 PE=2 SV=133.90 0.00

TRINITY_DN28942_c0_g1sp|Q4WVK5|CAF17_ASPFUcaf17 Putative transferase caf17, mitochondrial OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=caf17 PE=3 SV=133.90 0.00

TRINITY_DN29865_c0_g2sp|P48823|HEXA_PSEO7cht60 Beta-hexosaminidase A OS=Pseudoalteromonas piscicida GN=cht60 PE=1 SV=133.90 0.00

TRINITY_DN32943_c0_g1sp|Q9Y7L1|YGI9_SCHPOSPBC2A9.09Phosducin-like protein C2A9.09 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC2A9.09 PE=1 SV=233.90 0.00

TRINITY_DN33525_c0_g1sp|B0F9L4|GOGC6_ARATHGC6 Golgin candidate 6 OS=Arabidopsis thaliana GN=GC6 PE=1 SV=233.90 0.00

TRINITY_DN33992_c0_g1sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=133.90 0.00

TRINITY_DN34239_c0_g2sp|Q6Q886|SIRJ_LEPMCsirJ Dipeptidase sirJ OS=Leptosphaeria maculans GN=sirJ PE=2 SV=133.90 0.00

TRINITY_DN34382_c0_g1sp|Q55DU4|NOSIP_DICDInosip Nitric oxide synthase-interacting protein homolog OS=Dictyostelium discoideum GN=nosip PE=2 SV=133.90 0.00

TRINITY_DN34521_c0_g1sp|Q2M5E4|RGS21_HUMANRGS21 Regulator of G-protein signaling 21 OS=Homo sapiens GN=RGS21 PE=2 SV=133.90 0.00

TRINITY_DN34754_c0_g1sp|Q5E999|DUS11_BOVINDUSP11 RNA/RNP complex-1-interacting phosphatase OS=Bos taurus GN=DUSP11 PE=2 SV=133.90 0.00

TRINITY_DN35270_c0_g1sp|A4FV98|MT21B_BOVINMETTL21BProtein-lysine methyltransferase METTL21B OS=Bos taurus GN=METTL21B PE=2 SV=133.90 0.00

TRINITY_DN36012_c0_g1sp|Q5VST6|AB17B_HUMANABHD17B Protein ABHD17B OS=Homo sapiens GN=ABHD17B PE=1 SV=133.90 0.00

TRINITY_DN36109_c0_g2sp|Q9S7P3|KN7N_ARATHKIN7N Kinesin-like protein KIN-7N OS=Arabidopsis thaliana GN=KIN7N PE=2 SV=133.90 0.00

TRINITY_DN36236_c0_g3sp|Q52L45|ILEU_XENLAserpinb1Leukocyte elastase inhibitor OS=Xenopus laevis GN=serpinb1 PE=2 SV=133.90 0.00

TRINITY_DN36319_c0_g2sp|P72702|Y245_SYNY3slr0245 Uncharacterized protein slr0245 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0245 PE=3 SV=133.90 0.00

TRINITY_DN36328_c0_g3sp|P87239|MDJ1_SCHPOmdj1 DnaJ homolog 1, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mdj1 PE=3 SV=133.90 0.00

TRINITY_DN36545_c1_g1sp|Q5F3D7|UTP15_CHICKUTP15 U3 small nucleolar RNA-associated protein 15 homolog OS=Gallus gallus GN=UTP15 PE=2 SV=133.90 0.00

TRINITY_DN36708_c0_g5sp|Q4P6E9|COFI_USTMACOF1 Cofilin OS=Ustilago maydis (strain 521 / FGSC 9021) GN=COF1 PE=3 SV=133.90 0.00

TRINITY_DN36712_c1_g4sp|Q5XTS1|PLPL8_RABITPNPLA8 Calcium-independent phospholipase A2-gamma OS=Oryctolagus cuniculus GN=PNPLA8 PE=1 SV=133.90 0.00

TRINITY_DN36898_c0_g8sp|Q6FN53|STE20_CANGASTE20 Serine/threonine-protein kinase STE20 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=STE20 PE=3 SV=133.90 0.00

TRINITY_DN37145_c0_g6sp|Q8QZR1|ATTY_MOUSETat Tyrosine aminotransferase OS=Mus musculus GN=Tat PE=1 SV=133.90 0.00

TRINITY_DN37353_c0_g4sp|Q67UX7|P2C10_ORYSJOs02g0149800Probable protein phosphatase 2C 10 OS=Oryza sativa subsp. japonica GN=Os02g0149800 PE=2 SV=133.90 0.00

TRINITY_DN37460_c0_g1sp|P60483|PTEN_CANLFPTEN Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN OS=Canis lupus familiaris GN=PTEN PE=2 SV=133.90 0.00

TRINITY_DN37652_c0_g2sp|Q8LFA9|METL2_ARATHAt1g19340Methyltransferase-like protein 2 OS=Arabidopsis thaliana GN=At1g19340 PE=2 SV=233.90 0.00

TRINITY_DN38532_c1_g3sp|P42685|FRK_HUMANFRK Tyrosine-protein kinase FRK OS=Homo sapiens GN=FRK PE=1 SV=133.90 0.00

TRINITY_DN39183_c0_g1sp|Q54FG5|GACJJ_DICDIgacJJ Rho GTPase-activating protein gacJJ OS=Dictyostelium discoideum GN=gacJJ PE=3 SV=133.90 0.00

TRINITY_DN39689_c0_g1sp|Q9C5S1|MKP1_ARATHMKP1 Protein-tyrosine-phosphatase MKP1 OS=Arabidopsis thaliana GN=MKP1 PE=1 SV=133.90 0.00



TRINITY_DN40037_c0_g7sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=133.90 0.00

TRINITY_DN40488_c0_g2sp|O80685|ZDHC4_ARATHPAT02 Probable protein S-acyltransferase 2 OS=Arabidopsis thaliana GN=PAT02 PE=2 SV=333.90 0.00

TRINITY_DN40950_c1_g1sp|P43644|DNJH_ATRNU- DnaJ protein homolog ANJ1 OS=Atriplex nummularia PE=2 SV=133.90 0.00

TRINITY_DN41729_c1_g3sp|Q6L732|KANJ_STRKNkanJ Kanamycin B dioxygenase OS=Streptomyces kanamyceticus GN=kanJ PE=1 SV=133.90 0.00

TRINITY_DN41874_c1_g2sp|Q1KKV8|MFSD5_TAKRUmfsd5 Molybdate-anion transporter OS=Takifugu rubripes GN=mfsd5 PE=3 SV=133.90 0.00

TRINITY_DN42974_c0_g1sp|A1C8U0|MANF_ASPCLmanF Mannan endo-1,4-beta-mannosidase F OS=Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1) GN=manF PE=3 SV=133.90 0.00

TRINITY_DN43255_c0_g2sp|Q6NVC5|MIRO1_DANRErhot1a Mitochondrial Rho GTPase 1-A OS=Danio rerio GN=rhot1a PE=2 SV=133.90 0.00

TRINITY_DN43397_c0_g3sp|Q8WND5|ELP1_RABITIKBKAP Elongator complex protein 1 OS=Oryctolagus cuniculus GN=IKBKAP PE=2 SV=133.90 0.00

TRINITY_DN43690_c0_g1sp|Q755C4|IPL1_ASHGOIPL1 Spindle assembly checkpoint kinase OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=IPL1 PE=3 SV=133.90 0.00

TRINITY_DN44292_c0_g1sp|Q54TK8|GEFP_DICDIgefP Ras guanine nucleotide exchange factor P OS=Dictyostelium discoideum GN=gefP PE=2 SV=133.90 0.00

TRINITY_DN44576_c0_g5sp|Q566R0|THEM4_RATThem4 Acyl-coenzyme A thioesterase THEM4 OS=Rattus norvegicus GN=Them4 PE=2 SV=133.90 0.00

TRINITY_DN44621_c0_g1sp|P82715|PPD5_ARATHPPD5 PsbP domain-containing protein 5, chloroplastic OS=Arabidopsis thaliana GN=PPD5 PE=1 SV=333.90 0.00

TRINITY_DN44700_c0_g9sp|Q3SX41|LC7L3_BOVINLUC7L3 Luc7-like protein 3 OS=Bos taurus GN=LUC7L3 PE=2 SV=133.90 0.00

TRINITY_DN44882_c0_g1sp|A8JAF2|CFA43_CHLRECFAP43 Cilia- and flagella-associated protein 43 OS=Chlamydomonas reinhardtii GN=CFAP43 PE=1 SV=133.90 0.00

TRINITY_DN45105_c0_g2sp|Q5ZM72|FACR1_CHICKFAR1 Fatty acyl-CoA reductase 1 OS=Gallus gallus GN=FAR1 PE=2 SV=133.90 0.00

TRINITY_DN45286_c0_g4sp|Q54L98|KTAP2_DICDIDDB_G0286759Protein KRTCAP2 homolog OS=Dictyostelium discoideum GN=DDB_G0286759 PE=3 SV=133.90 0.00

TRINITY_DN45865_c0_g3sp|E0X9N4|C3H69_ARATHAt3g63550Zinc finger CCCH domain-containing protein 69 OS=Arabidopsis thaliana GN=At3g63550 PE=3 SV=133.90 0.00

TRINITY_DN46118_c2_g6sp|F4IAT8|LPXC1_ARATHLPXC1 Probable UDP-3-O-acyl-N-acetylglucosamine deacetylase 1 OS=Arabidopsis thaliana GN=LPXC1 PE=2 SV=233.90 0.00

TRINITY_DN46127_c0_g1sp|Q9ES54|NPL4_RATNploc4 Nuclear protein localization protein 4 homolog OS=Rattus norvegicus GN=Nploc4 PE=1 SV=333.90 0.00

TRINITY_DN46403_c0_g1sp|Q1KPV0|FZL_ARATHFZL Probable transmembrane GTPase FZO-like, chloroplastic OS=Arabidopsis thaliana GN=FZL PE=1 SV=133.90 0.00

TRINITY_DN46617_c0_g3sp|Q5T2D3|OTUD3_HUMANOTUD3 OTU domain-containing protein 3 OS=Homo sapiens GN=OTUD3 PE=1 SV=133.90 0.00

TRINITY_DN47116_c0_g5sp|Q9M2E2|SDR1_ARATHSDR1 (+)-neomenthol dehydrogenase OS=Arabidopsis thaliana GN=SDR1 PE=1 SV=133.90 0.00

TRINITY_DN47623_c0_g3sp|D2SW95|COPB_PIGCOPB1 Coatomer subunit beta OS=Sus scrofa GN=COPB1 PE=2 SV=133.90 0.00

TRINITY_DN48149_c0_g3sp|A9F8E5|IF3_SORC5infC Translation initiation factor IF-3 OS=Sorangium cellulosum (strain So ce56) GN=infC PE=3 SV=133.90 0.00

TRINITY_DN48224_c0_g3sp|Q6DGV7|M17L2_DANREmpv17l2 Mpv17-like protein 2 OS=Danio rerio GN=mpv17l2 PE=2 SV=133.90 0.00

TRINITY_DN48624_c1_g2sp|Q9M0K4|LAF1_ARATHLAF1 Transcription factor LAF1 OS=Arabidopsis thaliana GN=LAF1 PE=1 SV=233.90 0.00

TRINITY_DN48901_c0_g6sp|Q8MYF1|Y2070_DICDIDDB_G0277449Probable serine/threonine-protein kinase DDB_G0277449 OS=Dictyostelium discoideum GN=DDB_G0277449 PE=3 SV=133.90 0.00

TRINITY_DN49001_c0_g5sp|O60347|TBC12_HUMANTBC1D12 TBC1 domain family member 12 OS=Homo sapiens GN=TBC1D12 PE=1 SV=333.90 0.00

TRINITY_DN49066_c0_g1sp|Q5RF97|BCD1_PONABZNHIT6 Box C/D snoRNA protein 1 OS=Pongo abelii GN=ZNHIT6 PE=2 SV=133.90 0.00

TRINITY_DN49870_c0_g4sp|H2QL32|PDE9A_PANTRPDE9A High affinity cGMP-specific 3',5'-cyclic phosphodiesterase 9A OS=Pan troglodytes GN=PDE9A PE=1 SV=133.90 0.00

TRINITY_DN50526_c0_g3sp|P42818|KPK1_ARATHATPK1 Serine/threonine-protein kinase AtPK1/AtPK6 OS=Arabidopsis thaliana GN=ATPK1 PE=1 SV=133.90 0.00

TRINITY_DN52000_c1_g1sp|Q9FL12|DEGP9_ARATHDEGP9 Protease Do-like 9 OS=Arabidopsis thaliana GN=DEGP9 PE=1 SV=133.90 0.00

TRINITY_DN52072_c0_g1sp|O13768|ERCC3_SCHPOercc3 Probable DNA repair helicase ercc3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ercc3 PE=1 SV=133.90 0.00

TRINITY_DN26552_c0_g2sp|O43001|SYJ1_SCHPOsyj1 Inositol-1,4,5-trisphosphate 5-phosphatase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=syj1 PE=1 SV=133.80 0.00

TRINITY_DN29620_c0_g1sp|Q9C5W6|14312_ARATHGRF12 14-3-3-like protein GF14 iota OS=Arabidopsis thaliana GN=GRF12 PE=2 SV=133.80 0.00

TRINITY_DN31026_c0_g1sp|Q8VI47|MRP2_MOUSEAbcc2 Canalicular multispecific organic anion transporter 1 OS=Mus musculus GN=Abcc2 PE=1 SV=233.80 0.00

TRINITY_DN31516_c0_g2sp|P61871|LIP_RHINI- Lipase OS=Rhizopus niveus PE=1 SV=133.80 0.00

TRINITY_DN33044_c0_g1sp|Q6MC72|AMPA_PARUWpepA Probable cytosol aminopeptidase OS=Protochlamydia amoebophila (strain UWE25) GN=pepA PE=3 SV=133.80 0.00

TRINITY_DN34011_c0_g1sp|O94168|SNF1_CANTRSNF1 Carbon catabolite-derepressing protein kinase OS=Candida tropicalis GN=SNF1 PE=3 SV=133.80 0.00

TRINITY_DN34101_c0_g1sp|O59834|FCYS_SCHPOSPCC965.14cProbable cytosine deaminase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC965.14c PE=3 SV=133.80 0.00

TRINITY_DN34463_c0_g1sp|Q9H115|SNAB_HUMANNAPB Beta-soluble NSF attachment protein OS=Homo sapiens GN=NAPB PE=1 SV=233.80 0.00

TRINITY_DN34790_c0_g1sp|Q9P380|PTR2_SCHPOptr2 Probable peptide transporter ptr2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ptr2 PE=1 SV=133.80 0.00

TRINITY_DN34892_c0_g1sp|A7SGU6|PSMG2_NEMVEpsmg2 Proteasome assembly chaperone 2 OS=Nematostella vectensis GN=psmg2 PE=3 SV=133.80 0.00

TRINITY_DN34893_c0_g6sp|D9N164|IRK10_MAGMG- Inward rectifier potassium channel Kirbac3.1 OS=Magnetospirillum magnetotacticum PE=1 SV=233.80 0.00

TRINITY_DN35596_c0_g1sp|P70705|ATP7A_RATAtp7a Copper-transporting ATPase 1 OS=Rattus norvegicus GN=Atp7a PE=1 SV=133.80 0.00

TRINITY_DN36615_c0_g9sp|Q9W011|C4D20_DROMECyp4d20 Probable cytochrome P450 4d20 OS=Drosophila melanogaster GN=Cyp4d20 PE=3 SV=133.80 0.00

TRINITY_DN36672_c0_g1sp|Q9UU99|YJX4_SCHPOSPCC23B6.04cCRAL-TRIO domain-containing protein C23B6.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC23B6.04c PE=1 SV=133.80 0.00

TRINITY_DN36693_c0_g1sp|Q6NXD8|DEN5B_DANREdennd5b DENN domain-containing protein 5B OS=Danio rerio GN=dennd5b PE=2 SV=233.80 0.00

TRINITY_DN36754_c1_g1sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=133.80 0.00

TRINITY_DN37134_c0_g9sp|Q14679|TTLL4_HUMANTTLL4 Tubulin polyglutamylase TTLL4 OS=Homo sapiens GN=TTLL4 PE=1 SV=233.80 0.00

TRINITY_DN37277_c0_g1sp|P38529|HSF1_CHICKHSF1 Heat shock factor protein 1 OS=Gallus gallus GN=HSF1 PE=2 SV=133.80 0.00

TRINITY_DN38633_c0_g6sp|Q9SB68|ADPRM_ARATHAt4g24730Manganese-dependent ADP-ribose/CDP-alcohol diphosphatase OS=Arabidopsis thaliana GN=At4g24730 PE=2 SV=133.80 0.00

TRINITY_DN38836_c1_g4sp|Q9UT32|RL1DB_SCHPOSPAC8F11.04Putative ribosome biogenesis protein C8F11.04 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC8F11.04 PE=3 SV=133.80 0.00

TRINITY_DN39480_c0_g1sp|Q9Y263|PLAP_HUMANPLAA Phospholipase A-2-activating protein OS=Homo sapiens GN=PLAA PE=1 SV=233.80 0.00

TRINITY_DN40193_c0_g2sp|Q2IMF3|PROB_ANADEproB Glutamate 5-kinase OS=Anaeromyxobacter dehalogenans (strain 2CP-C) GN=proB PE=3 SV=133.80 0.00

TRINITY_DN41012_c0_g4sp|Q9FHB6|DTX16_ARATHDTX16 Protein DETOXIFICATION 16 OS=Arabidopsis thaliana GN=DTX16 PE=2 SV=133.80 0.00



TRINITY_DN41472_c0_g5sp|Q9D572|UBX11_MOUSEUbxn11 UBX domain-containing protein 11 OS=Mus musculus GN=Ubxn11 PE=1 SV=133.80 0.00

TRINITY_DN41720_c0_g1sp|Q92035|ACES_BUNFAACHE Acetylcholinesterase OS=Bungarus fasciatus GN=ACHE PE=1 SV=233.80 0.00

TRINITY_DN41913_c0_g5sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=133.80 0.00

TRINITY_DN41975_c0_g7sp|Q0IWM5|NDX1_ORYSJNDX1 Protein NEOXANTHIN-DEFICIENT 1 OS=Oryza sativa subsp. japonica GN=NDX1 PE=3 SV=233.80 0.00

TRINITY_DN42530_c1_g5sp|Q6H7U5|CIPKQ_ORYSJCIPK26 CBL-interacting protein kinase 26 OS=Oryza sativa subsp. japonica GN=CIPK26 PE=2 SV=133.80 0.00

TRINITY_DN42781_c0_g3sp|Q55BH9|DGAT1_DICDIdgat1 Diacylglycerol O-acyltransferase 1 OS=Dictyostelium discoideum GN=dgat1 PE=3 SV=233.80 0.00

TRINITY_DN43093_c1_g5sp|Q9STV4|CIPK8_ARATHCIPK8 CBL-interacting serine/threonine-protein kinase 8 OS=Arabidopsis thaliana GN=CIPK8 PE=1 SV=133.80 0.00

TRINITY_DN43186_c0_g2sp|P21266|GSTM3_HUMANGSTM3 Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=333.80 0.00

TRINITY_DN43588_c1_g3sp|P44578|ARCB_HAEINarcB Aerobic respiration control sensor protein ArcB homolog OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=arcB PE=3 SV=133.80 0.00

TRINITY_DN44635_c0_g1sp|O80934|Y2766_ARATHAt2g37660Uncharacterized protein At2g37660, chloroplastic OS=Arabidopsis thaliana GN=At2g37660 PE=1 SV=233.80 0.00

TRINITY_DN45128_c0_g1sp|P18161|SPLB_DICDIsplB Dual specificity protein kinase splB OS=Dictyostelium discoideum GN=splB PE=2 SV=233.80 0.00

TRINITY_DN45265_c0_g1sp|A6QNX3|NXT2_BOVINNXT2 NTF2-related export protein 2 OS=Bos taurus GN=NXT2 PE=2 SV=133.80 0.00

TRINITY_DN45854_c0_g1sp|B2HCV2|Y1068_MYCMMMMAR_1068Putative S-adenosyl-L-methionine-dependent methyltransferase MMAR_1068 OS=Mycobacterium marinum (strain ATCC BAA-535 / M) GN=MMAR_1068 PE=3 SV=133.80 0.00

TRINITY_DN46600_c0_g4sp|Q9CR92|CCD96_MOUSECcdc96 Coiled-coil domain-containing protein 96 OS=Mus musculus GN=Ccdc96 PE=2 SV=133.80 0.00

TRINITY_DN47567_c0_g4sp|Q3SX07|PUS3_BOVINPUS3 tRNA pseudouridine(38/39) synthase OS=Bos taurus GN=PUS3 PE=2 SV=133.80 0.00

TRINITY_DN48184_c1_g1sp|P43166|CAH7_HUMANCA7 Carbonic anhydrase 7 OS=Homo sapiens GN=CA7 PE=1 SV=133.80 0.00

TRINITY_DN48505_c0_g1sp|Q2I6J0|SHP2B_DANREinppl1b Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 2B OS=Danio rerio GN=inppl1b PE=2 SV=133.80 0.00

TRINITY_DN48649_c0_g6sp|Q05540|CHIB_SOLLCCHI17 Acidic 27 kDa endochitinase OS=Solanum lycopersicum GN=CHI17 PE=1 SV=133.80 0.00

TRINITY_DN49433_c0_g1sp|Q12451|OSH2_YEASTOSH2 Oxysterol-binding protein homolog 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=OSH2 PE=1 SV=133.80 0.00

TRINITY_DN49668_c2_g7sp|Q3A6M6|KAD_PELCDadk Adenylate kinase OS=Pelobacter carbinolicus (strain DSM 2380 / NBRC 103641 / GraBd1) GN=adk PE=3 SV=133.80 0.00

TRINITY_DN50213_c0_g1sp|Q42093|AB2C_ARATHABCC2 ABC transporter C family member 2 OS=Arabidopsis thaliana GN=ABCC2 PE=1 SV=233.80 0.00

TRINITY_DN51155_c1_g5sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=133.80 0.00

TRINITY_DN51687_c0_g2sp|Q0WT19|IP5P8_ARATHIP5P8 Type I inositol polyphosphate 5-phosphatase 8 OS=Arabidopsis thaliana GN=IP5P8 PE=2 SV=133.80 0.00

TRINITY_DN13875_c0_g1sp|Q39433|RB1BV_BETVURAB1BV Ras-related protein RAB1BV OS=Beta vulgaris GN=RAB1BV PE=2 SV=133.70 0.00

TRINITY_DN23811_c0_g3sp|Q756G2|TOM1_ASHGOTOM1 Probable E3 ubiquitin-protein ligase TOM1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=TOM1 PE=3 SV=233.70 0.00

TRINITY_DN25965_c0_g1sp|B4KYX8|PLK4_DROMOSAK Serine/threonine-protein kinase PLK4 OS=Drosophila mojavensis GN=SAK PE=3 SV=133.70 0.00

TRINITY_DN29093_c0_g1sp|P91252|GST6_CAEELgst-6 Probable glutathione S-transferase 6 OS=Caenorhabditis elegans GN=gst-6 PE=3 SV=233.70 0.00

TRINITY_DN29329_c0_g2sp|Q8H2T0|P2C65_ORYSJOs07g0646100Probable protein phosphatase 2C 65 OS=Oryza sativa subsp. japonica GN=Os07g0646100 PE=2 SV=133.70 0.00

TRINITY_DN30296_c0_g1sp|Q6H6Q7|HSFA3_ORYSJHSFA3 Heat stress transcription factor A-3 OS=Oryza sativa subsp. japonica GN=HSFA3 PE=2 SV=133.70 0.00

TRINITY_DN30504_c0_g2sp|Q9VC35|LILI_DROMElili Protein Lilipod OS=Drosophila melanogaster GN=lili PE=2 SV=133.70 0.00

TRINITY_DN30648_c0_g1sp|Q9Y225|RNF24_HUMANRNF24 RING finger protein 24 OS=Homo sapiens GN=RNF24 PE=1 SV=133.70 0.00

TRINITY_DN31726_c0_g1sp|Q12236|PKH2_YEASTPKH2 Serine/threonine-protein kinase PKH2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PKH2 PE=1 SV=133.70 0.00

TRINITY_DN31794_c0_g1sp|Q93Y52|IPYR1_CHLREppa1 Soluble inorganic pyrophosphatase 1, chloroplastic OS=Chlamydomonas reinhardtii GN=ppa1 PE=1 SV=133.70 0.00

TRINITY_DN32815_c0_g1sp|A1A4L5|ALKB8_BOVINALKBH8 Alkylated DNA repair protein alkB homolog 8 OS=Bos taurus GN=ALKBH8 PE=2 SV=133.70 0.00

TRINITY_DN33465_c0_g1sp|P05933|CALM_SCHPOcam1 Calmodulin OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cam1 PE=1 SV=133.70 0.00

TRINITY_DN33513_c0_g2sp|Q54TH9|GACY_DICDIgacY Rho GTPase-activating protein gacY OS=Dictyostelium discoideum GN=gacY PE=3 SV=133.70 0.00

TRINITY_DN33997_c0_g1sp|Q5REX1|SIK2_PONABSIK2 Serine/threonine-protein kinase SIK2 OS=Pongo abelii GN=SIK2 PE=2 SV=133.70 0.00

TRINITY_DN34744_c0_g2sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=133.70 0.00

TRINITY_DN34785_c0_g10sp|Q9LK34|UKL2_ARATHUKL2 Uridine kinase-like protein 2, chloroplastic OS=Arabidopsis thaliana GN=UKL2 PE=2 SV=133.70 0.00

TRINITY_DN35070_c0_g2sp|Q0V8E4|ASND1_BOVINASNSD1 Asparagine synthetase domain-containing protein 1 OS=Bos taurus GN=ASNSD1 PE=2 SV=133.70 0.00

TRINITY_DN35094_c1_g2sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=233.70 0.00

TRINITY_DN35257_c0_g4sp|O28972|Y1297_ARCFUAF_1297 Cell division cycle protein 48 homolog AF_1297 OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_1297 PE=3 SV=133.70 0.00

TRINITY_DN35526_c0_g1sp|Q8H124|Y2446_ARATHAt2g34460Uncharacterized protein At2g34460, chloroplastic OS=Arabidopsis thaliana GN=At2g34460 PE=2 SV=133.70 0.00

TRINITY_DN35865_c0_g2sp|P17551|CHRA1_CUPMCchrA1 Chromate transport protein OS=Cupriavidus metallidurans (strain ATCC 43123 / DSM 2839 / NBRC 102507 / CH34) GN=chrA1 PE=2 SV=133.70 0.00

TRINITY_DN35991_c1_g1sp|Q8BW10|NOB1_MOUSENob1 RNA-binding protein NOB1 OS=Mus musculus GN=Nob1 PE=1 SV=133.70 0.00

TRINITY_DN36017_c0_g1sp|P54168|YPGQ_BACSUypgQ Uncharacterized protein YpgQ OS=Bacillus subtilis (strain 168) GN=ypgQ PE=4 SV=133.70 0.00

TRINITY_DN36032_c0_g2sp|Q2NL82|TSR1_HUMANTSR1 Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens GN=TSR1 PE=1 SV=133.70 0.00

TRINITY_DN36046_c0_g4sp|Q8TDG4|HELQ_HUMANHELQ Helicase POLQ-like OS=Homo sapiens GN=HELQ PE=1 SV=233.70 0.00

TRINITY_DN36587_c0_g1sp|Q9U518|ASPG_DIRIM- L-asparaginase OS=Dirofilaria immitis PE=1 SV=133.70 0.00

TRINITY_DN36610_c0_g2sp|B2RTY4|MYO9A_HUMANMYO9A Unconventional myosin-IXa OS=Homo sapiens GN=MYO9A PE=1 SV=233.70 0.00

TRINITY_DN36777_c0_g2sp|Q9NVI1|FANCI_HUMANFANCI Fanconi anemia group I protein OS=Homo sapiens GN=FANCI PE=1 SV=433.70 0.00

TRINITY_DN36956_c1_g1sp|P98198|AT8B2_HUMANATP8B2 Phospholipid-transporting ATPase ID OS=Homo sapiens GN=ATP8B2 PE=1 SV=233.70 0.00

TRINITY_DN37099_c0_g4sp|Q9MA55|ACBP4_ARATHACBP4 Acyl-CoA-binding domain-containing protein 4 OS=Arabidopsis thaliana GN=ACBP4 PE=1 SV=133.70 0.00

TRINITY_DN38241_c0_g5sp|C5DDQ4|AIM32_LACTCAIM32 Altered inheritance of mitochondria protein 32 OS=Lachancea thermotolerans (strain ATCC 56472 / CBS 6340 / NRRL Y-8284) GN=AIM32 PE=3 SV=133.70 0.00

TRINITY_DN38451_c0_g3sp|Q9P7I6|YJNK_SCHPOSPCC24B10.20Uncharacterized oxidoreductase C24B10.20 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC24B10.20 PE=3 SV=133.70 0.00

TRINITY_DN38459_c1_g6sp|Q8Y3S3|Y2759_LISMOlmo2759 Macro domain-containing protein lmo2759 OS=Listeria monocytogenes serovar 1/2a (strain ATCC BAA-679 / EGD-e) GN=lmo2759 PE=3 SV=133.70 0.00



TRINITY_DN39094_c0_g1sp|O74561|YCZ8_SCHPOSPCC970.08Uncharacterized inositol polyphosphate kinase C970.08 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC970.08 PE=1 SV=133.70 0.00

TRINITY_DN39132_c0_g1sp|Q86HG9|Y9871_DICDIDDB_G0271682Probable serine/threonine-protein kinase DDB_G0271682 OS=Dictyostelium discoideum GN=DDB_G0271682 PE=3 SV=233.70 0.00

TRINITY_DN39139_c0_g11sp|Q8CDN9|LRRC9_MOUSELrrc9 Leucine-rich repeat-containing protein 9 OS=Mus musculus GN=Lrrc9 PE=1 SV=233.70 0.00

TRINITY_DN39896_c0_g1sp|Q9SD02|P2C47_ARATHAt3g51470Probable protein phosphatase 2C 47 OS=Arabidopsis thaliana GN=At3g51470 PE=1 SV=133.70 0.00

TRINITY_DN39899_c0_g2sp|Q04552|CP6B1_PAPPOCYP6B1 Cytochrome P450 6B1 OS=Papilio polyxenes GN=CYP6B1 PE=1 SV=133.70 0.00

TRINITY_DN39953_c0_g1sp|B4KBJ0|SLX1_DROMOslx1 Structure-specific endonuclease subunit SLX1 homolog OS=Drosophila mojavensis GN=slx1 PE=3 SV=133.70 0.00

TRINITY_DN40055_c0_g4sp|Q9ZU35|AB7G_ARATHABCG7 ABC transporter G family member 7 OS=Arabidopsis thaliana GN=ABCG7 PE=2 SV=133.70 0.00

TRINITY_DN40590_c0_g2sp|Q9FX97|FUT12_ARATHFUT12 Putative fucosyltransferase-like protein OS=Arabidopsis thaliana GN=FUT12 PE=2 SV=133.70 0.00

TRINITY_DN41197_c0_g4sp|Q8IVV2|LOXH1_HUMANLOXHD1 Lipoxygenase homology domain-containing protein 1 OS=Homo sapiens GN=LOXHD1 PE=2 SV=333.70 0.00

TRINITY_DN41395_c0_g5sp|A9A3L9|RLMN_NITMSrlmN Ribosomal RNA large subunit methyltransferase N OS=Nitrosopumilus maritimus (strain SCM1) GN=rlmN PE=3 SV=133.70 0.00

TRINITY_DN41787_c0_g2sp|P10731|AMD_BOVINPAM Peptidyl-glycine alpha-amidating monooxygenase OS=Bos taurus GN=PAM PE=1 SV=233.70 0.00

TRINITY_DN41996_c0_g1sp|P12759|RSP3_CHLRERSP3 Flagellar radial spoke protein 3 OS=Chlamydomonas reinhardtii GN=RSP3 PE=3 SV=133.70 0.00

TRINITY_DN42485_c1_g4sp|Q969Q1|TRI63_HUMANTRIM63 E3 ubiquitin-protein ligase TRIM63 OS=Homo sapiens GN=TRIM63 PE=1 SV=133.70 0.00

TRINITY_DN42851_c0_g3sp|Q2KNA0|CYTSA_CANLFSPECC1L Cytospin-A OS=Canis lupus familiaris GN=SPECC1L PE=2 SV=133.70 0.00

TRINITY_DN42936_c0_g4sp|O75663|TIPRL_HUMANTIPRL TIP41-like protein OS=Homo sapiens GN=TIPRL PE=1 SV=233.70 0.00

TRINITY_DN43398_c0_g2sp|Q9FIY7|SM3L3_ARATHAt5g43530Putative SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 3 OS=Arabidopsis thaliana GN=At5g43530 PE=3 SV=133.70 0.00

TRINITY_DN43454_c0_g2sp|Q6AX81|DC12B_XENLAdcaf12-bDDB1- and CUL4-associated factor 12-B OS=Xenopus laevis GN=dcaf12-b PE=2 SV=133.70 0.00

TRINITY_DN43563_c0_g2sp|O04200|PXN_ARATHPXN Peroxisomal nicotinamide adenine dinucleotide carrier OS=Arabidopsis thaliana GN=PXN PE=1 SV=133.70 0.00

TRINITY_DN43917_c1_g1sp|Q9H4E7|DEFI6_HUMANDEF6 Differentially expressed in FDCP 6 homolog OS=Homo sapiens GN=DEF6 PE=1 SV=133.70 0.00

TRINITY_DN43917_c1_g5sp|Q9C8J7|TRO_ARATHTRO Protein TRAUCO OS=Arabidopsis thaliana GN=TRO PE=1 SV=133.70 0.00

TRINITY_DN43950_c2_g7sp|Q5XHI9|HUNKA_XENLAhunk-a Hormonally up-regulated neu tumor-associated kinase homolog A OS=Xenopus laevis GN=hunk-a PE=2 SV=133.70 0.00

TRINITY_DN44078_c1_g1sp|Q00234|TYRO_ASPORmelO Tyrosinase OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=melO PE=1 SV=133.70 0.00

TRINITY_DN44265_c0_g1sp|A5PJM4|AIFM2_BOVINAIFM2 Apoptosis-inducing factor 2 OS=Bos taurus GN=AIFM2 PE=2 SV=133.70 0.00

TRINITY_DN45237_c0_g2sp|Q7XJ81|SCRK2_SOLHAFRK2 Fructokinase-2 OS=Solanum habrochaites GN=FRK2 PE=2 SV=133.70 0.00

TRINITY_DN45672_c1_g1sp|G5EDL5|CEEH2_CAEELceeh-2 Epoxide hydrolase 2 OS=Caenorhabditis elegans GN=ceeh-2 PE=1 SV=133.70 0.00

TRINITY_DN46201_c1_g3sp|Q5UQ88|UBC3_MIMIVMIMI_R521Probable ubiquitin-conjugating enzyme E2 R521 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R521 PE=3 SV=133.70 0.00

TRINITY_DN46303_c0_g4sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=133.70 0.00

TRINITY_DN46379_c0_g5sp|Q86L99|GACHH_DICDIgacHH Rho GTPase-activating protein gacHH OS=Dictyostelium discoideum GN=gacHH PE=3 SV=133.70 0.00

TRINITY_DN46543_c0_g6sp|Q6X4A2|CIPKV_ORYSJCIPK31 CBL-interacting protein kinase 31 OS=Oryza sativa subsp. japonica GN=CIPK31 PE=1 SV=133.70 0.00

TRINITY_DN46818_c0_g2sp|Q5SN75|P2C08_ORYSJOs01g0656200Probable protein phosphatase 2C 8 OS=Oryza sativa subsp. japonica GN=Os01g0656200 PE=2 SV=133.70 0.00

TRINITY_DN46921_c1_g1sp|Q8LPN7|RNG1L_ARATHAt3g19950E3 ubiquitin-protein ligase RING1-like OS=Arabidopsis thaliana GN=At3g19950 PE=1 SV=133.70 0.00

TRINITY_DN47140_c0_g9sp|O67077|FTSH_AQUAEftsH ATP-dependent zinc metalloprotease FtsH OS=Aquifex aeolicus (strain VF5) GN=ftsH PE=1 SV=133.70 0.00

TRINITY_DN47415_c0_g5sp|Q6AXQ7|IQCAL_RATIqca1l IQ and AAA domain-containing protein 1-like OS=Rattus norvegicus GN=Iqca1l PE=2 SV=233.70 0.00

TRINITY_DN47444_c0_g3sp|Q08448|YO059_YEASTYOR059C Putative lipase YOR059C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YOR059C PE=1 SV=133.70 0.00

TRINITY_DN48257_c1_g1sp|Q9FM19|HIR1_ARATHHIR1 Hypersensitive-induced response protein 1 OS=Arabidopsis thaliana GN=HIR1 PE=1 SV=133.70 0.00

TRINITY_DN48527_c1_g2sp|Q9DD03|RAB13_MOUSERab13 Ras-related protein Rab-13 OS=Mus musculus GN=Rab13 PE=1 SV=133.70 0.00

TRINITY_DN48712_c1_g8sp|Q96NN9|AIFM3_HUMANAIFM3 Apoptosis-inducing factor 3 OS=Homo sapiens GN=AIFM3 PE=1 SV=133.70 0.00

TRINITY_DN48796_c0_g2sp|Q54MZ3|CDC20_DICDIcdc20 Anaphase-promoting complex subunit cdc20 OS=Dictyostelium discoideum GN=cdc20 PE=1 SV=133.70 0.00

TRINITY_DN49227_c0_g7sp|Q9VJ79|PDE11_DROMEPde11 Dual 3',5'-cyclic-AMP and -GMP phosphodiesterase 11 OS=Drosophila melanogaster GN=Pde11 PE=1 SV=433.70 0.00

TRINITY_DN49342_c0_g1sp|Q8RWL5|CLT3_ARATHCLT3 Protein CLT3, chloroplastic OS=Arabidopsis thaliana GN=CLT3 PE=2 SV=133.70 0.00

TRINITY_DN49361_c0_g1sp|Q54TD7|DDX24_DICDIddx24 ATP-dependent RNA helicase ddx24 OS=Dictyostelium discoideum GN=ddx24 PE=3 SV=133.70 0.00

TRINITY_DN49913_c0_g4sp|Q05B63|TRM11_BOVINTRMT11 tRNA (guanine(10)-N2)-methyltransferase homolog OS=Bos taurus GN=TRMT11 PE=2 SV=133.70 0.00

TRINITY_DN49983_c0_g3sp|O75808|CAN15_HUMANCAPN15 Calpain-15 OS=Homo sapiens GN=CAPN15 PE=1 SV=133.70 0.00

TRINITY_DN50168_c0_g2sp|Q755C4|IPL1_ASHGOIPL1 Spindle assembly checkpoint kinase OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=IPL1 PE=3 SV=133.70 0.00

TRINITY_DN50437_c0_g4sp|Q96FG2|ELMD3_HUMANELMOD3 ELMO domain-containing protein 3 OS=Homo sapiens GN=ELMOD3 PE=1 SV=233.70 0.00

TRINITY_DN51648_c0_g3sp|D7UQM5|AURK_PATPEaur Aurora kinase OS=Patiria pectinifera GN=aur PE=1 SV=133.70 0.00

TRINITY_DN51904_c1_g2sp|O18696|PDE1_CAEELpde-1 Probable 3',5'-cyclic phosphodiesterase pde-1 OS=Caenorhabditis elegans GN=pde-1 PE=1 SV=233.70 0.00

TRINITY_DN52015_c2_g1sp|Q3E6S9|CNIF3_ARATHCpNIFS3 Probable L-cysteine desulfhydrase, chloroplastic OS=Arabidopsis thaliana GN=CpNIFS3 PE=1 SV=133.70 0.00

TRINITY_DN52455_c0_g1sp|Q80Y81|RNZ2_MOUSEElac2 Zinc phosphodiesterase ELAC protein 2 OS=Mus musculus GN=Elac2 PE=1 SV=133.70 0.00

TRINITY_DN14460_c0_g1sp|Q10099|SEH1_SCHPOseh1 Nucleoporin seh1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=seh1 PE=1 SV=133.60 0.00

TRINITY_DN22712_c0_g1sp|Q6INE3|TOIPB_XENLAtollip-bToll-interacting protein B OS=Xenopus laevis GN=tollip-b PE=2 SV=133.60 0.00

TRINITY_DN32649_c0_g1sp|P25323|MYLKA_DICDImlkA Myosin light chain kinase A OS=Dictyostelium discoideum GN=mlkA PE=1 SV=233.60 0.00

TRINITY_DN33538_c0_g1sp|Q9DAN9|CQ105_MOUSE- Uncharacterized protein C17orf105 homolog OS=Mus musculus PE=2 SV=133.60 0.00

TRINITY_DN33791_c0_g1sp|Q5ZMH1|SEPT2_CHICKSEPT2 Septin-2 OS=Gallus gallus GN=SEPT2 PE=2 SV=133.60 0.00

TRINITY_DN34145_c0_g1sp|P47032|PRY1_YEASTPRY1 Protein PRY1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRY1 PE=1 SV=133.60 0.00

TRINITY_DN34297_c0_g1sp|Q2LVL0|MSBA_SYNASmsbA Lipid A export ATP-binding/permease protein MsbA OS=Syntrophus aciditrophicus (strain SB) GN=msbA PE=3 SV=133.60 0.00



TRINITY_DN34596_c0_g4sp|Q3ZCC8|TPPP3_BOVINTPPP3 Tubulin polymerization-promoting protein family member 3 OS=Bos taurus GN=TPPP3 PE=1 SV=133.60 0.00

TRINITY_DN35817_c1_g6sp|F4I0P8|VP35B_ARATHVPS35B Vacuolar protein sorting-associated protein 35B OS=Arabidopsis thaliana GN=VPS35B PE=1 SV=133.60 0.00

TRINITY_DN35866_c0_g7sp|Q04108|PR04_SOLLC- Pathogenesis-related leaf protein 4 OS=Solanum lycopersicum PE=2 SV=133.60 0.00

TRINITY_DN36078_c0_g3sp|Q9C562|CIPKA_ARATHCIPK10 CBL-interacting serine/threonine-protein kinase 10 OS=Arabidopsis thaliana GN=CIPK10 PE=1 SV=133.60 0.00

TRINITY_DN36227_c0_g1sp|Q86W56|PARG_HUMANPARG Poly(ADP-ribose) glycohydrolase OS=Homo sapiens GN=PARG PE=1 SV=133.60 0.00

TRINITY_DN36270_c0_g2sp|Q9GKT2|FXDC2_MACFAFAXDC2 Fatty acid hydroxylase domain-containing protein 2 OS=Macaca fascicularis GN=FAXDC2 PE=2 SV=133.60 0.00

TRINITY_DN36384_c0_g1sp|B5BSX1|BAMO_GLYURCYP88D6 Beta-amyrin 11-oxidase OS=Glycyrrhiza uralensis GN=CYP88D6 PE=1 SV=133.60 0.00

TRINITY_DN36526_c0_g3sp|Q9LZJ5|AB14C_ARATHABCC14 ABC transporter C family member 14 OS=Arabidopsis thaliana GN=ABCC14 PE=1 SV=133.60 0.00

TRINITY_DN36532_c0_g1sp|Q03123|T2FB_XENLAgtf2f2 General transcription factor IIF subunit 2 OS=Xenopus laevis GN=gtf2f2 PE=2 SV=133.60 0.00

TRINITY_DN37051_c2_g3sp|Q2M329|CCD96_HUMANCCDC96 Coiled-coil domain-containing protein 96 OS=Homo sapiens GN=CCDC96 PE=2 SV=233.60 0.00

TRINITY_DN37262_c0_g2sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=133.60 0.00

TRINITY_DN37927_c0_g1sp|Q9WVF7|DPOE1_MOUSEPole DNA polymerase epsilon catalytic subunit A OS=Mus musculus GN=Pole PE=1 SV=333.60 0.00

TRINITY_DN38118_c0_g4sp|Q92EK7|Y452_LISINlin0452 Uncharacterized oxidoreductase Lin0452 OS=Listeria innocua serovar 6a (strain ATCC BAA-680 / CLIP 11262) GN=lin0452 PE=3 SV=133.60 0.00

TRINITY_DN38397_c0_g2sp|Q9C8Z4|HEAT1_ARATHAt3g06530Uncharacterized protein At3g06530 OS=Arabidopsis thaliana GN=At3g06530 PE=1 SV=333.60 0.00

TRINITY_DN38966_c1_g2sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=233.60 0.00

TRINITY_DN39085_c0_g4sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=133.60 0.00

TRINITY_DN39495_c0_g1sp|O94580|YQ77_SCHPOSPCC1442.07cUbiquitin and WLM domain-containing metalloprotease SPCC1442.07c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1442.07c PE=3 SV=133.60 0.00

TRINITY_DN39749_c0_g8sp|C9WMM5|VCP_APIME- Venom serine carboxypeptidase OS=Apis mellifera PE=2 SV=133.60 0.00

TRINITY_DN39797_c0_g6sp|Q9UI14|PRAF1_HUMANRABAC1 Prenylated Rab acceptor protein 1 OS=Homo sapiens GN=RABAC1 PE=1 SV=133.60 0.00

TRINITY_DN40569_c0_g1sp|C5D2F9|DEOD_GEOSWdeoD Purine nucleoside phosphorylase DeoD-type OS=Geobacillus sp. (strain WCH70) GN=deoD PE=3 SV=133.60 0.00

TRINITY_DN40655_c0_g1sp|Q23125|MFRN_CAEELW02B12.9Mitoferrin OS=Caenorhabditis elegans GN=W02B12.9 PE=3 SV=133.60 0.00

TRINITY_DN40817_c0_g4sp|Q8QZR1|ATTY_MOUSETat Tyrosine aminotransferase OS=Mus musculus GN=Tat PE=1 SV=133.60 0.00

TRINITY_DN40927_c0_g9sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=133.60 0.00

TRINITY_DN40964_c1_g4sp|Q64446|ATP7B_MOUSEAtp7b Copper-transporting ATPase 2 OS=Mus musculus GN=Atp7b PE=1 SV=233.60 0.00

TRINITY_DN43029_c0_g6sp|Q54Y08|NGAP_DICDIngap Probable Ras GTPase-activating-like protein ngap OS=Dictyostelium discoideum GN=ngap PE=2 SV=133.60 0.00

TRINITY_DN43370_c0_g1sp|Q869R1|CTLHB_DICDIDDB_G0274487CTL-like protein DDB_G0274487 OS=Dictyostelium discoideum GN=DDB_G0274487 PE=3 SV=133.60 0.00

TRINITY_DN43486_c0_g3sp|Q6CJI3|RT10_KLULARSM10 37S ribosomal protein S10, mitochondrial OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=RSM10 PE=3 SV=133.60 0.00

TRINITY_DN43550_c0_g1sp|Q54QG6|ALG6_DICDIalg6 Probable dolichyl pyrophosphate Man9GlcNAc2 alpha-1,3-glucosyltransferase OS=Dictyostelium discoideum GN=alg6 PE=3 SV=133.60 0.00

TRINITY_DN43557_c1_g4sp|A6QLC7|TPC11_BOVINTRAPPC11Trafficking protein particle complex subunit 11 OS=Bos taurus GN=TRAPPC11 PE=2 SV=133.60 0.00

TRINITY_DN43673_c1_g7sp|P37631|YHIN_ECOLIyhiN Uncharacterized protein YhiN OS=Escherichia coli (strain K12) GN=yhiN PE=4 SV=333.60 0.00

TRINITY_DN44380_c1_g2sp|O13923|CORO_SCHPOcrn1 Coronin-like protein crn1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=crn1 PE=1 SV=133.60 0.00

TRINITY_DN44416_c0_g1sp|Q9M1I1|FB304_ARATHAt3g54460F-box protein At3g54460 OS=Arabidopsis thaliana GN=At3g54460 PE=2 SV=133.60 0.00

TRINITY_DN44581_c0_g2sp|P21734|UBC1_YEASTUBC1 Ubiquitin-conjugating enzyme E2 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=UBC1 PE=1 SV=133.60 0.00

TRINITY_DN45885_c0_g2sp|Q9H446|RWDD1_HUMANRWDD1 RWD domain-containing protein 1 OS=Homo sapiens GN=RWDD1 PE=1 SV=133.60 0.00

TRINITY_DN45954_c0_g2sp|Q01912|1A1C_VIGRRACS5 1-aminocyclopropane-1-carboxylate synthase (Fragment) OS=Vigna radiata var. radiata GN=ACS5 PE=2 SV=133.60 0.00

TRINITY_DN46578_c0_g3sp|Q7XR06|P2C45_ORYSJOs04g0659500Probable protein phosphatase 2C 45 OS=Oryza sativa subsp. japonica GN=Os04g0659500 PE=2 SV=233.60 0.00

TRINITY_DN46720_c0_g1sp|O43272|PROD_HUMANPRODH Proline dehydrogenase 1, mitochondrial OS=Homo sapiens GN=PRODH PE=1 SV=333.60 0.00

TRINITY_DN47152_c1_g3sp|Q339D2|P2C71_ORYSJOs10g0370000Probable protein phosphatase 2C 71 OS=Oryza sativa subsp. japonica GN=Os10g0370000 PE=2 SV=133.60 0.00

TRINITY_DN47206_c0_g6sp|Q8ICR0|CDPK2_PLAF7CPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate 3D7) GN=CPK2 PE=2 SV=333.60 0.00

TRINITY_DN47365_c1_g4sp|Q8G8Y2|GLDSA_BACCIbtrR L-glutamine:2-deoxy-scyllo-inosose aminotransferase OS=Bacillus circulans GN=btrR PE=1 SV=133.60 0.00

TRINITY_DN47476_c0_g3sp|Q8BX37|ACP7_MOUSEAcp7 Acid phosphatase type 7 OS=Mus musculus GN=Acp7 PE=2 SV=233.60 0.00

TRINITY_DN48025_c0_g7sp|P39928|SLN1_YEASTSLN1 Osmosensing histidine protein kinase SLN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SLN1 PE=1 SV=133.60 0.00

TRINITY_DN48309_c0_g4sp|Q03013|GSTM4_HUMANGSTM4 Glutathione S-transferase Mu 4 OS=Homo sapiens GN=GSTM4 PE=1 SV=333.60 0.00

TRINITY_DN48404_c0_g1sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=133.60 0.00

TRINITY_DN48652_c0_g1sp|Q3UDE2|TTL12_MOUSETtll12 Tubulin--tyrosine ligase-like protein 12 OS=Mus musculus GN=Ttll12 PE=1 SV=133.60 0.00

TRINITY_DN48953_c1_g1sp|Q04462|SYVC_RATVars Valine--tRNA ligase OS=Rattus norvegicus GN=Vars PE=2 SV=233.60 0.00

TRINITY_DN49130_c0_g3sp|Q6P4W0|F175B_XENTRfam175b BRISC complex subunit Abro1 OS=Xenopus tropicalis GN=fam175b PE=2 SV=233.60 0.00

TRINITY_DN49439_c0_g4sp|Q5BLD8|MT21A_DANREmettl21aProtein N-lysine methyltransferase METTL21A OS=Danio rerio GN=mettl21a PE=2 SV=133.60 0.00

TRINITY_DN49499_c0_g3sp|B4I100|NO66_DROSEGM12339 Bifunctional lysine-specific demethylase and histidyl-hydroxylase NO66 OS=Drosophila sechellia GN=GM12339 PE=3 SV=133.60 0.00

TRINITY_DN51433_c0_g1sp|Q54U87|DHKA_DICDIdhkA Hybrid signal transduction histidine kinase A OS=Dictyostelium discoideum GN=dhkA PE=1 SV=133.60 0.00

TRINITY_DN52262_c1_g2sp|Q01065|PDE1B_MOUSEPde1b Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1B OS=Mus musculus GN=Pde1b PE=1 SV=233.60 0.00

TRINITY_DN8163_c0_g1sp|Q0J969|CAEH1_ORYSJOs04g0669500Probable carboxylesterase Os04g0669500 OS=Oryza sativa subsp. japonica GN=Os04g0669500 PE=3 SV=133.60 0.00

TRINITY_DN21922_c0_g1sp|P13856|RSR1_YEASTRSR1 Ras-related protein RSR1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RSR1 PE=3 SV=133.50 0.00

TRINITY_DN29493_c0_g1sp|Q55BJ6|PLBLB_DICDIplbB Phospholipase B-like protein B OS=Dictyostelium discoideum GN=plbB PE=3 SV=133.50 0.00

TRINITY_DN3116_c0_g1sp|P04634|LIPG_RATLipf Gastric triacylglycerol lipase OS=Rattus norvegicus GN=Lipf PE=1 SV=133.50 0.00

TRINITY_DN32262_c0_g1sp|O35814|STIP1_RATStip1 Stress-induced-phosphoprotein 1 OS=Rattus norvegicus GN=Stip1 PE=1 SV=133.50 0.00



TRINITY_DN33430_c0_g1sp|Q8H124|Y2446_ARATHAt2g34460Uncharacterized protein At2g34460, chloroplastic OS=Arabidopsis thaliana GN=At2g34460 PE=2 SV=133.50 0.00

TRINITY_DN33733_c0_g3sp|Q5TJ55|FORD_DICDIforD Formin-D OS=Dictyostelium discoideum GN=forD PE=1 SV=133.50 0.00

TRINITY_DN34458_c0_g1sp|Q8L7R3|LPCT1_ARATHLPEAT1 Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana GN=LPEAT1 PE=1 SV=133.50 0.00

TRINITY_DN35605_c0_g1sp|Q6FRX4|TIM50_CANGATIM50 Mitochondrial import inner membrane translocase subunit TIM50 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=TIM50 PE=3 SV=133.50 0.00

TRINITY_DN35994_c0_g3sp|P28039|AOAH_HUMANAOAH Acyloxyacyl hydrolase OS=Homo sapiens GN=AOAH PE=1 SV=133.50 0.00

TRINITY_DN36218_c0_g1sp|B6E141|HPT_CAPIBHP Haptoglobin OS=Capra ibex GN=HP PE=2 SV=133.50 0.00

TRINITY_DN36306_c0_g1sp|Q10LQ2|CIPKA_ORYSJCIPK10 CBL-interacting protein kinase 10 OS=Oryza sativa subsp. japonica GN=CIPK10 PE=2 SV=133.50 0.00

TRINITY_DN37060_c0_g7sp|Q6INS3|EMC2A_XENLAemc2-a ER membrane protein complex subunit 2-A OS=Xenopus laevis GN=emc2-a PE=2 SV=133.50 0.00

TRINITY_DN37576_c0_g3sp|Q9D9T8|EFHC1_MOUSEEfhc1 EF-hand domain-containing protein 1 OS=Mus musculus GN=Efhc1 PE=1 SV=133.50 0.00

TRINITY_DN37959_c1_g8sp|A9BG68|GLGA_PETMOglgA Glycogen synthase OS=Petrotoga mobilis (strain DSM 10674 / SJ95) GN=glgA PE=3 SV=133.50 0.00

TRINITY_DN38803_c0_g3sp|Q7TXK3|PHMT_MYCBOMb2976 Phthiotriol/phenolphthiotriol dimycocerosates methyltransferase OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=Mb2976 PE=3 SV=133.50 0.00

TRINITY_DN38826_c0_g9sp|P35150|DACB_BACSUdacB D-alanyl-D-alanine carboxypeptidase DacB OS=Bacillus subtilis (strain 168) GN=dacB PE=1 SV=133.50 0.00

TRINITY_DN39180_c0_g1sp|Q03730|YMB8_YEASTYML018C Uncharacterized vacuolar membrane protein YML018C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YML018C PE=1 SV=133.50 0.00

TRINITY_DN39323_c0_g5sp|O44186|DEGS1_CAEELF33D4.4 Putative sphingolipid delta(4)-desaturase OS=Caenorhabditis elegans GN=F33D4.4 PE=3 SV=133.50 0.00

TRINITY_DN39344_c1_g2sp|Q7MD16|LUXQ_VIBVYluxQ Autoinducer 2 sensor kinase/phosphatase LuxQ OS=Vibrio vulnificus (strain YJ016) GN=luxQ PE=3 SV=133.50 0.00

TRINITY_DN39840_c0_g2sp|P54857|TGL2_YEASTTGL2 Lipase 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TGL2 PE=1 SV=133.50 0.00

TRINITY_DN40382_c0_g4sp|Q9FWR5|GCA1_ARATHGAMMACA1Gamma carbonic anhydrase 1, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA1 PE=1 SV=133.50 0.00

TRINITY_DN40702_c1_g4sp|Q9VSS2|SRP68_DROMESrp68 Signal recognition particle subunit SRP68 OS=Drosophila melanogaster GN=Srp68 PE=2 SV=133.50 0.00

TRINITY_DN41365_c0_g2sp|Q9C776|ATE2_ARATHATE2 Arginyl-tRNA--protein transferase 2 OS=Arabidopsis thaliana GN=ATE2 PE=2 SV=133.50 0.00

TRINITY_DN41572_c0_g1sp|Q9P3U4|HEL1_SCHPOdbl4 E3 ubiquitin-protein ligase dbl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbl4 PE=3 SV=133.50 0.00

TRINITY_DN41946_c0_g1sp|Q9LFE0|DOT2_ARATHDOT2 SART-1 family protein DOT2 OS=Arabidopsis thaliana GN=DOT2 PE=1 SV=133.50 0.00

TRINITY_DN42276_c3_g2sp|A7RX34|THOC7_NEMVEthoc7 THO complex subunit 7 homolog OS=Nematostella vectensis GN=thoc7 PE=3 SV=133.50 0.00

TRINITY_DN42598_c0_g1sp|B0G126|FYV1_DICDIpip5k3 1-phosphatidylinositol 3-phosphate 5-kinase OS=Dictyostelium discoideum GN=pip5k3 PE=3 SV=133.50 0.00

TRINITY_DN42939_c0_g1sp|A4TEC9|Y5025_MYCGIMflv_5025Putative S-adenosyl-L-methionine-dependent methyltransferase Mflv_5025 OS=Mycobacterium gilvum (strain PYR-GCK) GN=Mflv_5025 PE=3 SV=133.50 0.00

TRINITY_DN42997_c0_g1sp|Q96G23|CERS2_HUMANCERS2 Ceramide synthase 2 OS=Homo sapiens GN=CERS2 PE=1 SV=133.50 0.00

TRINITY_DN43262_c0_g3sp|Q6CRQ1|GRPE_KLULAmge1 GrpE protein homolog, mitochondrial OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=mge1 PE=3 SV=133.50 0.00

TRINITY_DN43364_c0_g1sp|P33527|MRP1_HUMANABCC1 Multidrug resistance-associated protein 1 OS=Homo sapiens GN=ABCC1 PE=1 SV=333.50 0.00

TRINITY_DN43371_c1_g4sp|Q9FZ47|ACR11_ARATHACR11 ACT domain-containing protein ACR11 OS=Arabidopsis thaliana GN=ACR11 PE=1 SV=133.50 0.00

TRINITY_DN43538_c0_g1sp|Q1L5Z9|LONF2_HUMANLONRF2 LON peptidase N-terminal domain and RING finger protein 2 OS=Homo sapiens GN=LONRF2 PE=2 SV=333.50 0.00

TRINITY_DN43730_c0_g1sp|Q4G0P3|HYDIN_HUMANHYDIN Hydrocephalus-inducing protein homolog OS=Homo sapiens GN=HYDIN PE=1 SV=333.50 0.00

TRINITY_DN43793_c1_g1sp|Q9V6G5|TAZ_DROMETaz Tafazzin homolog OS=Drosophila melanogaster GN=Taz PE=2 SV=233.50 0.00

TRINITY_DN45724_c0_g1sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=233.50 0.00

TRINITY_DN46260_c0_g5sp|O13779|YF2E_SCHPOSPAC17A2.14Putative metal ion transporter C17A12.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC17A2.14 PE=1 SV=433.50 0.00

TRINITY_DN46938_c1_g3sp|Q9FVT2|EF1G2_ARATHAt1g57720Probable elongation factor 1-gamma 2 OS=Arabidopsis thaliana GN=At1g57720 PE=1 SV=133.50 0.00

TRINITY_DN47097_c0_g2sp|Q7TQ07|DPOLN_MOUSEPoln DNA polymerase nu OS=Mus musculus GN=Poln PE=2 SV=233.50 0.00

TRINITY_DN47153_c0_g6sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=233.50 0.00

TRINITY_DN47937_c0_g1sp|Q9LXI4|PPA21_ARATHPAP21 Purple acid phosphatase 21 OS=Arabidopsis thaliana GN=PAP21 PE=2 SV=133.50 0.00

TRINITY_DN48289_c0_g2sp|Q8VXZ5|XG113_ARATHXEG113 Arabinosyltransferase XEG113 OS=Arabidopsis thaliana GN=XEG113 PE=2 SV=133.50 0.00

TRINITY_DN48817_c0_g2sp|Q9LL84|DNLI4_ARATHLIG4 DNA ligase 4 OS=Arabidopsis thaliana GN=LIG4 PE=1 SV=133.50 0.00

TRINITY_DN48968_c0_g6sp|P21837|CRYS_DICDIcryS Crystal protein OS=Dictyostelium discoideum GN=cryS PE=1 SV=133.50 0.00

TRINITY_DN50492_c0_g4sp|Q9FMU5|UTP18_ARATHAt5g14050U3 small nucleolar RNA-associated protein 18 homolog OS=Arabidopsis thaliana GN=At5g14050 PE=1 SV=133.50 0.00

TRINITY_DN50886_c0_g1sp|O14192|AATR1_SCHPOSPAC56E4.03Aromatic amino acid aminotransferase C56E4.03 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC56E4.03 PE=3 SV=133.50 0.00

TRINITY_DN51131_c0_g1sp|O73888|HPGDS_CHICKHPGDS Hematopoietic prostaglandin D synthase OS=Gallus gallus GN=HPGDS PE=1 SV=333.50 0.00

TRINITY_DN51524_c0_g2sp|Q08DF7|PDE12_BOVINPDE12 2',5'-phosphodiesterase 12 OS=Bos taurus GN=PDE12 PE=1 SV=133.50 0.00

TRINITY_DN51884_c0_g1sp|Q7TPQ3|SHPRH_MOUSEShprh E3 ubiquitin-protein ligase SHPRH OS=Mus musculus GN=Shprh PE=1 SV=133.50 0.00

TRINITY_DN52103_c1_g1sp|Q05973|SCN1_HETBL- Sodium channel protein 1 brain OS=Heterololigo bleekeri PE=2 SV=133.50 0.00

TRINITY_DN52678_c1_g3sp|Q04540|CBXXP_CUPNHcbxXP Protein CbxX, plasmid OS=Cupriavidus necator (strain ATCC 17699 / H16 / DSM 428 / Stanier 337) GN=cbxXP PE=3 SV=133.50 0.00

TRINITY_DN33177_c0_g1sp|Q9S9N9|CCR1_ARATHCCR1 Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana GN=CCR1 PE=1 SV=133.40 0.00

TRINITY_DN36538_c2_g6sp|Q54WW7|Y0010_DICDIDDB_G0279405Probable serine/threonine-protein kinase DDB_G0279405 OS=Dictyostelium discoideum GN=DDB_G0279405 PE=3 SV=133.40 0.00

TRINITY_DN37016_c0_g2sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=333.40 0.00

TRINITY_DN37214_c0_g1sp|Q2TBE0|C19L2_HUMANCWF19L2 CWF19-like protein 2 OS=Homo sapiens GN=CWF19L2 PE=1 SV=433.40 0.00

TRINITY_DN37842_c0_g7sp|Q55GS2|SCY1_DICDIscy1 Probable inactive serine/threonine-protein kinase scy1 OS=Dictyostelium discoideum GN=scy1 PE=3 SV=133.40 0.00

TRINITY_DN38168_c0_g2sp|Q9LQV2|RDR1_ARATHRDR1 RNA-dependent RNA polymerase 1 OS=Arabidopsis thaliana GN=RDR1 PE=2 SV=133.40 0.00

TRINITY_DN38343_c1_g1sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=233.40 0.00

TRINITY_DN38766_c0_g1sp|P9WQP6|3BHS_MYCTOMT1137 3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=MT1137 PE=3 SV=133.40 0.00

TRINITY_DN39544_c0_g1sp|Q1ZXD9|Y8017_DICDIDDB_G0288017Sphingomyelinase DDB_G0288017 OS=Dictyostelium discoideum GN=DDB_G0288017 PE=3 SV=133.40 0.00



TRINITY_DN41024_c0_g4sp|Q96KN2|CNDP1_HUMANCNDP1 Beta-Ala-His dipeptidase OS=Homo sapiens GN=CNDP1 PE=1 SV=433.40 0.00

TRINITY_DN45403_c0_g1sp|Q8TAQ2|SMRC2_HUMANSMARCC2 SWI/SNF complex subunit SMARCC2 OS=Homo sapiens GN=SMARCC2 PE=1 SV=133.40 0.00

TRINITY_DN45907_c0_g3sp|O13755|OSM1_SCHPOosm1 Fumarate reductase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=osm1 PE=3 SV=133.40 0.00

TRINITY_DN46466_c0_g5sp|F4IRR2|SAD2_ARATHSAD2 Importin beta-like SAD2 OS=Arabidopsis thaliana GN=SAD2 PE=1 SV=133.40 0.00

TRINITY_DN46556_c0_g1sp|Q9S7G6|PNP2_ARATHPNP2 Polyribonucleotide nucleotidyltransferase 2, mitochondrial OS=Arabidopsis thaliana GN=PNP2 PE=2 SV=133.40 0.00

TRINITY_DN47634_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=133.40 0.00

TRINITY_DN47722_c0_g2sp|Q8W471|AAE15_ARATHAAE15 Long-chain-fatty-acid--[acyl-carrier-protein] ligase AEE15, chloroplastic OS=Arabidopsis thaliana GN=AAE15 PE=1 SV=133.40 0.00

TRINITY_DN48879_c1_g2sp|O84068|TLC1_CHLTRtlcA ADP,ATP carrier protein 1 OS=Chlamydia trachomatis (strain D/UW-3/Cx) GN=tlcA PE=3 SV=133.40 0.00

TRINITY_DN49360_c1_g2sp|Q6Z6L4|APM1A_ORYSJOs02g0218200Aminopeptidase M1-A OS=Oryza sativa subsp. japonica GN=Os02g0218200 PE=2 SV=133.40 0.00

TRINITY_DN49730_c0_g1sp|Q54S52|Y2801_DICDIDDB_G0282801Protein PIEZO homolog OS=Dictyostelium discoideum GN=DDB_G0282801 PE=3 SV=133.40 0.00

TRINITY_DN49731_c0_g1sp|O00410|IPO5_HUMANIPO5 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=433.40 0.00

TRINITY_DN50290_c0_g7sp|P46333|CSBC_BACSUcsbC Probable metabolite transport protein CsbC OS=Bacillus subtilis (strain 168) GN=csbC PE=1 SV=333.40 0.00

TRINITY_DN50500_c1_g5sp|A2XMK6|ARP7_ORYSIARP7 Actin-related protein 7 OS=Oryza sativa subsp. indica GN=ARP7 PE=2 SV=233.40 0.00

TRINITY_DN51337_c0_g1sp|O15818|CLU_DICDIclua Clustered mitochondria protein homolog OS=Dictyostelium discoideum GN=clua PE=1 SV=233.40 0.00

TRINITY_DN10674_c0_g2sp|Q8WMP9|PAG15_BOVINPLA2G15 Group XV phospholipase A2 OS=Bos taurus GN=PLA2G15 PE=1 SV=133.30 0.00

TRINITY_DN1082_c0_g1sp|Q8L9T5|ATL2_ARATHATL2 RING-H2 finger protein ATL2 OS=Arabidopsis thaliana GN=ATL2 PE=2 SV=233.30 0.00

TRINITY_DN183_c0_g1sp|P37890|CBP1_ORYSJCBP1 Serine carboxypeptidase 1 OS=Oryza sativa subsp. japonica GN=CBP1 PE=2 SV=133.30 0.00

TRINITY_DN21556_c0_g1sp|P12715|ACT1_STENO- Actin, cytoplasmic OS=Sterkiella nova PE=3 SV=133.30 0.00

TRINITY_DN23551_c0_g1sp|Q8IBS5|CDPK4_PLAF7CPK4 Calcium-dependent protein kinase 4 OS=Plasmodium falciparum (isolate 3D7) GN=CPK4 PE=1 SV=333.30 0.00

TRINITY_DN29674_c0_g2sp|Q54R58|YTYK2_DICDIDDB_G0283397Probable tyrosine-protein kinase DDB_G0283397 OS=Dictyostelium discoideum GN=DDB_G0283397 PE=3 SV=133.30 0.00

TRINITY_DN30842_c0_g1sp|Q07465|RNI_AERHY- Ribonuclease OS=Aeromonas hydrophila PE=1 SV=133.30 0.00

TRINITY_DN31051_c0_g3sp|Q95ZG3|SPC97_DICDIspc97 Spindle pole body component 97 OS=Dictyostelium discoideum GN=spc97 PE=2 SV=233.30 0.00

TRINITY_DN32072_c0_g2sp|O15440|MRP5_HUMANABCC5 Multidrug resistance-associated protein 5 OS=Homo sapiens GN=ABCC5 PE=1 SV=233.30 0.00

TRINITY_DN32147_c0_g1sp|P39993|GEA2_YEASTGEA2 ARF guanine-nucleotide exchange factor 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GEA2 PE=1 SV=133.30 0.00

TRINITY_DN32791_c0_g1sp|Q869T9|EKIA_DICDIetnkA Probable ethanolamine kinase A OS=Dictyostelium discoideum GN=etnkA PE=3 SV=133.30 0.00

TRINITY_DN33259_c0_g2sp|Q5A872|SLN1_CANALSLN1 Histidine protein kinase SLN1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=SLN1 PE=1 SV=133.30 0.00

TRINITY_DN34082_c0_g1sp|P18773|EST_ACILWest Esterase OS=Acinetobacter lwoffii GN=est PE=3 SV=233.30 0.00

TRINITY_DN34410_c0_g2sp|Q95327|MANBA_CAPHIMANBA Beta-mannosidase OS=Capra hircus GN=MANBA PE=2 SV=133.30 0.00

TRINITY_DN34842_c0_g1sp|P09398|STRG_STRGRstrG Streptomycin biosynthesis protein StrG OS=Streptomyces griseus GN=strG PE=4 SV=133.30 0.00

TRINITY_DN35082_c0_g2sp|Q552M6|ZDHC7_DICDIDDB_G0276017Putative ZDHHC-type palmitoyltransferase 7 OS=Dictyostelium discoideum GN=DDB_G0276017 PE=2 SV=133.30 0.00

TRINITY_DN35179_c0_g1sp|P11633|NHP6B_YEASTNHP6B Non-histone chromosomal protein 6B OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NHP6B PE=1 SV=333.30 0.00

TRINITY_DN35293_c0_g4sp|Q54YH4|DHKB_DICDIdhkB Hybrid signal transduction histidine kinase B OS=Dictyostelium discoideum GN=dhkB PE=1 SV=133.30 0.00

TRINITY_DN35696_c0_g2sp|Q5JLS2|CIPKC_ORYSJCIPK12 CBL-interacting protein kinase 12 OS=Oryza sativa subsp. japonica GN=CIPK12 PE=1 SV=133.30 0.00

TRINITY_DN35710_c2_g2sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=133.30 0.00

TRINITY_DN35720_c0_g5sp|Q89W72|NORM_BRADUnorM Probable multidrug resistance protein NorM OS=Bradyrhizobium diazoefficiens (strain JCM 10833 / IAM 13628 / NBRC 14792 / USDA 110) GN=norM PE=3 SV=133.30 0.00

TRINITY_DN36246_c1_g1sp|Q9M2D2|YU88_ARATHAt3g61320UPF0187 protein At3g61320, chloroplastic OS=Arabidopsis thaliana GN=At3g61320 PE=2 SV=233.30 0.00

TRINITY_DN36250_c0_g1sp|P20187|YT37_STRFR- Uncharacterized 37.1 kDa protein in transposon TN4556 OS=Streptomyces fradiae PE=3 SV=133.30 0.00

TRINITY_DN36399_c0_g1sp|Q87AB3|IF3_XYLFTinfC Translation initiation factor IF-3 OS=Xylella fastidiosa (strain Temecula1 / ATCC 700964) GN=infC PE=3 SV=133.30 0.00

TRINITY_DN37224_c0_g1sp|Q04519|ASM_MOUSESmpd1 Sphingomyelin phosphodiesterase OS=Mus musculus GN=Smpd1 PE=1 SV=233.30 0.00

TRINITY_DN37381_c1_g14sp|P21269|CCA1_YEASTCCA1 CCA tRNA nucleotidyltransferase, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CCA1 PE=1 SV=133.30 0.00

TRINITY_DN37384_c0_g2sp|Q54TH9|GACY_DICDIgacY Rho GTPase-activating protein gacY OS=Dictyostelium discoideum GN=gacY PE=3 SV=133.30 0.00

TRINITY_DN37464_c1_g1sp|Q8S8S7|PUB34_ARATHPUB34 U-box domain-containing protein 34 OS=Arabidopsis thaliana GN=PUB34 PE=3 SV=133.30 0.00

TRINITY_DN37480_c0_g3sp|Q2KHV7|UBP2_BOVINUSP2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Bos taurus GN=USP2 PE=2 SV=133.30 0.00

TRINITY_DN37571_c0_g3sp|Q38394|FIB37_BPK337 Long tail fiber protein p37 OS=Enterobacteria phage K3 GN=37 PE=3 SV=133.30 0.00

TRINITY_DN37615_c0_g2sp|O43065|MOT1_SCHPOmot1 Probable helicase mot1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mot1 PE=1 SV=433.30 0.00

TRINITY_DN37824_c1_g2sp|Q6T412|CWC2_LEPMCCWC2 Pre-mRNA-splicing factor CWC2 OS=Leptosphaeria maculans GN=CWC2 PE=3 SV=133.30 0.00

TRINITY_DN37912_c0_g6sp|P79348|RGS20_BOVINRGS20 Regulator of G-protein signaling 20 OS=Bos taurus GN=RGS20 PE=1 SV=233.30 0.00

TRINITY_DN37942_c0_g14sp|Q9W4T4|PDE4A_DROMEdnc cAMP-specific 3',5'-cyclic phosphodiesterase, isoform I OS=Drosophila melanogaster GN=dnc PE=1 SV=233.30 0.00

TRINITY_DN37994_c0_g1sp|Q5M888|CG025_RAT- UPF0415 protein C7orf25 homolog OS=Rattus norvegicus PE=2 SV=133.30 0.00

TRINITY_DN38164_c0_g2sp|Q63796|M3K12_RATMap3k12 Mitogen-activated protein kinase kinase kinase 12 OS=Rattus norvegicus GN=Map3k12 PE=1 SV=133.30 0.00

TRINITY_DN38232_c1_g1sp|A6ZU07|ATG1_YEAS7ATG1 Serine/threonine-protein kinase ATG1 OS=Saccharomyces cerevisiae (strain YJM789) GN=ATG1 PE=3 SV=133.30 0.00

TRINITY_DN38357_c1_g3sp|Q14643|ITPR1_HUMANITPR1 Inositol 1,4,5-trisphosphate receptor type 1 OS=Homo sapiens GN=ITPR1 PE=1 SV=333.30 0.00

TRINITY_DN38393_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=133.30 0.00

TRINITY_DN38402_c0_g5sp|Q9UR17|VTC1_SCHPOnrf1 Vacuolar transporter chaperone 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nrf1 PE=2 SV=133.30 0.00

TRINITY_DN38436_c0_g1sp|Q6NXM2|RCBT1_MOUSERcbtb1 RCC1 and BTB domain-containing protein 1 OS=Mus musculus GN=Rcbtb1 PE=2 SV=133.30 0.00

TRINITY_DN38595_c0_g1sp|Q95YL5|PEFA_DICDIpefA Penta-EF hand domain-containing protein 1 OS=Dictyostelium discoideum GN=pefA PE=1 SV=133.30 0.00



TRINITY_DN38647_c0_g3sp|Q6P637|CSN8_XENTRcsn8 COP9 signalosome complex subunit 8 OS=Xenopus tropicalis GN=csn8 PE=2 SV=133.30 0.00

TRINITY_DN38759_c0_g1sp|P31729|OV16_ONCVOOV16 OV-16 antigen OS=Onchocerca volvulus GN=OV16 PE=2 SV=233.30 0.00

TRINITY_DN38970_c0_g2sp|B0SDA3|ATPA_LEPBAatpA ATP synthase subunit alpha OS=Leptospira biflexa serovar Patoc (strain Patoc 1 / Ames) GN=atpA PE=3 SV=133.30 0.00

TRINITY_DN39128_c0_g5sp|Q5RHI5|DTL_DANREdtl Denticleless protein homolog OS=Danio rerio GN=dtl PE=2 SV=133.30 0.00

TRINITY_DN39207_c0_g2sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=133.30 0.00

TRINITY_DN39425_c0_g2sp|Q8L706|SYT5_ARATHSYT5 Synaptotagmin-5 OS=Arabidopsis thaliana GN=SYT5 PE=2 SV=133.30 0.00

TRINITY_DN39576_c0_g8sp|Q9H269|VPS16_HUMANVPS16 Vacuolar protein sorting-associated protein 16 homolog OS=Homo sapiens GN=VPS16 PE=1 SV=233.30 0.00

TRINITY_DN39577_c0_g1sp|Q93Z20|PTR17_ARATHNPF8.5 Protein NRT1/ PTR FAMILY 8.5 OS=Arabidopsis thaliana GN=NPF8.5 PE=2 SV=133.30 0.00

TRINITY_DN39800_c1_g3sp|Q08DF7|PDE12_BOVINPDE12 2',5'-phosphodiesterase 12 OS=Bos taurus GN=PDE12 PE=1 SV=133.30 0.00

TRINITY_DN40061_c0_g5sp|Q550K8|Y7071_DICDIDDB_G0277071Probable serine/threonine-protein kinase DDB_G0277071 OS=Dictyostelium discoideum GN=DDB_G0277071 PE=3 SV=133.30 0.00

TRINITY_DN40537_c0_g8sp|Q8BL80|RHG22_MOUSEArhgap22Rho GTPase-activating protein 22 OS=Mus musculus GN=Arhgap22 PE=1 SV=233.30 0.00

TRINITY_DN40663_c0_g5sp|Q28XE2|AN32A_DROPSAnp32a Acidic leucine-rich nuclear phosphoprotein 32 family member A OS=Drosophila pseudoobscura pseudoobscura GN=Anp32a PE=3 SV=233.30 0.00

TRINITY_DN40822_c0_g3sp|Q6NRH1|DCAF8_XENLAdcaf8 DDB1- and CUL4-associated factor 8 OS=Xenopus laevis GN=dcaf8 PE=2 SV=133.30 0.00

TRINITY_DN41242_c0_g7sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=233.30 0.00

TRINITY_DN41476_c0_g3sp|Q9VJZ7|RRP1L_DROMENnp-1 Ribosomal RNA processing protein 1 homolog OS=Drosophila melanogaster GN=Nnp-1 PE=1 SV=133.30 0.00

TRINITY_DN41548_c1_g2sp|Q54FD6|TF2B_DICDIgtf2b Transcription initiation factor IIB OS=Dictyostelium discoideum GN=gtf2b PE=3 SV=133.30 0.00

TRINITY_DN41724_c0_g6sp|Q6NRF1|P6R3B_XENLAppp6r3-bSerine/threonine-protein phosphatase 6 regulatory subunit 3-B OS=Xenopus laevis GN=ppp6r3-b PE=2 SV=133.30 0.00

TRINITY_DN41753_c0_g1sp|Q6NQE2|FQRL1_ARATHAt4g27270Probable NAD(P)H dehydrogenase (quinone) FQR1-like 1 OS=Arabidopsis thaliana GN=At4g27270 PE=2 SV=133.30 0.00

TRINITY_DN41803_c1_g4sp|Q5BJT7|CCD93_RATCcdc93 Coiled-coil domain-containing protein 93 OS=Rattus norvegicus GN=Ccdc93 PE=1 SV=133.30 0.00

TRINITY_DN41926_c0_g2sp|Q17CE7|S35B3_AEDAEPapst2 Adenosine 3'-phospho 5'-phosphosulfate transporter 2 OS=Aedes aegypti GN=Papst2 PE=3 SV=133.30 0.00

TRINITY_DN42186_c1_g11sp|Q6P4S6|SIK3_MOUSESik3 Serine/threonine-protein kinase SIK3 OS=Mus musculus GN=Sik3 PE=1 SV=333.30 0.00

TRINITY_DN42281_c2_g1sp|Q9SFX3|OST1A_ARATHOST1A Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1A OS=Arabidopsis thaliana GN=OST1A PE=2 SV=133.30 0.00

TRINITY_DN42416_c0_g2sp|O13983|HRQ1_SCHPOhrq1 ATP-dependent helicase hrq1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hrq1 PE=1 SV=433.30 0.00

TRINITY_DN42660_c0_g2sp|Q8GUH1|PUB33_ARATHPUB33 U-box domain-containing protein 33 OS=Arabidopsis thaliana GN=PUB33 PE=2 SV=233.30 0.00

TRINITY_DN42982_c0_g7sp|Q6AXX4|SAS10_RATUtp3 Something about silencing protein 10 OS=Rattus norvegicus GN=Utp3 PE=1 SV=133.30 0.00

TRINITY_DN43136_c0_g4sp|Q64455|PTPRJ_MOUSEPtprj Receptor-type tyrosine-protein phosphatase eta OS=Mus musculus GN=Ptprj PE=1 SV=233.30 0.00

TRINITY_DN43743_c0_g7sp|P14448|FIBA_CHICKFGA Fibrinogen alpha chain OS=Gallus gallus GN=FGA PE=1 SV=433.30 0.00

TRINITY_DN43882_c0_g6sp|P64159|END8A_MYCBOnei1 Endonuclease 8 1 OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=nei1 PE=3 SV=333.30 0.00

TRINITY_DN43886_c0_g1sp|Q9NSI6|BRWD1_HUMANBRWD1 Bromodomain and WD repeat-containing protein 1 OS=Homo sapiens GN=BRWD1 PE=1 SV=433.30 0.00

TRINITY_DN44178_c1_g1sp|O57483|CAC1S_LITCT- Voltage-dependent L-type calcium channel subunit alpha-1S OS=Lithobates catesbeiana PE=2 SV=133.30 0.00

TRINITY_DN44665_c1_g5sp|Q7XJ96|GAS8_CHLREGAS8 Growth arrest-specific protein 8 homolog OS=Chlamydomonas reinhardtii GN=GAS8 PE=1 SV=133.30 0.00

TRINITY_DN44807_c1_g8sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=133.30 0.00

TRINITY_DN44840_c0_g1sp|Q9Y5Z4|HEBP2_HUMANHEBP2 Heme-binding protein 2 OS=Homo sapiens GN=HEBP2 PE=1 SV=133.30 0.00

TRINITY_DN44895_c0_g5sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=133.30 0.00

TRINITY_DN45156_c1_g2sp|Q8BV79|TRNK1_MOUSETrank1 TPR and ankyrin repeat-containing protein 1 OS=Mus musculus GN=Trank1 PE=2 SV=333.30 0.00

TRINITY_DN45231_c0_g5sp|Q9H2U1|DHX36_HUMANDHX36 ATP-dependent RNA helicase DHX36 OS=Homo sapiens GN=DHX36 PE=1 SV=233.30 0.00

TRINITY_DN45265_c0_g2sp|Q9R049|AMFR_MOUSEAmfr E3 ubiquitin-protein ligase AMFR OS=Mus musculus GN=Amfr PE=1 SV=233.30 0.00

TRINITY_DN4544_c0_g1sp|P52824|DGKQ_HUMANDGKQ Diacylglycerol kinase theta OS=Homo sapiens GN=DGKQ PE=1 SV=233.30 0.00

TRINITY_DN45950_c0_g1sp|P52735|VAV2_HUMANVAV2 Guanine nucleotide exchange factor VAV2 OS=Homo sapiens GN=VAV2 PE=1 SV=233.30 0.00

TRINITY_DN46035_c0_g2sp|Q4R4K5|IFT22_MACFAIFT22 Intraflagellar transport protein 22 homolog OS=Macaca fascicularis GN=IFT22 PE=2 SV=133.30 0.00

TRINITY_DN46625_c0_g4sp|P9WNH2|Y2715_MYCTOMT2788 Uncharacterized protein MT2788 OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=MT2788 PE=3 SV=133.30 0.00

TRINITY_DN47074_c0_g1sp|C7YTL6|RRP36_NECH7RRP36 rRNA biogenesis protein RRP36 OS=Nectria haematococca (strain 77-13-4 / ATCC MYA-4622 / FGSC 9596 / MPVI) GN=RRP36 PE=3 SV=133.30 0.00

TRINITY_DN47285_c0_g2sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=233.30 0.00

TRINITY_DN47763_c0_g6sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=233.30 0.00

TRINITY_DN47795_c0_g3sp|Q6CB54|SAR1_YARLISAR1 Small COPII coat GTPase SAR1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=SAR1 PE=3 SV=133.30 0.00

TRINITY_DN48195_c0_g4sp|P23599|1A11_CUCMAACS1 1-aminocyclopropane-1-carboxylate synthase CMW33 OS=Cucurbita maxima GN=ACS1 PE=2 SV=133.30 0.00

TRINITY_DN48360_c0_g3sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=133.30 0.00

TRINITY_DN48395_c0_g8sp|P33334|PRP8_YEASTPRP8 Pre-mRNA-splicing factor 8 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PRP8 PE=1 SV=133.30 0.00

TRINITY_DN48624_c1_g5sp|P04197|MYB_DROMEMyb Myb protein OS=Drosophila melanogaster GN=Myb PE=1 SV=233.30 0.00

TRINITY_DN48965_c0_g4sp|Q964T1|CP4CU_BLAGECYP4C21 Cytochrome P450 4c21 OS=Blattella germanica GN=CYP4C21 PE=2 SV=133.30 0.00

TRINITY_DN49344_c1_g6sp|Q54DA4|Y2412_DICDIDDB_G0292412Putative potassium transport protein DDB_G0292412 OS=Dictyostelium discoideum GN=DDB_G0292412 PE=2 SV=133.30 0.00

TRINITY_DN49832_c0_g1sp|Q55GS2|SCY1_DICDIscy1 Probable inactive serine/threonine-protein kinase scy1 OS=Dictyostelium discoideum GN=scy1 PE=3 SV=133.30 0.00

TRINITY_DN50077_c0_g1sp|Q0WT48|DNJ21_ARATHERDJ2A DnaJ protein ERDJ2A OS=Arabidopsis thaliana GN=ERDJ2A PE=1 SV=133.30 0.00

TRINITY_DN50112_c0_g2sp|Q80UK7|SAS6_MOUSESass6 Spindle assembly abnormal protein 6 homolog OS=Mus musculus GN=Sass6 PE=2 SV=233.30 0.00

TRINITY_DN50566_c0_g2sp|Q94BU1|Y1181_ARATHAt1g71810Uncharacterized aarF domain-containing protein kinase At1g71810, chloroplastic OS=Arabidopsis thaliana GN=At1g71810 PE=2 SV=133.30 0.00

TRINITY_DN50719_c1_g3sp|Q944A6|SNF4_ARATHSNF4 Sucrose nonfermenting 4-like protein OS=Arabidopsis thaliana GN=SNF4 PE=1 SV=133.30 0.00



TRINITY_DN50831_c0_g5sp|P14605|CYAA_SCHPOcyr1 Adenylate cyclase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cyr1 PE=1 SV=133.30 0.00

TRINITY_DN51061_c0_g2sp|A9CJC9|PHRA_AGRFCphrA Deoxyribodipyrimidine photo-lyase OS=Agrobacterium fabrum (strain C58 / ATCC 33970) GN=phrA PE=1 SV=133.30 0.00

TRINITY_DN51095_c0_g1sp|Q03963|E2AK2_MOUSEEif2ak2 Interferon-induced, double-stranded RNA-activated protein kinase OS=Mus musculus GN=Eif2ak2 PE=1 SV=233.30 0.00

TRINITY_DN51170_c0_g2sp|Q6ZI17|OML2_ORYSJML2 Protein MEI2-like 2 OS=Oryza sativa subsp. japonica GN=ML2 PE=2 SV=133.30 0.00

TRINITY_DN51467_c1_g2sp|Q9ZUL5|CHR19_ARATHETL1 Protein CHROMATIN REMODELING 19 OS=Arabidopsis thaliana GN=ETL1 PE=1 SV=133.30 0.00

TRINITY_DN51485_c1_g5sp|Q54MF3|CANB2_DICDIcnbB Calcineurin subunit B type 2 OS=Dictyostelium discoideum GN=cnbB PE=3 SV=133.30 0.00

TRINITY_DN52197_c2_g6sp|A1L112|WDR55_RATWdr55 WD repeat-containing protein 55 OS=Rattus norvegicus GN=Wdr55 PE=2 SV=133.30 0.00

TRINITY_DN52281_c1_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=133.30 0.00

TRINITY_DN52465_c0_g2sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=333.30 0.00

TRINITY_DN52579_c1_g3sp|Q55909|Y305_SYNY3slr0305 TVP38/TMEM64 family membrane protein slr0305 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0305 PE=3 SV=133.30 0.00

TRINITY_DN5943_c0_g1sp|Q9ZPS7|TMN3_ARATHTMN3 Transmembrane 9 superfamily member 3 OS=Arabidopsis thaliana GN=TMN3 PE=2 SV=133.30 0.00

TRINITY_DN6261_c0_g1sp|Q9QY76|VAPB_MOUSEVapb Vesicle-associated membrane protein-associated protein B OS=Mus musculus GN=Vapb PE=1 SV=333.30 0.00

TRINITY_DN32153_c0_g1sp|P41154|HSF_XENLAhsf1 Heat shock factor protein OS=Xenopus laevis GN=hsf1 PE=2 SV=133.20 0.00

TRINITY_DN32380_c0_g1sp|Q54NQ0|PSD13_DICDIpsmD13 26S proteasome non-ATPase regulatory subunit 13 OS=Dictyostelium discoideum GN=psmD13 PE=2 SV=133.20 0.00

TRINITY_DN34609_c0_g2sp|Q9XZJ3|CUL2_DICDIculB Cullin-2 OS=Dictyostelium discoideum GN=culB PE=2 SV=133.20 0.00

TRINITY_DN35120_c0_g5sp|Q8R1U1|COG4_MOUSECog4 Conserved oligomeric Golgi complex subunit 4 OS=Mus musculus GN=Cog4 PE=1 SV=133.20 0.00

TRINITY_DN35150_c0_g1sp|Q8K2L8|TPC12_MOUSETrappc12Trafficking protein particle complex subunit 12 OS=Mus musculus GN=Trappc12 PE=1 SV=233.20 0.00

TRINITY_DN35458_c0_g1sp|Q1ZXD9|Y8017_DICDIDDB_G0288017Sphingomyelinase DDB_G0288017 OS=Dictyostelium discoideum GN=DDB_G0288017 PE=3 SV=133.20 0.00

TRINITY_DN35642_c0_g8sp|Q6CSX2|ATG1_KLULAATG1 Serine/threonine-protein kinase ATG1 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=ATG1 PE=3 SV=133.20 0.00

TRINITY_DN35696_c0_g4sp|Q6H7U5|CIPKQ_ORYSJCIPK26 CBL-interacting protein kinase 26 OS=Oryza sativa subsp. japonica GN=CIPK26 PE=2 SV=133.20 0.00

TRINITY_DN35794_c0_g1sp|Q54CS6|DCD1B_DICDIdcd1B Protein dcd1B OS=Dictyostelium discoideum GN=dcd1B PE=2 SV=133.20 0.00

TRINITY_DN35906_c0_g1sp|Q8PW34|GGPP_METMAMM_1767 Geranylgeranyl diphosphate synthase OS=Methanosarcina mazei (strain ATCC BAA-159 / DSM 3647 / Goe1 / Go1 / JCM 11833 / OCM 88) GN=MM_1767 PE=3 SV=133.20 0.00

TRINITY_DN36100_c0_g4sp|Q5AG71|HSL1_CANALHSL1 Serine/threonine-protein kinase HSL1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=HSL1 PE=1 SV=133.20 0.00

TRINITY_DN36698_c0_g5sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=133.20 0.00

TRINITY_DN36875_c0_g1sp|Q8T277|PRKAG_DICDIprkag 5'-AMP-activated protein kinase subunit gamma OS=Dictyostelium discoideum GN=prkag PE=3 SV=333.20 0.00

TRINITY_DN37196_c0_g1sp|Q0IWL9|GRS11_ORYSJGRXS11 Monothiol glutaredoxin-S11 OS=Oryza sativa subsp. japonica GN=GRXS11 PE=2 SV=233.20 0.00

TRINITY_DN37261_c0_g1sp|P43295|RD19B_ARATHRD19B Probable cysteine protease RD19B OS=Arabidopsis thaliana GN=RD19B PE=2 SV=233.20 0.00

TRINITY_DN37362_c0_g2sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=133.20 0.00

TRINITY_DN38368_c0_g7sp|Q54EN4|PDI2_DICDIpdi2 Protein disulfide-isomerase 2 OS=Dictyostelium discoideum GN=pdi2 PE=3 SV=133.20 0.00

TRINITY_DN39378_c0_g11sp|O42916|ALE1_SCHPOale1 Lysophospholipid acyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ale1 PE=1 SV=133.20 0.00

TRINITY_DN40117_c2_g3sp|Q8VY63|MPU12_ARATHAt4g07390Mannose-P-dolichol utilization defect 1 protein homolog 2 OS=Arabidopsis thaliana GN=At4g07390 PE=2 SV=133.20 0.00

TRINITY_DN40522_c0_g1sp|F4HTM3|GCS1_ARATHGCS1 Mannosyl-oligosaccharide glucosidase GCS1 OS=Arabidopsis thaliana GN=GCS1 PE=1 SV=133.20 0.00

TRINITY_DN41075_c0_g2sp|A5PN38|F151A_DANREfam151a Protein FAM151A OS=Danio rerio GN=fam151a PE=3 SV=133.20 0.00

TRINITY_DN41278_c0_g5sp|Q9CQF6|ADPPT_MOUSEAasdhpptL-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferase OS=Mus musculus GN=Aasdhppt PE=1 SV=133.20 0.00

TRINITY_DN41362_c0_g1sp|Q940S3|UAP1_ARATHGLCNAC1PUT1UDP-N-acetylglucosamine diphosphorylase 1 OS=Arabidopsis thaliana GN=GLCNAC1PUT1 PE=1 SV=133.20 0.00

TRINITY_DN41952_c0_g1sp|Q5AF03|HSP31_CANALGLX3 Glyoxalase 3 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GLX3 PE=1 SV=133.20 0.00

TRINITY_DN42625_c0_g8sp|O23969|SF21_HELANSF21 Pollen-specific protein SF21 OS=Helianthus annuus GN=SF21 PE=2 SV=133.20 0.00

TRINITY_DN42850_c0_g1sp|A2RRH5|WDR27_HUMANWDR27 WD repeat-containing protein 27 OS=Homo sapiens GN=WDR27 PE=1 SV=333.20 0.00

TRINITY_DN43203_c0_g1sp|Q54W20|ABCD3_DICDIabcD3 ABC transporter D family member 3 OS=Dictyostelium discoideum GN=abcD3 PE=3 SV=133.20 0.00

TRINITY_DN43289_c0_g1sp|A6H8I2|SGSM3_XENLAsgsm3 Small G protein signaling modulator 3 homolog OS=Xenopus laevis GN=sgsm3 PE=2 SV=133.20 0.00

TRINITY_DN43646_c0_g2sp|P14100|PDE1A_BOVINPDE1A Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1A OS=Bos taurus GN=PDE1A PE=1 SV=333.20 0.00

TRINITY_DN44632_c0_g1sp|P31583|RHN1_NICPLRHN1 Ras-related protein RHN1 OS=Nicotiana plumbaginifolia GN=RHN1 PE=2 SV=133.20 0.00

TRINITY_DN45513_c1_g2sp|Q5JKN1|P2C05_ORYSJOs01g0552300Probable protein phosphatase 2C 5 OS=Oryza sativa subsp. japonica GN=Os01g0552300 PE=2 SV=133.20 0.00

TRINITY_DN45744_c0_g2sp|Q86VH2|KIF27_HUMANKIF27 Kinesin-like protein KIF27 OS=Homo sapiens GN=KIF27 PE=2 SV=133.20 0.00

TRINITY_DN46363_c0_g2sp|Q15397|PUM3_HUMANPUM3 Pumilio homolog 3 OS=Homo sapiens GN=PUM3 PE=1 SV=333.20 0.00

TRINITY_DN46397_c0_g2sp|Q9R152|PARP1_CRIGRPARP1 Poly [ADP-ribose] polymerase 1 OS=Cricetulus griseus GN=PARP1 PE=2 SV=333.20 0.00

TRINITY_DN47110_c1_g5sp|O52535|CAH_KLEPNcah Carbonic anhydrase OS=Klebsiella pneumoniae GN=cah PE=3 SV=133.20 0.00

TRINITY_DN47329_c0_g1sp|P0C218|DDX20_DANREddx20 Probable ATP-dependent RNA helicase DDX20 OS=Danio rerio GN=ddx20 PE=3 SV=133.20 0.00

TRINITY_DN47610_c0_g1sp|C5A1V0|GYAR_THEGJgyaR Glyoxylate reductase OS=Thermococcus gammatolerans (strain DSM 15229 / JCM 11827 / EJ3) GN=gyaR PE=3 SV=133.20 0.00

TRINITY_DN47702_c0_g2sp|Q9M3B4|RID3_ARATHRID3 Protein ROOT INITIATION DEFECTIVE 3 OS=Arabidopsis thaliana GN=RID3 PE=1 SV=133.20 0.00

TRINITY_DN48118_c0_g5sp|Q6UX07|DHR13_HUMANDHRS13 Dehydrogenase/reductase SDR family member 13 OS=Homo sapiens GN=DHRS13 PE=2 SV=133.20 0.00

TRINITY_DN48916_c0_g1sp|Q10248|YD1K_SCHPOSPAC4G9.20cUncharacterized mitochondrial carrier C4G9.20c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4G9.20c PE=3 SV=233.20 0.00

TRINITY_DN48990_c0_g1sp|P09102|PDIA1_CHICKP4HB Protein disulfide-isomerase OS=Gallus gallus GN=P4HB PE=1 SV=333.20 0.00

TRINITY_DN49460_c0_g2sp|Q5VVQ6|OTU1_HUMANYOD1 Ubiquitin thioesterase OTU1 OS=Homo sapiens GN=YOD1 PE=1 SV=133.20 0.00

TRINITY_DN50628_c0_g2sp|P09874|PARP1_HUMANPARP1 Poly [ADP-ribose] polymerase 1 OS=Homo sapiens GN=PARP1 PE=1 SV=433.20 0.00

TRINITY_DN50931_c0_g2sp|Q55G83|ABKC_DICDIabkC Probable serine/threonine-protein kinase abkC OS=Dictyostelium discoideum GN=abkC PE=3 SV=133.20 0.00



TRINITY_DN51832_c0_g1sp|Q5EBF1|5NTC_XENTRnt5c2 Cytosolic purine 5'-nucleotidase OS=Xenopus tropicalis GN=nt5c2 PE=2 SV=133.20 0.00

TRINITY_DN52032_c0_g2sp|Q8CG09|MRP1_RATAbcc1 Multidrug resistance-associated protein 1 OS=Rattus norvegicus GN=Abcc1 PE=1 SV=233.20 0.00

TRINITY_DN53243_c0_g1sp|Q9Y4P9|SPEF1_HUMANSPEF1 Sperm flagellar protein 1 OS=Homo sapiens GN=SPEF1 PE=1 SV=333.20 0.00

TRINITY_DN28484_c0_g3sp|A7HQ77|PYRD_PARL1pyrD Dihydroorotate dehydrogenase (quinone) OS=Parvibaculum lavamentivorans (strain DS-1 / DSM 13023 / NCIMB 13966) GN=pyrD PE=3 SV=133.10 0.00

TRINITY_DN28535_c0_g1sp|Q40863|EMB8_PICGLEMB8 Embryogenesis-associated protein EMB8 OS=Picea glauca GN=EMB8 PE=2 SV=133.10 0.00

TRINITY_DN28575_c0_g2sp|Q5TIE3|VW5B1_HUMANVWA5B1 von Willebrand factor A domain-containing protein 5B1 OS=Homo sapiens GN=VWA5B1 PE=1 SV=233.10 0.00

TRINITY_DN28906_c0_g1sp|O13926|YF66_SCHPOSPAC23C4.06cUPF0665 family protein C23C4.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC23C4.06c PE=3 SV=133.10 0.00

TRINITY_DN3073_c0_g1sp|Q07617|SPAG1_HUMANSPAG1 Sperm-associated antigen 1 OS=Homo sapiens GN=SPAG1 PE=1 SV=333.10 0.00

TRINITY_DN30865_c0_g1sp|Q3SEK0|CATR5_PARTEIcl1e Caltractin ICL1e OS=Paramecium tetraurelia GN=Icl1e PE=3 SV=133.10 0.00

TRINITY_DN32064_c0_g1sp|Q54DT1|ABCA9_DICDIabcA9 ABC transporter A family member 9 OS=Dictyostelium discoideum GN=abcA9 PE=3 SV=133.10 0.00

TRINITY_DN32242_c0_g1sp|Q94915|REG2_DROMEReg-2 Rhythmically expressed gene 2 protein OS=Drosophila melanogaster GN=Reg-2 PE=2 SV=133.10 0.00

TRINITY_DN34154_c0_g1sp|Q54PQ8|XPO5_DICDIxpo5 Exportin-5 OS=Dictyostelium discoideum GN=xpo5 PE=3 SV=133.10 0.00

TRINITY_DN35648_c1_g3sp|Q54C16|SGMB_DICDIsgmB Sphingomyelin phosphodiesterase B OS=Dictyostelium discoideum GN=sgmB PE=3 SV=133.10 0.00

TRINITY_DN35864_c1_g8sp|Q55CZ1|GDT2_DICDIgdt2 Probable serine/threonine-protein kinase gdt2 OS=Dictyostelium discoideum GN=gdt2 PE=2 SV=133.10 0.00

TRINITY_DN36029_c0_g3sp|Q9LT17|BBR_ARATHBBR E3 ubiquitin ligase BIG BROTHER-related OS=Arabidopsis thaliana GN=BBR PE=2 SV=133.10 0.00

TRINITY_DN36122_c0_g4sp|Q9ZRT5|GSTT1_ARATHGSTT1 Glutathione S-transferase T1 OS=Arabidopsis thaliana GN=GSTT1 PE=2 SV=133.10 0.00

TRINITY_DN36206_c0_g2sp|Q1ZXL0|Y5795_DICDIDDB_G0275795PH domain-containing protein DDB_G0275795 OS=Dictyostelium discoideum GN=DDB_G0275795 PE=3 SV=133.10 0.00

TRINITY_DN37168_c0_g1sp|Q9W0Y8|SCN60_DROMENaCP60E Sodium channel protein 60E OS=Drosophila melanogaster GN=NaCP60E PE=2 SV=533.10 0.00

TRINITY_DN38113_c0_g8sp|Q92F42|RADA_LISINradA DNA repair protein RadA OS=Listeria innocua serovar 6a (strain ATCC BAA-680 / CLIP 11262) GN=radA PE=3 SV=133.10 0.00

TRINITY_DN38340_c1_g5sp|P15398|RPA1_SCHPOrpa1 DNA-directed RNA polymerase I subunit rpa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa1 PE=1 SV=233.10 0.00

TRINITY_DN38407_c0_g8sp|Q94AC1|STR6_ARATHSTR6 Rhodanese-like domain-containing protein 6 OS=Arabidopsis thaliana GN=STR6 PE=2 SV=133.10 0.00

TRINITY_DN38511_c0_g10sp|O52847|BGAL_BACMDbgaM Beta-galactosidase OS=Bacillus megaterium (strain DSM 319) GN=bgaM PE=3 SV=133.10 0.00

TRINITY_DN39056_c0_g2sp|C0SVG5|RVE5_ARATHRVE5 Protein REVEILLE 5 OS=Arabidopsis thaliana GN=RVE5 PE=2 SV=133.10 0.00

TRINITY_DN39070_c0_g4sp|O94654|YGF3_SCHPOSPBC405.03cUncharacterized transporter C405.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC405.03c PE=3 SV=133.10 0.00

TRINITY_DN39584_c1_g8sp|O95714|HERC2_HUMANHERC2 E3 ubiquitin-protein ligase HERC2 OS=Homo sapiens GN=HERC2 PE=1 SV=233.10 0.00

TRINITY_DN39716_c0_g3sp|Q3UFM5|NOM1_MOUSENom1 Nucleolar MIF4G domain-containing protein 1 OS=Mus musculus GN=Nom1 PE=1 SV=233.10 0.00

TRINITY_DN39742_c0_g1sp|Q9X248|FABG_THEMAfabG 3-oxoacyl-[acyl-carrier-protein] reductase FabG OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=fabG PE=3 SV=133.10 0.00

TRINITY_DN39789_c1_g3sp|G4SW86|ERG_META2erg Delta(14)-sterol reductase OS=Methylomicrobium alcaliphilum (strain DSM 19304 / NCIMB 14124 / VKM B-2133 / 20Z) GN=erg PE=1 SV=133.10 0.00

TRINITY_DN40628_c0_g4sp|B1AZ99|OTUD3_MOUSEOtud3 OTU domain-containing protein 3 OS=Mus musculus GN=Otud3 PE=3 SV=133.10 0.00

TRINITY_DN40691_c1_g7sp|Q9FJL3|FKB65_ARATHFKBP65 Peptidyl-prolyl cis-trans isomerase FKBP65 OS=Arabidopsis thaliana GN=FKBP65 PE=1 SV=133.10 0.00

TRINITY_DN41142_c0_g3sp|Q7TNJ2|ABCA7_RATAbca7 ATP-binding cassette sub-family A member 7 OS=Rattus norvegicus GN=Abca7 PE=1 SV=133.10 0.00

TRINITY_DN42017_c0_g3sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=333.10 0.00

TRINITY_DN42357_c0_g3sp|P70665|SIAE_MOUSESiae Sialate O-acetylesterase OS=Mus musculus GN=Siae PE=1 SV=333.10 0.00

TRINITY_DN42465_c0_g7sp|Q54PC2|GSH1_DICDIgcsA Glutamate--cysteine ligase OS=Dictyostelium discoideum GN=gcsA PE=2 SV=133.10 0.00

TRINITY_DN42655_c0_g2sp|Q6NZ07|NCLN_DANREncl1 Nicalin-1 OS=Danio rerio GN=ncl1 PE=2 SV=133.10 0.00

TRINITY_DN43331_c0_g4sp|Q1L8L6|RN19B_DANRErnf19b E3 ubiquitin-protein ligase RNF19B OS=Danio rerio GN=rnf19b PE=3 SV=233.10 0.00

TRINITY_DN43701_c1_g1sp|P24203|YJIA_ECOLIyjiA Uncharacterized GTP-binding protein YjiA OS=Escherichia coli (strain K12) GN=yjiA PE=1 SV=333.10 0.00

TRINITY_DN43822_c0_g6sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=133.10 0.00

TRINITY_DN44166_c0_g3sp|Q40863|EMB8_PICGLEMB8 Embryogenesis-associated protein EMB8 OS=Picea glauca GN=EMB8 PE=2 SV=133.10 0.00

TRINITY_DN44775_c1_g2sp|Q9DBS9|OSBL3_MOUSEOsbpl3 Oxysterol-binding protein-related protein 3 OS=Mus musculus GN=Osbpl3 PE=1 SV=233.10 0.00

TRINITY_DN45777_c2_g6sp|Q99471|PFD5_HUMANPFDN5 Prefoldin subunit 5 OS=Homo sapiens GN=PFDN5 PE=1 SV=233.10 0.00

TRINITY_DN46178_c0_g4sp|Q8RXD4|BRCA1_ARATHBRCA1 Protein BREAST CANCER SUSCEPTIBILITY 1 homolog OS=Arabidopsis thaliana GN=BRCA1 PE=1 SV=133.10 0.00

TRINITY_DN46212_c0_g1sp|Q55FG3|VP13C_DICDItipC Putative vacuolar protein sorting-associated protein 13C OS=Dictyostelium discoideum GN=tipC PE=3 SV=133.10 0.00

TRINITY_DN46483_c0_g3sp|Q05360|WHITE_LUCCUW Protein white OS=Lucilia cuprina GN=W PE=2 SV=233.10 0.00

TRINITY_DN46505_c0_g1sp|Q6P2M8|KCC1B_HUMANPNCK Calcium/calmodulin-dependent protein kinase type 1B OS=Homo sapiens GN=PNCK PE=2 SV=233.10 0.00

TRINITY_DN47278_c0_g1sp|O80513|CCU41_ARATHCYCU4-1 Cyclin-U4-1 OS=Arabidopsis thaliana GN=CYCU4-1 PE=1 SV=133.10 0.00

TRINITY_DN47459_c0_g1sp|O14773|TPP1_HUMANTPP1 Tripeptidyl-peptidase 1 OS=Homo sapiens GN=TPP1 PE=1 SV=233.10 0.00

TRINITY_DN47538_c0_g6sp|Q9SH88|RRS1_ARATHAt2g37990Ribosome biogenesis regulatory protein homolog OS=Arabidopsis thaliana GN=At2g37990 PE=2 SV=233.10 0.00

TRINITY_DN47674_c0_g1sp|Q54TN2|MYBC_DICDImybC Myb-like protein C OS=Dictyostelium discoideum GN=mybC PE=1 SV=133.10 0.00

TRINITY_DN47898_c0_g4sp|Q6DG88|ATG4B_DANREatg4b Cysteine protease ATG4B OS=Danio rerio GN=atg4b PE=2 SV=233.10 0.00

TRINITY_DN47899_c0_g2sp|Q91WW7|PLPL3_MOUSEPnpla3 Patatin-like phospholipase domain-containing protein 3 OS=Mus musculus GN=Pnpla3 PE=1 SV=133.10 0.00

TRINITY_DN47966_c0_g3sp|Q99685|MGLL_HUMANMGLL Monoglyceride lipase OS=Homo sapiens GN=MGLL PE=1 SV=233.10 0.00

TRINITY_DN48034_c0_g1sp|O54865|GCYB1_MOUSEGucy1b3 Guanylate cyclase soluble subunit beta-1 OS=Mus musculus GN=Gucy1b3 PE=1 SV=133.10 0.00

TRINITY_DN48146_c1_g2sp|Q6J1Y9|UBP19_RATUsp19 Ubiquitin carboxyl-terminal hydrolase 19 OS=Rattus norvegicus GN=Usp19 PE=1 SV=133.10 0.00

TRINITY_DN49370_c1_g2sp|Q94KD3|VP52A_ARATHVPS52 Vacuolar protein sorting-associated protein 52 A OS=Arabidopsis thaliana GN=VPS52 PE=1 SV=133.10 0.00

TRINITY_DN49376_c1_g3sp|B3E422|ERA_GEOLSera GTPase Era OS=Geobacter lovleyi (strain ATCC BAA-1151 / DSM 17278 / SZ) GN=era PE=3 SV=133.10 0.00



TRINITY_DN49584_c1_g8sp|O14470|SSR2_SCHPOssr2 SWI/SNF and RSC complexes subunit ssr2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssr2 PE=1 SV=333.10 0.00

TRINITY_DN49638_c0_g4sp|Q9Y4B6|VPRBP_HUMANVPRBP Protein VPRBP OS=Homo sapiens GN=VPRBP PE=1 SV=333.10 0.00

TRINITY_DN49714_c0_g5sp|Q93W28|Y4554_ARATHAt4g15545Uncharacterized protein At4g15545 OS=Arabidopsis thaliana GN=At4g15545 PE=1 SV=133.10 0.00

TRINITY_DN50010_c0_g1sp|Q9FMP5|CDPKH_ARATHCPK17 Calcium-dependent protein kinase 17 OS=Arabidopsis thaliana GN=CPK17 PE=2 SV=133.10 0.00

TRINITY_DN50201_c1_g8sp|A8I9E8|CFA45_CHLRECFAP45 Cilia- and flagella-associated protein 45 OS=Chlamydomonas reinhardtii GN=CFAP45 PE=1 SV=133.10 0.00

TRINITY_DN50248_c0_g8sp|P48027|GACS_PSESYgacS Sensor protein GacS OS=Pseudomonas syringae pv. syringae GN=gacS PE=3 SV=133.10 0.00

TRINITY_DN50357_c0_g3sp|O61305|DDX19_DROMEDbp80 DEAD-box helicase Dbp80 OS=Drosophila melanogaster GN=Dbp80 PE=1 SV=133.10 0.00

TRINITY_DN50939_c0_g6sp|Q9Y1W0|FAD5A_DICDIfadA Delta(5) fatty acid desaturase A OS=Dictyostelium discoideum GN=fadA PE=1 SV=133.10 0.00

TRINITY_DN50998_c0_g4sp|A8Y197|PFD6_CAEBRpfd-6 Probable prefoldin subunit 6 OS=Caenorhabditis briggsae GN=pfd-6 PE=3 SV=133.10 0.00

TRINITY_DN51174_c0_g2sp|P53228|TAL2_YEASTNQM1 Transaldolase NQM1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NQM1 PE=1 SV=133.10 0.00

TRINITY_DN51669_c0_g1sp|Q02779|M3K10_HUMANMAP3K10 Mitogen-activated protein kinase kinase kinase 10 OS=Homo sapiens GN=MAP3K10 PE=1 SV=333.10 0.00

TRINITY_DN51790_c0_g2sp|P78810|VTC4_SCHPOvtc4 Vacuolar transporter chaperone 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vtc4 PE=1 SV=233.10 0.00

TRINITY_DN51925_c0_g1sp|G5CEW6|IF4G_WHEAT- Eukaryotic translation initiation factor 4G OS=Triticum aestivum PE=1 SV=133.10 0.00

TRINITY_DN52082_c2_g1sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=133.10 0.00

TRINITY_DN18605_c0_g2sp|Q3U4B4|LIPN_MOUSELipn Lipase member N OS=Mus musculus GN=Lipn PE=2 SV=133.00 0.00

TRINITY_DN27462_c0_g1sp|P26659|RAD15_SCHPOrad15 DNA repair helicase rad15 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rad15 PE=1 SV=233.00 0.00

TRINITY_DN27507_c0_g2sp|P45975|SUV39_DROMESu(var)3-9Histone-lysine N-methyltransferase Su(var)3-9 OS=Drosophila melanogaster GN=Su(var)3-9 PE=1 SV=233.00 0.00

TRINITY_DN2828_c0_g1sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=133.00 0.00

TRINITY_DN31383_c0_g2sp|O08914|FAAH1_MOUSEFaah Fatty-acid amide hydrolase 1 OS=Mus musculus GN=Faah PE=1 SV=133.00 0.00

TRINITY_DN31487_c0_g1sp|Q8VZ67|Y4919_ARATHAt4g19190Uncharacterized zinc finger CCHC domain-containing protein At4g19190 OS=Arabidopsis thaliana GN=At4g19190 PE=2 SV=133.00 0.00

TRINITY_DN31708_c0_g1sp|Q8VE96|S35F6_MOUSESlc35f6 Solute carrier family 35 member F6 OS=Mus musculus GN=Slc35f6 PE=1 SV=133.00 0.00

TRINITY_DN31870_c0_g2sp|Q4U2R1|HERC2_MOUSEHerc2 E3 ubiquitin-protein ligase HERC2 OS=Mus musculus GN=Herc2 PE=1 SV=333.00 0.00

TRINITY_DN32290_c0_g1sp|Q9HC24|LFG4_HUMANTMBIM4 Protein lifeguard 4 OS=Homo sapiens GN=TMBIM4 PE=1 SV=333.00 0.00

TRINITY_DN33898_c0_g1sp|Q8RY73|DXO_ARATHAt4g17620Decapping nuclease DXO homolog, chloroplastic OS=Arabidopsis thaliana GN=At4g17620 PE=1 SV=133.00 0.00

TRINITY_DN34686_c0_g1sp|Q64702|PLK4_MOUSEPlk4 Serine/threonine-protein kinase PLK4 OS=Mus musculus GN=Plk4 PE=1 SV=233.00 0.00

TRINITY_DN36049_c0_g1sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=233.00 0.00

TRINITY_DN36099_c0_g1sp|Q9DB77|QCR2_MOUSEUqcrc2 Cytochrome b-c1 complex subunit 2, mitochondrial OS=Mus musculus GN=Uqcrc2 PE=1 SV=133.00 0.00

TRINITY_DN36218_c0_g2sp|Q5KU26|COL12_HUMANCOLEC12 Collectin-12 OS=Homo sapiens GN=COLEC12 PE=1 SV=333.00 0.00

TRINITY_DN36803_c0_g3sp|Q54DU5|Y2028_DICDIDDB_G0292028von Willebrand factor A domain-containing protein DDB_G0292028 OS=Dictyostelium discoideum GN=DDB_G0292028 PE=3 SV=133.00 0.00

TRINITY_DN37337_c1_g2sp|B0G0Y5|MYBAA_DICDImybAA Myb-like protein AA OS=Dictyostelium discoideum GN=mybAA PE=3 SV=133.00 0.00

TRINITY_DN37590_c2_g2sp|Q9SSR0|RBL5_ARATHRBL5 RHOMBOID-like protein 5 OS=Arabidopsis thaliana GN=RBL5 PE=3 SV=133.00 0.00

TRINITY_DN37658_c2_g3sp|P92131|CATB1_GIAINCP1 Cathepsin B-like CP1 OS=Giardia intestinalis GN=CP1 PE=2 SV=333.00 0.00

TRINITY_DN37864_c0_g2sp|P18894|OXDA_MOUSEDao D-amino-acid oxidase OS=Mus musculus GN=Dao PE=1 SV=333.00 0.00

TRINITY_DN38221_c0_g7sp|Q9VND8|RHEB_DROMERheb GTP-binding protein Rheb homolog OS=Drosophila melanogaster GN=Rheb PE=2 SV=133.00 0.00

TRINITY_DN38434_c0_g4sp|Q7M3S9|RNGB_DICDIrngB RING finger protein B OS=Dictyostelium discoideum GN=rngB PE=2 SV=233.00 0.00

TRINITY_DN38496_c0_g1sp|Q54J73|PAP_DICDIpapA Poly(A) polymerase OS=Dictyostelium discoideum GN=papA PE=3 SV=133.00 0.00

TRINITY_DN38570_c0_g4sp|Q8Z0I7|KGUA_NOSS1gmk Guanylate kinase OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=gmk PE=3 SV=133.00 0.00

TRINITY_DN39143_c0_g1sp|Q64332|SYN2_MOUSESyn2 Synapsin-2 OS=Mus musculus GN=Syn2 PE=1 SV=233.00 0.00

TRINITY_DN39147_c0_g3sp|Q9LDK9|APBLA_ARATHBETAA-ADBeta-adaptin-like protein A OS=Arabidopsis thaliana GN=BETAA-AD PE=1 SV=133.00 0.00

TRINITY_DN39266_c0_g1sp|Q8DIH2|TILS_THEEBtilS tRNA(Ile)-lysidine synthase OS=Thermosynechococcus elongatus (strain BP-1) GN=tilS PE=3 SV=133.00 0.00

TRINITY_DN39461_c1_g2sp|Q94KI8|TPC1_ARATHTPC1 Two pore calcium channel protein 1 OS=Arabidopsis thaliana GN=TPC1 PE=1 SV=133.00 0.00

TRINITY_DN39676_c0_g1sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=133.00 0.00

TRINITY_DN40829_c1_g3sp|Q19187|GCY12_CAEELgcy-12 Receptor-type guanylate cyclase gcy-12 OS=Caenorhabditis elegans GN=gcy-12 PE=1 SV=333.00 0.00

TRINITY_DN40879_c0_g1sp|P05987|KAPR_DICDIpkaR cAMP-dependent protein kinase regulatory subunit OS=Dictyostelium discoideum GN=pkaR PE=1 SV=133.00 0.00

TRINITY_DN40947_c0_g1sp|Q5SMG8|MGTE_THET8TTHA1060Magnesium transporter MgtE OS=Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579) GN=TTHA1060 PE=1 SV=133.00 0.00

TRINITY_DN40990_c1_g5sp|Q8IYE0|CC146_HUMANCCDC146 Coiled-coil domain-containing protein 146 OS=Homo sapiens GN=CCDC146 PE=1 SV=233.00 0.00

TRINITY_DN40991_c0_g1sp|Q2QAV0|TIO_ARATHTIO Serine/threonine-protein kinase TIO OS=Arabidopsis thaliana GN=TIO PE=1 SV=133.00 0.00

TRINITY_DN41269_c0_g9sp|Q8ICR0|CDPK2_PLAF7CPK2 Calcium-dependent protein kinase 2 OS=Plasmodium falciparum (isolate 3D7) GN=CPK2 PE=2 SV=333.00 0.00

TRINITY_DN42016_c0_g3sp|Q0VC00|ABHD3_BOVINABHD3 Phospholipase ABHD3 OS=Bos taurus GN=ABHD3 PE=2 SV=133.00 0.00

TRINITY_DN42283_c0_g4sp|P54755|EPHA5_CHICKEPHA5 Ephrin type-A receptor 5 OS=Gallus gallus GN=EPHA5 PE=2 SV=133.00 0.00

TRINITY_DN42351_c1_g1sp|P10401|POLY_DROMEpol Retrovirus-related Pol polyprotein from transposon gypsy OS=Drosophila melanogaster GN=pol PE=3 SV=133.00 0.00

TRINITY_DN42799_c1_g3sp|Q5UPP8|YL759_MIMIVMIMI_L759Uncharacterized protein L759 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L759 PE=4 SV=133.00 0.00

TRINITY_DN43483_c0_g4sp|Q8L7R3|LPCT1_ARATHLPEAT1 Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana GN=LPEAT1 PE=1 SV=133.00 0.00

TRINITY_DN43505_c0_g4sp|Q9HBH5|RDH14_HUMANRDH14 Retinol dehydrogenase 14 OS=Homo sapiens GN=RDH14 PE=1 SV=133.00 0.00

TRINITY_DN43732_c0_g4sp|Q86I95|TV23A_DICDIDDB_G0276319Uncharacterized Golgi apparatus membrane protein-like protein 1 OS=Dictyostelium discoideum GN=DDB_G0276319 PE=3 SV=133.00 0.00

TRINITY_DN43866_c0_g4sp|O64730|P2C26_ARATHAt2g30170Probable protein phosphatase 2C 26 OS=Arabidopsis thaliana GN=At2g30170 PE=2 SV=233.00 0.00



TRINITY_DN44271_c0_g3sp|B8AJ09|BASS4_ORYSIBASS4 Probable sodium/metabolite cotransporter BASS4, chloroplastic OS=Oryza sativa subsp. indica GN=BASS4 PE=3 SV=133.00 0.00

TRINITY_DN45105_c0_g3sp|Q96BJ3|AIDA_HUMANAIDA Axin interactor, dorsalization-associated protein OS=Homo sapiens GN=AIDA PE=1 SV=133.00 0.00

TRINITY_DN45682_c0_g1sp|O34680|YDIP_BACSUydiP Probable BsuMI modification methylase subunit YdiP OS=Bacillus subtilis (strain 168) GN=ydiP PE=2 SV=133.00 0.00

TRINITY_DN45788_c0_g1sp|Q1PFH8|CDPKJ_ARATHCPK19 Calcium-dependent protein kinase 19 OS=Arabidopsis thaliana GN=CPK19 PE=2 SV=133.00 0.00

TRINITY_DN45814_c0_g2sp|Q9M0A5|GGP3_ARATHGGP3 Gamma-glutamyl peptidase 3 OS=Arabidopsis thaliana GN=GGP3 PE=2 SV=133.00 0.00

TRINITY_DN46049_c0_g2sp|Q95R48|OCTL_DROMEOrct2 Organic cation transporter-like protein OS=Drosophila melanogaster GN=Orct2 PE=2 SV=233.00 0.00

TRINITY_DN46382_c0_g1sp|Q9M8W5|SIP11_ARATHSIP1-1 Aquaporin SIP1-1 OS=Arabidopsis thaliana GN=SIP1-1 PE=2 SV=133.00 0.00

TRINITY_DN46384_c0_g1sp|Q17778|NUC1_CAEELnuc-1 Deoxyribonuclease-2 OS=Caenorhabditis elegans GN=nuc-1 PE=3 SV=133.00 0.00

TRINITY_DN46815_c0_g3sp|P0CZ23|ACOX3_ARATHACX3 Acyl-coenzyme A oxidase 3, peroxisomal OS=Arabidopsis thaliana GN=ACX3 PE=1 SV=133.00 0.00

TRINITY_DN47972_c0_g2sp|Q10XA1|OBG_TRIEIobg GTPase Obg OS=Trichodesmium erythraeum (strain IMS101) GN=obg PE=3 SV=133.00 0.00

TRINITY_DN48337_c0_g6sp|Q9W4T4|PDE4A_DROMEdnc cAMP-specific 3',5'-cyclic phosphodiesterase, isoform I OS=Drosophila melanogaster GN=dnc PE=1 SV=233.00 0.00

TRINITY_DN48533_c1_g5sp|O76483|GSTT7_ANOGAGstD7 Glutathione S-transferase D7 OS=Anopheles gambiae GN=GstD7 PE=2 SV=133.00 0.00

TRINITY_DN49616_c0_g1sp|O04035|AT74H_ARATHAt1g08940Phosphoglycerate mutase-like protein AT74H OS=Arabidopsis thaliana GN=At1g08940 PE=3 SV=233.00 0.00

TRINITY_DN50041_c0_g1sp|P34098|MANA_DICDImanA Lysosomal alpha-mannosidase OS=Dictyostelium discoideum GN=manA PE=1 SV=233.00 0.00

TRINITY_DN50133_c0_g1sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=133.00 0.00

TRINITY_DN50145_c0_g7sp|Q0V9R4|CCD39_XENTRccdc39 Coiled-coil domain-containing protein 39 OS=Xenopus tropicalis GN=ccdc39 PE=2 SV=133.00 0.00

TRINITY_DN50768_c1_g1sp|Q32PX7|FUBP1_RATFubp1 Far upstream element-binding protein 1 OS=Rattus norvegicus GN=Fubp1 PE=1 SV=133.00 0.00

TRINITY_DN51741_c0_g2sp|Q6AX60|PTHB1_XENLAbbs9 Protein PTHB1 OS=Xenopus laevis GN=bbs9 PE=2 SV=133.00 0.00

TRINITY_DN51909_c0_g4sp|Q8W4N3|UBP2_ARATHUBP2 Ubiquitin carboxyl-terminal hydrolase 2 OS=Arabidopsis thaliana GN=UBP2 PE=1 SV=233.00 0.00

TRINITY_DN52043_c1_g1sp|P38361|PHO89_YEASTPHO89 Phosphate permease PHO89 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO89 PE=1 SV=133.00 0.00

TRINITY_DN11703_c0_g1sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=132.90 0.00

TRINITY_DN1269_c0_g1sp|Q1AU26|EFG_RUBXDfusA Elongation factor G OS=Rubrobacter xylanophilus (strain DSM 9941 / NBRC 16129) GN=fusA PE=3 SV=132.90 0.00

TRINITY_DN28392_c1_g1sp|G5EFL0|GLD4_CAEELgld-4 Poly(A) RNA polymerase gld-4 OS=Caenorhabditis elegans GN=gld-4 PE=1 SV=132.90 0.00

TRINITY_DN31851_c0_g1sp|Q54F87|ARPIN_DICDIarpin Arpin OS=Dictyostelium discoideum GN=arpin PE=3 SV=132.90 0.00

TRINITY_DN33006_c0_g2sp|Q567B1|OTU1_DANREyod1 Ubiquitin thioesterase OTU1 OS=Danio rerio GN=yod1 PE=2 SV=132.90 0.00

TRINITY_DN33697_c0_g2sp|Q6PDI5|ECM29_MOUSEEcm29 Proteasome-associated protein ECM29 homolog OS=Mus musculus GN=Ecm29 PE=1 SV=332.90 0.00

TRINITY_DN33715_c0_g3sp|A0PQ29|PHMT2_MYCUAMUL_2009Probable phthiotriol/phenolphthiotriol dimycocerosates methyltransferase 2 OS=Mycobacterium ulcerans (strain Agy99) GN=MUL_2009 PE=3 SV=132.90 0.00

TRINITY_DN34516_c0_g1sp|Q9XTR8|LIP1_CAEELZK262.3 Lipase ZK262.3 OS=Caenorhabditis elegans GN=ZK262.3 PE=1 SV=132.90 0.00

TRINITY_DN35956_c0_g1sp|B6MFW3|HOOK_BRAFLBRAFLDRAFT_281537Protein Hook homolog OS=Branchiostoma floridae GN=BRAFLDRAFT_281537 PE=3 SV=132.90 0.00

TRINITY_DN35972_c0_g7sp|Q9D180|CFA57_MOUSECfap57 Cilia- and flagella-associated protein 57 OS=Mus musculus GN=Cfap57 PE=1 SV=332.90 0.00

TRINITY_DN36049_c0_g2sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=132.90 0.00

TRINITY_DN36314_c0_g1sp|Q54HL4|GGHB_DICDIgghB Gamma-glutamyl hydrolase B OS=Dictyostelium discoideum GN=gghB PE=3 SV=132.90 0.00

TRINITY_DN36634_c0_g6sp|Q96GG9|DCNL1_HUMANDCUN1D1 DCN1-like protein 1 OS=Homo sapiens GN=DCUN1D1 PE=1 SV=132.90 0.00

TRINITY_DN36675_c0_g1sp|O52535|CAH_KLEPNcah Carbonic anhydrase OS=Klebsiella pneumoniae GN=cah PE=3 SV=132.90 0.00

TRINITY_DN36709_c0_g10sp|Q8XJX0|DEF2_CLOPEdef2 Peptide deformylase 2 OS=Clostridium perfringens (strain 13 / Type A) GN=def2 PE=3 SV=132.90 0.00

TRINITY_DN37064_c0_g11sp|Q3U487|HECD3_MOUSEHectd3 E3 ubiquitin-protein ligase HECTD3 OS=Mus musculus GN=Hectd3 PE=1 SV=232.90 0.00

TRINITY_DN37400_c0_g3sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=232.90 0.00

TRINITY_DN37971_c0_g4sp|Q54H46|DRKA_DICDIdrkA Probable serine/threonine-protein kinase drkA OS=Dictyostelium discoideum GN=drkA PE=3 SV=132.90 0.00

TRINITY_DN38176_c1_g1sp|Q84LR6|PPA14_ARATHPAP14 Probable inactive purple acid phosphatase 14 OS=Arabidopsis thaliana GN=PAP14 PE=2 SV=132.90 0.00

TRINITY_DN38323_c1_g6sp|Q54QE6|SIR2A_DICDIsir2A NAD-dependent deacetylase sir2A OS=Dictyostelium discoideum GN=sir2A PE=2 SV=132.90 0.00

TRINITY_DN38795_c2_g11sp|Q96RR4|KKCC2_HUMANCAMKK2 Calcium/calmodulin-dependent protein kinase kinase 2 OS=Homo sapiens GN=CAMKK2 PE=1 SV=232.90 0.00

TRINITY_DN39721_c0_g4sp|Q3UGF1|WDR19_MOUSEWdr19 WD repeat-containing protein 19 OS=Mus musculus GN=Wdr19 PE=1 SV=132.90 0.00

TRINITY_DN40659_c0_g12sp|Q9VYQ8|UBP7_DROMEUsp7 Ubiquitin carboxyl-terminal hydrolase 7 OS=Drosophila melanogaster GN=Usp7 PE=1 SV=132.90 0.00

TRINITY_DN41391_c1_g8sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=132.90 0.00

TRINITY_DN42041_c0_g1sp|Q7XZP5|APX5_ARATHAPX5 L-ascorbate peroxidase 5, peroxisomal OS=Arabidopsis thaliana GN=APX5 PE=1 SV=232.90 0.00

TRINITY_DN42056_c0_g3sp|Q5XF06|TI442_ARATHTIM44-2 Mitochondrial import inner membrane translocase subunit TIM44-2 OS=Arabidopsis thaliana GN=TIM44-2 PE=1 SV=132.90 0.00

TRINITY_DN42112_c0_g1sp|O08759|UBE3A_MOUSEUbe3a Ubiquitin-protein ligase E3A OS=Mus musculus GN=Ube3a PE=1 SV=232.90 0.00

TRINITY_DN42195_c0_g2sp|Q8RVL2|DEK1_ARATHDEK1 Calpain-type cysteine protease DEK1 OS=Arabidopsis thaliana GN=DEK1 PE=1 SV=132.90 0.00

TRINITY_DN43134_c0_g3sp|P40421|RDGC_DROMErdgC Serine/threonine-protein phosphatase rdgC OS=Drosophila melanogaster GN=rdgC PE=2 SV=132.90 0.00

TRINITY_DN43376_c1_g3sp|P48455|PP2BC_MOUSEPpp3cc Serine/threonine-protein phosphatase 2B catalytic subunit gamma isoform OS=Mus musculus GN=Ppp3cc PE=1 SV=132.90 0.00

TRINITY_DN43702_c1_g2sp|Q7FGZ2|RH1_ARATHRH1 DEAD-box ATP-dependent RNA helicase 1 OS=Arabidopsis thaliana GN=RH1 PE=2 SV=332.90 0.00

TRINITY_DN44405_c0_g9sp|Q7SYC9|CTL2_DANREslc44a2 Choline transporter-like protein 2 OS=Danio rerio GN=slc44a2 PE=2 SV=132.90 0.00

TRINITY_DN45278_c1_g2sp|O04931|AGLU_BETVU- Alpha-glucosidase OS=Beta vulgaris PE=1 SV=132.90 0.00

TRINITY_DN45282_c1_g2sp|Q6ZPR6|IBTK_MOUSEIbtk Inhibitor of Bruton tyrosine kinase OS=Mus musculus GN=Ibtk PE=1 SV=332.90 0.00

TRINITY_DN45306_c0_g6sp|Q8BV79|TRNK1_MOUSETrank1 TPR and ankyrin repeat-containing protein 1 OS=Mus musculus GN=Trank1 PE=2 SV=332.90 0.00

TRINITY_DN45458_c0_g5sp|Q54I36|PYK3_DICDIpyk3 Dual specificity protein kinase pyk3 OS=Dictyostelium discoideum GN=pyk3 PE=1 SV=132.90 0.00



TRINITY_DN45738_c1_g9sp|Q6TY21|EPA2B_XENLAPabpn1l-bEmbryonic polyadenylate-binding protein 2-B OS=Xenopus laevis GN=Pabpn1l-b PE=1 SV=132.90 0.00

TRINITY_DN45967_c1_g8sp|Q5XG87|PAPD7_HUMANPAPD7 Non-canonical poly(A) RNA polymerase PAPD7 OS=Homo sapiens GN=PAPD7 PE=1 SV=332.90 0.00

TRINITY_DN45999_c0_g7sp|A4IF87|GNPAT_BOVINGNPAT Dihydroxyacetone phosphate acyltransferase OS=Bos taurus GN=GNPAT PE=2 SV=132.90 0.00

TRINITY_DN46851_c0_g4sp|A2QVV2|CREC_ASPNCcreC Probable catabolite repression protein creC OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=creC PE=3 SV=132.90 0.00

TRINITY_DN46855_c0_g1sp|A5PJZ5|NUP93_BOVINNUP93 Nuclear pore complex protein Nup93 OS=Bos taurus GN=NUP93 PE=2 SV=132.90 0.00

TRINITY_DN47083_c0_g1sp|Q93VD5|CCD8A_ORYSJCCD8A Carotenoid cleavage dioxygenase 8 homolog A, chloroplastic OS=Oryza sativa subsp. japonica GN=CCD8A PE=2 SV=132.90 0.00

TRINITY_DN47213_c0_g1sp|P51612|XPC_MOUSEXpc DNA repair protein complementing XP-C cells homolog OS=Mus musculus GN=Xpc PE=1 SV=232.90 0.00

TRINITY_DN47658_c1_g3sp|Q3UGM2|NEK10_MOUSENek10 Serine/threonine-protein kinase Nek10 OS=Mus musculus GN=Nek10 PE=2 SV=232.90 0.00

TRINITY_DN48056_c1_g2sp|Q8I7P9|POL5_DROMEpol Retrovirus-related Pol polyprotein from transposon opus OS=Drosophila melanogaster GN=pol PE=3 SV=132.90 0.00

TRINITY_DN48383_c0_g3sp|Q39055|CNX2_ARATHCNX2 GTP 3',8-cyclase, mitochondrial OS=Arabidopsis thaliana GN=CNX2 PE=1 SV=132.90 0.00

TRINITY_DN49038_c0_g10sp|Q9ZUP4|CKL5_ARATHCKL5 Casein kinase 1-like protein 5 OS=Arabidopsis thaliana GN=CKL5 PE=1 SV=132.90 0.00

TRINITY_DN49189_c1_g5sp|A5PJF6|HSDL1_BOVINHSDL1 Inactive hydroxysteroid dehydrogenase-like protein 1 OS=Bos taurus GN=HSDL1 PE=2 SV=132.90 0.00

TRINITY_DN50500_c1_g1sp|Q99023|ACT_HYPJEact Actin OS=Hypocrea jecorina GN=act PE=3 SV=132.90 0.00

TRINITY_DN50658_c2_g1sp|Q9LU47|PUB53_ARATHPUB53 Putative U-box domain-containing protein 53 OS=Arabidopsis thaliana GN=PUB53 PE=3 SV=132.90 0.00

TRINITY_DN50858_c1_g2sp|Q76L37|CPRC1_CANPAcpr-c1 NADPH-dependent conjugated polyketone reductase C1 OS=Candida parapsilosis GN=cpr-c1 PE=1 SV=132.90 0.00

TRINITY_DN51202_c2_g5sp|Q869K3|BPNT1_DICDIbpnt1 3'(2'),5'-bisphosphate nucleotidase 1 OS=Dictyostelium discoideum GN=bpnt1 PE=3 SV=132.90 0.00

TRINITY_DN51218_c1_g3sp|A8JAF2|CFA43_CHLRECFAP43 Cilia- and flagella-associated protein 43 OS=Chlamydomonas reinhardtii GN=CFAP43 PE=1 SV=132.90 0.00

TRINITY_DN51296_c0_g1sp|Q652N5|PHT44_ORYSJPHT4;4 Probable anion transporter 4, chloroplastic OS=Oryza sativa subsp. japonica GN=PHT4;4 PE=2 SV=132.90 0.00

TRINITY_DN51426_c1_g2sp|Q41058|GLGB1_PEASBEI 1,4-alpha-glucan-branching enzyme 1, chloroplastic/amyloplastic OS=Pisum sativum GN=SBEI PE=1 SV=132.90 0.00

TRINITY_DN23468_c0_g1sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=132.80 0.00

TRINITY_DN27235_c0_g2sp|O97790|TBCD1_BOVINTBC1D1 TBC1 domain family member 1 OS=Bos taurus GN=TBC1D1 PE=2 SV=232.80 0.00

TRINITY_DN29754_c0_g1sp|Q96P50|ACAP3_HUMANACAP3 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 3 OS=Homo sapiens GN=ACAP3 PE=1 SV=232.80 0.00

TRINITY_DN31529_c0_g1sp|Q1ZXD6|ROCO5_DICDIroco5 Probable serine/threonine-protein kinase roco5 OS=Dictyostelium discoideum GN=roco5 PE=3 SV=132.80 0.00

TRINITY_DN31559_c0_g1sp|Q94AT1|P2C76_ARATHAt5g53140Probable protein phosphatase 2C 76 OS=Arabidopsis thaliana GN=At5g53140 PE=2 SV=132.80 0.00

TRINITY_DN32575_c0_g1sp|O67638|Y1758_AQUAEaq_1758 Uncharacterized RNA pseudouridine synthase aq_1758 OS=Aquifex aeolicus (strain VF5) GN=aq_1758 PE=3 SV=132.80 0.00

TRINITY_DN32712_c0_g1sp|Q1D9Z7|DEOD_MYXXDdeoD Purine nucleoside phosphorylase DeoD-type OS=Myxococcus xanthus (strain DK 1622) GN=deoD PE=3 SV=132.80 0.00

TRINITY_DN34304_c0_g1sp|Q54DR0|COMD1_DICDIcommd1 COMM domain-containing protein 1 OS=Dictyostelium discoideum GN=commd1 PE=3 SV=132.80 0.00

TRINITY_DN34352_c0_g1sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=132.80 0.00

TRINITY_DN34469_c0_g1sp|O42630|CARP_ASPFUpep2 Vacuolar protease A OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=pep2 PE=2 SV=132.80 0.00

TRINITY_DN35831_c0_g2sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=132.80 0.00

TRINITY_DN36754_c1_g5sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=132.80 0.00

TRINITY_DN36923_c3_g4sp|Q9ZVN2|Y1457_ARATHAt1g54570Acyltransferase-like protein At1g54570, chloroplastic OS=Arabidopsis thaliana GN=At1g54570 PE=2 SV=132.80 0.00

TRINITY_DN37067_c0_g6sp|P49842|STK19_HUMANSTK19 Serine/threonine-protein kinase 19 OS=Homo sapiens GN=STK19 PE=1 SV=232.80 0.00

TRINITY_DN37092_c0_g4sp|P20024|MYB1_MAIZE- Myb-related protein Zm1 OS=Zea mays PE=2 SV=132.80 0.00

TRINITY_DN37229_c0_g11sp|Q9C8H1|AB11C_ARATHABCC11 ABC transporter C family member 11 OS=Arabidopsis thaliana GN=ABCC11 PE=2 SV=232.80 0.00

TRINITY_DN37329_c0_g3sp|Q54S77|VPS15_DICDIvps15 Probable serine/threonine-protein kinase vps15 OS=Dictyostelium discoideum GN=vps15 PE=3 SV=132.80 0.00

TRINITY_DN37457_c0_g3sp|Q6IQ16|SPOPL_HUMANSPOPL Speckle-type POZ protein-like OS=Homo sapiens GN=SPOPL PE=1 SV=132.80 0.00

TRINITY_DN38239_c0_g9sp|O18823|AOAH_RABITAOAH Acyloxyacyl hydrolase OS=Oryctolagus cuniculus GN=AOAH PE=2 SV=132.80 0.00

TRINITY_DN38330_c1_g6sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=132.80 0.00

TRINITY_DN38343_c1_g2sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=232.80 0.00

TRINITY_DN38429_c0_g4sp|P40818|UBP8_HUMANUSP8 Ubiquitin carboxyl-terminal hydrolase 8 OS=Homo sapiens GN=USP8 PE=1 SV=132.80 0.00

TRINITY_DN38590_c1_g2sp|Q54DF2|MRKA_DICDImrkA Probable serine/threonine-protein kinase MARK-A OS=Dictyostelium discoideum GN=mrkA PE=3 SV=132.80 0.00

TRINITY_DN38683_c0_g1sp|Q92359|YDHE_SCHPOSPAC6G9.14Pumilio domain-containing protein C6G9.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.14 PE=3 SV=132.80 0.00

TRINITY_DN39218_c0_g5sp|Q54N08|ALKB_DICDIalkB Alpha-ketoglutarate-dependent dioxygenase alkB OS=Dictyostelium discoideum GN=alkB PE=2 SV=132.80 0.00

TRINITY_DN39874_c0_g1sp|O13943|AVL9_SCHPOavl9 Late secretory pathway protein avl9 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=avl9 PE=3 SV=232.80 0.00

TRINITY_DN40099_c1_g2sp|Q5ZKU1|DCNL1_CHICKDCUN1D1 DCN1-like protein 1 OS=Gallus gallus GN=DCUN1D1 PE=2 SV=132.80 0.00

TRINITY_DN40289_c0_g4sp|Q54FG5|GACJJ_DICDIgacJJ Rho GTPase-activating protein gacJJ OS=Dictyostelium discoideum GN=gacJJ PE=3 SV=132.80 0.00

TRINITY_DN40368_c0_g4sp|O04318|JAL27_ARATHNSP3 Nitrile-specifier protein 3 OS=Arabidopsis thaliana GN=NSP3 PE=2 SV=132.80 0.00

TRINITY_DN40540_c0_g5sp|O04922|GPX2_ARATHGPX2 Probable glutathione peroxidase 2 OS=Arabidopsis thaliana GN=GPX2 PE=1 SV=132.80 0.00

TRINITY_DN40572_c0_g1sp|P0AF68|TSAE_ECO57tsaE tRNA threonylcarbamoyladenosine biosynthesis protein TsaE OS=Escherichia coli O157:H7 GN=tsaE PE=3 SV=132.80 0.00

TRINITY_DN40761_c0_g1sp|P52824|DGKQ_HUMANDGKQ Diacylglycerol kinase theta OS=Homo sapiens GN=DGKQ PE=1 SV=232.80 0.00

TRINITY_DN42301_c1_g4sp|P59325|IF5_MOUSEEif5 Eukaryotic translation initiation factor 5 OS=Mus musculus GN=Eif5 PE=1 SV=132.80 0.00

TRINITY_DN43053_c0_g10sp|Q8RXV3|P2C59_ARATHWIN2 Probable protein phosphatase 2C 59 OS=Arabidopsis thaliana GN=WIN2 PE=1 SV=132.80 0.00

TRINITY_DN43296_c0_g4sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=132.80 0.00

TRINITY_DN43397_c0_g4sp|Q8VHU4|ELP1_RATIkbkap Elongator complex protein 1 OS=Rattus norvegicus GN=Ikbkap PE=2 SV=132.80 0.00

TRINITY_DN43636_c1_g6sp|Q94CC0|Y5994_ARATHAt5g49945Uncharacterized protein At5g49945 OS=Arabidopsis thaliana GN=At5g49945 PE=2 SV=132.80 0.00



TRINITY_DN43724_c0_g2sp|Q6DHV7|ADAL_HUMANADAL Adenosine deaminase-like protein OS=Homo sapiens GN=ADAL PE=2 SV=232.80 0.00

TRINITY_DN43759_c0_g1sp|Q5ZMQ9|PEX5_CHICKPEX5 Peroxisomal targeting signal 1 receptor OS=Gallus gallus GN=PEX5 PE=2 SV=132.80 0.00

TRINITY_DN44026_c0_g1sp|B5FEQ2|RLMI_VIBFMrlmI Ribosomal RNA large subunit methyltransferase I OS=Vibrio fischeri (strain MJ11) GN=rlmI PE=3 SV=132.80 0.00

TRINITY_DN44482_c1_g1sp|B5RM39|RL2_BORDLrplB 50S ribosomal protein L2 OS=Borrelia duttonii (strain Ly) GN=rplB PE=3 SV=132.80 0.00

TRINITY_DN44557_c0_g2sp|Q54U31|SHKD_DICDIshkD Dual specificity protein kinase shkD OS=Dictyostelium discoideum GN=shkD PE=3 SV=132.80 0.00

TRINITY_DN45069_c0_g2sp|Q9CA86|PEX2_ARATHPEX2 Peroxisome biogenesis protein 2 OS=Arabidopsis thaliana GN=PEX2 PE=1 SV=132.80 0.00

TRINITY_DN45498_c0_g4sp|Q80Z29|NAMPT_RATNampt Nicotinamide phosphoribosyltransferase OS=Rattus norvegicus GN=Nampt PE=1 SV=132.80 0.00

TRINITY_DN45897_c1_g2sp|O62446|LMLN_CAEELY43F4A.1Leishmanolysin-like peptidase OS=Caenorhabditis elegans GN=Y43F4A.1 PE=3 SV=132.80 0.00

TRINITY_DN47756_c0_g1sp|P64964|STF3_MYCBOstf3 PAPS-dependent sulfotransferase Stf3 OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=stf3 PE=3 SV=132.80 0.00

TRINITY_DN47792_c1_g3sp|Q9LZ82|BTR1_ARATHBTR1 Protein BTR1 OS=Arabidopsis thaliana GN=BTR1 PE=1 SV=132.80 0.00

TRINITY_DN48068_c0_g1sp|Q54SP4|DHKD_DICDIdhkD Hybrid signal transduction histidine kinase D OS=Dictyostelium discoideum GN=dhkD PE=2 SV=132.80 0.00

TRINITY_DN50426_c1_g1sp|F4ILR7|DEXH1_ARATHAt2g35920DExH-box ATP-dependent RNA helicase DExH1 OS=Arabidopsis thaliana GN=At2g35920 PE=2 SV=132.80 0.00

TRINITY_DN50818_c0_g1sp|Q8GUH1|PUB33_ARATHPUB33 U-box domain-containing protein 33 OS=Arabidopsis thaliana GN=PUB33 PE=2 SV=232.80 0.00

TRINITY_DN51520_c1_g1sp|P31521|P47K_PSECL- 47 kDa protein OS=Pseudomonas chlororaphis PE=3 SV=132.80 0.00

TRINITY_DN51905_c1_g2sp|Q9ZU50|BAT1_ARATHBAT1 Amino-acid permease BAT1 OS=Arabidopsis thaliana GN=BAT1 PE=2 SV=232.80 0.00

TRINITY_DN52341_c1_g4sp|P69682|NECP1_RATNecap1 Adaptin ear-binding coat-associated protein 1 OS=Rattus norvegicus GN=Necap1 PE=1 SV=132.80 0.00

TRINITY_DN53708_c0_g1sp|Q12029|FSF1_YEASTFSF1 Probable mitochondrial transport protein FSF1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FSF1 PE=1 SV=132.80 0.00

TRINITY_DN10989_c0_g1sp|Q9VYY9|EVI5_DROMEEvi5 Ecotropic viral integration site 5 ortholog OS=Drosophila melanogaster GN=Evi5 PE=1 SV=332.70 0.00

TRINITY_DN19644_c0_g3sp|O14089|IMB2_SCHPOkap104 Importin subunit beta-2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=kap104 PE=3 SV=132.70 0.00

TRINITY_DN30874_c0_g3sp|Q8BUM9|UBP43_MOUSEUsp43 Ubiquitin carboxyl-terminal hydrolase 43 OS=Mus musculus GN=Usp43 PE=1 SV=232.70 0.00

TRINITY_DN32421_c0_g1sp|Q499Y0|XPO4_XENLAxpo4 Exportin-4 OS=Xenopus laevis GN=xpo4 PE=2 SV=132.70 0.00

TRINITY_DN34482_c0_g1sp|Q8VZ80|PLT5_ARATHPLT5 Polyol transporter 5 OS=Arabidopsis thaliana GN=PLT5 PE=1 SV=232.70 0.00

TRINITY_DN34913_c0_g2sp|Q9CZT4|RPC5_MOUSEPolr3e DNA-directed RNA polymerase III subunit RPC5 OS=Mus musculus GN=Polr3e PE=1 SV=232.70 0.00

TRINITY_DN35132_c0_g1sp|Q68DU8|KCD16_HUMANKCTD16 BTB/POZ domain-containing protein KCTD16 OS=Homo sapiens GN=KCTD16 PE=1 SV=132.70 0.00

TRINITY_DN35577_c0_g4sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=232.70 0.00

TRINITY_DN36116_c1_g1sp|Q5ZJH6|ULK3_CHICKULK3 Serine/threonine-protein kinase ULK3 OS=Gallus gallus GN=ULK3 PE=2 SV=132.70 0.00

TRINITY_DN36505_c0_g2sp|Q8N264|RHG24_HUMANARHGAP24Rho GTPase-activating protein 24 OS=Homo sapiens GN=ARHGAP24 PE=1 SV=232.70 0.00

TRINITY_DN36670_c0_g2sp|Q8N9V3|WSDU1_HUMANWDSUB1 WD repeat, SAM and U-box domain-containing protein 1 OS=Homo sapiens GN=WDSUB1 PE=1 SV=332.70 0.00

TRINITY_DN37099_c0_g5sp|O55173|PDPK1_RATPdpk1 3-phosphoinositide-dependent protein kinase 1 OS=Rattus norvegicus GN=Pdpk1 PE=1 SV=232.70 0.00

TRINITY_DN37126_c0_g8sp|Q6SP97|ENKUR_MOUSEEnkur Enkurin OS=Mus musculus GN=Enkur PE=1 SV=132.70 0.00

TRINITY_DN37591_c0_g1sp|Q9YGN1|SAND_TAKRUsand Protein SAND OS=Takifugu rubripes GN=sand PE=3 SV=132.70 0.00

TRINITY_DN37658_c2_g2sp|Q86L99|GACHH_DICDIgacHH Rho GTPase-activating protein gacHH OS=Dictyostelium discoideum GN=gacHH PE=3 SV=132.70 0.00

TRINITY_DN37691_c0_g1sp|Q54CI8|DC1L1_DICDIdync1li1Cytoplasmic dynein 1 light intermediate chain 1 OS=Dictyostelium discoideum GN=dync1li1 PE=3 SV=132.70 0.00

TRINITY_DN37840_c0_g1sp|Q2TCH4|TGFI1_XENLAtgfb1i1 Transforming growth factor beta-1-induced transcript 1 protein OS=Xenopus laevis GN=tgfb1i1 PE=1 SV=232.70 0.00

TRINITY_DN38221_c0_g6sp|Q5ZI33|KLHL7_CHICKKLHL7 Kelch-like protein 7 OS=Gallus gallus GN=KLHL7 PE=2 SV=132.70 0.00

TRINITY_DN38304_c0_g1sp|O43125|CSH3_SCHPOcsh3 Protein csh3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=csh3 PE=2 SV=132.70 0.00

TRINITY_DN38429_c0_g2sp|P24656|PTP_NPVACPTP Tyrosine-protein phosphatase OS=Autographa californica nuclear polyhedrosis virus GN=PTP PE=1 SV=232.70 0.00

TRINITY_DN38517_c0_g1sp|Q1LWV7|TLDC1_DANREtldc1 TLD domain-containing protein 1 OS=Danio rerio GN=tldc1 PE=2 SV=132.70 0.00

TRINITY_DN38599_c1_g8sp|Q94AH8|TPS6_ARATHTPS6 Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 6 OS=Arabidopsis thaliana GN=TPS6 PE=1 SV=232.70 0.00

TRINITY_DN39172_c0_g5sp|O08816|WASL_RATWasl Neural Wiskott-Aldrich syndrome protein OS=Rattus norvegicus GN=Wasl PE=1 SV=232.70 0.00

TRINITY_DN41694_c0_g8sp|P52495|UBA1_CANAWUBA1 Ubiquitin-activating enzyme E1 1 OS=Candida albicans (strain WO-1) GN=UBA1 PE=3 SV=232.70 0.00

TRINITY_DN42563_c2_g3sp|Q0JCU7|ZEP_ORYSJZEP Zeaxanthin epoxidase, chloroplastic OS=Oryza sativa subsp. japonica GN=ZEP PE=2 SV=132.70 0.00

TRINITY_DN42642_c0_g2sp|Q6ZR08|DYH12_HUMANDNAH12 Dynein heavy chain 12, axonemal OS=Homo sapiens GN=DNAH12 PE=2 SV=232.70 0.00

TRINITY_DN42719_c0_g3sp|Q10568|CPSF2_BOVINCPSF2 Cleavage and polyadenylation specificity factor subunit 2 OS=Bos taurus GN=CPSF2 PE=1 SV=132.70 0.00

TRINITY_DN42840_c0_g2sp|Q9VIU7|DPM1_DROMECG10166 Probable dolichol-phosphate mannosyltransferase OS=Drosophila melanogaster GN=CG10166 PE=3 SV=132.70 0.00

TRINITY_DN43272_c1_g5sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=132.70 0.00

TRINITY_DN43732_c0_g11sp|Q5Y2C3|H2AY_TETTSHTAY Histone H2A.Y OS=Tetrahymena thermophila (strain SB210) GN=HTAY PE=2 SV=232.70 0.00

TRINITY_DN44219_c0_g2sp|Q86CS2|ATG1_DICDIatg1 Serine/threonine-protein kinase atg1 OS=Dictyostelium discoideum GN=atg1 PE=3 SV=132.70 0.00

TRINITY_DN45161_c1_g4sp|O70279|DGC14_MOUSEDgcr14 Protein DGCR14 OS=Mus musculus GN=Dgcr14 PE=1 SV=232.70 0.00

TRINITY_DN45287_c0_g1sp|P73177|RN2H_SYNY3sll1290 Uncharacterized ribonuclease sll1290 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1290 PE=3 SV=132.70 0.00

TRINITY_DN45365_c0_g1sp|P83291|NB5R2_ARATHCBR2 NADH-cytochrome b5 reductase-like protein OS=Arabidopsis thaliana GN=CBR2 PE=1 SV=232.70 0.00

TRINITY_DN45492_c0_g1sp|Q84UC7|BAC1_ARATHBAC1 Mitochondrial arginine transporter BAC1 OS=Arabidopsis thaliana GN=BAC1 PE=1 SV=132.70 0.00

TRINITY_DN45878_c0_g2sp|Q84MH1|RAP_ORYSJAL1 RAP domain-containing protein, chloroplastic OS=Oryza sativa subsp. japonica GN=AL1 PE=2 SV=132.70 0.00

TRINITY_DN46019_c0_g2sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=332.70 0.00

TRINITY_DN46114_c0_g1sp|Q9ZVT7|RRP4_ARATHRRP4 Exosome complex component RRP4 homolog OS=Arabidopsis thaliana GN=RRP4 PE=1 SV=132.70 0.00

TRINITY_DN46999_c0_g1sp|Q8GT06|MUS81_ORYSJMUS81 Crossover junction endonuclease MUS81 OS=Oryza sativa subsp. japonica GN=MUS81 PE=1 SV=132.70 0.00



TRINITY_DN47163_c1_g1sp|O94375|REXO4_SCHPOrex4 RNA exonuclease 4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rex4 PE=3 SV=132.70 0.00

TRINITY_DN47743_c0_g1sp|Q9LHQ6|OCT4_ARATHOCT4 Organic cation/carnitine transporter 4 OS=Arabidopsis thaliana GN=OCT4 PE=2 SV=132.70 0.00

TRINITY_DN47860_c1_g3sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=232.70 0.00

TRINITY_DN48324_c1_g7sp|Q8H2T0|P2C65_ORYSJOs07g0646100Probable protein phosphatase 2C 65 OS=Oryza sativa subsp. japonica GN=Os07g0646100 PE=2 SV=132.70 0.00

TRINITY_DN48450_c0_g1sp|Q6Z715|GUN4_ORYSJGLU14 Endoglucanase 4 OS=Oryza sativa subsp. japonica GN=GLU14 PE=2 SV=132.70 0.00

TRINITY_DN48504_c1_g2sp|P55480|Y4HM_SINFNNGR_a03370Uncharacterized oxidoreductase y4hM OS=Sinorhizobium fredii (strain NBRC 101917 / NGR234) GN=NGR_a03370 PE=3 SV=132.70 0.00

TRINITY_DN48993_c0_g2sp|Q6DRN3|NOC3L_DANREnoc3l Nucleolar complex protein 3 homolog OS=Danio rerio GN=noc3l PE=2 SV=132.70 0.00

TRINITY_DN49409_c0_g3sp|Q09701|AKR1_SCHPOakr1 Palmitoyltransferase akr1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=akr1 PE=3 SV=132.70 0.00

TRINITY_DN49433_c0_g2sp|Q54RM1|OSB7_DICDIosbG Oxysterol-binding protein 7 OS=Dictyostelium discoideum GN=osbG PE=3 SV=132.70 0.00

TRINITY_DN50040_c0_g1sp|Q9MAG3|AB24G_ARATHABCG24 ABC transporter G family member 24 OS=Arabidopsis thaliana GN=ABCG24 PE=2 SV=232.70 0.00

TRINITY_DN50832_c0_g2sp|Q94AI6|SEC6_ARATHSEC6 Exocyst complex component SEC6 OS=Arabidopsis thaliana GN=SEC6 PE=1 SV=132.70 0.00

TRINITY_DN51138_c0_g3sp|P57750|AGM1_ARATHDRT101 Phosphoacetylglucosamine mutase OS=Arabidopsis thaliana GN=DRT101 PE=1 SV=132.70 0.00

TRINITY_DN51820_c1_g1sp|Q22000|PDE4_CAEELpde-4 Probable 3',5'-cyclic phosphodiesterase pde-4 OS=Caenorhabditis elegans GN=pde-4 PE=3 SV=232.70 0.00

TRINITY_DN53217_c0_g1sp|P29504|RS27A_MANSE- Ubiquitin-40S ribosomal protein S27a OS=Manduca sexta PE=2 SV=232.70 0.00

TRINITY_DN19853_c0_g2sp|Q96WQ8|EGLB_ASPKWeglB Probable endo-beta-1,4-glucanase B OS=Aspergillus kawachii (strain NBRC 4308) GN=eglB PE=3 SV=132.60 0.00

TRINITY_DN28381_c0_g1sp|Q6NXM2|RCBT1_MOUSERcbtb1 RCC1 and BTB domain-containing protein 1 OS=Mus musculus GN=Rcbtb1 PE=2 SV=132.60 0.00

TRINITY_DN28975_c0_g1sp|P40556|YIA6_YEASTYIA6 Mitochondrial nicotinamide adenine dinucleotide transporter 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YIA6 PE=1 SV=132.60 0.00

TRINITY_DN31100_c0_g2sp|Q09718|AP2M_SCHPOapm4 AP-2 complex subunit mu OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=apm4 PE=1 SV=132.60 0.00

TRINITY_DN31672_c0_g1sp|P38935|SMBP2_HUMANIGHMBP2 DNA-binding protein SMUBP-2 OS=Homo sapiens GN=IGHMBP2 PE=1 SV=332.60 0.00

TRINITY_DN33654_c1_g5sp|Q4Z8K6|RBP9X_DROMERanBPM Ran-binding proteins 9/10 homolog OS=Drosophila melanogaster GN=RanBPM PE=1 SV=132.60 0.00

TRINITY_DN33697_c0_g1sp|Q6PDI5|ECM29_MOUSEEcm29 Proteasome-associated protein ECM29 homolog OS=Mus musculus GN=Ecm29 PE=1 SV=332.60 0.00

TRINITY_DN33867_c0_g2sp|O94712|YC5C_SCHPOSPCC1259.12cUncharacterized protein C1259.12c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1259.12c PE=3 SV=232.60 0.00

TRINITY_DN34188_c1_g1sp|Q40863|EMB8_PICGLEMB8 Embryogenesis-associated protein EMB8 OS=Picea glauca GN=EMB8 PE=2 SV=132.60 0.00

TRINITY_DN34697_c0_g1sp|Q7L5L3|GDPD3_HUMANGDPD3 Glycerophosphodiester phosphodiesterase domain-containing protein 3 OS=Homo sapiens GN=GDPD3 PE=2 SV=332.60 0.00

TRINITY_DN34710_c0_g1sp|P11168|GTR2_HUMANSLC2A2 Solute carrier family 2, facilitated glucose transporter member 2 OS=Homo sapiens GN=SLC2A2 PE=1 SV=132.60 0.00

TRINITY_DN34872_c0_g3sp|Q92372|RFA1_SCHPOssb1 Replication factor A protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssb1 PE=1 SV=132.60 0.00

TRINITY_DN35238_c0_g1sp|Q54ET3|Y6373_DICDIDDB_G0291350Probable serine/threonine-protein kinase DDB_G0291350 OS=Dictyostelium discoideum GN=DDB_G0291350 PE=3 SV=132.60 0.00

TRINITY_DN35268_c0_g1sp|Q6ZTR5|CFA47_HUMANCFAP47 Cilia- and flagella-associated protein 47 OS=Homo sapiens GN=CFAP47 PE=2 SV=432.60 0.00

TRINITY_DN35272_c0_g1sp|Q54MC0|PIGW_DICDIpigw Phosphatidylinositol-glycan biosynthesis class W protein OS=Dictyostelium discoideum GN=pigw PE=3 SV=232.60 0.00

TRINITY_DN35739_c0_g1sp|Q941I0|ENOXC_FRAANEO 2-methylene-furan-3-one reductase OS=Fragaria ananassa GN=EO PE=1 SV=232.60 0.00

TRINITY_DN36108_c0_g4sp|O54982|KCNU1_MOUSEKcnu1 Potassium channel subfamily U member 1 OS=Mus musculus GN=Kcnu1 PE=1 SV=232.60 0.00

TRINITY_DN36650_c0_g3sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=332.60 0.00

TRINITY_DN36859_c0_g1sp|Q54XX5|Y9849_DICDIDDB_G0278535Probable serine/threonine-protein kinase DDB_G0278535 OS=Dictyostelium discoideum GN=DDB_G0278535 PE=3 SV=132.60 0.00

TRINITY_DN37060_c0_g6sp|Q09332|UGGG_DROMEUgt UDP-glucose:glycoprotein glucosyltransferase OS=Drosophila melanogaster GN=Ugt PE=1 SV=232.60 0.00

TRINITY_DN37340_c2_g1sp|O75771|RA51D_HUMANRAD51D DNA repair protein RAD51 homolog 4 OS=Homo sapiens GN=RAD51D PE=1 SV=132.60 0.00

TRINITY_DN37847_c0_g9sp|Q09665|TNNC2_CAEELtnc-2 Troponin C, isoform 2 OS=Caenorhabditis elegans GN=tnc-2 PE=2 SV=132.60 0.00

TRINITY_DN38601_c1_g2sp|Q54B67|MCFZ_DICDImcfZ Mitochondrial substrate carrier family protein Z OS=Dictyostelium discoideum GN=mcfZ PE=2 SV=132.60 0.00

TRINITY_DN39099_c0_g2sp|O93310|RAD21_XENLArad21 Double-strand-break repair protein rad21 homolog OS=Xenopus laevis GN=rad21 PE=1 SV=132.60 0.00

TRINITY_DN39163_c0_g4sp|Q1EC69|SMO12_ARATHSMO1-2 Methylsterol monooxygenase 1-2 OS=Arabidopsis thaliana GN=SMO1-2 PE=2 SV=132.60 0.00

TRINITY_DN39306_c1_g1sp|Q08D64|ABCB6_XENTRabcb6 ATP-binding cassette sub-family B member 6, mitochondrial OS=Xenopus tropicalis GN=abcb6 PE=2 SV=132.60 0.00

TRINITY_DN39570_c0_g1sp|Q9M350|GACP4_ARATHGCP4 Gamma-tubulin complex component 4 OS=Arabidopsis thaliana GN=GCP4 PE=2 SV=232.60 0.00

TRINITY_DN39643_c0_g1sp|Q8BTI8|SRRM2_MOUSESrrm2 Serine/arginine repetitive matrix protein 2 OS=Mus musculus GN=Srrm2 PE=1 SV=332.60 0.00

TRINITY_DN39871_c0_g5sp|Q59W62|GIN4_CANALGIN4 Serine/threonine-protein kinase GIN4 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GIN4 PE=1 SV=132.60 0.00

TRINITY_DN40487_c0_g1sp|P0A8Y6|YIDA_ECOL6yidA Sugar phosphatase YidA OS=Escherichia coli O6:H1 (strain CFT073 / ATCC 700928 / UPEC) GN=yidA PE=3 SV=132.60 0.00

TRINITY_DN40687_c0_g4sp|Q54E35|GACEE_DICDIgacEE Rho GTPase-activating protein gacEE OS=Dictyostelium discoideum GN=gacEE PE=3 SV=232.60 0.00

TRINITY_DN41261_c1_g6sp|Q84WU2|UBP13_ARATHUBP13 Ubiquitin carboxyl-terminal hydrolase 13 OS=Arabidopsis thaliana GN=UBP13 PE=2 SV=132.60 0.00

TRINITY_DN41809_c1_g5sp|Q7ZXF5|FACR1_XENLAfar1 Fatty acyl-CoA reductase 1 OS=Xenopus laevis GN=far1 PE=2 SV=132.60 0.00

TRINITY_DN41872_c0_g2sp|Q54EK2|ABCC7_DICDIabcC7 ABC transporter C family member 7 OS=Dictyostelium discoideum GN=abcC7 PE=3 SV=132.60 0.00

TRINITY_DN42251_c0_g2sp|Q99MS0|S14L2_RATSec14l2 SEC14-like protein 2 OS=Rattus norvegicus GN=Sec14l2 PE=1 SV=132.60 0.00

TRINITY_DN42486_c0_g3sp|Q1DNC5|MKAR_COCIMCIMG_08188Very-long-chain 3-oxoacyl-CoA reductase OS=Coccidioides immitis (strain RS) GN=CIMG_08188 PE=3 SV=232.60 0.00

TRINITY_DN42732_c0_g2sp|Q54LY1|Y6311_DICDIDDB_G0286311G8 domain-containing protein DDB_G0286311 OS=Dictyostelium discoideum GN=DDB_G0286311 PE=3 SV=132.60 0.00

TRINITY_DN43164_c1_g4sp|Q6F6Y2|HPXO_ACIADhpxO FAD-dependent urate hydroxylase OS=Acinetobacter baylyi (strain ATCC 33305 / BD413 / ADP1) GN=hpxO PE=1 SV=132.60 0.00

TRINITY_DN44409_c0_g1sp|Q9SRY4|LPA1_ARATHLPA1 Protein LOW PSII ACCUMULATION 1, chloroplastic OS=Arabidopsis thaliana GN=LPA1 PE=1 SV=132.60 0.00

TRINITY_DN44675_c0_g2sp|Q5UP50|YR588_MIMIVMIMI_R588Uncharacterized protein R588 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R588 PE=4 SV=132.60 0.00

TRINITY_DN44720_c0_g7sp|O74458|SFC4_SCHPOsfc4 Transcription factor tau subunit sfc4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sfc4 PE=1 SV=132.60 0.00

TRINITY_DN45218_c0_g1sp|Q9FL76|EXP24_ARATHEXPA24 Expansin-A24 OS=Arabidopsis thaliana GN=EXPA24 PE=2 SV=232.60 0.00



TRINITY_DN45459_c1_g4sp|Q9BVQ7|SPA5L_HUMANSPATA5L1Spermatogenesis-associated protein 5-like protein 1 OS=Homo sapiens GN=SPATA5L1 PE=1 SV=232.60 0.00

TRINITY_DN46005_c0_g2sp|Q505H7|IWS1_XENTRiws1 Protein IWS1 homolog OS=Xenopus tropicalis GN=iws1 PE=2 SV=132.60 0.00

TRINITY_DN46315_c1_g1sp|Q9KWK6|PROP_STAA1proP Putative proline/betaine transporter OS=Staphylococcus aureus (strain Mu3 / ATCC 700698) GN=proP PE=3 SV=332.60 0.00

TRINITY_DN46504_c1_g2sp|Q61233|PLSL_MOUSELcp1 Plastin-2 OS=Mus musculus GN=Lcp1 PE=1 SV=432.60 0.00

TRINITY_DN46736_c0_g6sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=232.60 0.00

TRINITY_DN46987_c0_g1sp|P62344|CDPK1_PLAF7CPK1 Calcium-dependent protein kinase 1 OS=Plasmodium falciparum (isolate 3D7) GN=CPK1 PE=3 SV=232.60 0.00

TRINITY_DN47165_c0_g3sp|Q6PGZ3|MIPT3_DANREtraf3ip1TRAF3-interacting protein 1 OS=Danio rerio GN=traf3ip1 PE=2 SV=132.60 0.00

TRINITY_DN47497_c0_g1sp|Q92359|YDHE_SCHPOSPAC6G9.14Pumilio domain-containing protein C6G9.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.14 PE=3 SV=132.60 0.00

TRINITY_DN48203_c1_g9sp|Q00537|CDK17_HUMANCDK17 Cyclin-dependent kinase 17 OS=Homo sapiens GN=CDK17 PE=1 SV=232.60 0.00

TRINITY_DN48929_c1_g2sp|P74035|RIMM_SYNY3rimM Ribosome maturation factor RimM OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=rimM PE=3 SV=132.60 0.00

TRINITY_DN49513_c0_g1sp|Q3V1L4|5NTC_MOUSENt5c2 Cytosolic purine 5'-nucleotidase OS=Mus musculus GN=Nt5c2 PE=1 SV=232.60 0.00

TRINITY_DN50218_c0_g2sp|Q02779|M3K10_HUMANMAP3K10 Mitogen-activated protein kinase kinase kinase 10 OS=Homo sapiens GN=MAP3K10 PE=1 SV=332.60 0.00

TRINITY_DN51031_c0_g1sp|Q4V9F0|DGAT2_DANREdgat2 Diacylglycerol O-acyltransferase 2 OS=Danio rerio GN=dgat2 PE=2 SV=132.60 0.00

TRINITY_DN51218_c1_g1sp|Q948R8|THH1_ARATHTHH1 Protein TOM THREE HOMOLOG 1 OS=Arabidopsis thaliana GN=THH1 PE=2 SV=132.60 0.00

TRINITY_DN51797_c0_g4sp|F4IXW2|BIG5_ARATHBIG5 Brefeldin A-inhibited guanine nucleotide-exchange protein 5 OS=Arabidopsis thaliana GN=BIG5 PE=1 SV=232.60 0.00

TRINITY_DN52095_c2_g1sp|F4IUY8|SAC3A_ARATHSAC3A SAC3 family protein A OS=Arabidopsis thaliana GN=SAC3A PE=1 SV=132.60 0.00

TRINITY_DN6735_c0_g1sp|Q8BHH2|RAB9B_MOUSERab9b Ras-related protein Rab-9B OS=Mus musculus GN=Rab9b PE=1 SV=132.60 0.00

TRINITY_DN24105_c0_g1sp|Q28HE5|S38A6_XENTRslc38a6 Probable sodium-coupled neutral amino acid transporter 6 OS=Xenopus tropicalis GN=slc38a6 PE=2 SV=132.50 0.00

TRINITY_DN28558_c0_g1sp|Q66JA8|EPC2_XENLAepc2 Enhancer of polycomb homolog 2 OS=Xenopus laevis GN=epc2 PE=2 SV=132.50 0.00

TRINITY_DN28600_c1_g2sp|Q9QXN3|TRIP4_MOUSETrip4 Activating signal cointegrator 1 OS=Mus musculus GN=Trip4 PE=1 SV=232.50 0.00

TRINITY_DN28790_c0_g1sp|Q9NJU9|CDPK3_PLAF7CPK3 Calcium-dependent protein kinase 3 OS=Plasmodium falciparum (isolate 3D7) GN=CPK3 PE=1 SV=132.50 0.00

TRINITY_DN28910_c0_g2sp|Q552M6|ZDHC7_DICDIDDB_G0276017Putative ZDHHC-type palmitoyltransferase 7 OS=Dictyostelium discoideum GN=DDB_G0276017 PE=2 SV=132.50 0.00

TRINITY_DN30666_c0_g3sp|Q9M9X7|IMPA7_ARATHIMPA7 Importin subunit alpha-7 OS=Arabidopsis thaliana GN=IMPA7 PE=2 SV=132.50 0.00

TRINITY_DN30753_c0_g1sp|Q54X86|STX7B_DICDIsyn7B Probable syntaxin-7B OS=Dictyostelium discoideum GN=syn7B PE=3 SV=132.50 0.00

TRINITY_DN32198_c0_g6sp|Q54WS5|ROCO6_DICDIroco6 Probable serine/threonine-protein kinase roco6 OS=Dictyostelium discoideum GN=roco6 PE=3 SV=132.50 0.00

TRINITY_DN33183_c0_g1sp|P40137|CYAA_STIAUcyaA Adenylate cyclase 1 OS=Stigmatella aurantiaca GN=cyaA PE=1 SV=332.50 0.00

TRINITY_DN34026_c0_g1sp|Q4UB16|RAB1_THEANrab1 Ras-related protein Rab-1 OS=Theileria annulata GN=rab1 PE=3 SV=132.50 0.00

TRINITY_DN34220_c0_g1sp|Q8DEZ0|HSCB_VIBVUhscB Co-chaperone protein HscB homolog OS=Vibrio vulnificus (strain CMCP6) GN=hscB PE=3 SV=132.50 0.00

TRINITY_DN34850_c0_g4sp|Q54EK2|ABCC7_DICDIabcC7 ABC transporter C family member 7 OS=Dictyostelium discoideum GN=abcC7 PE=3 SV=132.50 0.00

TRINITY_DN35042_c1_g2sp|Q54HL4|GGHB_DICDIgghB Gamma-glutamyl hydrolase B OS=Dictyostelium discoideum GN=gghB PE=3 SV=132.50 0.00

TRINITY_DN35090_c0_g1sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=132.50 0.00

TRINITY_DN35299_c0_g1sp|F1LRS8|CD2AP_RATCd2ap CD2-associated protein OS=Rattus norvegicus GN=Cd2ap PE=1 SV=232.50 0.00

TRINITY_DN35543_c0_g2sp|Q54DF1|ATPG_DICDIatp5C1 ATP synthase subunit gamma, mitochondrial OS=Dictyostelium discoideum GN=atp5C1 PE=1 SV=132.50 0.00

TRINITY_DN37531_c0_g2sp|P43449|CCNA2_CHICKCCNA2 Cyclin-A2 OS=Gallus gallus GN=CCNA2 PE=2 SV=132.50 0.00

TRINITY_DN38198_c1_g1sp|Q5R6S2|DIRA2_PONABDIRAS2 GTP-binding protein Di-Ras2 OS=Pongo abelii GN=DIRAS2 PE=2 SV=132.50 0.00

TRINITY_DN38357_c1_g1sp|O80567|LRP6B_ARATHLARP6B La-related protein 6B OS=Arabidopsis thaliana GN=LARP6B PE=1 SV=232.50 0.00

TRINITY_DN38357_c1_g5sp|Q9NIV1|E2AK3_DROMEPEK Eukaryotic translation initiation factor 2-alpha kinase OS=Drosophila melanogaster GN=PEK PE=1 SV=232.50 0.00

TRINITY_DN39585_c0_g1sp|Q70EK8|UBP53_HUMANUSP53 Inactive ubiquitin carboxyl-terminal hydrolase 53 OS=Homo sapiens GN=USP53 PE=1 SV=232.50 0.00

TRINITY_DN39774_c0_g3sp|P87112|NOT1_SCHPOnot1 General negative regulator of transcription subunit 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=not1 PE=1 SV=132.50 0.00

TRINITY_DN40369_c0_g1sp|Q6NRH1|DCAF8_XENLAdcaf8 DDB1- and CUL4-associated factor 8 OS=Xenopus laevis GN=dcaf8 PE=2 SV=132.50 0.00

TRINITY_DN40422_c0_g1sp|Q54BI3|Y3610_DICDIDDB_G0293610LIMR family protein DDB_G0293610 OS=Dictyostelium discoideum GN=DDB_G0293610 PE=3 SV=132.50 0.00

TRINITY_DN41699_c0_g1sp|P18754|RCC1_HUMANRCC1 Regulator of chromosome condensation OS=Homo sapiens GN=RCC1 PE=1 SV=132.50 0.00

TRINITY_DN42663_c0_g5sp|P40618|HMGB3_CHICKHMGB3 High mobility group protein B3 OS=Gallus gallus GN=HMGB3 PE=2 SV=332.50 0.00

TRINITY_DN42688_c0_g3sp|O81062|SIP_ARATHSPP Signal peptide peptidase OS=Arabidopsis thaliana GN=SPP PE=2 SV=132.50 0.00

TRINITY_DN42816_c0_g5sp|Q5BGR2|MESA_EMENImesA Protein mesA OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=mesA PE=1 SV=232.50 0.00

TRINITY_DN43404_c1_g1sp|Q5W7C1|STAR2_ORYSJSTAR2 UPF0014 membrane protein STAR2 OS=Oryza sativa subsp. japonica GN=STAR2 PE=1 SV=132.50 0.00

TRINITY_DN43541_c1_g2sp|Q6PFS2|PRXD1_DANREProrsd1 Prolyl-tRNA synthetase associated domain-containing protein 1 OS=Danio rerio GN=Prorsd1 PE=2 SV=132.50 0.00

TRINITY_DN43822_c0_g1sp|P11707|CP3A6_RABITCYP3A6 Cytochrome P450 3A6 OS=Oryctolagus cuniculus GN=CYP3A6 PE=2 SV=232.50 0.00



TRINITY_DN44148_c0_g2sp|Q5PQ04|NUD17_XENLAnudt17 Nucleoside diphosphate-linked moiety X motif 17 OS=Xenopus laevis GN=nudt17 PE=2 SV=132.50 0.00

TRINITY_DN44303_c0_g2sp|P94524|ARAB_BACSUaraB Ribulokinase OS=Bacillus subtilis (strain 168) GN=araB PE=2 SV=132.50 0.00

TRINITY_DN45082_c0_g5sp|Q5ZJ58|PI51B_CHICKPIP5K1B Phosphatidylinositol 4-phosphate 5-kinase type-1 beta OS=Gallus gallus GN=PIP5K1B PE=2 SV=132.50 0.00

TRINITY_DN45306_c0_g4sp|O14470|SSR2_SCHPOssr2 SWI/SNF and RSC complexes subunit ssr2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssr2 PE=1 SV=332.50 0.00

TRINITY_DN45308_c0_g1sp|Q3V0G7|GARL3_MOUSEGarnl3 GTPase-activating Rap/Ran-GAP domain-like protein 3 OS=Mus musculus GN=Garnl3 PE=1 SV=132.50 0.00

TRINITY_DN45391_c2_g1sp|Q13395|TARB1_HUMANTARBP1 Probable methyltransferase TARBP1 OS=Homo sapiens GN=TARBP1 PE=1 SV=132.50 0.00

TRINITY_DN45608_c1_g5sp|O13317|TRI11_FUSSPTRI11 Isotrichodermin C-15 hydroxylase OS=Fusarium sporotrichioides GN=TRI11 PE=3 SV=132.50 0.00

TRINITY_DN45721_c0_g2sp|Q8RWU7|PUX4_ARATHPUX4 Plant UBX domain-containing protein 4 OS=Arabidopsis thaliana GN=PUX4 PE=1 SV=132.50 0.00

TRINITY_DN45753_c1_g2sp|Q8GUM5|NICA_ARATHAt3g52640/At3g52650Nicastrin OS=Arabidopsis thaliana GN=At3g52640/At3g52650 PE=2 SV=132.50 0.00

TRINITY_DN46405_c0_g1sp|Q9Y6D5|BIG2_HUMANARFGEF2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Homo sapiens GN=ARFGEF2 PE=1 SV=332.50 0.00

TRINITY_DN46563_c2_g1sp|Q58DR2|DJB12_BOVINDNAJB12 DnaJ homolog subfamily B member 12 OS=Bos taurus GN=DNAJB12 PE=2 SV=132.50 0.00

TRINITY_DN46712_c0_g1sp|Q7TXK5|FAA29_MYCBOfadD29 Long-chain-fatty-acid--AMP ligase FadD29 OS=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) GN=fadD29 PE=3 SV=132.50 0.00

TRINITY_DN46861_c0_g4sp|Q5ZKD5|RRP12_CHICKRRP12 RRP12-like protein OS=Gallus gallus GN=RRP12 PE=2 SV=132.50 0.00

TRINITY_DN47018_c0_g1sp|P94026|RBCMT_TOBACRBCMT Ribulose-1,5 bisphosphate carboxylase/oxygenase large subunit N-methyltransferase, chloroplastic OS=Nicotiana tabacum GN=RBCMT PE=2 SV=132.50 0.00

TRINITY_DN47145_c0_g2sp|Q5SMG8|MGTE_THET8TTHA1060Magnesium transporter MgtE OS=Thermus thermophilus (strain HB8 / ATCC 27634 / DSM 579) GN=TTHA1060 PE=1 SV=132.50 0.00

TRINITY_DN48100_c1_g2sp|Q496Z0|ELP2_RATElp2 Elongator complex protein 2 OS=Rattus norvegicus GN=Elp2 PE=2 SV=132.50 0.00

TRINITY_DN48987_c1_g1sp|Q9Y5Q9|TF3C3_HUMANGTF3C3 General transcription factor 3C polypeptide 3 OS=Homo sapiens GN=GTF3C3 PE=1 SV=132.50 0.00

TRINITY_DN49351_c0_g2sp|Q54GQ6|ACOX1_DICDIacox1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Dictyostelium discoideum GN=acox1 PE=3 SV=132.50 0.00

TRINITY_DN49738_c1_g2sp|Q9CR92|CCD96_MOUSECcdc96 Coiled-coil domain-containing protein 96 OS=Mus musculus GN=Ccdc96 PE=2 SV=132.50 0.00

TRINITY_DN49778_c0_g1sp|Q91WC9|DGLB_MOUSEDaglb Sn1-specific diacylglycerol lipase beta OS=Mus musculus GN=Daglb PE=1 SV=232.50 0.00

TRINITY_DN52033_c0_g2sp|Q9MA55|ACBP4_ARATHACBP4 Acyl-CoA-binding domain-containing protein 4 OS=Arabidopsis thaliana GN=ACBP4 PE=1 SV=132.50 0.00

TRINITY_DN53139_c0_g1sp|Q9FWR5|GCA1_ARATHGAMMACA1Gamma carbonic anhydrase 1, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA1 PE=1 SV=132.50 0.00

TRINITY_DN54029_c0_g1sp|Q02084|A33_PLEWA- Zinc-binding protein A33 OS=Pleurodeles waltl PE=1 SV=232.50 0.00

TRINITY_DN13416_c0_g3sp|Q9Y7U9|CCA2_SCHPOSPCC645.10Putative CCA tRNA nucleotidyltransferase 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC645.10 PE=3 SV=132.40 0.00

TRINITY_DN28198_c0_g2sp|P34100|PKD1_DICDIpkaD Developmentally-regulated protein kinase 1 OS=Dictyostelium discoideum GN=pkaD PE=2 SV=232.40 0.00

TRINITY_DN28974_c0_g1sp|B8ASK4|VPE1_ORYSIOsI_16797Vacuolar-processing enzyme beta-isozyme 1 OS=Oryza sativa subsp. indica GN=OsI_16797 PE=3 SV=132.40 0.00

TRINITY_DN30515_c0_g1sp|Q21286|YBF7_CAEELK07E3.7/K07E3.6Probable cation-transporting ATPase K07E3.7 OS=Caenorhabditis elegans GN=K07E3.7/K07E3.6 PE=3 SV=432.40 0.00

TRINITY_DN30586_c0_g2sp|P0CAZ0|TTL3B_TETTSTTLL3B Tubulin glycylase 3B OS=Tetrahymena thermophila (strain SB210) GN=TTLL3B PE=1 SV=232.40 0.00

TRINITY_DN32250_c0_g1sp|Q568D2|CF161_DANREcfap161 Cilia- and flagella-associated protein 161 OS=Danio rerio GN=cfap161 PE=2 SV=132.40 0.00

TRINITY_DN33294_c0_g1sp|B2GV24|UFL1_RATUfl1 E3 UFM1-protein ligase 1 OS=Rattus norvegicus GN=Ufl1 PE=1 SV=132.40 0.00

TRINITY_DN34214_c0_g1sp|O04469|ECI1_ARATHECI1 Enoyl-CoA delta isomerase 1, peroxisomal OS=Arabidopsis thaliana GN=ECI1 PE=1 SV=132.40 0.00

TRINITY_DN34770_c0_g1sp|P19515|LIP_RHIMI- Lipase OS=Rhizomucor miehei PE=1 SV=232.40 0.00

TRINITY_DN35635_c0_g6sp|Q6H7U5|CIPKQ_ORYSJCIPK26 CBL-interacting protein kinase 26 OS=Oryza sativa subsp. japonica GN=CIPK26 PE=2 SV=132.40 0.00

TRINITY_DN35765_c0_g1sp|Q54CK6|VTI1A_DICDIvti1A Vesicle transport through interaction with t-SNAREs homolog 1A OS=Dictyostelium discoideum GN=vti1A PE=1 SV=132.40 0.00

TRINITY_DN36115_c0_g1sp|Q8CGC6|RBM28_MOUSERbm28 RNA-binding protein 28 OS=Mus musculus GN=Rbm28 PE=1 SV=432.40 0.00

TRINITY_DN36743_c0_g1sp|Q1QEC2|LPLA_PSYCKlplA Lipoate-protein ligase A OS=Psychrobacter cryohalolentis (strain K5) GN=lplA PE=3 SV=132.40 0.00

TRINITY_DN36870_c1_g8sp|Q54DY7|SCPL1_DICDIDDB_G0291912Serine carboxypeptidase S10 family member 1 OS=Dictyostelium discoideum GN=DDB_G0291912 PE=3 SV=132.40 0.00

TRINITY_DN37148_c0_g10sp|O35298|AOAH_MOUSEAoah Acyloxyacyl hydrolase OS=Mus musculus GN=Aoah PE=2 SV=132.40 0.00

TRINITY_DN37556_c0_g11sp|Q9C5U0|AHK4_ARATHAHK4 Histidine kinase 4 OS=Arabidopsis thaliana GN=AHK4 PE=1 SV=132.40 0.00

TRINITY_DN37743_c0_g2sp|Q8RXL8|Y1689_ARATHAt1g06890Uncharacterized membrane protein At1g06890 OS=Arabidopsis thaliana GN=At1g06890 PE=1 SV=132.40 0.00

TRINITY_DN38709_c1_g5sp|O60566|BUB1B_HUMANBUB1B Mitotic checkpoint serine/threonine-protein kinase BUB1 beta OS=Homo sapiens GN=BUB1B PE=1 SV=332.40 0.00

TRINITY_DN39148_c0_g7sp|Q86XH1|IQCA1_HUMANIQCA1 IQ and AAA domain-containing protein 1 OS=Homo sapiens GN=IQCA1 PE=2 SV=132.40 0.00

TRINITY_DN39189_c1_g4sp|Q5D1D6|GBP1_CHLAEGBP1 Guanylate-binding protein 1 OS=Chlorocebus aethiops GN=GBP1 PE=2 SV=132.40 0.00

TRINITY_DN39323_c0_g6sp|Q76P07|Y7165_DICDIDDB_G0277165Probable serine/threonine-protein kinase DDB_G0277165 OS=Dictyostelium discoideum GN=DDB_G0277165 PE=3 SV=132.40 0.00

TRINITY_DN39544_c0_g3sp|Q9LR78|BSU1_ARATHBSU1 Serine/threonine-protein phosphatase BSU1 OS=Arabidopsis thaliana GN=BSU1 PE=1 SV=232.40 0.00

TRINITY_DN39717_c2_g7sp|E1BVR9|HENMT_CHICKHENMT1 Small RNA 2'-O-methyltransferase OS=Gallus gallus GN=HENMT1 PE=3 SV=132.40 0.00

TRINITY_DN39920_c0_g4sp|Q60823|AKT2_MOUSEAkt2 RAC-beta serine/threonine-protein kinase OS=Mus musculus GN=Akt2 PE=1 SV=132.40 0.00

TRINITY_DN39989_c0_g2sp|Q9N0Y2|MX2_CANLFMX2 Interferon-induced GTP-binding protein Mx2 OS=Canis lupus familiaris GN=MX2 PE=2 SV=132.40 0.00

TRINITY_DN40125_c0_g1sp|Q9FMU5|UTP18_ARATHAt5g14050U3 small nucleolar RNA-associated protein 18 homolog OS=Arabidopsis thaliana GN=At5g14050 PE=1 SV=132.40 0.00

TRINITY_DN40158_c0_g1sp|O34355|YTCJ_BACSUytcJ Putative amidohydrolase YtcJ OS=Bacillus subtilis (strain 168) GN=ytcJ PE=4 SV=132.40 0.00

TRINITY_DN40207_c0_g2sp|A3KMV8|RBP10_BOVINRANBP10 Ran-binding protein 10 OS=Bos taurus GN=RANBP10 PE=2 SV=132.40 0.00

TRINITY_DN40448_c0_g1sp|A8IR43|WDR12_CHLRECHLREDRAFT_128420Ribosome biogenesis protein WDR12 homolog OS=Chlamydomonas reinhardtii GN=CHLREDRAFT_128420 PE=3 SV=232.40 0.00

TRINITY_DN41481_c0_g1sp|Q756G2|TOM1_ASHGOTOM1 Probable E3 ubiquitin-protein ligase TOM1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=TOM1 PE=3 SV=232.40 0.00

TRINITY_DN42892_c0_g1sp|Q9NP80|PLPL8_HUMANPNPLA8 Calcium-independent phospholipase A2-gamma OS=Homo sapiens GN=PNPLA8 PE=1 SV=132.40 0.00

TRINITY_DN43148_c0_g2sp|Q92035|ACES_BUNFAACHE Acetylcholinesterase OS=Bungarus fasciatus GN=ACHE PE=1 SV=232.40 0.00

TRINITY_DN43376_c1_g1sp|Q05681|PP2B_NEUCRcna-1 Serine/threonine-protein phosphatase 2B catalytic subunit OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=cna-1 PE=2 SV=232.40 0.00



TRINITY_DN43492_c0_g2sp|Q5UR03|YL905_MIMIVMIMI_L905Uncharacterized protein L905 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L905 PE=3 SV=132.40 0.00

TRINITY_DN45204_c0_g7sp|Q8CBH7|MARHB_MOUSEMarch11 E3 ubiquitin-protein ligase MARCH11 OS=Mus musculus GN=March11 PE=2 SV=232.40 0.00

TRINITY_DN45712_c1_g4sp|Q10L71|VLN2_ORYSJVLN2 Villin-2 OS=Oryza sativa subsp. japonica GN=VLN2 PE=2 SV=132.40 0.00

TRINITY_DN45717_c1_g2sp|Q9M3G7|ATM_ARATHATM Serine/threonine-protein kinase ATM OS=Arabidopsis thaliana GN=ATM PE=2 SV=132.40 0.00

TRINITY_DN46037_c0_g2sp|O95714|HERC2_HUMANHERC2 E3 ubiquitin-protein ligase HERC2 OS=Homo sapiens GN=HERC2 PE=1 SV=232.40 0.00

TRINITY_DN46124_c1_g5sp|Q6DRD9|ABHDB_DANREabhd11 Protein ABHD11 OS=Danio rerio GN=abhd11 PE=2 SV=132.40 0.00

TRINITY_DN46155_c1_g5sp|Q924W5|SMC6_MOUSESmc6 Structural maintenance of chromosomes protein 6 OS=Mus musculus GN=Smc6 PE=1 SV=132.40 0.00

TRINITY_DN46887_c0_g3sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=132.40 0.00

TRINITY_DN46897_c1_g4sp|A8WYE4|PAR1_CAEBRpar-1 Serine/threonine-protein kinase par-1 OS=Caenorhabditis briggsae GN=par-1 PE=3 SV=132.40 0.00

TRINITY_DN46934_c0_g2sp|O29759|SDO1_ARCFUAF_0491 Ribosome maturation protein SDO1 homolog OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_0491 PE=1 SV=132.40 0.00

TRINITY_DN46969_c0_g2sp|Q680U9|TFB2_ARATHTFB2 RNA polymerase II transcription factor B subunit 2 OS=Arabidopsis thaliana GN=TFB2 PE=2 SV=132.40 0.00

TRINITY_DN48122_c0_g7sp|P56287|EI2BE_SCHPOtif225 Probable translation initiation factor eIF-2B subunit epsilon OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tif225 PE=1 SV=132.40 0.00

TRINITY_DN48621_c0_g6sp|Q55CT5|SEC31_DICDIsec31 Protein transport protein SEC31 OS=Dictyostelium discoideum GN=sec31 PE=3 SV=132.40 0.00

TRINITY_DN49203_c1_g1sp|Q5TCX8|M3KL4_HUMANMLK4 Mitogen-activated protein kinase kinase kinase MLK4 OS=Homo sapiens GN=MLK4 PE=1 SV=132.40 0.00

TRINITY_DN49386_c0_g2sp|Q91WR3|ASCC2_MOUSEAscc2 Activating signal cointegrator 1 complex subunit 2 OS=Mus musculus GN=Ascc2 PE=1 SV=132.40 0.00

TRINITY_DN50148_c1_g4sp|Q9FIZ9|NIP41_ARATHNIP4-1 Putative aquaporin NIP4-1 OS=Arabidopsis thaliana GN=NIP4-1 PE=3 SV=132.40 0.00

TRINITY_DN5040_c0_g1sp|P42525|ERK1_DICDIerkA Extracellular signal-regulated kinase 1 OS=Dictyostelium discoideum GN=erkA PE=2 SV=232.40 0.00

TRINITY_DN50537_c0_g3sp|Q54UC9|KIF3_DICDIkif3 Kinesin-related protein 3 OS=Dictyostelium discoideum GN=kif3 PE=1 SV=132.40 0.00

TRINITY_DN50754_c0_g3sp|P80363|CCB23_ORCLI- Crustacean calcium-binding protein 23 OS=Orconectes limosus PE=1 SV=132.40 0.00

TRINITY_DN50861_c1_g5sp|Q5XG87|PAPD7_HUMANPAPD7 Non-canonical poly(A) RNA polymerase PAPD7 OS=Homo sapiens GN=PAPD7 PE=1 SV=332.40 0.00

TRINITY_DN50937_c0_g3sp|Q70CQ2|UBP34_HUMANUSP34 Ubiquitin carboxyl-terminal hydrolase 34 OS=Homo sapiens GN=USP34 PE=1 SV=232.40 0.00

TRINITY_DN51534_c1_g2sp|Q9NU22|MDN1_HUMANMDN1 Midasin OS=Homo sapiens GN=MDN1 PE=1 SV=232.40 0.00

TRINITY_DN51784_c2_g2sp|Q9VKN7|AURKB_DROMEial Aurora kinase B OS=Drosophila melanogaster GN=ial PE=1 SV=132.40 0.00

TRINITY_DN51882_c1_g5sp|B3EWZ9|HEPHL_ACRMI- Hephaestin-like protein OS=Acropora millepora PE=1 SV=132.40 0.00

TRINITY_DN52285_c2_g2sp|Q9ZT07|RKS1_ARATHRKS1 G-type lectin S-receptor-like serine/threonine-protein kinase RKS1 OS=Arabidopsis thaliana GN=RKS1 PE=3 SV=332.40 0.00

TRINITY_DN52427_c3_g8sp|A4UMC6|TFP11_MONDOTFIP11 Tuftelin-interacting protein 11 OS=Monodelphis domestica GN=TFIP11 PE=2 SV=132.40 0.00

TRINITY_DN31045_c0_g1sp|Q4PA50|CLU_USTMACLU1 Clustered mitochondria protein homolog OS=Ustilago maydis (strain 521 / FGSC 9021) GN=CLU1 PE=3 SV=132.30 0.00

TRINITY_DN31568_c0_g1sp|B0M0P8|GEFL_DICDIgefL Ras guanine nucleotide exchange factor L OS=Dictyostelium discoideum GN=gefL PE=2 SV=132.30 0.00

TRINITY_DN31754_c0_g3sp|Q8N6R0|MET13_HUMANMETTL13 Methyltransferase-like protein 13 OS=Homo sapiens GN=METTL13 PE=1 SV=132.30 0.00

TRINITY_DN33489_c0_g1sp|P09102|PDIA1_CHICKP4HB Protein disulfide-isomerase OS=Gallus gallus GN=P4HB PE=1 SV=332.30 0.00

TRINITY_DN33856_c0_g1sp|P25338|YGB0_YEASTYGL010W Uncharacterized endoplasmic reticulum membrane protein YGL010W OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YGL010W PE=1 SV=232.30 0.00

TRINITY_DN34836_c0_g1sp|P21266|GSTM3_HUMANGSTM3 Glutathione S-transferase Mu 3 OS=Homo sapiens GN=GSTM3 PE=1 SV=332.30 0.00

TRINITY_DN35005_c0_g3sp|Q9ULL1|PKHG1_HUMANPLEKHG1 Pleckstrin homology domain-containing family G member 1 OS=Homo sapiens GN=PLEKHG1 PE=1 SV=232.30 0.00

TRINITY_DN35592_c0_g1sp|P23222|FIXL_BRADUfixL Sensor protein FixL OS=Bradyrhizobium diazoefficiens (strain JCM 10833 / IAM 13628 / NBRC 14792 / USDA 110) GN=fixL PE=1 SV=132.30 0.00

TRINITY_DN35700_c0_g3sp|P27398|CAND_DROMEsol Calpain-D OS=Drosophila melanogaster GN=sol PE=1 SV=232.30 0.00

TRINITY_DN36108_c0_g3sp|O97400|PGLR_PHACE- Polygalacturonase OS=Phaedon cochleariae PE=2 SV=132.30 0.00

TRINITY_DN38025_c1_g4sp|P58363|ARCB_ECO57arcB Aerobic respiration control sensor protein ArcB OS=Escherichia coli O157:H7 GN=arcB PE=3 SV=132.30 0.00

TRINITY_DN38563_c0_g1sp|Q86A72|Y4781_DICDIDDB_G0274781Recoverin family protein DDB_G0274781 OS=Dictyostelium discoideum GN=DDB_G0274781 PE=3 SV=132.30 0.00

TRINITY_DN38684_c0_g3sp|Q55C49|GTAG_DICDIgtaG GATA zinc finger domain-containing protein 7 OS=Dictyostelium discoideum GN=gtaG PE=3 SV=132.30 0.00

TRINITY_DN38740_c0_g6sp|Q7TPS0|KS6A6_MOUSERps6ka6 Ribosomal protein S6 kinase alpha-6 OS=Mus musculus GN=Rps6ka6 PE=1 SV=232.30 0.00

TRINITY_DN38940_c0_g5sp|Q54TN2|MYBC_DICDImybC Myb-like protein C OS=Dictyostelium discoideum GN=mybC PE=1 SV=132.30 0.00

TRINITY_DN39707_c0_g1sp|Q12529|SET6_YEASTSET6 Potential protein lysine methyltransferase SET6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SET6 PE=3 SV=132.30 0.00

TRINITY_DN40105_c0_g1sp|Q5W6G0|MAN5_ORYSJMAN5 Putative mannan endo-1,4-beta-mannosidase 5 OS=Oryza sativa subsp. japonica GN=MAN5 PE=2 SV=232.30 0.00

TRINITY_DN40128_c0_g2sp|Q5JJY4|P2C04_ORYSJOs01g0541900Protein kinase and PP2C-like domain-containing protein OS=Oryza sativa subsp. japonica GN=Os01g0541900 PE=2 SV=132.30 0.00

TRINITY_DN41001_c0_g2sp|Q6ZFZ4|DEK1_ORYSJADL1 Calpain-type cysteine protease ADL1 OS=Oryza sativa subsp. japonica GN=ADL1 PE=1 SV=132.30 0.00

TRINITY_DN41289_c0_g7sp|Q6NY98|MCE1_DANRErngtt mRNA-capping enzyme OS=Danio rerio GN=rngtt PE=2 SV=132.30 0.00

TRINITY_DN41369_c0_g1sp|Q6DDW7|GATL2_XENLAgatsl2 GATS-like protein 2 OS=Xenopus laevis GN=gatsl2 PE=2 SV=132.30 0.00

TRINITY_DN41662_c1_g3sp|Q9SR19|RAF2_ARATHRAF1.2 Rubisco accumulation factor 1.2, chloroplastic OS=Arabidopsis thaliana GN=RAF1.2 PE=1 SV=132.30 0.00

TRINITY_DN41678_c0_g3sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=132.30 0.00

TRINITY_DN42241_c0_g6sp|Q8H0T4|UPL2_ARATHUPL2 E3 ubiquitin-protein ligase UPL2 OS=Arabidopsis thaliana GN=UPL2 PE=1 SV=332.30 0.00

TRINITY_DN42394_c1_g1sp|Q42688|GLNA1_CHLREGLN1 Glutamine synthetase cytosolic isozyme OS=Chlamydomonas reinhardtii GN=GLN1 PE=2 SV=132.30 0.00

TRINITY_DN42698_c0_g1sp|P0CE95|TALA1_DICDItalA Talin-A OS=Dictyostelium discoideum GN=talA PE=1 SV=132.30 0.00

TRINITY_DN43119_c0_g2sp|O75808|CAN15_HUMANCAPN15 Calpain-15 OS=Homo sapiens GN=CAPN15 PE=1 SV=132.30 0.00

TRINITY_DN43188_c1_g1sp|A9AB37|RNZ_METM6rnz Ribonuclease Z OS=Methanococcus maripaludis (strain C6 / ATCC BAA-1332) GN=rnz PE=3 SV=132.30 0.00

TRINITY_DN43985_c0_g4sp|Q99PE9|ARL4D_MOUSEArl4d ADP-ribosylation factor-like protein 4D OS=Mus musculus GN=Arl4d PE=2 SV=232.30 0.00

TRINITY_DN44053_c0_g3sp|Q1ZXD9|Y8017_DICDIDDB_G0288017Sphingomyelinase DDB_G0288017 OS=Dictyostelium discoideum GN=DDB_G0288017 PE=3 SV=132.30 0.00



TRINITY_DN44576_c0_g2sp|Q9LDY5|FK172_ARATHFKBP17-2Peptidyl-prolyl cis-trans isomerase FKBP17-2, chloroplastic OS=Arabidopsis thaliana GN=FKBP17-2 PE=1 SV=132.30 0.00

TRINITY_DN45106_c1_g4sp|Q2RBF0|CIPKF_ORYSJCIPK15 CBL-interacting protein kinase 15 OS=Oryza sativa subsp. japonica GN=CIPK15 PE=2 SV=132.30 0.00

TRINITY_DN45150_c1_g1sp|Q9SVN5|SYMC_ARATHAt4g13780Methionine--tRNA ligase, cytoplasmic OS=Arabidopsis thaliana GN=At4g13780 PE=2 SV=132.30 0.00

TRINITY_DN45335_c2_g3sp|Q8IUF1|CBWD2_HUMANCBWD2 COBW domain-containing protein 2 OS=Homo sapiens GN=CBWD2 PE=2 SV=132.30 0.00

TRINITY_DN45428_c0_g2sp|Q8W4S4|VHAA3_ARATHVHA-a3 V-type proton ATPase subunit a3 OS=Arabidopsis thaliana GN=VHA-a3 PE=1 SV=132.30 0.00

TRINITY_DN45727_c0_g1sp|Q54Q92|LMD2A_DICDIDDB_G0284019LMBR1 domain-containing protein 2 homolog A OS=Dictyostelium discoideum GN=DDB_G0284019 PE=3 SV=132.30 0.00

TRINITY_DN45832_c0_g1sp|Q8VXZ5|XG113_ARATHXEG113 Arabinosyltransferase XEG113 OS=Arabidopsis thaliana GN=XEG113 PE=2 SV=132.30 0.00

TRINITY_DN45922_c0_g3sp|Q6CFS5|CBK1_YARLICBK1 Serine/threonine-protein kinase CBK1 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=CBK1 PE=3 SV=132.30 0.00

TRINITY_DN46057_c0_g2sp|Q6T486|RBRA_DICDIrbrA Probable E3 ubiquitin-protein ligase rbrA OS=Dictyostelium discoideum GN=rbrA PE=3 SV=132.30 0.00

TRINITY_DN46135_c0_g4sp|P51789|CLCN2_RABITCLCN2 Chloride channel protein 2 OS=Oryctolagus cuniculus GN=CLCN2 PE=2 SV=132.30 0.00

TRINITY_DN46150_c0_g3sp|Q54RZ7|Y1199_DICDIDDB_G0282895Probable serine/threonine-protein kinase DDB_G0282895 OS=Dictyostelium discoideum GN=DDB_G0282895 PE=3 SV=132.30 0.00

TRINITY_DN46397_c0_g1sp|Q5UQX5|YR883_MIMIVMIMI_R883Uncharacterized protein R883 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R883 PE=4 SV=132.30 0.00

TRINITY_DN47480_c0_g2sp|Q5ZLL1|KC1E_CHICKCSNK1E Casein kinase I isoform epsilon OS=Gallus gallus GN=CSNK1E PE=2 SV=232.30 0.00

TRINITY_DN47705_c0_g2sp|O07609|YHFK_BACSUyhfK Uncharacterized sugar epimerase YhfK OS=Bacillus subtilis (strain 168) GN=yhfK PE=2 SV=132.30 0.00

TRINITY_DN48009_c0_g2sp|P9WMY8|GLGSY_MYCTOMT3116 Glycogen synthase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=MT3116 PE=3 SV=132.30 0.00

TRINITY_DN48134_c0_g2sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=132.30 0.00

TRINITY_DN48222_c0_g1sp|Q9M2D2|YU88_ARATHAt3g61320UPF0187 protein At3g61320, chloroplastic OS=Arabidopsis thaliana GN=At3g61320 PE=2 SV=232.30 0.00

TRINITY_DN48594_c0_g1sp|Q9VMJ7|KDM5_DROMElid Lysine-specific demethylase lid OS=Drosophila melanogaster GN=lid PE=1 SV=132.30 0.00

TRINITY_DN48705_c1_g1sp|Q554L2|Y4613_DICDIDDB_G0274613Probable inactive serine/threonine-protein kinase DDB_G0274613 OS=Dictyostelium discoideum GN=DDB_G0274613 PE=3 SV=132.30 0.00

TRINITY_DN48747_c0_g3sp|B7Q5K1|QTRT2_IXOSCISCW021855Queuine tRNA-ribosyltransferase accessory subunit 2 OS=Ixodes scapularis GN=ISCW021855 PE=3 SV=132.30 0.00

TRINITY_DN49085_c0_g3sp|Q9LYW5|LUL1_ARATHLUL1 Probable E3 ubiquitin-protein ligase LUL1 OS=Arabidopsis thaliana GN=LUL1 PE=1 SV=132.30 0.00

TRINITY_DN49155_c0_g1sp|P38750|YHA8_YEASTYHL008C Uncharacterized transporter YHL008C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YHL008C PE=1 SV=132.30 0.00

TRINITY_DN49761_c0_g4sp|P53980|YNB1_YEASTYNL011C Uncharacterized protein YNL011C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YNL011C PE=1 SV=132.30 0.00

TRINITY_DN50118_c0_g1sp|Q96ST3|SIN3A_HUMANSIN3A Paired amphipathic helix protein Sin3a OS=Homo sapiens GN=SIN3A PE=1 SV=232.30 0.00

TRINITY_DN50283_c1_g1sp|Q9KLK7|LUXQ_VIBCHluxQ Autoinducer 2 sensor kinase/phosphatase LuxQ OS=Vibrio cholerae serotype O1 (strain ATCC 39315 / El Tor Inaba N16961) GN=luxQ PE=1 SV=132.30 0.00

TRINITY_DN50352_c0_g3sp|B2GUY0|MA1B1_RATMan1b1 Endoplasmic reticulum mannosyl-oligosaccharide 1,2-alpha-mannosidase OS=Rattus norvegicus GN=Man1b1 PE=2 SV=232.30 0.00

TRINITY_DN50616_c0_g2sp|Q01772|GLOX_PHACHGLX Aldehyde oxidase GLOX OS=Phanerochaete chrysosporium GN=GLX PE=1 SV=132.30 0.00

TRINITY_DN50752_c0_g1sp|Q03042|KGP1_DROMEPkg21D cGMP-dependent protein kinase, isozyme 1 OS=Drosophila melanogaster GN=Pkg21D PE=1 SV=232.30 0.00

TRINITY_DN50981_c1_g2sp|Q9NKW1|MFEA_DICDImfeA Peroxisomal multifunctional enzyme A OS=Dictyostelium discoideum GN=mfeA PE=2 SV=132.30 0.00

TRINITY_DN51024_c1_g6sp|Q99758|ABCA3_HUMANABCA3 ATP-binding cassette sub-family A member 3 OS=Homo sapiens GN=ABCA3 PE=1 SV=232.30 0.00

TRINITY_DN51403_c1_g1sp|Q8BKC5|IPO5_MOUSEIpo5 Importin-5 OS=Mus musculus GN=Ipo5 PE=1 SV=332.30 0.00

TRINITY_DN51920_c0_g1sp|Q6L4V0|MSH5_ORYSJMSH5 DNA mismatch repair protein MSH5 OS=Oryza sativa subsp. japonica GN=MSH5 PE=2 SV=132.30 0.00

TRINITY_DN52344_c1_g1sp|P00964|GLNA_NOSS1glnA Glutamine synthetase OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=glnA PE=1 SV=332.30 0.00

TRINITY_DN52555_c0_g1sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=132.30 0.00

TRINITY_DN52618_c1_g2sp|Q9SG02|RDR6_ARATHRDR6 RNA-dependent RNA polymerase 6 OS=Arabidopsis thaliana GN=RDR6 PE=1 SV=132.30 0.00

TRINITY_DN28787_c0_g1sp|Q54RV9|SGPL_DICDIsglA Sphingosine-1-phosphate lyase OS=Dictyostelium discoideum GN=sglA PE=2 SV=132.20 0.00

TRINITY_DN35689_c0_g1sp|Q9SLA1|P2C22_ARATHAt2g25620Probable protein phosphatase 2C 22 OS=Arabidopsis thaliana GN=At2g25620 PE=2 SV=132.20 0.00

TRINITY_DN36689_c0_g1sp|P59723|HIF1N_DANREhif1an Hypoxia-inducible factor 1-alpha inhibitor OS=Danio rerio GN=hif1an PE=2 SV=232.20 0.00

TRINITY_DN36767_c0_g1sp|Q54PV7|EIF2A_DICDIeif2a Eukaryotic translation initiation factor 2A OS=Dictyostelium discoideum GN=eif2a PE=3 SV=132.20 0.00

TRINITY_DN36896_c0_g12sp|P59723|HIF1N_DANREhif1an Hypoxia-inducible factor 1-alpha inhibitor OS=Danio rerio GN=hif1an PE=2 SV=232.20 0.00

TRINITY_DN37865_c1_g10sp|P07098|LIPG_HUMANLIPF Gastric triacylglycerol lipase OS=Homo sapiens GN=LIPF PE=1 SV=132.20 0.00

TRINITY_DN38327_c0_g1sp|O18823|AOAH_RABITAOAH Acyloxyacyl hydrolase OS=Oryctolagus cuniculus GN=AOAH PE=2 SV=132.20 0.00

TRINITY_DN38448_c0_g4sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=232.20 0.00

TRINITY_DN38860_c0_g11sp|Q9Y0A1|ITPR_CAEELitr-1 Inositol 1,4,5-trisphosphate receptor itr-1 OS=Caenorhabditis elegans GN=itr-1 PE=1 SV=132.20 0.00

TRINITY_DN38952_c0_g3sp|Q5ZJH6|ULK3_CHICKULK3 Serine/threonine-protein kinase ULK3 OS=Gallus gallus GN=ULK3 PE=2 SV=132.20 0.00

TRINITY_DN39526_c0_g1sp|P75824|HCR_ECOLIhcr NADH oxidoreductase HCR OS=Escherichia coli (strain K12) GN=hcr PE=1 SV=332.20 0.00

TRINITY_DN39859_c1_g3sp|O28325|Y1954_ARCFUAF_1954 Putative amidase AF_1954 OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_1954 PE=3 SV=132.20 0.00

TRINITY_DN39915_c0_g5sp|O80505|ALG8_ARATHAt2g44660Probable dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase OS=Arabidopsis thaliana GN=At2g44660 PE=2 SV=332.20 0.00

TRINITY_DN40387_c0_g1sp|P87061|TEA1_SCHPOtea1 Tip elongation aberrant protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tea1 PE=1 SV=132.20 0.00

TRINITY_DN40918_c1_g3sp|Q9SFU3|PPA15_ARATHPAP15 Purple acid phosphatase 15 OS=Arabidopsis thaliana GN=PAP15 PE=1 SV=132.20 0.00

TRINITY_DN41183_c1_g4sp|Q05027|TAF9_YEASTTAF9 Transcription initiation factor TFIID subunit 9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TAF9 PE=1 SV=132.20 0.00

TRINITY_DN41883_c0_g2sp|Q7TSV9|ENKD1_MOUSEEnkd1 Enkurin domain-containing protein 1 OS=Mus musculus GN=Enkd1 PE=1 SV=132.20 0.00

TRINITY_DN42152_c0_g1sp|Q9Z0M5|LICH_MOUSELipa Lysosomal acid lipase/cholesteryl ester hydrolase OS=Mus musculus GN=Lipa PE=1 SV=232.20 0.00

TRINITY_DN43216_c0_g1sp|D2H8V8|DCR1B_AILMEDCLRE1B 5' exonuclease Apollo OS=Ailuropoda melanoleuca GN=DCLRE1B PE=3 SV=132.20 0.00

TRINITY_DN43291_c0_g2sp|A8I4E9|CP100_CHLREFAP100 Cilia- and flagella-associated protein 100 OS=Chlamydomonas reinhardtii GN=FAP100 PE=1 SV=132.20 0.00

TRINITY_DN44500_c0_g5sp|Q8KBY0|ACSA_CHLTEacsA Acetyl-coenzyme A synthetase OS=Chlorobium tepidum (strain ATCC 49652 / DSM 12025 / NBRC 103806 / TLS) GN=acsA PE=3 SV=232.20 0.00



TRINITY_DN44680_c0_g1sp|Q9P2K9|DISP3_HUMANDISP3 Protein dispatched homolog 3 OS=Homo sapiens GN=DISP3 PE=2 SV=232.20 0.00

TRINITY_DN44921_c0_g1sp|Q80XC3|US6NL_MOUSEUsp6nl USP6 N-terminal-like protein OS=Mus musculus GN=Usp6nl PE=1 SV=232.20 0.00

TRINITY_DN45318_c0_g1sp|O60999|CUL1_DICDIculA Cullin-1 OS=Dictyostelium discoideum GN=culA PE=1 SV=132.20 0.00

TRINITY_DN45521_c0_g2sp|Q3V384|LACE1_MOUSELace1 Lactation elevated protein 1 OS=Mus musculus GN=Lace1 PE=1 SV=132.20 0.00

TRINITY_DN45725_c0_g5sp|Q9SKC4|ARI10_ARATHARI10 Probable E3 ubiquitin-protein ligase ARI10 OS=Arabidopsis thaliana GN=ARI10 PE=2 SV=132.20 0.00

TRINITY_DN45900_c1_g4sp|P0AEB6|YNAI_ECO57ynaI Low conductance mechanosensitive channel YnaI OS=Escherichia coli O157:H7 GN=ynaI PE=3 SV=132.20 0.00

TRINITY_DN46061_c1_g1sp|Q9S7U9|M2K2_ARATHMKK2 Mitogen-activated protein kinase kinase 2 OS=Arabidopsis thaliana GN=MKK2 PE=1 SV=232.20 0.00

TRINITY_DN46699_c1_g5sp|Q1ZXE1|GACM_DICDIgacM Rho GTPase-activating protein gacM OS=Dictyostelium discoideum GN=gacM PE=2 SV=132.20 0.00

TRINITY_DN46813_c1_g1sp|Q93VQ0|VCL1_ARATHVCL1 Protein VACUOLELESS1 OS=Arabidopsis thaliana GN=VCL1 PE=1 SV=132.20 0.00

TRINITY_DN47079_c0_g2sp|Q8BRC6|MAAT1_MOUSEMaats1 Protein MAATS1 OS=Mus musculus GN=Maats1 PE=1 SV=332.20 0.00

TRINITY_DN47207_c0_g2sp|O55767|VF179_IIV6IIV6-179RUncharacterized protein 179R OS=Invertebrate iridescent virus 6 GN=IIV6-179R PE=4 SV=132.20 0.00

TRINITY_DN47388_c0_g1sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=132.20 0.00

TRINITY_DN47605_c0_g2sp|Q23023|UNC51_CAEELunc-51 Serine/threonine-protein kinase unc-51 OS=Caenorhabditis elegans GN=unc-51 PE=1 SV=132.20 0.00

TRINITY_DN47634_c0_g5sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=132.20 0.00

TRINITY_DN47635_c1_g3sp|Q55AX0|DLPC_DICDIdlpC Dynamin-like protein C OS=Dictyostelium discoideum GN=dlpC PE=2 SV=232.20 0.00

TRINITY_DN48193_c0_g2sp|P83102|DYRK3_DROMEDyrk3 Putative dual specificity tyrosine-phosphorylation-regulated kinase 3 homolog OS=Drosophila melanogaster GN=Dyrk3 PE=1 SV=332.20 0.00

TRINITY_DN48541_c0_g5sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=132.20 0.00

TRINITY_DN48836_c1_g2sp|Q10155|RNZ1_SCHPOtrz1 Ribonuclease Z 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trz1 PE=3 SV=132.20 0.00

TRINITY_DN49225_c0_g5sp|P0C605|KGP1_MOUSEPrkg1 cGMP-dependent protein kinase 1 OS=Mus musculus GN=Prkg1 PE=1 SV=132.20 0.00

TRINITY_DN49243_c0_g1sp|Q09477|DPFF1_CAEELdpff-1 Zinc finger protein dpff-1 OS=Caenorhabditis elegans GN=dpff-1 PE=3 SV=232.20 0.00

TRINITY_DN49451_c1_g1sp|O48847|LUH_ARATHLUH Transcriptional corepressor LEUNIG_HOMOLOG OS=Arabidopsis thaliana GN=LUH PE=1 SV=132.20 0.00

TRINITY_DN50057_c1_g1sp|A8X775|DLK1_CAEBRdlk-1 Mitogen-activated protein kinase kinase kinase dlk-1 OS=Caenorhabditis briggsae GN=dlk-1 PE=3 SV=132.20 0.00

TRINITY_DN50451_c0_g7sp|O15357|SHIP2_HUMANINPPL1 Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 2 OS=Homo sapiens GN=INPPL1 PE=1 SV=232.20 0.00

TRINITY_DN50493_c1_g2sp|Q02PI7|YEGS_PSEABPA14_24970Probable lipid kinase YegS-like OS=Pseudomonas aeruginosa (strain UCBPP-PA14) GN=PA14_24970 PE=3 SV=132.20 0.00

TRINITY_DN50550_c2_g1sp|A8JAM0|DRC7_CHLREDRC7 Dynein regulatory complex subunit 7 (Fragment) OS=Chlamydomonas reinhardtii GN=DRC7 PE=1 SV=132.20 0.00

TRINITY_DN51005_c2_g4sp|Q5TC63|GRTP1_HUMANGRTP1 Growth hormone-regulated TBC protein 1 OS=Homo sapiens GN=GRTP1 PE=1 SV=432.20 0.00

TRINITY_DN51200_c0_g2sp|Q9SL76|P2C19_ARATHAt2g20050/At2g20040Protein phosphatase 2C and cyclic nucleotide-binding/kinase domain-containing protein OS=Arabidopsis thaliana GN=At2g20050/At2g20040 PE=2 SV=232.20 0.00

TRINITY_DN52498_c1_g1sp|P73577|Y889_SYNY3slr0889 Uncharacterized protein slr0889 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0889 PE=3 SV=132.20 0.00

TRINITY_DN53685_c0_g1sp|Q18217|ULA1_CAEELula-1 NEDD8-activating enzyme E1 regulatory subunit OS=Caenorhabditis elegans GN=ula-1 PE=3 SV=232.20 0.00

TRINITY_DN22026_c0_g1sp|Q8GYL3|ULP1A_ARATHULP1A Ubiquitin-like-specific protease 1A OS=Arabidopsis thaliana GN=ULP1A PE=2 SV=232.10 0.00

TRINITY_DN22816_c0_g1sp|Q9ZT48|ATE1_ARATHATE1 Arginyl-tRNA--protein transferase 1 OS=Arabidopsis thaliana GN=ATE1 PE=2 SV=232.10 0.00

TRINITY_DN23835_c0_g1sp|A2CEI6|PIWL2_DANREpiwil2 Piwi-like protein 2 OS=Danio rerio GN=piwil2 PE=1 SV=232.10 0.00

TRINITY_DN25930_c0_g1sp|Q91XL9|OSBL1_MOUSEOsbpl1a Oxysterol-binding protein-related protein 1 OS=Mus musculus GN=Osbpl1a PE=1 SV=232.10 0.00

TRINITY_DN25937_c0_g4sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=132.10 0.00

TRINITY_DN28157_c0_g1sp|Q9CRA8|EXOS5_MOUSEExosc5 Exosome complex component RRP46 OS=Mus musculus GN=Exosc5 PE=1 SV=132.10 0.00

TRINITY_DN29743_c0_g1sp|O81122|ETR1_MALDOETR1 Ethylene receptor OS=Malus domestica GN=ETR1 PE=2 SV=132.10 0.00

TRINITY_DN31918_c0_g1sp|G3XMB9|AZAE_ASPNAazaE Ketoreductase azaE OS=Aspergillus niger (strain ATCC 1015 / CBS 113.46 / FGSC A1144 / LSHB Ac4 / NCTC 3858a / NRRL 328 / USDA 3528.7) GN=azaE PE=2 SV=132.10 0.00

TRINITY_DN32081_c0_g1sp|Q9NRG1|PRDC1_HUMANPRTFDC1 Phosphoribosyltransferase domain-containing protein 1 OS=Homo sapiens GN=PRTFDC1 PE=1 SV=132.10 0.00

TRINITY_DN32736_c0_g1sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=132.10 0.00

TRINITY_DN32953_c0_g1sp|Q09504|YQI2_CAEELC45G9.2 Uncharacterized tRNA-dihydrouridine synthase-like protein C45G9.2 OS=Caenorhabditis elegans GN=C45G9.2 PE=3 SV=232.10 0.00

TRINITY_DN33050_c0_g1sp|Q54VI1|FHKE_DICDIfhkE Probable serine/threonine-protein kinase fhkE OS=Dictyostelium discoideum GN=fhkE PE=3 SV=132.10 0.00

TRINITY_DN33083_c0_g1sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=132.10 0.00

TRINITY_DN34134_c0_g1sp|Q23498|ASM2_CAEELasm-2 Sphingomyelin phosphodiesterase 2 OS=Caenorhabditis elegans GN=asm-2 PE=1 SV=332.10 0.00

TRINITY_DN34619_c0_g3sp|Q9NES8|PPP5_CAEELpph-5 Serine/threonine-protein phosphatase 5 OS=Caenorhabditis elegans GN=pph-5 PE=1 SV=232.10 0.00

TRINITY_DN35188_c0_g1sp|B5X8M4|BRCC3_SALSAbrcc3 Lys-63-specific deubiquitinase BRCC36 OS=Salmo salar GN=brcc3 PE=2 SV=132.10 0.00

TRINITY_DN35606_c1_g13sp|Q3SYT7|PSMD8_BOVINPSMD8 26S proteasome non-ATPase regulatory subunit 8 OS=Bos taurus GN=PSMD8 PE=2 SV=332.10 0.00

TRINITY_DN35876_c0_g4sp|Q920P5|KAD5_MOUSEAk5 Adenylate kinase isoenzyme 5 OS=Mus musculus GN=Ak5 PE=1 SV=232.10 0.00

TRINITY_DN36142_c0_g4sp|Q55CZ1|GDT2_DICDIgdt2 Probable serine/threonine-protein kinase gdt2 OS=Dictyostelium discoideum GN=gdt2 PE=2 SV=132.10 0.00

TRINITY_DN36244_c0_g3sp|B3FWR8|HPM2_HYPSBhpm2 Glutathione S-transferase hmp2 OS=Hypomyces subiculosus GN=hpm2 PE=1 SV=132.10 0.00

TRINITY_DN36267_c0_g3sp|B9DHT4|ARIA_ARATHARIA ARM REPEAT PROTEIN INTERACTING WITH ABF2 OS=Arabidopsis thaliana GN=ARIA PE=1 SV=232.10 0.00

TRINITY_DN36366_c0_g1sp|Q8C7R4|UBA6_MOUSEUba6 Ubiquitin-like modifier-activating enzyme 6 OS=Mus musculus GN=Uba6 PE=1 SV=132.10 0.00

TRINITY_DN37229_c0_g1sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=132.10 0.00

TRINITY_DN37455_c0_g2sp|F4INN2|GGP4_ARATHGGP4 Gamma-glutamyl peptidase 4 OS=Arabidopsis thaliana GN=GGP4 PE=3 SV=132.10 0.00

TRINITY_DN38025_c1_g1sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=132.10 0.00

TRINITY_DN38703_c1_g1sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=232.10 0.00

TRINITY_DN38805_c0_g1sp|P21906|GLF_ZYMMOglf Glucose facilitated diffusion protein OS=Zymomonas mobilis subsp. mobilis (strain ATCC 31821 / ZM4 / CP4) GN=glf PE=3 SV=232.10 0.00



TRINITY_DN39098_c0_g2sp|Q8CI33|C19L1_MOUSECwf19l1 CWF19-like protein 1 OS=Mus musculus GN=Cwf19l1 PE=1 SV=232.10 0.00

TRINITY_DN39983_c0_g3sp|Q6YY75|NEK6_ORYSJNEK6 Serine/threonine-protein kinase Nek6 OS=Oryza sativa subsp. japonica GN=NEK6 PE=3 SV=232.10 0.00

TRINITY_DN39999_c1_g8sp|Q74ZS2|GPI13_ASHGOGPI13 GPI ethanolamine phosphate transferase 3 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=GPI13 PE=3 SV=232.10 0.00

TRINITY_DN40264_c0_g2sp|Q9CS74|ECD_MOUSEEcd Protein ecdysoneless homolog OS=Mus musculus GN=Ecd PE=1 SV=232.10 0.00

TRINITY_DN40272_c0_g3sp|O75808|CAN15_HUMANCAPN15 Calpain-15 OS=Homo sapiens GN=CAPN15 PE=1 SV=132.10 0.00

TRINITY_DN40872_c0_g1sp|D4GP30|XDH2_HALVDHVO_B0029D-xylose 1-dehydrogenase (NADP(+)) 2 OS=Haloferax volcanii (strain ATCC 29605 / DSM 3757 / JCM 8879 / NBRC 14742 / NCIMB 2012 / VKM B-1768 / DS2) GN=HVO_B0029 PE=1 SV=132.10 0.00

TRINITY_DN41025_c0_g1sp|P39016|MPT5_YEASTMPT5 Suppressor protein MPT5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MPT5 PE=1 SV=232.10 0.00

TRINITY_DN41098_c0_g5sp|Q9TW28|MYOM_DICDImyoM Myosin-M heavy chain OS=Dictyostelium discoideum GN=myoM PE=1 SV=132.10 0.00

TRINITY_DN41215_c0_g6sp|Q09799|KRI1_SCHPOkri1 Protein kri1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=kri1 PE=1 SV=132.10 0.00

TRINITY_DN41824_c2_g6sp|Q8K0U4|HS12A_MOUSEHspa12a Heat shock 70 kDa protein 12A OS=Mus musculus GN=Hspa12a PE=1 SV=132.10 0.00

TRINITY_DN42733_c1_g7sp|Q9Y2W7|CSEN_HUMANKCNIP3 Calsenilin OS=Homo sapiens GN=KCNIP3 PE=1 SV=132.10 0.00

TRINITY_DN42864_c0_g1sp|Q7KWM9|IUNH_DICDIiunH Inosine-uridine-preferring nucleoside hydrolase homolog OS=Dictyostelium discoideum GN=iunH PE=3 SV=132.10 0.00

TRINITY_DN43370_c1_g4sp|Q59536|PTRB_MORLAptrB Protease 2 OS=Moraxella lacunata GN=ptrB PE=3 SV=132.10 0.00

TRINITY_DN43490_c0_g2sp|P49815|TSC2_HUMANTSC2 Tuberin OS=Homo sapiens GN=TSC2 PE=1 SV=232.10 0.00

TRINITY_DN43587_c0_g1sp|Q8R0F9|S14L4_MOUSESec14l4 SEC14-like protein 4 OS=Mus musculus GN=Sec14l4 PE=1 SV=132.10 0.00

TRINITY_DN43616_c0_g3sp|O22173|PABP4_ARATHPAB4 Polyadenylate-binding protein 4 OS=Arabidopsis thaliana GN=PAB4 PE=1 SV=132.10 0.00

TRINITY_DN43749_c0_g1sp|P25297|PHO84_YEASTPHO84 Inorganic phosphate transporter PHO84 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO84 PE=1 SV=232.10 0.00

TRINITY_DN44545_c0_g4sp|Q8NDN9|RCBT1_HUMANRCBTB1 RCC1 and BTB domain-containing protein 1 OS=Homo sapiens GN=RCBTB1 PE=2 SV=132.10 0.00

TRINITY_DN44612_c1_g5sp|Q10KY3|CAMK1_ORYSJCAMK1 Calcium/calmodulin-dependent serine/threonine-protein kinase 1 OS=Oryza sativa subsp. japonica GN=CAMK1 PE=1 SV=132.10 0.00

TRINITY_DN45668_c1_g4sp|O62446|LMLN_CAEELY43F4A.1Leishmanolysin-like peptidase OS=Caenorhabditis elegans GN=Y43F4A.1 PE=3 SV=132.10 0.00

TRINITY_DN45895_c0_g1sp|Q54LE6|ABCC5_DICDIabcC5 ABC transporter C family member 5 OS=Dictyostelium discoideum GN=abcC5 PE=3 SV=132.10 0.00

TRINITY_DN46520_c0_g1sp|Q9RRT0|MENG_DEIRAmenG Demethylmenaquinone methyltransferase OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=menG PE=3 SV=132.10 0.00

TRINITY_DN47037_c1_g2sp|Q9FGD1|RKD3_ARATHRKD3 Protein RKD3 OS=Arabidopsis thaliana GN=RKD3 PE=3 SV=132.10 0.00

TRINITY_DN47255_c0_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=132.10 0.00

TRINITY_DN47415_c0_g6sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=132.10 0.00

TRINITY_DN48179_c0_g2sp|F4HYJ7|DEXH3_ARATHAt1g48650DExH-box ATP-dependent RNA helicase DExH3 OS=Arabidopsis thaliana GN=At1g48650 PE=2 SV=132.10 0.00

TRINITY_DN48527_c1_g3sp|Q8LPT9|GWD1_CITRER1 Alpha-glucan water dikinase, chloroplastic OS=Citrus reticulata GN=R1 PE=2 SV=132.10 0.00

TRINITY_DN48729_c1_g2sp|Q2KI06|PHOP2_BOVINPHOSPHO2Pyridoxal phosphate phosphatase PHOSPHO2 OS=Bos taurus GN=PHOSPHO2 PE=2 SV=132.10 0.00

TRINITY_DN49208_c0_g5sp|B0TA56|RL9_HELMIrplI 50S ribosomal protein L9 OS=Heliobacterium modesticaldum (strain ATCC 51547 / Ice1) GN=rplI PE=3 SV=132.10 0.00

TRINITY_DN49680_c0_g1sp|Q6ES10|HAT1_ORYSJHATB Probable histone acetyltransferase type B catalytic subunit OS=Oryza sativa subsp. japonica GN=HATB PE=2 SV=132.10 0.00

TRINITY_DN49942_c0_g1sp|O00400|ACATN_HUMANSLC33A1 Acetyl-coenzyme A transporter 1 OS=Homo sapiens GN=SLC33A1 PE=1 SV=132.10 0.00

TRINITY_DN50869_c0_g1sp|Q9JJK2|LANC2_MOUSELancl2 LanC-like protein 2 OS=Mus musculus GN=Lancl2 PE=1 SV=132.10 0.00

TRINITY_DN50945_c1_g5sp|Q9XFM6|MSBP1_ARATHMSBP1 Membrane steroid-binding protein 1 OS=Arabidopsis thaliana GN=MSBP1 PE=1 SV=232.10 0.00

TRINITY_DN51206_c1_g7sp|Q54DT1|ABCA9_DICDIabcA9 ABC transporter A family member 9 OS=Dictyostelium discoideum GN=abcA9 PE=3 SV=132.10 0.00

TRINITY_DN51233_c0_g1sp|Q8S1X9|GT13_ORYSJOs01g0926400Probable glucuronosyltransferase Os01g0926400 OS=Oryza sativa subsp. japonica GN=Os01g0926400 PE=2 SV=132.10 0.00

TRINITY_DN51242_c0_g1sp|Q54TS4|YIPF1_DICDIyipf1 Protein YIPF1 homolog OS=Dictyostelium discoideum GN=yipf1 PE=3 SV=132.10 0.00

TRINITY_DN51543_c0_g1sp|O02740|GUC2F_BOVINGUCY2F Retinal guanylyl cyclase 2 OS=Bos taurus GN=GUCY2F PE=2 SV=132.10 0.00

TRINITY_DN51788_c0_g2sp|O19177|U119A_CANLFUNC119 Protein unc-119 homolog A OS=Canis lupus familiaris GN=UNC119 PE=2 SV=232.10 0.00

TRINITY_DN51848_c2_g2sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=132.10 0.00

TRINITY_DN52109_c0_g3sp|Q04400|ADCY5_RATAdcy5 Adenylate cyclase type 5 OS=Rattus norvegicus GN=Adcy5 PE=1 SV=232.10 0.00

TRINITY_DN52475_c1_g3sp|Q8LQ92|GUN3_ORYSJGLU8 Endoglucanase 3 OS=Oryza sativa subsp. japonica GN=GLU8 PE=2 SV=132.10 0.00

TRINITY_DN12534_c0_g1sp|Q9H0E2|TOLIP_HUMANTOLLIP Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=132.00 0.00

TRINITY_DN26737_c0_g1sp|Q6DE75|S2538_XENLAslc25a38Solute carrier family 25 member 38 OS=Xenopus laevis GN=slc25a38 PE=2 SV=132.00 0.00

TRINITY_DN30456_c0_g1sp|C4R192|VPS10_KOMPGVPS10 Vacuolar protein sorting/targeting protein 10 OS=Komagataella phaffii (strain GS115 / ATCC 20864) GN=VPS10 PE=3 SV=132.00 0.00

TRINITY_DN33397_c0_g1sp|O35017|YOGA_BACSUyogA Uncharacterized zinc-type alcohol dehydrogenase-like protein YogA OS=Bacillus subtilis (strain 168) GN=yogA PE=3 SV=132.00 0.00

TRINITY_DN33715_c0_g5sp|A0PQ29|PHMT2_MYCUAMUL_2009Probable phthiotriol/phenolphthiotriol dimycocerosates methyltransferase 2 OS=Mycobacterium ulcerans (strain Agy99) GN=MUL_2009 PE=3 SV=132.00 0.00

TRINITY_DN34252_c0_g1sp|Q6GP53|NAA50_XENLAnaa50 N-alpha-acetyltransferase 50 OS=Xenopus laevis GN=naa50 PE=2 SV=132.00 0.00

TRINITY_DN35662_c0_g1sp|A8GVD3|RL15_RICB8rplO 50S ribosomal protein L15 OS=Rickettsia bellii (strain OSU 85-389) GN=rplO PE=3 SV=132.00 0.00

TRINITY_DN35992_c0_g3sp|Q16706|MA2A1_HUMANMAN2A1 Alpha-mannosidase 2 OS=Homo sapiens GN=MAN2A1 PE=1 SV=232.00 0.00

TRINITY_DN36383_c0_g1sp|P29675|SF3_HELANSF3 Pollen-specific protein SF3 OS=Helianthus annuus GN=SF3 PE=2 SV=132.00 0.00

TRINITY_DN37100_c0_g1sp|O74832|PT127_SCHPOpet127 mRNA degradation protein pet127, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pet127 PE=3 SV=132.00 0.00

TRINITY_DN37198_c0_g1sp|O52538|CAH_PECCAcah Carbonic anhydrase OS=Pectobacterium carotovorum GN=cah PE=3 SV=132.00 0.00

TRINITY_DN37260_c0_g6sp|Q5F3A6|OTU1_CHICKYOD1 Ubiquitin thioesterase OTU1 OS=Gallus gallus GN=YOD1 PE=2 SV=132.00 0.00

TRINITY_DN37531_c0_g11sp|Q9VDD7|S35B1_DROMEmeigo Solute carrier family 35 member B1 homolog OS=Drosophila melanogaster GN=meigo PE=2 SV=132.00 0.00

TRINITY_DN37669_c0_g2sp|Q00416|SEN1_YEASTSEN1 Helicase SEN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SEN1 PE=1 SV=232.00 0.00

TRINITY_DN38018_c0_g3sp|Q8K358|PIGU_MOUSEPigu Phosphatidylinositol glycan anchor biosynthesis class U protein OS=Mus musculus GN=Pigu PE=1 SV=432.00 0.00



TRINITY_DN38364_c0_g1sp|Q8WUT9|S2543_HUMANSLC25A43Solute carrier family 25 member 43 OS=Homo sapiens GN=SLC25A43 PE=2 SV=232.00 0.00

TRINITY_DN38460_c0_g2sp|Q9LQQ2|RA51D_ARATHRAD51D DNA repair protein RAD51 homolog 4 OS=Arabidopsis thaliana GN=RAD51D PE=2 SV=232.00 0.00

TRINITY_DN38466_c0_g3sp|O74561|YCZ8_SCHPOSPCC970.08Uncharacterized inositol polyphosphate kinase C970.08 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC970.08 PE=1 SV=132.00 0.00

TRINITY_DN38527_c0_g2sp|P54677|PI4K_DICDIpikD Phosphatidylinositol 4-kinase OS=Dictyostelium discoideum GN=pikD PE=3 SV=332.00 0.00

TRINITY_DN38542_c0_g4sp|Q9SJN6|CML31_ARATHCML31 Probable calcium-binding protein CML31 OS=Arabidopsis thaliana GN=CML31 PE=2 SV=232.00 0.00

TRINITY_DN38663_c0_g2sp|Q5XIV2|MARHA_RATMarch10 Probable E3 ubiquitin-protein ligase MARCH10 OS=Rattus norvegicus GN=March10 PE=1 SV=132.00 0.00

TRINITY_DN38704_c0_g7sp|P23133|TODF_PSEP1todF 2-hydroxy-6-oxo-2,4-heptadienoate hydrolase OS=Pseudomonas putida (strain ATCC 700007 / DSM 6899 / BCRC 17059 / F1) GN=todF PE=3 SV=232.00 0.00

TRINITY_DN39184_c0_g5sp|Q9VCZ8|PFD5_DROMECG7048 Probable prefoldin subunit 5 OS=Drosophila melanogaster GN=CG7048 PE=2 SV=132.00 0.00

TRINITY_DN40682_c2_g2sp|P0CM99|CWC25_CRYNBCWC25 Pre-mRNA-splicing factor CWC25 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=CWC25 PE=3 SV=132.00 0.00

TRINITY_DN40727_c0_g3sp|P53844|PDR17_YEASTPDR17 Phosphatidylinositol transfer protein PDR17 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PDR17 PE=1 SV=132.00 0.00

TRINITY_DN40823_c0_g3sp|Q1ZXL0|Y5795_DICDIDDB_G0275795PH domain-containing protein DDB_G0275795 OS=Dictyostelium discoideum GN=DDB_G0275795 PE=3 SV=132.00 0.00

TRINITY_DN40858_c0_g1sp|Q54DU5|Y2028_DICDIDDB_G0292028von Willebrand factor A domain-containing protein DDB_G0292028 OS=Dictyostelium discoideum GN=DDB_G0292028 PE=3 SV=132.00 0.00

TRINITY_DN41377_c0_g2sp|Q9SKC4|ARI10_ARATHARI10 Probable E3 ubiquitin-protein ligase ARI10 OS=Arabidopsis thaliana GN=ARI10 PE=2 SV=132.00 0.00

TRINITY_DN42524_c0_g3sp|O13779|YF2E_SCHPOSPAC17A2.14Putative metal ion transporter C17A12.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC17A2.14 PE=1 SV=432.00 0.00

TRINITY_DN42760_c0_g7sp|O64730|P2C26_ARATHAt2g30170Probable protein phosphatase 2C 26 OS=Arabidopsis thaliana GN=At2g30170 PE=2 SV=232.00 0.00

TRINITY_DN42842_c0_g6sp|P0CM31|ATG2_CRYNBATG2 Autophagy-related protein 2 OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=ATG2 PE=3 SV=132.00 0.00

TRINITY_DN43318_c1_g3sp|Q16342|PDCD2_HUMANPDCD2 Programmed cell death protein 2 OS=Homo sapiens GN=PDCD2 PE=1 SV=232.00 0.00

TRINITY_DN44316_c1_g8sp|P42660|VCP_AEDAEVCP Vitellogenic carboxypeptidase OS=Aedes aegypti GN=VCP PE=1 SV=332.00 0.00

TRINITY_DN44895_c0_g2sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=132.00 0.00

TRINITY_DN45596_c1_g2sp|Q9C0G6|DYH6_HUMANDNAH6 Dynein heavy chain 6, axonemal OS=Homo sapiens GN=DNAH6 PE=2 SV=332.00 0.00

TRINITY_DN45618_c0_g2sp|Q82D55|Y5129_STRAWSAV_5129UPF0301 protein SAV_5129 OS=Streptomyces avermitilis (strain ATCC 31267 / DSM 46492 / JCM 5070 / NBRC 14893 / NCIMB 12804 / NRRL 8165 / MA-4680) GN=SAV_5129 PE=3 SV=132.00 0.00

TRINITY_DN45713_c1_g1sp|O04487|EF1G1_ARATHAt1g09640Probable elongation factor 1-gamma 1 OS=Arabidopsis thaliana GN=At1g09640 PE=1 SV=132.00 0.00

TRINITY_DN45722_c1_g3sp|Q6ETK3|P2C11_ORYSJOs02g0180000Probable protein phosphatase 2C 11 OS=Oryza sativa subsp. japonica GN=Os02g0180000 PE=2 SV=132.00 0.00

TRINITY_DN46264_c0_g1sp|Q80XJ3|TTC28_MOUSETtc28 Tetratricopeptide repeat protein 28 OS=Mus musculus GN=Ttc28 PE=1 SV=332.00 0.00

TRINITY_DN46685_c2_g2sp|O75808|CAN15_HUMANCAPN15 Calpain-15 OS=Homo sapiens GN=CAPN15 PE=1 SV=132.00 0.00

TRINITY_DN46835_c0_g1sp|Q8BL03|MCATL_MOUSESlc25a29Mitochondrial basic amino acids transporter OS=Mus musculus GN=Slc25a29 PE=1 SV=132.00 0.00

TRINITY_DN47355_c1_g3sp|Q9ESM7|SE1L1_MESAUSel1l Protein sel-1 homolog 1 OS=Mesocricetus auratus GN=Sel1l PE=2 SV=132.00 0.00

TRINITY_DN47777_c1_g2sp|Q96HU1|SGSM3_HUMANSGSM3 Small G protein signaling modulator 3 OS=Homo sapiens GN=SGSM3 PE=1 SV=132.00 0.00

TRINITY_DN47851_c2_g1sp|Q9SRY4|LPA1_ARATHLPA1 Protein LOW PSII ACCUMULATION 1, chloroplastic OS=Arabidopsis thaliana GN=LPA1 PE=1 SV=132.00 0.00

TRINITY_DN47860_c1_g1sp|Q9H992|MARH7_HUMANMARCH7 E3 ubiquitin-protein ligase MARCH7 OS=Homo sapiens GN=MARCH7 PE=1 SV=132.00 0.00

TRINITY_DN48118_c0_g9sp|C9WMM5|VCP_APIME- Venom serine carboxypeptidase OS=Apis mellifera PE=2 SV=132.00 0.00

TRINITY_DN48720_c0_g6sp|Q8NFJ9|BBS1_HUMANBBS1 Bardet-Biedl syndrome 1 protein OS=Homo sapiens GN=BBS1 PE=1 SV=132.00 0.00

TRINITY_DN48890_c0_g1sp|P35817|BDF1_YEASTBDF1 Bromodomain-containing factor 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BDF1 PE=1 SV=332.00 0.00

TRINITY_DN49198_c0_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=232.00 0.00

TRINITY_DN49901_c0_g1sp|Q93WX6|CNIF1_ARATHNFS2 Cysteine desulfurase 1, chloroplastic OS=Arabidopsis thaliana GN=NFS2 PE=1 SV=132.00 0.00

TRINITY_DN49983_c0_g1sp|Q5ZJH6|ULK3_CHICKULK3 Serine/threonine-protein kinase ULK3 OS=Gallus gallus GN=ULK3 PE=2 SV=132.00 0.00

TRINITY_DN50235_c0_g1sp|Q6T3U4|NPCL1_MOUSENpc1l1 Niemann-Pick C1-like protein 1 OS=Mus musculus GN=Npc1l1 PE=2 SV=132.00 0.00

TRINITY_DN50720_c0_g1sp|Q9FEB5|DSP4_ARATHDSP4 Phosphoglucan phosphatase DSP4, chloroplastic OS=Arabidopsis thaliana GN=DSP4 PE=1 SV=132.00 0.00

TRINITY_DN51146_c0_g1sp|Q62849|PCSK7_RATPcsk7 Proprotein convertase subtilisin/kexin type 7 OS=Rattus norvegicus GN=Pcsk7 PE=1 SV=132.00 0.00

TRINITY_DN51441_c1_g6sp|F4IVL6|GRV2_ARATHGRV2 DnaJ homolog subfamily C GRV2 OS=Arabidopsis thaliana GN=GRV2 PE=1 SV=132.00 0.00

TRINITY_DN51898_c0_g3sp|Q9W4T4|PDE4A_DROMEdnc cAMP-specific 3',5'-cyclic phosphodiesterase, isoform I OS=Drosophila melanogaster GN=dnc PE=1 SV=232.00 0.00

TRINITY_DN52192_c1_g1sp|Q6U1Z4|CMT1_CRYNJCMT1 Alpha-1,3-mannosyltransferase CMT1 OS=Cryptococcus neoformans var. neoformans serotype D (strain JEC21 / ATCC MYA-565) GN=CMT1 PE=1 SV=132.00 0.00

TRINITY_DN52527_c1_g1sp|P43620|RMD8_YEASTRMD8 Sporulation protein RMD8 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RMD8 PE=1 SV=132.00 0.00

TRINITY_DN52570_c1_g1sp|Q86UW6|N4BP2_HUMANN4BP2 NEDD4-binding protein 2 OS=Homo sapiens GN=N4BP2 PE=1 SV=232.00 0.00

TRINITY_DN21293_c0_g1sp|O14939|PLD2_HUMANPLD2 Phospholipase D2 OS=Homo sapiens GN=PLD2 PE=1 SV=231.90 0.00

TRINITY_DN23207_c0_g1sp|O74948|T2AG_SCHPOtoa2 Transcription initiation factor IIA subunit 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=toa2 PE=3 SV=231.90 0.00

TRINITY_DN32447_c0_g2sp|Q3UR70|TGFA1_MOUSETgfbrap1Transforming growth factor-beta receptor-associated protein 1 OS=Mus musculus GN=Tgfbrap1 PE=1 SV=131.90 0.00

TRINITY_DN32527_c0_g1sp|Q54MV2|MRKB_DICDImrkB Probable serine/threonine-protein kinase MARK-B OS=Dictyostelium discoideum GN=mrkB PE=3 SV=131.90 0.00

TRINITY_DN34668_c0_g1sp|Q6IMN8|ALRA_DICDIalrA Aldose reductase A OS=Dictyostelium discoideum GN=alrA PE=2 SV=131.90 0.00

TRINITY_DN34777_c0_g2sp|Q09170|CDS1_SCHPOcds1 Serine/threonine-protein kinase cds1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cds1 PE=1 SV=231.90 0.00

TRINITY_DN34962_c0_g3sp|Q550K8|Y7071_DICDIDDB_G0277071Probable serine/threonine-protein kinase DDB_G0277071 OS=Dictyostelium discoideum GN=DDB_G0277071 PE=3 SV=131.90 0.00

TRINITY_DN36002_c0_g1sp|O07592|YHDW_BACSUyhdW Putative glycerophosphoryl diester phosphodiesterase YhdW OS=Bacillus subtilis (strain 168) GN=yhdW PE=3 SV=131.90 0.00

TRINITY_DN36220_c1_g12sp|Q9WU56|TRUA_MOUSEPus1 tRNA pseudouridine synthase A, mitochondrial OS=Mus musculus GN=Pus1 PE=1 SV=231.90 0.00

TRINITY_DN36803_c0_g1sp|Q75WE7|VWA5A_RATVwa5a von Willebrand factor A domain-containing protein 5A OS=Rattus norvegicus GN=Vwa5a PE=2 SV=131.90 0.00

TRINITY_DN36930_c0_g4sp|P77475|YQAB_ECOLIyqaB Fructose-1-phosphate phosphatase YqaB OS=Escherichia coli (strain K12) GN=yqaB PE=1 SV=131.90 0.00

TRINITY_DN37192_c0_g2sp|Q9CQ66|TC1D2_MOUSETctex1d2Tctex1 domain-containing protein 2 OS=Mus musculus GN=Tctex1d2 PE=1 SV=131.90 0.00



TRINITY_DN37386_c0_g2sp|P35160|RESA_BACSUresA Thiol-disulfide oxidoreductase ResA OS=Bacillus subtilis (strain 168) GN=resA PE=1 SV=231.90 0.00

TRINITY_DN37904_c0_g6sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=131.90 0.00

TRINITY_DN37924_c1_g5sp|Q4R7H0|TTL10_MACFATTLL10 Protein polyglycylase TTLL10 OS=Macaca fascicularis GN=TTLL10 PE=2 SV=131.90 0.00

TRINITY_DN38833_c0_g1sp|O88813|ACSL5_RATAcsl5 Long-chain-fatty-acid--CoA ligase 5 OS=Rattus norvegicus GN=Acsl5 PE=1 SV=131.90 0.00

TRINITY_DN39122_c0_g3sp|Q54ET6|ABPF_DICDIabpF Actin-binding protein F OS=Dictyostelium discoideum GN=abpF PE=1 SV=131.90 0.00

TRINITY_DN39335_c1_g4sp|P90689|ACT_BRUMA- Actin OS=Brugia malayi PE=1 SV=131.90 0.00

TRINITY_DN40827_c0_g2sp|B7U179|ABAP1_ARATHABAP1 ARMADILLO BTB ARABIDOPSIS PROTEIN 1 OS=Arabidopsis thaliana GN=ABAP1 PE=1 SV=131.90 0.00

TRINITY_DN40867_c1_g4sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=231.90 0.00

TRINITY_DN41391_c1_g6sp|P16894|GPA1_DICDIgpaA Guanine nucleotide-binding protein alpha-1 subunit OS=Dictyostelium discoideum GN=gpaA PE=2 SV=131.90 0.00

TRINITY_DN42267_c0_g5sp|Q2G1Q2|PLC_STAA8plc 1-phosphatidylinositol phosphodiesterase OS=Staphylococcus aureus (strain NCTC 8325) GN=plc PE=1 SV=131.90 0.00

TRINITY_DN42900_c0_g1sp|P42712|DMPM_STRADdmpM O-demethylpuromycin-O-methyltransferase OS=Streptomyces alboniger GN=dmpM PE=3 SV=131.90 0.00

TRINITY_DN43556_c0_g1sp|P42892|ECE1_HUMANECE1 Endothelin-converting enzyme 1 OS=Homo sapiens GN=ECE1 PE=1 SV=231.90 0.00

TRINITY_DN43685_c0_g1sp|Q42479|CDPK3_ARATHCPK3 Calcium-dependent protein kinase 3 OS=Arabidopsis thaliana GN=CPK3 PE=1 SV=131.90 0.00

TRINITY_DN45157_c0_g1sp|Q550K8|Y7071_DICDIDDB_G0277071Probable serine/threonine-protein kinase DDB_G0277071 OS=Dictyostelium discoideum GN=DDB_G0277071 PE=3 SV=131.90 0.00

TRINITY_DN45170_c1_g1sp|Q8N5I4|DHRSX_HUMANDHRSX Dehydrogenase/reductase SDR family member on chromosome X OS=Homo sapiens GN=DHRSX PE=2 SV=231.90 0.00

TRINITY_DN45343_c2_g4sp|O51900|FES_DICD3fes Enterochelin esterase OS=Dickeya dadantii (strain 3937) GN=fes PE=3 SV=231.90 0.00

TRINITY_DN45363_c0_g1sp|P20060|HEXB_MOUSEHexb Beta-hexosaminidase subunit beta OS=Mus musculus GN=Hexb PE=1 SV=231.90 0.00

TRINITY_DN45380_c0_g1sp|Q9K9H0|ACEA_BACHDaceA Isocitrate lyase OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=aceA PE=3 SV=131.90 0.00

TRINITY_DN45664_c1_g11sp|A8I4E9|CP100_CHLREFAP100 Cilia- and flagella-associated protein 100 OS=Chlamydomonas reinhardtii GN=FAP100 PE=1 SV=131.90 0.00

TRINITY_DN45744_c0_g6sp|Q7JW12|TMX2_DROMECG11007 Thioredoxin-related transmembrane protein 2 homolog OS=Drosophila melanogaster GN=CG11007 PE=2 SV=131.90 0.00

TRINITY_DN46290_c0_g4sp|Q2XVR6|SC4AB_TAKRUscn4ab Sodium channel protein type 4 subunit alpha B OS=Takifugu rubripes GN=scn4ab PE=3 SV=131.90 0.00

TRINITY_DN46685_c2_g5sp|Q9JLG8|CAN15_MOUSECapn15 Calpain-15 OS=Mus musculus GN=Capn15 PE=1 SV=131.90 0.00

TRINITY_DN46805_c0_g1sp|Q556U6|BIP1_DICDIbip1-1 Luminal-binding protein 1 OS=Dictyostelium discoideum GN=bip1-1 PE=3 SV=131.90 0.00

TRINITY_DN47040_c0_g3sp|Q9DCM0|ETHE1_MOUSEEthe1 Persulfide dioxygenase ETHE1, mitochondrial OS=Mus musculus GN=Ethe1 PE=1 SV=231.90 0.00

TRINITY_DN47079_c0_g4sp|Q8BRC6|MAAT1_MOUSEMaats1 Protein MAATS1 OS=Mus musculus GN=Maats1 PE=1 SV=331.90 0.00

TRINITY_DN47397_c0_g2sp|Q9JIA7|SPHK2_MOUSESphk2 Sphingosine kinase 2 OS=Mus musculus GN=Sphk2 PE=1 SV=231.90 0.00

TRINITY_DN47508_c0_g1sp|Q564K3|CND2_ARATHCAPH Condensin complex subunit 2 OS=Arabidopsis thaliana GN=CAPH PE=1 SV=131.90 0.00

TRINITY_DN47864_c0_g4sp|Q9ZGI5|PIKA1_STRVZpikAI Narbonolide/10-deoxymethynolide synthase PikA1, modules 1 and 2 OS=Streptomyces venezuelae GN=pikAI PE=1 SV=131.90 0.00

TRINITY_DN48141_c1_g4sp|Q8VY05|SWI3D_ARATHSWI3D SWI/SNF complex subunit SWI3D OS=Arabidopsis thaliana GN=SWI3D PE=1 SV=331.90 0.00

TRINITY_DN48799_c0_g5sp|O13878|UTP17_SCHPOutp17 U3 small nucleolar RNA-associated protein 17 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=utp17 PE=3 SV=331.90 0.00

TRINITY_DN49654_c0_g3sp|P0C1U5|GUN14_ORYSJOs05g0129200Endoglucanase 14 OS=Oryza sativa subsp. japonica GN=Os05g0129200 PE=2 SV=131.90 0.00

TRINITY_DN49860_c1_g1sp|Q9LVM5|TTHL_ARATHTTL Uric acid degradation bifunctional protein TTL OS=Arabidopsis thaliana GN=TTL PE=1 SV=131.90 0.00

TRINITY_DN49898_c0_g2sp|Q4PF85|EIF3L_USTMAUMAG_01228Eukaryotic translation initiation factor 3 subunit L OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_01228 PE=3 SV=131.90 0.00

TRINITY_DN50646_c0_g1sp|Q55G83|ABKC_DICDIabkC Probable serine/threonine-protein kinase abkC OS=Dictyostelium discoideum GN=abkC PE=3 SV=131.90 0.00

TRINITY_DN51952_c0_g4sp|Q8LLD4|REP_ARATHREP Rab escort protein 1 OS=Arabidopsis thaliana GN=REP PE=1 SV=231.90 0.00

TRINITY_DN52008_c0_g1sp|O18823|AOAH_RABITAOAH Acyloxyacyl hydrolase OS=Oryctolagus cuniculus GN=AOAH PE=2 SV=131.90 0.00

TRINITY_DN52474_c3_g1sp|P18293|ANPRA_MOUSENpr1 Atrial natriuretic peptide receptor 1 OS=Mus musculus GN=Npr1 PE=1 SV=231.90 0.00

TRINITY_DN52515_c3_g6sp|Q9V0V7|EF1A_PYRABtuf Elongation factor 1-alpha OS=Pyrococcus abyssi (strain GE5 / Orsay) GN=tuf PE=3 SV=131.90 0.00

TRINITY_DN52552_c1_g1sp|F4ILR7|DEXH1_ARATHAt2g35920DExH-box ATP-dependent RNA helicase DExH1 OS=Arabidopsis thaliana GN=At2g35920 PE=2 SV=131.90 0.00

TRINITY_DN52969_c0_g1sp|P04464|CALM_WHEAT- Calmodulin OS=Triticum aestivum PE=1 SV=331.90 0.00

TRINITY_DN14883_c0_g1sp|O75582|KS6A5_HUMANRPS6KA5 Ribosomal protein S6 kinase alpha-5 OS=Homo sapiens GN=RPS6KA5 PE=1 SV=131.80 0.00

TRINITY_DN22441_c0_g1sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=331.80 0.00

TRINITY_DN31866_c0_g1sp|Q6T938|FIBP_DANREfibpb Acidic fibroblast growth factor intracellular-binding protein B OS=Danio rerio GN=fibpb PE=1 SV=131.80 0.00

TRINITY_DN32467_c0_g1sp|F4IP13|SHGR6_ARATHSGR6 Protein SHOOT GRAVITROPISM 6 OS=Arabidopsis thaliana GN=SGR6 PE=2 SV=131.80 0.00

TRINITY_DN33852_c0_g1sp|Q5VQL3|PPT3_ORYSJPPT3 Phosphoenolpyruvate/phosphate translocator 3, chloroplastic OS=Oryza sativa subsp. japonica GN=PPT3 PE=2 SV=131.80 0.00

TRINITY_DN34483_c0_g1sp|Q8C437|PEX5R_MOUSEPex5l PEX5-related protein OS=Mus musculus GN=Pex5l PE=1 SV=231.80 0.00

TRINITY_DN34903_c0_g1sp|Q9BSJ8|ESYT1_HUMANESYT1 Extended synaptotagmin-1 OS=Homo sapiens GN=ESYT1 PE=1 SV=131.80 0.00

TRINITY_DN35525_c0_g2sp|P50520|VPS34_SCHPOvps34 Phosphatidylinositol 3-kinase vps34 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vps34 PE=2 SV=231.80 0.00

TRINITY_DN35958_c0_g4sp|Q5JLS2|CIPKC_ORYSJCIPK12 CBL-interacting protein kinase 12 OS=Oryza sativa subsp. japonica GN=CIPK12 PE=1 SV=131.80 0.00

TRINITY_DN36073_c0_g3sp|Q6P6X9|NUP53_DANREnup35 Nucleoporin NUP53 OS=Danio rerio GN=nup35 PE=1 SV=131.80 0.00

TRINITY_DN36155_c1_g1sp|Q32PE2|MOG1_BOVINRANGRF Ran guanine nucleotide release factor OS=Bos taurus GN=RANGRF PE=2 SV=131.80 0.00

TRINITY_DN36305_c1_g5sp|P31948|STIP1_HUMANSTIP1 Stress-induced-phosphoprotein 1 OS=Homo sapiens GN=STIP1 PE=1 SV=131.80 0.00

TRINITY_DN37805_c1_g5sp|Q11080|TMBI4_CAEELtmbi-4 Transmembrane BAX inhibitor motif-containing protein 4 OS=Caenorhabditis elegans GN=tmbi-4 PE=3 SV=231.80 0.00

TRINITY_DN38354_c0_g2sp|Q9QYJ3|DNJB1_MOUSEDnajb1 DnaJ homolog subfamily B member 1 OS=Mus musculus GN=Dnajb1 PE=1 SV=331.80 0.00

TRINITY_DN38382_c1_g1sp|O62126|TM41_CAEELtag-175 Transmembrane protein 41 homolog OS=Caenorhabditis elegans GN=tag-175 PE=3 SV=131.80 0.00

TRINITY_DN38557_c0_g1sp|Q61YG1|LMLN_CAEBRCBG03556Leishmanolysin-like peptidase OS=Caenorhabditis briggsae GN=CBG03556 PE=3 SV=231.80 0.00



TRINITY_DN38783_c0_g1sp|O04318|JAL27_ARATHNSP3 Nitrile-specifier protein 3 OS=Arabidopsis thaliana GN=NSP3 PE=2 SV=131.80 0.00

TRINITY_DN38823_c0_g6sp|Q11119|UBP14_SCHPOubp14 Ubiquitin carboxyl-terminal hydrolase 14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubp14 PE=1 SV=231.80 0.00

TRINITY_DN38875_c0_g5sp|Q7TMF2|ERI1_MOUSEEri1 3'-5' exoribonuclease 1 OS=Mus musculus GN=Eri1 PE=1 SV=231.80 0.00

TRINITY_DN39421_c0_g2sp|P30638|SVOP_CAEELsvop-1 Putative transporter svop-1 OS=Caenorhabditis elegans GN=svop-1 PE=3 SV=531.80 0.00

TRINITY_DN39749_c0_g2sp|Q54DY7|SCPL1_DICDIDDB_G0291912Serine carboxypeptidase S10 family member 1 OS=Dictyostelium discoideum GN=DDB_G0291912 PE=3 SV=131.80 0.00

TRINITY_DN39801_c0_g3sp|Q559T8|Y0701_DICDIDDB_G0272282Probable serine/threonine-protein kinase DDB_G0272282 OS=Dictyostelium discoideum GN=DDB_G0272282 PE=3 SV=131.80 0.00

TRINITY_DN40514_c0_g6sp|O42860|BUB3_SCHPObub3 Mitotic checkpoint protein bub3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bub3 PE=1 SV=131.80 0.00

TRINITY_DN40535_c0_g1sp|Q5R533|SERC3_PONABSERINC3 Serine incorporator 3 OS=Pongo abelii GN=SERINC3 PE=2 SV=131.80 0.00

TRINITY_DN40946_c0_g1sp|Q8RVL2|DEK1_ARATHDEK1 Calpain-type cysteine protease DEK1 OS=Arabidopsis thaliana GN=DEK1 PE=1 SV=131.80 0.00

TRINITY_DN41143_c0_g5sp|Q9LVW9|ARI4_ARATHARI4 Putative E3 ubiquitin-protein ligase ARI4 OS=Arabidopsis thaliana GN=ARI4 PE=5 SV=231.80 0.00

TRINITY_DN41976_c0_g1sp|P58108|AAKG1_BOVINPRKAG1 5'-AMP-activated protein kinase subunit gamma-1 OS=Bos taurus GN=PRKAG1 PE=2 SV=231.80 0.00

TRINITY_DN42272_c0_g3sp|Q9SIT1|TMK3_ARATHTMK3 Receptor-like kinase TMK3 OS=Arabidopsis thaliana GN=TMK3 PE=2 SV=131.80 0.00

TRINITY_DN42657_c0_g7sp|Q5XF89|AT133_MOUSEAtp13a3 Probable cation-transporting ATPase 13A3 OS=Mus musculus GN=Atp13a3 PE=1 SV=131.80 0.00

TRINITY_DN42678_c0_g4sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=231.80 0.00

TRINITY_DN43891_c0_g1sp|Q8LCT3|TRL22_ARATHAt4g29670Thioredoxin-like 2-2, chloroplastic OS=Arabidopsis thaliana GN=At4g29670 PE=2 SV=231.80 0.00

TRINITY_DN44313_c0_g2sp|Q0P4J9|PORED_XENTRsrd5a3 Polyprenol reductase OS=Xenopus tropicalis GN=srd5a3 PE=2 SV=131.80 0.00

TRINITY_DN44598_c1_g3sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=131.80 0.00

TRINITY_DN44857_c1_g1sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=131.80 0.00

TRINITY_DN46274_c0_g2sp|Q9NW13|RBM28_HUMANRBM28 RNA-binding protein 28 OS=Homo sapiens GN=RBM28 PE=1 SV=331.80 0.00

TRINITY_DN46665_c0_g5sp|Q9UT34|YIQ9_SCHPOSPAC824.09cUncharacterized protein C824.09c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC824.09c PE=3 SV=131.80 0.00

TRINITY_DN46781_c0_g1sp|Q553D3|GXCJJ_DICDIgxcJJ Rac guanine nucleotide exchange factor JJ OS=Dictyostelium discoideum GN=gxcJJ PE=1 SV=131.80 0.00

TRINITY_DN46915_c0_g6sp|Q9USM7|TIM23_SCHPOtim23 Mitochondrial import inner membrane translocase subunit tim23 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tim23 PE=3 SV=131.80 0.00

TRINITY_DN47009_c0_g7sp|P50944|AVT4_YEASTAVT4 Vacuolar amino acid transporter 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT4 PE=1 SV=131.80 0.00

TRINITY_DN47113_c0_g3sp|Q6FQL6|KAPR_CANGAPKAR cAMP-dependent protein kinase regulatory subunit OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=PKAR PE=3 SV=131.80 0.00

TRINITY_DN47394_c0_g2sp|Q6NXM2|RCBT1_MOUSERcbtb1 RCC1 and BTB domain-containing protein 1 OS=Mus musculus GN=Rcbtb1 PE=2 SV=131.80 0.00

TRINITY_DN48114_c0_g8sp|Q9LU21|PNSB3_ARATHPNSB3 Photosynthetic NDH subunit of subcomplex B 3, chloroplastic OS=Arabidopsis thaliana GN=PNSB3 PE=2 SV=131.80 0.00

TRINITY_DN48358_c0_g2sp|F4JJL0|ENDO4_ARATHENDO4 Endonuclease 4 OS=Arabidopsis thaliana GN=ENDO4 PE=3 SV=131.80 0.00

TRINITY_DN48444_c1_g1sp|P53118|ROG1_YEASTROG1 Putative lipase ROG1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ROG1 PE=1 SV=131.80 0.00

TRINITY_DN48926_c0_g1sp|Q54T46|XPP3_DICDIxpnpep3 Probable Xaa-Pro aminopeptidase 3 OS=Dictyostelium discoideum GN=xpnpep3 PE=2 SV=131.80 0.00

TRINITY_DN49219_c0_g1sp|Q9LHN4|LPAT5_ARATHLPAT5 Probable 1-acyl-sn-glycerol-3-phosphate acyltransferase 5 OS=Arabidopsis thaliana GN=LPAT5 PE=2 SV=131.80 0.00

TRINITY_DN49549_c0_g7sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=331.80 0.00

TRINITY_DN51123_c1_g1sp|F4JET1|NSE4B_ARATHNSE4B Non-structural maintenance of chromosomes element 4 homolog B OS=Arabidopsis thaliana GN=NSE4B PE=2 SV=131.80 0.00

TRINITY_DN51669_c0_g2sp|Q9UUK2|GCN5_SCHPOgcn5 Histone acetyltransferase gcn5 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gcn5 PE=1 SV=131.80 0.00

TRINITY_DN51785_c1_g1sp|Q9CXR1|DHRS7_MOUSEDhrs7 Dehydrogenase/reductase SDR family member 7 OS=Mus musculus GN=Dhrs7 PE=1 SV=231.80 0.00

TRINITY_DN52003_c0_g3sp|Q9SYK0|HEXO2_ARATHHEXO2 Beta-hexosaminidase 2 OS=Arabidopsis thaliana GN=HEXO2 PE=1 SV=131.80 0.00

TRINITY_DN52292_c1_g1sp|Q9UNQ0|ABCG2_HUMANABCG2 ATP-binding cassette sub-family G member 2 OS=Homo sapiens GN=ABCG2 PE=1 SV=331.80 0.00

TRINITY_DN12543_c0_g1sp|Q55EA2|SLD5_DICDIgins4 DNA replication complex GINS protein SLD5 OS=Dictyostelium discoideum GN=gins4 PE=3 SV=231.70 0.00

TRINITY_DN26093_c0_g1sp|Q06AU7|RAB1B_PIGRAB1B Ras-related protein Rab-1B OS=Sus scrofa GN=RAB1B PE=2 SV=131.70 0.00

TRINITY_DN28549_c0_g2sp|Q8N4F7|RN175_HUMANRNF175 RING finger protein 175 OS=Homo sapiens GN=RNF175 PE=1 SV=231.70 0.00

TRINITY_DN33066_c1_g1sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=331.70 0.00

TRINITY_DN33619_c0_g1sp|Q9UM11|FZR_HUMANFZR1 Fizzy-related protein homolog OS=Homo sapiens GN=FZR1 PE=1 SV=231.70 0.00

TRINITY_DN33629_c0_g1sp|Q60DX1|TPK3_ORYSJTPK3 Thiamine pyrophosphokinase 3 OS=Oryza sativa subsp. japonica GN=TPK3 PE=2 SV=131.70 0.00

TRINITY_DN34003_c1_g1sp|O31632|METC_BACSUmetC Cystathionine beta-lyase MetC OS=Bacillus subtilis (strain 168) GN=metC PE=1 SV=131.70 0.00

TRINITY_DN34363_c0_g1sp|Q32L53|LFG1_BOVINGRINA Protein lifeguard 1 OS=Bos taurus GN=GRINA PE=2 SV=131.70 0.00

TRINITY_DN34587_c0_g2sp|Q70CQ2|UBP34_HUMANUSP34 Ubiquitin carboxyl-terminal hydrolase 34 OS=Homo sapiens GN=USP34 PE=1 SV=231.70 0.00

TRINITY_DN34804_c0_g2sp|Q54QU5|WDR89_DICDIwdr89 WD repeat-containing protein 89 homolog OS=Dictyostelium discoideum GN=wdr89 PE=3 SV=131.70 0.00

TRINITY_DN35448_c0_g3sp|Q54Z01|TBCB_DICDItbcb Tubulin-specific chaperone B OS=Dictyostelium discoideum GN=tbcb PE=3 SV=131.70 0.00

TRINITY_DN36567_c0_g1sp|Q55GN6|Y7588_DICDIDDB_G0267588Probable phosphatidylinositol phosphate kinase DDB_G0267588 OS=Dictyostelium discoideum GN=DDB_G0267588 PE=1 SV=131.70 0.00

TRINITY_DN36616_c0_g7sp|Q6FN53|STE20_CANGASTE20 Serine/threonine-protein kinase STE20 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=STE20 PE=3 SV=131.70 0.00

TRINITY_DN36720_c0_g7sp|Q9VYY4|C4G15_DROMECyp4g15 Cytochrome P450 4g15 OS=Drosophila melanogaster GN=Cyp4g15 PE=2 SV=131.70 0.00

TRINITY_DN37139_c0_g2sp|Q8L7A9|AP4E_ARATHAt1g31730AP-4 complex subunit epsilon OS=Arabidopsis thaliana GN=At1g31730 PE=1 SV=131.70 0.00

TRINITY_DN37243_c0_g3sp|Q96M32|KAD7_HUMANAK7 Adenylate kinase 7 OS=Homo sapiens GN=AK7 PE=1 SV=331.70 0.00

TRINITY_DN37434_c0_g1sp|Q54XM0|CAPTB_DICDIcaptB Uncharacterized CDP-alcohol phosphatidyltransferase class-I family protein 2 OS=Dictyostelium discoideum GN=captB PE=3 SV=131.70 0.00

TRINITY_DN37467_c2_g6sp|P58363|ARCB_ECO57arcB Aerobic respiration control sensor protein ArcB OS=Escherichia coli O157:H7 GN=arcB PE=3 SV=131.70 0.00

TRINITY_DN37629_c0_g1sp|Q5BDG0|SIP5_EMENIsip5 Protein sip5 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=sip5 PE=3 SV=131.70 0.00

TRINITY_DN38018_c0_g1sp|Q9FZ29|MAN1_ARATHMAN1 Mannan endo-1,4-beta-mannosidase 1 OS=Arabidopsis thaliana GN=MAN1 PE=2 SV=131.70 0.00



TRINITY_DN38390_c1_g8sp|Q0WKV8|ULP2A_ARATHULP2A Probable ubiquitin-like-specific protease 2A OS=Arabidopsis thaliana GN=ULP2A PE=2 SV=231.70 0.00

TRINITY_DN38726_c0_g1sp|F4JJL0|ENDO4_ARATHENDO4 Endonuclease 4 OS=Arabidopsis thaliana GN=ENDO4 PE=3 SV=131.70 0.00

TRINITY_DN39497_c0_g1sp|Q2TXA2|SYM1_ASPORsym1 Protein sym1 OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=sym1 PE=3 SV=131.70 0.00

TRINITY_DN40089_c0_g1sp|O14214|TRM10_SCHPOtrm10 tRNA (guanine(9)-N1)-methyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=trm10 PE=1 SV=131.70 0.00

TRINITY_DN40339_c0_g3sp|O75340|PDCD6_HUMANPDCD6 Programmed cell death protein 6 OS=Homo sapiens GN=PDCD6 PE=1 SV=131.70 0.00

TRINITY_DN40723_c1_g4sp|Q9HD43|PTPRH_HUMANPTPRH Receptor-type tyrosine-protein phosphatase H OS=Homo sapiens GN=PTPRH PE=1 SV=331.70 0.00

TRINITY_DN41057_c0_g2sp|W5EP13|CA1P_WHEAT- 2-carboxy-D-arabinitol-1-phosphatase OS=Triticum aestivum PE=1 SV=131.70 0.00

TRINITY_DN41447_c0_g2sp|P55059|PDI_HUMIN- Protein disulfide-isomerase OS=Humicola insolens PE=1 SV=131.70 0.00

TRINITY_DN41822_c0_g1sp|O14981|BTAF1_HUMANBTAF1 TATA-binding protein-associated factor 172 OS=Homo sapiens GN=BTAF1 PE=1 SV=231.70 0.00

TRINITY_DN41940_c1_g2sp|O65621|CADH6_ARATHCAD6 Probable cinnamyl alcohol dehydrogenase 6 OS=Arabidopsis thaliana GN=CAD6 PE=2 SV=131.70 0.00

TRINITY_DN42016_c0_g1sp|A8ILK1|CFA52_CHLRECFAP52 Cilia- and flagella-associated protein 52 OS=Chlamydomonas reinhardtii GN=CFAP52 PE=1 SV=131.70 0.00

TRINITY_DN42194_c1_g5sp|Q54BI3|Y3610_DICDIDDB_G0293610LIMR family protein DDB_G0293610 OS=Dictyostelium discoideum GN=DDB_G0293610 PE=3 SV=131.70 0.00

TRINITY_DN42660_c0_g6sp|P00539|MOS_RATMos Proto-oncogene serine/threonine-protein kinase mos OS=Rattus norvegicus GN=Mos PE=2 SV=231.70 0.00

TRINITY_DN42704_c0_g7sp|Q03529|SCS7_YEASTSCS7 Ceramide very long chain fatty acid hydroxylase SCS7 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SCS7 PE=1 SV=131.70 0.00

TRINITY_DN45799_c1_g2sp|Q94EI9|PT314_ARATHAt3g14410Probable sugar phosphate/phosphate translocator At3g14410 OS=Arabidopsis thaliana GN=At3g14410 PE=2 SV=131.70 0.00

TRINITY_DN45880_c0_g1sp|Q8N357|S35F6_HUMANSLC35F6 Solute carrier family 35 member F6 OS=Homo sapiens GN=SLC35F6 PE=1 SV=131.70 0.00

TRINITY_DN48228_c0_g4sp|Q9C778|ELP4_ARATHELP4 Elongator complex protein 4 OS=Arabidopsis thaliana GN=ELP4 PE=1 SV=131.70 0.00

TRINITY_DN48889_c0_g2sp|Q0A793|RLMKL_ALKEHrlmL Ribosomal RNA large subunit methyltransferase K/L OS=Alkalilimnicola ehrlichii (strain ATCC BAA-1101 / DSM 17681 / MLHE-1) GN=rlmL PE=3 SV=131.70 0.00

TRINITY_DN49197_c0_g1sp|Q6ZTR5|CFA47_HUMANCFAP47 Cilia- and flagella-associated protein 47 OS=Homo sapiens GN=CFAP47 PE=2 SV=431.70 0.00

TRINITY_DN49679_c0_g3sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=131.70 0.00

TRINITY_DN50389_c0_g5sp|Q8L706|SYT5_ARATHSYT5 Synaptotagmin-5 OS=Arabidopsis thaliana GN=SYT5 PE=2 SV=131.70 0.00

TRINITY_DN51708_c0_g3sp|Q5YLG1|GUNA_BACPUeglA Endoglucanase A OS=Bacillus pumilus GN=eglA PE=1 SV=131.70 0.00

TRINITY_DN52115_c1_g1sp|Q7FAZ3|LERK1_ORYSJLECRK1 G-type lectin S-receptor-like serine/threonine-protein kinase LECRK1 OS=Oryza sativa subsp. japonica GN=LECRK1 PE=2 SV=131.70 0.00

TRINITY_DN52347_c1_g1sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=131.70 0.00

TRINITY_DN52653_c2_g1sp|Q8I7P9|POL5_DROMEpol Retrovirus-related Pol polyprotein from transposon opus OS=Drosophila melanogaster GN=pol PE=3 SV=131.70 0.00

TRINITY_DN53944_c0_g1sp|Q90YC0|EF1G_CARAUeef1g Elongation factor 1-gamma OS=Carassius auratus GN=eef1g PE=2 SV=131.70 0.00

TRINITY_DN8708_c0_g1sp|A8ITV9|CFA70_CHLRECFAP70 Cilia- and flagella-associated protein 70 OS=Chlamydomonas reinhardtii GN=CFAP70 PE=1 SV=131.70 0.00

TRINITY_DN12898_c0_g1sp|Q9C720|TMN6_ARATHTMN6 Transmembrane 9 superfamily member 6 OS=Arabidopsis thaliana GN=TMN6 PE=2 SV=131.60 0.00

TRINITY_DN16023_c0_g1sp|O88563|MRP3_RATAbcc3 Canalicular multispecific organic anion transporter 2 OS=Rattus norvegicus GN=Abcc3 PE=1 SV=131.60 0.00

TRINITY_DN16668_c0_g1sp|Q9FYQ8|TMN11_ARATHTMN11 Transmembrane 9 superfamily member 11 OS=Arabidopsis thaliana GN=TMN11 PE=2 SV=131.60 0.00

TRINITY_DN18447_c0_g1sp|Q6H7U5|CIPKQ_ORYSJCIPK26 CBL-interacting protein kinase 26 OS=Oryza sativa subsp. japonica GN=CIPK26 PE=2 SV=131.60 0.00

TRINITY_DN19978_c0_g1sp|Q9STV4|CIPK8_ARATHCIPK8 CBL-interacting serine/threonine-protein kinase 8 OS=Arabidopsis thaliana GN=CIPK8 PE=1 SV=131.60 0.00

TRINITY_DN2974_c0_g1sp|Q86TW2|ADCK1_HUMANADCK1 Uncharacterized aarF domain-containing protein kinase 1 OS=Homo sapiens GN=ADCK1 PE=2 SV=231.60 0.00

TRINITY_DN31121_c0_g1sp|P52429|DGKE_HUMANDGKE Diacylglycerol kinase epsilon OS=Homo sapiens GN=DGKE PE=1 SV=131.60 0.00

TRINITY_DN31633_c0_g2sp|Q55GS6|HIBCH_DICDIhibch 3-hydroxyisobutyryl-CoA hydrolase, mitochondrial OS=Dictyostelium discoideum GN=hibch PE=3 SV=131.60 0.00

TRINITY_DN33432_c0_g2sp|Q8IZ69|TRM2A_HUMANTRMT2A tRNA (uracil-5-)-methyltransferase homolog A OS=Homo sapiens GN=TRMT2A PE=1 SV=231.60 0.00

TRINITY_DN33746_c0_g3sp|A1L1R0|SHQ1_DANREshq1 Protein SHQ1 homolog OS=Danio rerio GN=shq1 PE=1 SV=131.60 0.00

TRINITY_DN33778_c0_g1sp|Q0VFD8|BL1S1_XENTRbloc1s1 Biogenesis of lysosome-related organelles complex 1 subunit 1 OS=Xenopus tropicalis GN=bloc1s1 PE=2 SV=131.60 0.00

TRINITY_DN34194_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=131.60 0.00

TRINITY_DN34573_c0_g1sp|O04716|MSH6_ARATHMSH6 DNA mismatch repair protein MSH6 OS=Arabidopsis thaliana GN=MSH6 PE=1 SV=231.60 0.00

TRINITY_DN34709_c0_g1sp|Q54LQ4|CLCE_DICDIclcE Chloride channel protein E OS=Dictyostelium discoideum GN=clcE PE=3 SV=131.60 0.00

TRINITY_DN35381_c1_g9sp|Q9QYI4|DJB12_MOUSEDnajb12 DnaJ homolog subfamily B member 12 OS=Mus musculus GN=Dnajb12 PE=1 SV=231.60 0.00

TRINITY_DN35758_c0_g1sp|P25888|RHLE_ECOLIrhlE ATP-dependent RNA helicase RhlE OS=Escherichia coli (strain K12) GN=rhlE PE=1 SV=331.60 0.00

TRINITY_DN35903_c0_g3sp|Q26626|KIFA3_STRPUKAP115 Kinesin-associated protein 3 OS=Strongylocentrotus purpuratus GN=KAP115 PE=1 SV=131.60 0.00

TRINITY_DN36267_c0_g6sp|F7ASZ0|BTBD3_CALJABTBD3 BTB/POZ domain-containing protein 3 OS=Callithrix jacchus GN=BTBD3 PE=2 SV=131.60 0.00

TRINITY_DN36271_c0_g1sp|Q9SCC7|CBBX_GUITHcbbX Protein cbbX homolog, chloroplastic OS=Guillardia theta GN=cbbX PE=3 SV=131.60 0.00

TRINITY_DN36546_c0_g2sp|Q4Z8K6|RBP9X_DROMERanBPM Ran-binding proteins 9/10 homolog OS=Drosophila melanogaster GN=RanBPM PE=1 SV=131.60 0.00

TRINITY_DN36959_c1_g10sp|O94673|YG75_SCHPOSPBC776.05Uncharacterized membrane protein C776.05 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC776.05 PE=4 SV=231.60 0.00

TRINITY_DN37116_c0_g1sp|Q02158|PLC_DICDIplc 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase OS=Dictyostelium discoideum GN=plc PE=2 SV=131.60 0.00

TRINITY_DN37371_c0_g3sp|Q6PDJ6|FBX42_MOUSEFbxo42 F-box only protein 42 OS=Mus musculus GN=Fbxo42 PE=1 SV=131.60 0.00

TRINITY_DN37400_c0_g5sp|Q9C5U0|AHK4_ARATHAHK4 Histidine kinase 4 OS=Arabidopsis thaliana GN=AHK4 PE=1 SV=131.60 0.00

TRINITY_DN37833_c0_g7sp|Q9Z1Q9|SYVC_MOUSEVars Valine--tRNA ligase OS=Mus musculus GN=Vars PE=1 SV=131.60 0.00

TRINITY_DN38263_c0_g1sp|Q17424|THIO2_CAEELtrx-2 Probable thioredoxin-2 OS=Caenorhabditis elegans GN=trx-2 PE=3 SV=231.60 0.00

TRINITY_DN38438_c1_g2sp|Q8LPK4|AP2A2_ARATHALPHAC-ADAP-2 complex subunit alpha-2 OS=Arabidopsis thaliana GN=ALPHAC-AD PE=1 SV=131.60 0.00

TRINITY_DN39513_c0_g4sp|Q96HP0|DOCK6_HUMANDOCK6 Dedicator of cytokinesis protein 6 OS=Homo sapiens GN=DOCK6 PE=1 SV=331.60 0.00

TRINITY_DN40067_c0_g3sp|O26024|Y1491_HELPYHP_1491 Putative phosphate permease HP_1491 OS=Helicobacter pylori (strain ATCC 700392 / 26695) GN=HP_1491 PE=3 SV=131.60 0.00



TRINITY_DN40232_c1_g4sp|Q940U6|FLU_ARATHFLU Protein FLUORESCENT IN BLUE LIGHT, chloroplastic OS=Arabidopsis thaliana GN=FLU PE=1 SV=131.60 0.00

TRINITY_DN41137_c0_g6sp|P23540|RNMC_MOMCH- Ribonuclease MC OS=Momordica charantia PE=1 SV=131.60 0.00

TRINITY_DN41191_c0_g1sp|P98187|CP4F8_HUMANCYP4F8 Cytochrome P450 4F8 OS=Homo sapiens GN=CYP4F8 PE=1 SV=131.60 0.00

TRINITY_DN41226_c0_g3sp|Q54RM1|OSB7_DICDIosbG Oxysterol-binding protein 7 OS=Dictyostelium discoideum GN=osbG PE=3 SV=131.60 0.00

TRINITY_DN41372_c0_g3sp|Q9SKC4|ARI10_ARATHARI10 Probable E3 ubiquitin-protein ligase ARI10 OS=Arabidopsis thaliana GN=ARI10 PE=2 SV=131.60 0.00

TRINITY_DN41471_c1_g3sp|P52178|TPT2_BRAOBNGTPT Triose phosphate/phosphate translocator, non-green plastid, chloroplastic OS=Brassica oleracea var. botrytis GN=NGTPT PE=2 SV=131.60 0.00

TRINITY_DN41964_c1_g4sp|Q6PHR2|ULK3_HUMANULK3 Serine/threonine-protein kinase ULK3 OS=Homo sapiens GN=ULK3 PE=1 SV=231.60 0.00

TRINITY_DN42709_c2_g9sp|Q54FD6|TF2B_DICDIgtf2b Transcription initiation factor IIB OS=Dictyostelium discoideum GN=gtf2b PE=3 SV=131.60 0.00

TRINITY_DN42755_c0_g2sp|Q6NNP0|ATG16_ARATHATG16 Autophagy-related protein 16 OS=Arabidopsis thaliana GN=ATG16 PE=2 SV=131.60 0.00

TRINITY_DN42849_c1_g2sp|Q5ZMT7|ADCK1_CHICKADCK1 Uncharacterized aarF domain-containing protein kinase 1 OS=Gallus gallus GN=ADCK1 PE=2 SV=131.60 0.00

TRINITY_DN43057_c0_g5sp|Q4V8F4|RABEK_RATRabepk Rab9 effector protein with kelch motifs OS=Rattus norvegicus GN=Rabepk PE=2 SV=131.60 0.00

TRINITY_DN43209_c0_g3sp|P73689|SPPA_SYNY3sppA Protease 4 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sppA PE=3 SV=131.60 0.00

TRINITY_DN43331_c0_g2sp|P0CD65|PAN3_DICDIpan3 PAB-dependent poly(A)-specific ribonuclease subunit PAN3 OS=Dictyostelium discoideum GN=pan3 PE=3 SV=131.60 0.00

TRINITY_DN43911_c0_g4sp|Q86JE5|ERD2_DICDIkdelr ER lumen protein-retaining receptor OS=Dictyostelium discoideum GN=kdelr PE=3 SV=131.60 0.00

TRINITY_DN44809_c0_g3sp|Q3U481|MFS12_MOUSEMfsd12 Major facilitator superfamily domain-containing protein 12 OS=Mus musculus GN=Mfsd12 PE=1 SV=131.60 0.00

TRINITY_DN45171_c1_g8sp|A4W829|RIHA_ENT38rihA Pyrimidine-specific ribonucleoside hydrolase RihA OS=Enterobacter sp. (strain 638) GN=rihA PE=3 SV=131.60 0.00

TRINITY_DN45918_c0_g3sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=231.60 0.00

TRINITY_DN46082_c0_g2sp|Q8K2V1|PP4R1_MOUSEPpp4r1 Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Mus musculus GN=Ppp4r1 PE=1 SV=231.60 0.00

TRINITY_DN46814_c1_g2sp|Q9M2D2|YU88_ARATHAt3g61320UPF0187 protein At3g61320, chloroplastic OS=Arabidopsis thaliana GN=At3g61320 PE=2 SV=231.60 0.00

TRINITY_DN46844_c2_g1sp|Q8K2V1|PP4R1_MOUSEPpp4r1 Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Mus musculus GN=Ppp4r1 PE=1 SV=231.60 0.00

TRINITY_DN47015_c0_g2sp|Q86G47|GEFQ_DICDIgefQ Ras guanine nucleotide exchange factor Q OS=Dictyostelium discoideum GN=gefQ PE=2 SV=131.60 0.00

TRINITY_DN47116_c0_g3sp|Q92565|RPGF5_HUMANRAPGEF5 Rap guanine nucleotide exchange factor 5 OS=Homo sapiens GN=RAPGEF5 PE=1 SV=131.60 0.00

TRINITY_DN47279_c0_g6sp|Q499U8|TMCO4_RATTmco4 Transmembrane and coiled-coil domain-containing protein 4 OS=Rattus norvegicus GN=Tmco4 PE=2 SV=131.60 0.00

TRINITY_DN47336_c1_g6sp|Q9Y5B0|CTDP1_HUMANCTDP1 RNA polymerase II subunit A C-terminal domain phosphatase OS=Homo sapiens GN=CTDP1 PE=1 SV=331.60 0.00

TRINITY_DN47865_c1_g2sp|Q22708|SYM2_CAEELsym-2 RNA-binding protein sym-2 OS=Caenorhabditis elegans GN=sym-2 PE=2 SV=331.60 0.00

TRINITY_DN47961_c0_g8sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=331.60 0.00

TRINITY_DN48724_c0_g3sp|P54567|YQKD_BACSUyqkD Uncharacterized protein YqkD OS=Bacillus subtilis (strain 168) GN=yqkD PE=4 SV=131.60 0.00

TRINITY_DN48961_c0_g1sp|Q0WPZ7|GLE1_ARATHGLE1 Protein GLE1 OS=Arabidopsis thaliana GN=GLE1 PE=1 SV=131.60 0.00

TRINITY_DN49022_c0_g4sp|Q804S5|MIB1_DANREmib1 E3 ubiquitin-protein ligase mib1 OS=Danio rerio GN=mib1 PE=1 SV=131.60 0.00

TRINITY_DN49334_c0_g2sp|Q3E6S9|CNIF3_ARATHCpNIFS3 Probable L-cysteine desulfhydrase, chloroplastic OS=Arabidopsis thaliana GN=CpNIFS3 PE=1 SV=131.60 0.00

TRINITY_DN49502_c0_g2sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=131.60 0.00

TRINITY_DN49521_c0_g10sp|Q5ZHN1|CHM2A_CHICKCHMP2A Charged multivesicular body protein 2a OS=Gallus gallus GN=CHMP2A PE=2 SV=131.60 0.00

TRINITY_DN50539_c0_g1sp|P10895|PLCD1_BOVINPLCD1 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase delta-1 OS=Bos taurus GN=PLCD1 PE=2 SV=231.60 0.00

TRINITY_DN50840_c0_g1sp|Q13576|IQGA2_HUMANIQGAP2 Ras GTPase-activating-like protein IQGAP2 OS=Homo sapiens GN=IQGAP2 PE=1 SV=431.60 0.00

TRINITY_DN51630_c0_g1sp|Q7YXD4|P80_DICDIp80 Protein P80 OS=Dictyostelium discoideum GN=p80 PE=2 SV=131.60 0.00

TRINITY_DN51950_c0_g3sp|Q5ZLV4|NSUN2_CHICKNSUN2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Gallus gallus GN=NSUN2 PE=2 SV=131.60 0.00

TRINITY_DN51991_c1_g3sp|P40383|XRN1_SCHPOexo2 5'-3' exoribonuclease 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=exo2 PE=1 SV=131.60 0.00

TRINITY_DN23989_c0_g1sp|Q9LX30|GCN2_ARATHGCN2 eIF-2-alpha kinase GCN2 OS=Arabidopsis thaliana GN=GCN2 PE=2 SV=231.50 0.00

TRINITY_DN29417_c1_g1sp|Q9C1X4|YKW3_SCHPOSPAP32A8.03cUncharacterized RING finger protein P32A8.03c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAP32A8.03c PE=3 SV=131.50 0.00

TRINITY_DN29866_c0_g2sp|Q54ZI6|PLBLE_DICDIplbE Phospholipase B-like protein E OS=Dictyostelium discoideum GN=plbE PE=3 SV=131.50 0.00

TRINITY_DN30575_c0_g4sp|Q99LM2|CK5P3_MOUSECdk5rap3CDK5 regulatory subunit-associated protein 3 OS=Mus musculus GN=Cdk5rap3 PE=1 SV=131.50 0.00

TRINITY_DN30616_c0_g2sp|Q564K3|CND2_ARATHCAPH Condensin complex subunit 2 OS=Arabidopsis thaliana GN=CAPH PE=1 SV=131.50 0.00

TRINITY_DN33035_c0_g1sp|A6QP81|MT21C_BOVINMETTL21CProtein-lysine methyltransferase METTL21C OS=Bos taurus GN=METTL21C PE=2 SV=131.50 0.00

TRINITY_DN33346_c0_g1sp|Q6DCP6|DYM_XENLAdym Dymeclin OS=Xenopus laevis GN=dym PE=2 SV=131.50 0.00

TRINITY_DN33525_c0_g2sp|B0F9L4|GOGC6_ARATHGC6 Golgin candidate 6 OS=Arabidopsis thaliana GN=GC6 PE=1 SV=231.50 0.00

TRINITY_DN34119_c0_g1sp|E9PZJ8|ASCC3_MOUSEAscc3 Activating signal cointegrator 1 complex subunit 3 OS=Mus musculus GN=Ascc3 PE=1 SV=131.50 0.00

TRINITY_DN34514_c0_g1sp|Q05973|SCN1_HETBL- Sodium channel protein 1 brain OS=Heterololigo bleekeri PE=2 SV=131.50 0.00

TRINITY_DN34774_c0_g1sp|Q55DW9|GACZ_DICDIgacZ Rho GTPase-activating protein gacZ OS=Dictyostelium discoideum GN=gacZ PE=3 SV=131.50 0.00

TRINITY_DN35335_c0_g5sp|Q7RJG2|CDPK4_PLAYOCPK4 Calcium-dependent protein kinase 4 OS=Plasmodium yoelii yoelii GN=CPK4 PE=3 SV=331.50 0.00

TRINITY_DN35491_c0_g1sp|Q9LSE4|CCB1_ARATHCCB1 Protein COFACTOR ASSEMBLY OF COMPLEX C SUBUNIT B CCB1, chloroplastic OS=Arabidopsis thaliana GN=CCB1 PE=1 SV=131.50 0.00

TRINITY_DN35753_c0_g2sp|P62345|CDPK4_PLABACPK4 Calcium-dependent protein kinase 4 OS=Plasmodium berghei (strain Anka) GN=CPK4 PE=1 SV=231.50 0.00

TRINITY_DN35820_c0_g1sp|P75863|YCBX_ECOLIycbX Uncharacterized protein YcbX OS=Escherichia coli (strain K12) GN=ycbX PE=1 SV=131.50 0.00

TRINITY_DN36013_c2_g1sp|Q5ACX1|RAD5_CANALRAD5 DNA repair protein RAD5 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=RAD5 PE=3 SV=131.50 0.00

TRINITY_DN36637_c0_g7sp|Q08DI8|PUS7_BOVINPUS7 Pseudouridylate synthase 7 homolog OS=Bos taurus GN=PUS7 PE=2 SV=131.50 0.00

TRINITY_DN36759_c0_g6sp|Q54LY5|XRCC5_DICDIku80 X-ray repair cross-complementing protein 5 OS=Dictyostelium discoideum GN=ku80 PE=3 SV=131.50 0.00

TRINITY_DN36868_c0_g2sp|P30291|WEE1_HUMANWEE1 Wee1-like protein kinase OS=Homo sapiens GN=WEE1 PE=1 SV=231.50 0.00



TRINITY_DN36918_c0_g7sp|Q58CY6|PGFS_BOVINFAM213B Prostamide/prostaglandin F synthase OS=Bos taurus GN=FAM213B PE=2 SV=131.50 0.00

TRINITY_DN36957_c0_g1sp|Q8WZK3|IBP1_SCHPOibp1 Dual specificity phosphatase ibp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ibp1 PE=1 SV=131.50 0.00

TRINITY_DN37296_c0_g3sp|P54797|TNG2_MOUSETango2 Transport and Golgi organization 2 homolog OS=Mus musculus GN=Tango2 PE=1 SV=131.50 0.00

TRINITY_DN37469_c0_g3sp|O67178|Y1088_AQUAEaq_1088 Uncharacterized protein aq_1088 OS=Aquifex aeolicus (strain VF5) GN=aq_1088 PE=3 SV=131.50 0.00

TRINITY_DN38048_c1_g5sp|O88788|AG10B_RATAlg10b Putative Dol-P-Glc:Glc(2)Man(9)GlcNAc(2)-PP-Dol alpha-1,2-glucosyltransferase OS=Rattus norvegicus GN=Alg10b PE=1 SV=131.50 0.00

TRINITY_DN38456_c0_g1sp|Q55909|Y305_SYNY3slr0305 TVP38/TMEM64 family membrane protein slr0305 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0305 PE=3 SV=131.50 0.00

TRINITY_DN38949_c1_g2sp|Q9SYL6|GGH1_ARATHGGH1 Gamma-glutamyl hydrolase 1 OS=Arabidopsis thaliana GN=GGH1 PE=2 SV=131.50 0.00

TRINITY_DN39167_c0_g2sp|Q5UP24|YR259_MIMIVMIMI_R259Uncharacterized protein R259 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R259 PE=4 SV=131.50 0.00

TRINITY_DN39226_c1_g9sp|Q9FIZ9|NIP41_ARATHNIP4-1 Putative aquaporin NIP4-1 OS=Arabidopsis thaliana GN=NIP4-1 PE=3 SV=131.50 0.00

TRINITY_DN39369_c0_g1sp|Q56Y42|PLR1_ARATHPLR1 Pyridoxal reductase, chloroplastic OS=Arabidopsis thaliana GN=PLR1 PE=1 SV=131.50 0.00

TRINITY_DN39469_c0_g8sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=131.50 0.00

TRINITY_DN40113_c0_g2sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=131.50 0.00

TRINITY_DN40210_c0_g1sp|P10090|WHITE_DROMEw Protein white OS=Drosophila melanogaster GN=w PE=2 SV=231.50 0.00

TRINITY_DN40215_c1_g1sp|Q54MZ4|MCFB_DICDImcfB Mitochondrial substrate carrier family protein B OS=Dictyostelium discoideum GN=mcfB PE=3 SV=131.50 0.00

TRINITY_DN40292_c1_g2sp|P94400|YCIC_BACSUyciC Putative metal chaperone YciC OS=Bacillus subtilis (strain 168) GN=yciC PE=2 SV=131.50 0.00

TRINITY_DN40365_c0_g4sp|O94168|SNF1_CANTRSNF1 Carbon catabolite-derepressing protein kinase OS=Candida tropicalis GN=SNF1 PE=3 SV=131.50 0.00

TRINITY_DN41047_c0_g2sp|B1AZ99|OTUD3_MOUSEOtud3 OTU domain-containing protein 3 OS=Mus musculus GN=Otud3 PE=3 SV=131.50 0.00

TRINITY_DN41656_c0_g1sp|Q94KD3|VP52A_ARATHVPS52 Vacuolar protein sorting-associated protein 52 A OS=Arabidopsis thaliana GN=VPS52 PE=1 SV=131.50 0.00

TRINITY_DN41661_c0_g6sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=131.50 0.00

TRINITY_DN41933_c0_g2sp|Q9SZR1|ACA10_ARATHACA10 Calcium-transporting ATPase 10, plasma membrane-type OS=Arabidopsis thaliana GN=ACA10 PE=1 SV=231.50 0.00

TRINITY_DN42465_c0_g10sp|Q20117|GSH1_CAEELgcs-1 Glutamate--cysteine ligase OS=Caenorhabditis elegans GN=gcs-1 PE=1 SV=231.50 0.00

TRINITY_DN43259_c0_g2sp|P54367|KC1A_DROMECkIalphaCasein kinase I isoform alpha OS=Drosophila melanogaster GN=CkIalpha PE=1 SV=131.50 0.00

TRINITY_DN43876_c0_g3sp|Q70LM4|LGRD_BREPAlgrD Linear gramicidin synthase subunit D OS=Brevibacillus parabrevis GN=lgrD PE=1 SV=131.50 0.00

TRINITY_DN44900_c0_g3sp|Q92373|RFA2_SCHPOssb2 Replication factor A protein 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ssb2 PE=1 SV=131.50 0.00

TRINITY_DN45070_c0_g6sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=131.50 0.00

TRINITY_DN45504_c0_g5sp|Q8VYU4|CCR4F_ARATHCCR4-6 Carbon catabolite repressor protein 4 homolog 6 OS=Arabidopsis thaliana GN=CCR4-6 PE=2 SV=231.50 0.00

TRINITY_DN46004_c1_g2sp|Q9M2G7|LPPD_ARATHLPPD Lipid phosphate phosphatase delta OS=Arabidopsis thaliana GN=LPPD PE=2 SV=131.50 0.00

TRINITY_DN46387_c0_g1sp|Q2NL67|PARP6_HUMANPARP6 Poly [ADP-ribose] polymerase 6 OS=Homo sapiens GN=PARP6 PE=2 SV=131.50 0.00

TRINITY_DN47273_c0_g5sp|Q8L7U5|BSL1_ARATHBSL1 Serine/threonine-protein phosphatase BSL1 OS=Arabidopsis thaliana GN=BSL1 PE=1 SV=231.50 0.00

TRINITY_DN48299_c1_g2sp|Q63369|NFKB1_RATNfkb1 Nuclear factor NF-kappa-B p105 subunit (Fragment) OS=Rattus norvegicus GN=Nfkb1 PE=1 SV=131.50 0.00

TRINITY_DN48360_c0_g1sp|Q8CG46|SMC5_MOUSESmc5 Structural maintenance of chromosomes protein 5 OS=Mus musculus GN=Smc5 PE=1 SV=131.50 0.00

TRINITY_DN48691_c1_g2sp|Q8N6M0|OTU6B_HUMANOTUD6B OTU domain-containing protein 6B OS=Homo sapiens GN=OTUD6B PE=1 SV=131.50 0.00

TRINITY_DN48989_c0_g4sp|Q5TJ56|FORF_DICDIforF Formin-F OS=Dictyostelium discoideum GN=forF PE=1 SV=131.50 0.00

TRINITY_DN49202_c0_g5sp|Q54ET6|ABPF_DICDIabpF Actin-binding protein F OS=Dictyostelium discoideum GN=abpF PE=1 SV=131.50 0.00

TRINITY_DN49287_c0_g5sp|Q2MHE4|HT1_ARATHHT1 Serine/threonine-protein kinase HT1 OS=Arabidopsis thaliana GN=HT1 PE=1 SV=131.50 0.00

TRINITY_DN49530_c0_g3sp|P37005|LAST_ECOLIlasT Uncharacterized tRNA/rRNA methyltransferase LasT OS=Escherichia coli (strain K12) GN=lasT PE=3 SV=231.50 0.00

TRINITY_DN49584_c1_g6sp|Q460N3|PAR15_HUMANPARP15 Poly [ADP-ribose] polymerase 15 OS=Homo sapiens GN=PARP15 PE=1 SV=231.50 0.00

TRINITY_DN50066_c0_g5sp|Q7TS68|NSUN6_MOUSENsun6 Putative methyltransferase NSUN6 OS=Mus musculus GN=Nsun6 PE=2 SV=231.50 0.00

TRINITY_DN50278_c0_g4sp|Q8BQQ1|ZDH14_MOUSEZdhhc14 Probable palmitoyltransferase ZDHHC14 OS=Mus musculus GN=Zdhhc14 PE=1 SV=131.50 0.00

TRINITY_DN50286_c0_g1sp|Q6Q2J0|AOFA_PIGMAOA Amine oxidase [flavin-containing] A OS=Sus scrofa GN=MAOA PE=2 SV=131.50 0.00

TRINITY_DN50451_c0_g2sp|O75976|CBPD_HUMANCPD Carboxypeptidase D OS=Homo sapiens GN=CPD PE=1 SV=231.50 0.00

TRINITY_DN51228_c1_g1sp|O28797|TSPO_ARCFUtspO Tryptophan-rich protein TspO OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=tspO PE=3 SV=131.50 0.00

TRINITY_DN51968_c1_g1sp|P06787|CALM_YEASTCMD1 Calmodulin OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CMD1 PE=1 SV=131.50 0.00

TRINITY_DN52404_c0_g1sp|Q6ZFZ4|DEK1_ORYSJADL1 Calpain-type cysteine protease ADL1 OS=Oryza sativa subsp. japonica GN=ADL1 PE=1 SV=131.50 0.00

TRINITY_DN7945_c0_g1sp|O04487|EF1G1_ARATHAt1g09640Probable elongation factor 1-gamma 1 OS=Arabidopsis thaliana GN=At1g09640 PE=1 SV=131.50 0.00

TRINITY_DN20043_c0_g1sp|P35792|PR12_HORVU- Pathogenesis-related protein PRB1-2 OS=Hordeum vulgare PE=2 SV=131.40 0.00

TRINITY_DN25661_c0_g1sp|Q7ZWS2|5N3BA_XENLANt5c3b-a7-methylguanosine phosphate-specific 5'-nucleotidase A OS=Xenopus laevis GN=Nt5c3b-a PE=2 SV=231.40 0.00

TRINITY_DN25714_c0_g1sp|Q54FW9|Y0555_DICDIDDB_G0290555WD repeat-containing protein DDB_G0290555 OS=Dictyostelium discoideum GN=DDB_G0290555 PE=3 SV=131.40 0.00

TRINITY_DN30784_c0_g1sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=231.40 0.00

TRINITY_DN3141_c0_g1sp|Q5PPX5|RN170_XENLArnf170 E3 ubiquitin-protein ligase RNF170 OS=Xenopus laevis GN=rnf170 PE=2 SV=131.40 0.00

TRINITY_DN33662_c0_g1sp|P58684|SPCS2_ARATHAt2g39960Probable signal peptidase complex subunit 2 OS=Arabidopsis thaliana GN=At2g39960 PE=2 SV=131.40 0.00

TRINITY_DN34167_c0_g1sp|Q12133|SPC3_YEASTSPC3 Signal peptidase complex subunit SPC3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SPC3 PE=1 SV=131.40 0.00

TRINITY_DN34259_c0_g1sp|P22062|PIMT_RATPcmt1 Protein-L-isoaspartate(D-aspartate) O-methyltransferase OS=Rattus norvegicus GN=Pcmt1 PE=1 SV=231.40 0.00

TRINITY_DN35038_c0_g1sp|Q7LL04|YQK1_SCHPOSPCC1494.01UPF0676 protein C1494.01 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1494.01 PE=3 SV=231.40 0.00

TRINITY_DN35482_c0_g1sp|Q2TBI1|NSE4A_BOVINNSMCE4A Non-structural maintenance of chromosomes element 4 homolog A OS=Bos taurus GN=NSMCE4A PE=2 SV=131.40 0.00

TRINITY_DN36637_c0_g12sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=131.40 0.00



TRINITY_DN36710_c0_g2sp|Q86IL5|PP4R2_DICDIppp4r2 Serine/threonine-protein phosphatase 4 regulatory subunit 2 OS=Dictyostelium discoideum GN=ppp4r2 PE=3 SV=231.40 0.00

TRINITY_DN36727_c0_g2sp|Q6QA33|DH12B_DANREhsd17b12bVery-long-chain 3-oxoacyl-CoA reductase-B OS=Danio rerio GN=hsd17b12b PE=2 SV=231.40 0.00

TRINITY_DN36757_c0_g7sp|A0JN54|DGKA_BOVINDGKA Diacylglycerol kinase alpha OS=Bos taurus GN=DGKA PE=2 SV=131.40 0.00

TRINITY_DN37858_c0_g10sp|Q54BW6|TTC27_DICDIttc27 Tetratricopeptide repeat protein 27 homolog OS=Dictyostelium discoideum GN=ttc27 PE=3 SV=131.40 0.00

TRINITY_DN38240_c0_g8sp|Q9VCR7|CTNS_DROMECG17119 Cystinosin homolog OS=Drosophila melanogaster GN=CG17119 PE=1 SV=231.40 0.00

TRINITY_DN38328_c0_g10sp|Q9XZ43|5NTD_LUTLO5NUC Protein 5NUC OS=Lutzomyia longipalpis GN=5NUC PE=1 SV=131.40 0.00

TRINITY_DN38437_c0_g8sp|Q15375|EPHA7_HUMANEPHA7 Ephrin type-A receptor 7 OS=Homo sapiens GN=EPHA7 PE=1 SV=331.40 0.00

TRINITY_DN38592_c1_g2sp|Q9M041|BH140_ARATHBHLH140 Transcription factor bHLH140 OS=Arabidopsis thaliana GN=BHLH140 PE=3 SV=131.40 0.00

TRINITY_DN38663_c0_g7sp|Q96B26|EXOS8_HUMANEXOSC8 Exosome complex component RRP43 OS=Homo sapiens GN=EXOSC8 PE=1 SV=131.40 0.00

TRINITY_DN38709_c1_g1sp|P0CD62|LIMKB_DICDIDDB_G0286997Probable LIM domain-containing serine/threonine-protein kinase DDB_G0286997 OS=Dictyostelium discoideum GN=DDB_G0286997 PE=3 SV=131.40 0.00

TRINITY_DN38875_c0_g2sp|B0VHH0|KCE_CLOAIkce 3-keto-5-aminohexanoate cleavage enzyme OS=Cloacimonas acidaminovorans (strain Evry) GN=kce PE=1 SV=131.40 0.00

TRINITY_DN40736_c0_g6sp|P08458|SPS1_YEASTSPS1 Sporulation-specific protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SPS1 PE=1 SV=231.40 0.00

TRINITY_DN41744_c0_g4sp|B9DFS6|SNX2B_ARATHSNX2B Sorting nexin 2B OS=Arabidopsis thaliana GN=SNX2B PE=1 SV=131.40 0.00

TRINITY_DN41914_c1_g1sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=231.40 0.00

TRINITY_DN42400_c1_g2sp|Q8VI47|MRP2_MOUSEAbcc2 Canalicular multispecific organic anion transporter 1 OS=Mus musculus GN=Abcc2 PE=1 SV=231.40 0.00

TRINITY_DN43395_c0_g3sp|Q84XV2|GTE1_ARATHGTE1 Transcription factor GTE1 OS=Arabidopsis thaliana GN=GTE1 PE=2 SV=131.40 0.00

TRINITY_DN43915_c0_g1sp|Q55DW9|GACZ_DICDIgacZ Rho GTPase-activating protein gacZ OS=Dictyostelium discoideum GN=gacZ PE=3 SV=131.40 0.00

TRINITY_DN43944_c2_g3sp|Q9N0V3|ABCBB_RABITABCB11 Bile salt export pump OS=Oryctolagus cuniculus GN=ABCB11 PE=2 SV=131.40 0.00

TRINITY_DN44091_c0_g1sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=131.40 0.00

TRINITY_DN44160_c1_g1sp|Q54N00|FORH_DICDIforH Formin-H OS=Dictyostelium discoideum GN=forH PE=1 SV=131.40 0.00

TRINITY_DN44200_c0_g3sp|Q92565|RPGF5_HUMANRAPGEF5 Rap guanine nucleotide exchange factor 5 OS=Homo sapiens GN=RAPGEF5 PE=1 SV=131.40 0.00

TRINITY_DN44379_c0_g6sp|Q8BTY8|SCFD2_MOUSEScfd2 Sec1 family domain-containing protein 2 OS=Mus musculus GN=Scfd2 PE=1 SV=131.40 0.00

TRINITY_DN44627_c1_g1sp|F4IUX6|RENT2_ARATHUPF2 Regulator of nonsense transcripts UPF2 OS=Arabidopsis thaliana GN=UPF2 PE=2 SV=131.40 0.00

TRINITY_DN44653_c0_g3sp|Q7Z2W4|ZCCHV_HUMANZC3HAV1 Zinc finger CCCH-type antiviral protein 1 OS=Homo sapiens GN=ZC3HAV1 PE=1 SV=331.40 0.00

TRINITY_DN45147_c0_g3sp|G5EBI4|CEEH1_CAEELceeh-1 Epoxide hydrolase 1 OS=Caenorhabditis elegans GN=ceeh-1 PE=1 SV=131.40 0.00

TRINITY_DN45665_c0_g2sp|Q6NQI8|LAG13_ARATHAt1g13580LAG1 longevity assurance homolog 3 OS=Arabidopsis thaliana GN=At1g13580 PE=2 SV=231.40 0.00

TRINITY_DN46405_c0_g3sp|Q9LZX8|BIG2_ARATHBIG2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Arabidopsis thaliana GN=BIG2 PE=2 SV=131.40 0.00

TRINITY_DN46514_c0_g4sp|Q9LHE4|CHR27_ARATHCHR27 Helicase-like transcription factor CHR27 OS=Arabidopsis thaliana GN=CHR27 PE=1 SV=131.40 0.00

TRINITY_DN47472_c0_g3sp|Q9LHQ7|MCES1_ARATHAt3g20650mRNA cap guanine-N7 methyltransferase 1 OS=Arabidopsis thaliana GN=At3g20650 PE=2 SV=131.40 0.00

TRINITY_DN47476_c0_g2sp|Q9K9K5|SPEA_BACHDspeA Arginine decarboxylase OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=speA PE=3 SV=131.40 0.00

TRINITY_DN48095_c0_g9sp|Q6AJW3|MSBA_DESPSmsbA Lipid A export ATP-binding/permease protein MsbA OS=Desulfotalea psychrophila (strain LSv54 / DSM 12343) GN=msbA PE=3 SV=131.40 0.00

TRINITY_DN48209_c0_g3sp|Q940H6|SRK2E_ARATHSRK2E Serine/threonine-protein kinase SRK2E OS=Arabidopsis thaliana GN=SRK2E PE=1 SV=131.40 0.00

TRINITY_DN48952_c1_g6sp|Q5MD89|VGFR3_DANREflt4 Vascular endothelial growth factor receptor 3 OS=Danio rerio GN=flt4 PE=2 SV=131.40 0.00

TRINITY_DN49000_c0_g2sp|Q3UZW7|EF2KT_MOUSEEef2kmt Protein-lysine N-methyltransferase EEF2KMT OS=Mus musculus GN=Eef2kmt PE=1 SV=131.40 0.00

TRINITY_DN49346_c0_g3sp|Q5ZLK1|DCA13_CHICKDCAF13 DDB1- and CUL4-associated factor 13 OS=Gallus gallus GN=DCAF13 PE=2 SV=131.40 0.00

TRINITY_DN50927_c1_g2sp|Q92887|MRP2_HUMANABCC2 Canalicular multispecific organic anion transporter 1 OS=Homo sapiens GN=ABCC2 PE=1 SV=331.40 0.00

TRINITY_DN50968_c0_g1sp|Q02060|PSBS_SPIOLPSBS Photosystem II 22 kDa protein, chloroplastic OS=Spinacia oleracea GN=PSBS PE=1 SV=131.40 0.00

TRINITY_DN51154_c0_g1sp|P42712|DMPM_STRADdmpM O-demethylpuromycin-O-methyltransferase OS=Streptomyces alboniger GN=dmpM PE=3 SV=131.40 0.00

TRINITY_DN51380_c1_g4sp|Q2NKS3|PSMG3_BOVINPSMG3 Proteasome assembly chaperone 3 OS=Bos taurus GN=PSMG3 PE=2 SV=131.40 0.00

TRINITY_DN51419_c0_g1sp|O08653|TEP1_RATTep1 Telomerase protein component 1 OS=Rattus norvegicus GN=Tep1 PE=1 SV=131.40 0.00

TRINITY_DN51799_c1_g3sp|O43036|RPA43_SCHPOrpa43 DNA-directed RNA polymerase I subunit rpa43 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa43 PE=1 SV=131.40 0.00

TRINITY_DN52211_c2_g1sp|Q9FG93|MNS4_ARATHMNS4 Alpha-mannosidase I MNS4 OS=Arabidopsis thaliana GN=MNS4 PE=1 SV=131.40 0.00

TRINITY_DN16864_c0_g1sp|O93829|PGTA_CANAXBET4 Geranylgeranyl transferase type-2 subunit alpha OS=Candida albicans GN=BET4 PE=3 SV=131.30 0.00

TRINITY_DN16975_c0_g1sp|Q91821|MELK_XENLAmelk Maternal embryonic leucine zipper kinase OS=Xenopus laevis GN=melk PE=1 SV=231.30 0.00

TRINITY_DN17162_c0_g2sp|Q08466|CSK22_ARATHCKA2 Casein kinase II subunit alpha-2 OS=Arabidopsis thaliana GN=CKA2 PE=1 SV=331.30 0.00

TRINITY_DN23120_c0_g1sp|O42881|APTH1_SCHPOSPAC8E11.04cAcyl-protein thioesterase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC8E11.04c PE=3 SV=131.30 0.00

TRINITY_DN24918_c0_g1sp|E4USS9|CBPYA_ARTGPCPYA Carboxypeptidase Y homolog A OS=Arthroderma gypseum (strain ATCC MYA-4604 / CBS 118893) GN=CPYA PE=3 SV=131.30 0.00

TRINITY_DN30397_c0_g1sp|Q54KD0|Y7407_DICDIDDB_G0287407TPR repeat-containing protein DDB_G0287407 OS=Dictyostelium discoideum GN=DDB_G0287407 PE=4 SV=131.30 0.00

TRINITY_DN32463_c0_g3sp|Q9SPU7|TERT_ARATHTERT Telomerase reverse transcriptase OS=Arabidopsis thaliana GN=TERT PE=1 SV=131.30 0.00

TRINITY_DN33514_c0_g1sp|Q54Z40|MYBH_DICDImybH Myb-like protein H OS=Dictyostelium discoideum GN=mybH PE=3 SV=131.30 0.00

TRINITY_DN34286_c0_g1sp|Q6UXP7|F151B_HUMANFAM151B Protein FAM151B OS=Homo sapiens GN=FAM151B PE=1 SV=231.30 0.00

TRINITY_DN34657_c0_g1sp|P39042|DACX_STRSK- D-alanyl-D-alanine carboxypeptidase OS=Streptomyces sp. (strain K15) PE=1 SV=131.30 0.00

TRINITY_DN35867_c0_g1sp|Q55BZ5|DCD1A_DICDIdcd1A Protein dcd1A OS=Dictyostelium discoideum GN=dcd1A PE=2 SV=131.30 0.00

TRINITY_DN35878_c0_g1sp|O43029|FAP1_SCHPOfap1 L-pipecolate oxidase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fap1 PE=1 SV=131.30 0.00

TRINITY_DN36665_c0_g2sp|P51175|PPOX_MOUSEPpox Protoporphyrinogen oxidase OS=Mus musculus GN=Ppox PE=1 SV=131.30 0.00

TRINITY_DN36692_c0_g1sp|A0JPN2|S39A4_RATSlc39a4 Zinc transporter ZIP4 OS=Rattus norvegicus GN=Slc39a4 PE=2 SV=131.30 0.00



TRINITY_DN38460_c0_g6sp|Q9R1K5|FZR_MOUSEFzr1 Fizzy-related protein homolog OS=Mus musculus GN=Fzr1 PE=1 SV=131.30 0.00

TRINITY_DN38598_c1_g5sp|O13779|YF2E_SCHPOSPAC17A2.14Putative metal ion transporter C17A12.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC17A2.14 PE=1 SV=431.30 0.00

TRINITY_DN40198_c0_g1sp|Q5UNS8|YR665_MIMIVMIMI_R665Uncharacterized protein R665 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R665 PE=4 SV=131.30 0.00

TRINITY_DN40771_c2_g7sp|Q54MA9|KU70_DICDIku70 ATP-dependent DNA helicase ku70 OS=Dictyostelium discoideum GN=ku70 PE=3 SV=131.30 0.00

TRINITY_DN41171_c0_g2sp|Q94HF1|EIF3K_ORYSJTIF3K1 Eukaryotic translation initiation factor 3 subunit K OS=Oryza sativa subsp. japonica GN=TIF3K1 PE=2 SV=131.30 0.00

TRINITY_DN41299_c1_g1sp|P35159|RLUB_BACSUrluB Ribosomal large subunit pseudouridine synthase B OS=Bacillus subtilis (strain 168) GN=rluB PE=1 SV=231.30 0.00

TRINITY_DN41510_c1_g7sp|Q9D6J1|CERS4_MOUSECers4 Ceramide synthase 4 OS=Mus musculus GN=Cers4 PE=1 SV=131.30 0.00

TRINITY_DN43158_c0_g2sp|Q500U8|TKPR1_ARATHTKPR1 Tetraketide alpha-pyrone reductase 1 OS=Arabidopsis thaliana GN=TKPR1 PE=1 SV=131.30 0.00

TRINITY_DN44301_c1_g3sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=131.30 0.00

TRINITY_DN44659_c0_g2sp|D4AYW0|ABCG1_ARTBCARB_01379ABC transporter G family member ARB_01379 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_01379 PE=1 SV=131.30 0.00

TRINITY_DN44706_c0_g6sp|Q653P0|KOR1_ORYSJOs06g0250600Potassium channel KOR1 OS=Oryza sativa subsp. japonica GN=Os06g0250600 PE=2 SV=131.30 0.00

TRINITY_DN44728_c0_g2sp|Q6UVJ0|SAS6_HUMANSASS6 Spindle assembly abnormal protein 6 homolog OS=Homo sapiens GN=SASS6 PE=1 SV=131.30 0.00

TRINITY_DN46463_c0_g4sp|Q54B29|Y3934_DICDIDDB_G0293934Uncharacterized membrane protein DDB_G0293934 OS=Dictyostelium discoideum GN=DDB_G0293934 PE=3 SV=131.30 0.00

TRINITY_DN46623_c0_g2sp|Q6TNS7|RABL3_DANRErabl3 Rab-like protein 3 OS=Danio rerio GN=rabl3 PE=2 SV=131.30 0.00

TRINITY_DN46788_c0_g1sp|Q3MDY0|PCXA_ANAVTpcxA Proton extrusion protein PcxA OS=Anabaena variabilis (strain ATCC 29413 / PCC 7937) GN=pcxA PE=3 SV=131.30 0.00

TRINITY_DN46989_c0_g11sp|Q6GLW1|THO4B_XENLAalyref-bTHO complex subunit 4-B OS=Xenopus laevis GN=alyref-b PE=2 SV=131.30 0.00

TRINITY_DN47251_c0_g1sp|P51948|MAT1_HUMANMNAT1 CDK-activating kinase assembly factor MAT1 OS=Homo sapiens GN=MNAT1 PE=1 SV=131.30 0.00

TRINITY_DN47504_c1_g4sp|Q8CGV7|THTPA_RATThtpa Thiamine-triphosphatase OS=Rattus norvegicus GN=Thtpa PE=2 SV=331.30 0.00

TRINITY_DN48150_c0_g3sp|Q9FF46|AB28G_ARATHABCG28 ABC transporter G family member 28 OS=Arabidopsis thaliana GN=ABCG28 PE=3 SV=131.30 0.00

TRINITY_DN48420_c0_g9sp|Q925Q3|NCKX6_MOUSESlc8b1 Sodium/potassium/calcium exchanger 6, mitochondrial OS=Mus musculus GN=Slc8b1 PE=2 SV=231.30 0.00

TRINITY_DN48668_c0_g3sp|Q9STS3|CDC23_ARATHAPC8 Anaphase-promoting complex subunit 8 OS=Arabidopsis thaliana GN=APC8 PE=1 SV=131.30 0.00

TRINITY_DN49303_c0_g6sp|Q81MS2|SPEA_BACANspeA Arginine decarboxylase OS=Bacillus anthracis GN=speA PE=3 SV=131.30 0.00

TRINITY_DN50562_c0_g1sp|Q5L0Y0|MURE_GEOKAmurE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate--2,6-diaminopimelate ligase OS=Geobacillus kaustophilus (strain HTA426) GN=murE PE=3 SV=131.30 0.00

TRINITY_DN50929_c1_g1sp|Q5WEK0|MUTS2_BACSKmutS2 Endonuclease MutS2 OS=Bacillus clausii (strain KSM-K16) GN=mutS2 PE=3 SV=131.30 0.00

TRINITY_DN52125_c2_g1sp|Q7PC79|XPOT_ARATHPSD Exportin-T OS=Arabidopsis thaliana GN=PSD PE=2 SV=131.30 0.00

TRINITY_DN52295_c2_g2sp|Q7T2V3|M3K10_XENLAmap3k10 Mitogen-activated protein kinase kinase kinase 10 OS=Xenopus laevis GN=map3k10 PE=1 SV=131.30 0.00

TRINITY_DN21801_c0_g1sp|Q5UP24|YR259_MIMIVMIMI_R259Uncharacterized protein R259 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R259 PE=4 SV=131.20 0.00

TRINITY_DN25635_c0_g1sp|Q9LF41|UBE4_ARATHPUB1 Probable ubiquitin conjugation factor E4 OS=Arabidopsis thaliana GN=PUB1 PE=2 SV=131.20 0.00

TRINITY_DN29099_c0_g1sp|Q54BM3|MCFG_DICDImcfG Mitochondrial substrate carrier family protein G OS=Dictyostelium discoideum GN=mcfG PE=2 SV=131.20 0.00

TRINITY_DN3364_c0_g1sp|Q5KTC7|NAAA_RATNaaa N-acylethanolamine-hydrolyzing acid amidase OS=Rattus norvegicus GN=Naaa PE=1 SV=131.20 0.00

TRINITY_DN33943_c0_g3sp|Q54DD2|THOPL_DICDIDDB_G0292362Thimet-like oligopeptidase OS=Dictyostelium discoideum GN=DDB_G0292362 PE=3 SV=131.20 0.00

TRINITY_DN35181_c0_g1sp|P0DKC5|HSD1A_ARATHHSD1 11-beta-hydroxysteroid dehydrogenase 1A OS=Arabidopsis thaliana GN=HSD1 PE=1 SV=131.20 0.00

TRINITY_DN35869_c0_g7sp|A0DSB3|PP2C6_PARTEGSPATT00019634001Probable protein phosphatase 2C 6 OS=Paramecium tetraurelia GN=GSPATT00019634001 PE=3 SV=131.20 0.00

TRINITY_DN36145_c1_g7sp|Q7T2D0|SGSM3_DANREsgsm3 Small G protein signaling modulator 3 OS=Danio rerio GN=sgsm3 PE=2 SV=131.20 0.00

TRINITY_DN36289_c0_g4sp|P41234|ABCA2_MOUSEAbca2 ATP-binding cassette sub-family A member 2 OS=Mus musculus GN=Abca2 PE=1 SV=431.20 0.00

TRINITY_DN36732_c0_g1sp|Q8RWB8|UPL6_ARATHUPL6 E3 ubiquitin-protein ligase UPL6 OS=Arabidopsis thaliana GN=UPL6 PE=2 SV=131.20 0.00

TRINITY_DN36960_c0_g2sp|O95628|CNOT4_HUMANCNOT4 CCR4-NOT transcription complex subunit 4 OS=Homo sapiens GN=CNOT4 PE=1 SV=331.20 0.00

TRINITY_DN37439_c1_g16sp|P30713|GSTT2_RATGstt2 Glutathione S-transferase theta-2 OS=Rattus norvegicus GN=Gstt2 PE=1 SV=331.20 0.00

TRINITY_DN37660_c0_g6sp|Q8BK64|AHSA1_MOUSEAhsa1 Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Mus musculus GN=Ahsa1 PE=1 SV=231.20 0.00

TRINITY_DN37700_c2_g2sp|Q9VH19|LMLN_DROMEInvadolysinLeishmanolysin-like peptidase OS=Drosophila melanogaster GN=Invadolysin PE=2 SV=231.20 0.00

TRINITY_DN38260_c0_g6sp|P61267|STX1B_BOVINSTX1B Syntaxin-1B OS=Bos taurus GN=STX1B PE=1 SV=131.20 0.00

TRINITY_DN38504_c0_g4sp|Q8R431|MGLL_RATMgll Monoglyceride lipase OS=Rattus norvegicus GN=Mgll PE=1 SV=131.20 0.00

TRINITY_DN38506_c1_g1sp|Q05609|CTR1_ARATHCTR1 Serine/threonine-protein kinase CTR1 OS=Arabidopsis thaliana GN=CTR1 PE=1 SV=131.20 0.00

TRINITY_DN39067_c0_g4sp|F4JLS1|LDL3_ARATHLDL3 Lysine-specific histone demethylase 1 homolog 3 OS=Arabidopsis thaliana GN=LDL3 PE=2 SV=131.20 0.00

TRINITY_DN39222_c0_g2sp|Q8L7R3|LPCT1_ARATHLPEAT1 Lysophospholipid acyltransferase LPEAT1 OS=Arabidopsis thaliana GN=LPEAT1 PE=1 SV=131.20 0.00

TRINITY_DN39539_c0_g3sp|Q7TQ07|DPOLN_MOUSEPoln DNA polymerase nu OS=Mus musculus GN=Poln PE=2 SV=231.20 0.00

TRINITY_DN39560_c0_g6sp|Q84SL2|C3H50_ORYSJOs07g0568300Zinc finger CCCH domain-containing protein 50 OS=Oryza sativa subsp. japonica GN=Os07g0568300 PE=2 SV=131.20 0.00

TRINITY_DN39825_c1_g3sp|Q96P50|ACAP3_HUMANACAP3 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 3 OS=Homo sapiens GN=ACAP3 PE=1 SV=231.20 0.00

TRINITY_DN40338_c0_g1sp|Q55FS2|STK4L_DICDIkrsB Serine/threonine-protein kinase 4 homolog B OS=Dictyostelium discoideum GN=krsB PE=3 SV=131.20 0.00

TRINITY_DN41487_c0_g1sp|Q96JC1|VPS39_HUMANVPS39 Vam6/Vps39-like protein OS=Homo sapiens GN=VPS39 PE=1 SV=231.20 0.00

TRINITY_DN41489_c0_g3sp|A6H730|PPAP_BOVINACPP Prostatic acid phosphatase OS=Bos taurus GN=ACPP PE=2 SV=131.20 0.00

TRINITY_DN41538_c1_g1sp|Q42541|UBC13_ARATHUBC13 Ubiquitin-conjugating enzyme E2 13 OS=Arabidopsis thaliana GN=UBC13 PE=2 SV=131.20 0.00

TRINITY_DN41715_c1_g8sp|P37039|NCPR_CAVPOPor NADPH--cytochrome P450 reductase OS=Cavia porcellus GN=Por PE=2 SV=231.20 0.00

TRINITY_DN41993_c0_g1sp|Q29052|ITIH1_PIGITIH1 Inter-alpha-trypsin inhibitor heavy chain H1 OS=Sus scrofa GN=ITIH1 PE=2 SV=131.20 0.00

TRINITY_DN42007_c0_g2sp|O82201|AP4S_ARATHAt2g19790AP-4 complex subunit sigma OS=Arabidopsis thaliana GN=At2g19790 PE=1 SV=131.20 0.00

TRINITY_DN42065_c0_g1sp|Q559A0|GACU_DICDIgacU Rho GTPase-activating protein gacU OS=Dictyostelium discoideum GN=gacU PE=3 SV=131.20 0.00



TRINITY_DN42109_c0_g2sp|Q2QKB4|U2A2B_WHEATU2AF65B Splicing factor U2af large subunit B OS=Triticum aestivum GN=U2AF65B PE=2 SV=131.20 0.00

TRINITY_DN42280_c0_g1sp|Q5ZJ85|PRPF3_CHICKPRPF3 U4/U6 small nuclear ribonucleoprotein Prp3 OS=Gallus gallus GN=PRPF3 PE=2 SV=131.20 0.00

TRINITY_DN42707_c0_g1sp|P83509|RHG35_CANLFARHGAP35Rho GTPase-activating protein 35 OS=Canis lupus familiaris GN=ARHGAP35 PE=2 SV=131.20 0.00

TRINITY_DN43029_c0_g7sp|O65359|SYP41_ARATHSYP41 Syntaxin-41 OS=Arabidopsis thaliana GN=SYP41 PE=1 SV=131.20 0.00

TRINITY_DN43808_c0_g1sp|Q8RXL8|Y1689_ARATHAt1g06890Uncharacterized membrane protein At1g06890 OS=Arabidopsis thaliana GN=At1g06890 PE=1 SV=131.20 0.00

TRINITY_DN43958_c0_g6sp|O74935|ACOX2_YARLIPOX2 Acyl-coenzyme A oxidase 2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=POX2 PE=1 SV=131.20 0.00

TRINITY_DN44230_c0_g3sp|O14084|IMT1_SCHPOimt1 Inositol phosphoceramide mannosyltransferase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=imt1 PE=3 SV=231.20 0.00

TRINITY_DN44240_c0_g3sp|Q54TH9|GACY_DICDIgacY Rho GTPase-activating protein gacY OS=Dictyostelium discoideum GN=gacY PE=3 SV=131.20 0.00

TRINITY_DN44574_c0_g4sp|Q6BVA0|IPL1_DEBHAIPL1 Spindle assembly checkpoint kinase OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=IPL1 PE=3 SV=231.20 0.00

TRINITY_DN44652_c0_g2sp|Q94A08|RFS2_ARATHRFS2 Probable galactinol--sucrose galactosyltransferase 2 OS=Arabidopsis thaliana GN=RFS2 PE=2 SV=231.20 0.00

TRINITY_DN44696_c2_g4sp|F4J8K6|RRP5_ARATHRRP5 rRNA biogenesis protein RRP5 OS=Arabidopsis thaliana GN=RRP5 PE=2 SV=231.20 0.00

TRINITY_DN45143_c1_g1sp|Q9ZKW1|VDLC_HELPJvdlC Probable short-chain type dehydrogenase/reductase VdlC OS=Helicobacter pylori (strain J99 / ATCC 700824) GN=vdlC PE=3 SV=131.20 0.00

TRINITY_DN45552_c0_g1sp|Q8GYH8|SUT42_ARATHSULTR4;2Probable sulfate transporter 4.2 OS=Arabidopsis thaliana GN=SULTR4;2 PE=2 SV=231.20 0.00

TRINITY_DN45759_c0_g3sp|P20507|CAH1_CHLRECAH1 Carbonic anhydrase 1 OS=Chlamydomonas reinhardtii GN=CAH1 PE=1 SV=131.20 0.00

TRINITY_DN46022_c0_g3sp|O65359|SYP41_ARATHSYP41 Syntaxin-41 OS=Arabidopsis thaliana GN=SYP41 PE=1 SV=131.20 0.00

TRINITY_DN46111_c0_g4sp|B6CZ61|LRC51_RATLrrc51 Leucine-rich repeat-containing protein 51 OS=Rattus norvegicus GN=Lrrc51 PE=2 SV=131.20 0.00

TRINITY_DN46725_c0_g1sp|Q6L4L4|SIZ1_ORYSJSIZ1 E3 SUMO-protein ligase SIZ1 OS=Oryza sativa subsp. japonica GN=SIZ1 PE=1 SV=131.20 0.00

TRINITY_DN46790_c0_g1sp|Q84JF5|PTA14_ARATHPTAC14 Protein PLASTID TRANSCRIPTIONALLY ACTIVE 14 OS=Arabidopsis thaliana GN=PTAC14 PE=1 SV=131.20 0.00

TRINITY_DN46989_c0_g3sp|A7SNN5|PLK4_NEMVEv1g246408Serine/threonine-protein kinase PLK4 OS=Nematostella vectensis GN=v1g246408 PE=3 SV=131.20 0.00

TRINITY_DN47230_c0_g1sp|Q75J96|RGAP1_DICDIrapgap1 RapA guanosine triphosphatase-activating protein 1 OS=Dictyostelium discoideum GN=rapgap1 PE=2 SV=131.20 0.00

TRINITY_DN47405_c0_g5sp|Q8W4E6|HPAT1_ARATHHPAT1 Hydroxyproline O-arabinosyltransferase 1 OS=Arabidopsis thaliana GN=HPAT1 PE=1 SV=131.20 0.00

TRINITY_DN47884_c1_g1sp|Q8RXY0|Y3333_ARATHAt3g63330Probable inactive protein kinase At3g63330 OS=Arabidopsis thaliana GN=At3g63330 PE=2 SV=131.20 0.00

TRINITY_DN48480_c0_g1sp|P28562|DUS1_HUMANDUSP1 Dual specificity protein phosphatase 1 OS=Homo sapiens GN=DUSP1 PE=1 SV=331.20 0.00

TRINITY_DN48607_c0_g4sp|Q54PG8|GNT14_DICDIgnt14 Glycosyltransferase-like protein gnt14 OS=Dictyostelium discoideum GN=gnt14 PE=2 SV=131.20 0.00

TRINITY_DN48625_c0_g4sp|Q86K80|RUS1_DICDIDDB_G0277179RUS1 family protein homolog OS=Dictyostelium discoideum GN=DDB_G0277179 PE=3 SV=131.20 0.00

TRINITY_DN49923_c3_g1sp|Q6C3V4|NUF2_YARLINUF2 Probable kinetochore protein NUF2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=NUF2 PE=3 SV=131.20 0.00

TRINITY_DN50378_c0_g2sp|Q80V31|CE104_MOUSECep104 Centrosomal protein of 104 kDa OS=Mus musculus GN=Cep104 PE=1 SV=131.20 0.00

TRINITY_DN50430_c0_g2sp|Q54BT3|ABCB2_DICDIabcB2 ABC transporter B family member 2 OS=Dictyostelium discoideum GN=abcB2 PE=3 SV=131.20 0.00

TRINITY_DN51116_c1_g1sp|I7CT85|C7A53_PANGI- Protopanaxadiol 6-hydroxylase OS=Panax ginseng PE=1 SV=131.20 0.00

TRINITY_DN51997_c2_g2sp|Q61481|PDE1A_MOUSEPde1a Calcium/calmodulin-dependent 3',5'-cyclic nucleotide phosphodiesterase 1A OS=Mus musculus GN=Pde1a PE=1 SV=231.20 0.00

TRINITY_DN52123_c0_g4sp|Q9LVU1|VAP21_ARATHPVA21 Vesicle-associated protein 2-1 OS=Arabidopsis thaliana GN=PVA21 PE=1 SV=131.20 0.00

TRINITY_DN52146_c0_g1sp|Q5TJ56|FORF_DICDIforF Formin-F OS=Dictyostelium discoideum GN=forF PE=1 SV=131.20 0.00

TRINITY_DN23850_c0_g1sp|Q337A5|ADF10_ORYSJADF10 Actin-depolymerizing factor 10 OS=Oryza sativa subsp. japonica GN=ADF10 PE=2 SV=131.10 0.00

TRINITY_DN30410_c0_g1sp|P0DI12|SA1B1_ARATHSAE1B-1 SUMO-activating enzyme subunit 1B-1 OS=Arabidopsis thaliana GN=SAE1B-1 PE=1 SV=131.10 0.00

TRINITY_DN35404_c1_g3sp|Q9FEB5|DSP4_ARATHDSP4 Phosphoglucan phosphatase DSP4, chloroplastic OS=Arabidopsis thaliana GN=DSP4 PE=1 SV=131.10 0.00

TRINITY_DN35452_c0_g1sp|P22643|DHLA_XANAUdhlA Haloalkane dehalogenase OS=Xanthobacter autotrophicus GN=dhlA PE=1 SV=231.10 0.00

TRINITY_DN35720_c0_g1sp|A4IIS8|S47A1_XENTRslc47a1 Multidrug and toxin extrusion protein 1 OS=Xenopus tropicalis GN=slc47a1 PE=2 SV=131.10 0.00

TRINITY_DN3589_c0_g1sp|Q7BWI3|SASA_PROMAsasA Adaptive-response sensory-kinase SasA OS=Prochlorococcus marinus (strain SARG / CCMP1375 / SS120) GN=sasA PE=3 SV=131.10 0.00

TRINITY_DN36168_c0_g2sp|Q12271|INP53_YEASTINP53 Polyphosphatidylinositol phosphatase INP53 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=INP53 PE=1 SV=131.10 0.00

TRINITY_DN36177_c0_g4sp|Q92953|KCNB2_HUMANKCNB2 Potassium voltage-gated channel subfamily B member 2 OS=Homo sapiens GN=KCNB2 PE=2 SV=231.10 0.00

TRINITY_DN36406_c0_g4sp|Q96EZ8|MCRS1_HUMANMCRS1 Microspherule protein 1 OS=Homo sapiens GN=MCRS1 PE=1 SV=131.10 0.00

TRINITY_DN36898_c0_g6sp|Q58523|Y1123_METJAMJ1123 Uncharacterized protein MJ1123 OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ1123 PE=4 SV=131.10 0.00

TRINITY_DN37053_c1_g3sp|O17730|THT2_CAEELmpst-1 Putative thiosulfate sulfurtransferase mpst-1 OS=Caenorhabditis elegans GN=mpst-1 PE=3 SV=131.10 0.00

TRINITY_DN37502_c0_g1sp|F4JT76|VPS54_ARATHVPS54 Vacuolar protein sorting-associated protein 54, chloroplastic OS=Arabidopsis thaliana GN=VPS54 PE=1 SV=131.10 0.00

TRINITY_DN38873_c0_g2sp|P23500|MRS4_YEASTMRS4 Mitochondrial RNA-splicing protein MRS4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MRS4 PE=1 SV=131.10 0.00

TRINITY_DN38884_c0_g2sp|P39524|ATC3_YEASTDRS2 Probable phospholipid-transporting ATPase DRS2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=DRS2 PE=1 SV=231.10 0.00

TRINITY_DN38936_c0_g7sp|Q9BSJ2|GCP2_HUMANTUBGCP2 Gamma-tubulin complex component 2 OS=Homo sapiens GN=TUBGCP2 PE=1 SV=231.10 0.00

TRINITY_DN39233_c0_g1sp|Q10LJ2|MTP2_ORYSJMTP2 Metal tolerance protein 2 OS=Oryza sativa subsp. japonica GN=MTP2 PE=2 SV=131.10 0.00

TRINITY_DN39961_c0_g2sp|Q5K5B6|RH57_ORYSJOs07g0647900DEAD-box ATP-dependent RNA helicase 57 OS=Oryza sativa subsp. japonica GN=Os07g0647900 PE=2 SV=231.10 0.00

TRINITY_DN39977_c0_g2sp|P0A8Y6|YIDA_ECOL6yidA Sugar phosphatase YidA OS=Escherichia coli O6:H1 (strain CFT073 / ATCC 700928 / UPEC) GN=yidA PE=3 SV=131.10 0.00

TRINITY_DN40659_c0_g4sp|Q9UPU5|UBP24_HUMANUSP24 Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=331.10 0.00

TRINITY_DN40863_c1_g5sp|P41105|RL28_MOUSERpl28 60S ribosomal protein L28 OS=Mus musculus GN=Rpl28 PE=1 SV=231.10 0.00

TRINITY_DN41160_c0_g9sp|Q922Y2|TRI59_MOUSETrim59 Tripartite motif-containing protein 59 OS=Mus musculus GN=Trim59 PE=1 SV=231.10 0.00

TRINITY_DN41178_c0_g2sp|Q9SUV2|PT432_ARATHAt4g32390Probable sugar phosphate/phosphate translocator At4g32390 OS=Arabidopsis thaliana GN=At4g32390 PE=3 SV=131.10 0.00

TRINITY_DN42069_c0_g5sp|F4JJJ3|NDB3_ARATHNDB3 External alternative NAD(P)H-ubiquinone oxidoreductase B3, mitochondrial OS=Arabidopsis thaliana GN=NDB3 PE=2 SV=131.10 0.00

TRINITY_DN42382_c0_g2sp|Q653S3|P2C70_ORYSJOs09g0558000Probable protein phosphatase 2C 70 OS=Oryza sativa subsp. japonica GN=Os09g0558000 PE=2 SV=231.10 0.00



TRINITY_DN42497_c0_g1sp|Q196X6|VF232_IIV3IIV3-084LPutative ubiquitin thioesterase 232R OS=Invertebrate iridescent virus 3 GN=IIV3-084L PE=3 SV=131.10 0.00

TRINITY_DN42572_c0_g3sp|Q555L8|Y4695_DICDIDDB_G0274695SH3 and F-BAR domain-containing protein DDB_G0274695 OS=Dictyostelium discoideum GN=DDB_G0274695 PE=3 SV=131.10 0.00

TRINITY_DN42914_c0_g7sp|Q8CQD2|BUTA_STAESbutA Diacetyl reductase [(S)-acetoin forming] OS=Staphylococcus epidermidis (strain ATCC 12228) GN=butA PE=3 SV=131.10 0.00

TRINITY_DN42985_c1_g2sp|Q9FN93|Y5596_ARATHAt5g59680Probable LRR receptor-like serine/threonine-protein kinase At5g59680 OS=Arabidopsis thaliana GN=At5g59680 PE=2 SV=131.10 0.00

TRINITY_DN43289_c0_g2sp|Q23221|FAT3_CAEELfat-3 Delta(6)-fatty-acid desaturase fat-3 OS=Caenorhabditis elegans GN=fat-3 PE=1 SV=231.10 0.00

TRINITY_DN43594_c1_g1sp|Q54U75|CRLA_DICDIcrlA Cyclic AMP receptor-like protein A OS=Dictyostelium discoideum GN=crlA PE=2 SV=131.10 0.00

TRINITY_DN43605_c1_g4sp|Q6C2Q7|NOP12_YARLINOP12 Nucleolar protein 12 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=NOP12 PE=3 SV=131.10 0.00

TRINITY_DN44078_c1_g4sp|Q00234|TYRO_ASPORmelO Tyrosinase OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=melO PE=1 SV=131.10 0.00

TRINITY_DN44081_c0_g1sp|Q75JD4|Y1676_DICDIDDB_G0271676SH3 and F-BAR domain-containing protein DDB_G0271676 OS=Dictyostelium discoideum GN=DDB_G0271676 PE=3 SV=131.10 0.00

TRINITY_DN44579_c2_g2sp|Q8GYH8|SUT42_ARATHSULTR4;2Probable sulfate transporter 4.2 OS=Arabidopsis thaliana GN=SULTR4;2 PE=2 SV=231.10 0.00

TRINITY_DN44680_c0_g2sp|B9U3F2|DISP3_CHICKDISP3 Protein dispatched homolog 3 OS=Gallus gallus GN=DISP3 PE=1 SV=131.10 0.00

TRINITY_DN45042_c0_g1sp|A7MQL5|UBIB_CROS8ubiB Probable protein kinase UbiB OS=Cronobacter sakazakii (strain ATCC BAA-894) GN=ubiB PE=3 SV=131.10 0.00

TRINITY_DN45408_c1_g5sp|Q5H8C4|VP13A_MOUSEVps13a Vacuolar protein sorting-associated protein 13A OS=Mus musculus GN=Vps13a PE=1 SV=131.10 0.00

TRINITY_DN45434_c0_g5sp|Q15042|RB3GP_HUMANRAB3GAP1Rab3 GTPase-activating protein catalytic subunit OS=Homo sapiens GN=RAB3GAP1 PE=1 SV=331.10 0.00

TRINITY_DN45824_c0_g2sp|Q9DBS9|OSBL3_MOUSEOsbpl3 Oxysterol-binding protein-related protein 3 OS=Mus musculus GN=Osbpl3 PE=1 SV=231.10 0.00

TRINITY_DN46747_c0_g5sp|P40556|YIA6_YEASTYIA6 Mitochondrial nicotinamide adenine dinucleotide transporter 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YIA6 PE=1 SV=131.10 0.00

TRINITY_DN46898_c1_g1sp|A9IVZ4|RL17_BART1rplQ 50S ribosomal protein L17 OS=Bartonella tribocorum (strain CIP 105476 / IBS 506) GN=rplQ PE=3 SV=131.10 0.00

TRINITY_DN47642_c0_g3sp|Q8R3N1|NOP14_MOUSENop14 Nucleolar protein 14 OS=Mus musculus GN=Nop14 PE=1 SV=231.10 0.00

TRINITY_DN48507_c0_g2sp|Q54HY8|BCS1A_DICDIbcs1la Probable mitochondrial chaperone BCS1-A OS=Dictyostelium discoideum GN=bcs1la PE=3 SV=131.10 0.00

TRINITY_DN48648_c0_g4sp|Q00416|SEN1_YEASTSEN1 Helicase SEN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SEN1 PE=1 SV=231.10 0.00

TRINITY_DN48723_c0_g2sp|Q0WQF4|VP53A_ARATHVPS53 Vacuolar protein sorting-associated protein 53 A OS=Arabidopsis thaliana GN=VPS53 PE=1 SV=131.10 0.00

TRINITY_DN48788_c0_g4sp|Q54XM0|CAPTB_DICDIcaptB Uncharacterized CDP-alcohol phosphatidyltransferase class-I family protein 2 OS=Dictyostelium discoideum GN=captB PE=3 SV=131.10 0.00

TRINITY_DN49441_c0_g4sp|Q1PFG9|DTX7_ARATHDTX7 Protein DETOXIFICATION 7 OS=Arabidopsis thaliana GN=DTX7 PE=2 SV=131.10 0.00

TRINITY_DN49461_c0_g5sp|Q9ZGI4|PIKA2_STRVZpikAII Narbonolide/10-deoxymethynolide synthase PikA2, modules 3 and 4 OS=Streptomyces venezuelae GN=pikAII PE=1 SV=131.10 0.00

TRINITY_DN50459_c0_g2sp|O74891|COPZ_SCHPOret3 Probable coatomer subunit zeta OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ret3 PE=3 SV=131.10 0.00

TRINITY_DN51003_c1_g2sp|Q8RY25|NU98A_ARATHNUP98A Nuclear pore complex protein NUP98A OS=Arabidopsis thaliana GN=NUP98A PE=1 SV=131.10 0.00

TRINITY_DN51720_c0_g1sp|Q7T2P0|MX1_ICTPUmx1 Interferon-induced GTP-binding protein Mx1 OS=Ictalurus punctatus GN=mx1 PE=2 SV=131.10 0.00

TRINITY_DN53025_c0_g1sp|P73925|TRHBN_SYNY3glbN Group 1 truncated hemoglobin GlbN OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=glbN PE=1 SV=131.10 0.00

TRINITY_DN2798_c0_g2sp|P41833|IME4_YEASTIME4 N6-adenosine-methyltransferase IME4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=IME4 PE=1 SV=131.00 0.00

TRINITY_DN31821_c0_g2sp|Q09758|YA71_SCHPOSPAC24H6.01cPutative membrane-bound O-acyltransferase C24H6.01c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC24H6.01c PE=3 SV=431.00 0.00

TRINITY_DN31926_c0_g2sp|Q75A37|CD123_ASHGOCDC123 Cell division cycle protein 123 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=CDC123 PE=3 SV=131.00 0.00

TRINITY_DN32507_c1_g1sp|P35283|RAB12_MOUSERab12 Ras-related protein Rab-12 OS=Mus musculus GN=Rab12 PE=1 SV=331.00 0.00

TRINITY_DN33451_c0_g1sp|Q86W34|AMZ2_HUMANAMZ2 Archaemetzincin-2 OS=Homo sapiens GN=AMZ2 PE=1 SV=231.00 0.00

TRINITY_DN33840_c0_g1sp|P10477|CELE_CLOTHcelE Cellulase/esterase CelE OS=Clostridium thermocellum (strain ATCC 27405 / DSM 1237 / NBRC 103400 / NCIMB 10682 / NRRL B-4536 / VPI 7372) GN=celE PE=1 SV=231.00 0.00

TRINITY_DN34208_c1_g1sp|Q6DHQ1|HVCN1_DANREhvcn1 Voltage-gated hydrogen channel 1 OS=Danio rerio GN=hvcn1 PE=2 SV=131.00 0.00

TRINITY_DN34288_c0_g1sp|O07137|ECHA8_MYCLEechA8 Probable enoyl-CoA hydratase echA8 OS=Mycobacterium leprae (strain TN) GN=echA8 PE=3 SV=131.00 0.00

TRINITY_DN34750_c0_g1sp|Q500U8|TKPR1_ARATHTKPR1 Tetraketide alpha-pyrone reductase 1 OS=Arabidopsis thaliana GN=TKPR1 PE=1 SV=131.00 0.00

TRINITY_DN35189_c0_g1sp|Q9S7T1|GTE3_ARATHGTE3 Transcription factor GTE3, chloroplastic OS=Arabidopsis thaliana GN=GTE3 PE=1 SV=131.00 0.00

TRINITY_DN35730_c1_g3sp|Q9UU91|YOP1_SCHPOyop1 Protein yop1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yop1 PE=1 SV=131.00 0.00

TRINITY_DN36103_c0_g6sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=131.00 0.00

TRINITY_DN36190_c0_g1sp|Q13371|PHLP_HUMANPDCL Phosducin-like protein OS=Homo sapiens GN=PDCL PE=1 SV=331.00 0.00

TRINITY_DN36744_c0_g1sp|Q99638|RAD9A_HUMANRAD9A Cell cycle checkpoint control protein RAD9A OS=Homo sapiens GN=RAD9A PE=1 SV=131.00 0.00

TRINITY_DN37426_c0_g1sp|O82171|AGD10_ARATHAGD10 ADP-ribosylation factor GTPase-activating protein AGD10 OS=Arabidopsis thaliana GN=AGD10 PE=2 SV=131.00 0.00

TRINITY_DN37957_c0_g1sp|Q4R537|NOB1_MACFANOB1 RNA-binding protein NOB1 OS=Macaca fascicularis GN=NOB1 PE=2 SV=131.00 0.00

TRINITY_DN38143_c0_g1sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=231.00 0.00

TRINITY_DN39119_c3_g1sp|Q07G10|ALKB8_XENTRalkbh8 Alkylated DNA repair protein alkB homolog 8 OS=Xenopus tropicalis GN=alkbh8 PE=2 SV=231.00 0.00

TRINITY_DN39133_c0_g1sp|Q3V050|S47A2_MOUSESlc47a2 Multidrug and toxin extrusion protein 2 OS=Mus musculus GN=Slc47a2 PE=1 SV=131.00 0.00

TRINITY_DN39135_c1_g6sp|Q676U5|A16L1_HUMANATG16L1 Autophagy-related protein 16-1 OS=Homo sapiens GN=ATG16L1 PE=1 SV=231.00 0.00

TRINITY_DN39472_c0_g2sp|Q15811|ITSN1_HUMANITSN1 Intersectin-1 OS=Homo sapiens GN=ITSN1 PE=1 SV=331.00 0.00

TRINITY_DN39585_c0_g6sp|Q5JJ64|Y1782_THEKOTK1782 Uncharacterized serpin-like protein TK1782 OS=Thermococcus kodakarensis (strain ATCC BAA-918 / JCM 12380 / KOD1) GN=TK1782 PE=3 SV=131.00 0.00

TRINITY_DN39893_c0_g2sp|Q8H1D9|TYDP1_ARATHTDP1 Tyrosyl-DNA phosphodiesterase 1 OS=Arabidopsis thaliana GN=TDP1 PE=1 SV=131.00 0.00

TRINITY_DN40026_c1_g8sp|P13186|KIN2_YEASTKIN2 Serine/threonine-protein kinase KIN2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=KIN2 PE=1 SV=331.00 0.00

TRINITY_DN40058_c0_g9sp|Q2KHY1|CPNE6_BOVINCPNE6 Copine-6 OS=Bos taurus GN=CPNE6 PE=2 SV=131.00 0.00

TRINITY_DN40356_c0_g1sp|Q68FP9|COG6_RATCog6 Conserved oligomeric Golgi complex subunit 6 OS=Rattus norvegicus GN=Cog6 PE=2 SV=131.00 0.00

TRINITY_DN41032_c0_g1sp|A3LV40|DBP9_PICSTDBP9 ATP-dependent RNA helicase DBP9 OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=DBP9 PE=3 SV=131.00 0.00

TRINITY_DN41128_c0_g1sp|P47863|AQP4_RATAqp4 Aquaporin-4 OS=Rattus norvegicus GN=Aqp4 PE=1 SV=131.00 0.00



TRINITY_DN41660_c0_g7sp|P20060|HEXB_MOUSEHexb Beta-hexosaminidase subunit beta OS=Mus musculus GN=Hexb PE=1 SV=231.00 0.00

TRINITY_DN41944_c0_g4sp|Q494Q2|HPAT2_ARATHHPAT2 Hydroxyproline O-arabinosyltransferase 2 OS=Arabidopsis thaliana GN=HPAT2 PE=1 SV=131.00 0.00

TRINITY_DN42020_c1_g5sp|Q86Y91|KI18B_HUMANKIF18B Kinesin-like protein KIF18B OS=Homo sapiens GN=KIF18B PE=1 SV=331.00 0.00

TRINITY_DN42252_c0_g1sp|P47758|SRPRB_MOUSESrprb Signal recognition particle receptor subunit beta OS=Mus musculus GN=Srprb PE=1 SV=131.00 0.00

TRINITY_DN42831_c0_g1sp|Q9C510|PPA6_ARATHPAP6 Purple acid phosphatase 6 OS=Arabidopsis thaliana GN=PAP6 PE=2 SV=131.00 0.00

TRINITY_DN42887_c0_g1sp|Q5R7S9|PGFS_PONABFAM213B Prostamide/prostaglandin F synthase OS=Pongo abelii GN=FAM213B PE=2 SV=131.00 0.00

TRINITY_DN43341_c0_g4sp|Q7M3S9|RNGB_DICDIrngB RING finger protein B OS=Dictyostelium discoideum GN=rngB PE=2 SV=231.00 0.00

TRINITY_DN43740_c0_g6sp|Q4L7U4|ILVA_STAHJilvA L-threonine dehydratase biosynthetic IlvA OS=Staphylococcus haemolyticus (strain JCSC1435) GN=ilvA PE=3 SV=131.00 0.00

TRINITY_DN43779_c1_g1sp|Q8NBN7|RDH13_HUMANRDH13 Retinol dehydrogenase 13 OS=Homo sapiens GN=RDH13 PE=1 SV=231.00 0.00

TRINITY_DN44991_c0_g1sp|P98175|RBM10_HUMANRBM10 RNA-binding protein 10 OS=Homo sapiens GN=RBM10 PE=1 SV=331.00 0.00

TRINITY_DN45010_c1_g5sp|Q9SHD3|CCU21_ARATHCYCU2-1 Cyclin-U2-1 OS=Arabidopsis thaliana GN=CYCU2-1 PE=1 SV=131.00 0.00

TRINITY_DN45148_c0_g2sp|Q12400|TRM10_YEASTTRM10 tRNA (guanine(9)-N1)-methyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRM10 PE=1 SV=131.00 0.00

TRINITY_DN45320_c0_g3sp|O34481|RECDL_BACSUyrrC ATP-dependent RecD-like DNA helicase OS=Bacillus subtilis (strain 168) GN=yrrC PE=3 SV=131.00 0.00

TRINITY_DN45815_c0_g4sp|Q8NI27|THOC2_HUMANTHOC2 THO complex subunit 2 OS=Homo sapiens GN=THOC2 PE=1 SV=231.00 0.00

TRINITY_DN46070_c0_g2sp|P94017|CAP9_ARATHAt1g14910Putative clathrin assembly protein At1g14910 OS=Arabidopsis thaliana GN=At1g14910 PE=2 SV=231.00 0.00

TRINITY_DN46990_c0_g2sp|Q52QW3|CRTS1_ONCHCCRTISO1 Prolycopene isomerase 1, chloroplastic OS=Oncidium hybrid cultivar GN=CRTISO1 PE=2 SV=131.00 0.00

TRINITY_DN47203_c0_g2sp|Q8VWF6|SSL3_ARATHSSL3 Protein STRICTOSIDINE SYNTHASE-LIKE 3 OS=Arabidopsis thaliana GN=SSL3 PE=2 SV=131.00 0.00

TRINITY_DN47802_c1_g3sp|Q9QYZ5|SMK3_MOUSESmok3a Sperm motility kinase 3 OS=Mus musculus GN=Smok3a PE=2 SV=131.00 0.00

TRINITY_DN48065_c0_g2sp|Q6NLA5|LPPG_ARATHLPPG Lipid phosphate phosphatase gamma, chloroplastic OS=Arabidopsis thaliana GN=LPPG PE=1 SV=131.00 0.00

TRINITY_DN48086_c0_g2sp|Q86I06|NEK3_DICDInek3 Probable serine/threonine-protein kinase nek3 OS=Dictyostelium discoideum GN=nek3 PE=3 SV=131.00 0.00

TRINITY_DN48087_c0_g1sp|Q9LTY1|MAD1_ARATHMAD1 Mitotic spindle checkpoint protein MAD1 OS=Arabidopsis thaliana GN=MAD1 PE=1 SV=131.00 0.00

TRINITY_DN48107_c0_g1sp|Q9QYI3|DNJC7_MOUSEDnajc7 DnaJ homolog subfamily C member 7 OS=Mus musculus GN=Dnajc7 PE=1 SV=231.00 0.00

TRINITY_DN49190_c1_g4sp|Q9C5Z3|EIF3E_ARATHTIF3E1 Eukaryotic translation initiation factor 3 subunit E OS=Arabidopsis thaliana GN=TIF3E1 PE=1 SV=131.00 0.00

TRINITY_DN49202_c0_g3sp|B5X0I6|VIP6_ARATHVIP6 Protein CTR9 homolog OS=Arabidopsis thaliana GN=VIP6 PE=1 SV=131.00 0.00

TRINITY_DN49501_c0_g2sp|Q8GUN6|DNJ50_ARATHC50 Chaperone protein dnaJ 50 OS=Arabidopsis thaliana GN=C50 PE=2 SV=131.00 0.00

TRINITY_DN49986_c0_g1sp|Q9W4T4|PDE4A_DROMEdnc cAMP-specific 3',5'-cyclic phosphodiesterase, isoform I OS=Drosophila melanogaster GN=dnc PE=1 SV=231.00 0.00

TRINITY_DN50024_c0_g1sp|Q8H136|RH14_ARATHRH14 DEAD-box ATP-dependent RNA helicase 14 OS=Arabidopsis thaliana GN=RH14 PE=1 SV=231.00 0.00

TRINITY_DN50182_c1_g7sp|Q14573|ITPR3_HUMANITPR3 Inositol 1,4,5-trisphosphate receptor type 3 OS=Homo sapiens GN=ITPR3 PE=1 SV=231.00 0.00

TRINITY_DN50806_c0_g3sp|Q9LYS6|CALS6_ARATHCALS6 Putative callose synthase 6 OS=Arabidopsis thaliana GN=CALS6 PE=3 SV=231.00 0.00

TRINITY_DN51468_c1_g1sp|Q9AWA5|GWD1_SOLTUR1 Alpha-glucan water dikinase, chloroplastic OS=Solanum tuberosum GN=R1 PE=1 SV=231.00 0.00

TRINITY_DN51819_c2_g7sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=131.00 0.00

TRINITY_DN52616_c1_g1sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=231.00 0.00

TRINITY_DN8738_c0_g1sp|A2WYI4|OHK3_ORYSIHK3 Probable histidine kinase 3 OS=Oryza sativa subsp. indica GN=HK3 PE=2 SV=131.00 0.00

TRINITY_DN1983_c0_g1sp|Q5AFP8|KEX1_CANALKEX1 Pheromone-processing carboxypeptidase KEX1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=KEX1 PE=3 SV=130.90 0.00

TRINITY_DN21416_c0_g1sp|O01258|VPS26_CAEELvps-26 Vacuolar protein sorting-associated protein 26 OS=Caenorhabditis elegans GN=vps-26 PE=3 SV=230.90 0.00

TRINITY_DN24168_c0_g1sp|Q8N5M1|ATPF2_HUMANATPAF2 ATP synthase mitochondrial F1 complex assembly factor 2 OS=Homo sapiens GN=ATPAF2 PE=1 SV=130.90 0.00

TRINITY_DN27073_c0_g2sp|Q38922|RAB1B_ARATHRABB1B Ras-related protein RABB1b OS=Arabidopsis thaliana GN=RABB1B PE=2 SV=130.90 0.00

TRINITY_DN34957_c0_g1sp|O58231|GCK_PYRHOgck Glycerate 2-kinase OS=Pyrococcus horikoshii (strain ATCC 700860 / DSM 12428 / JCM 9974 / NBRC 100139 / OT-3) GN=gck PE=1 SV=130.90 0.00

TRINITY_DN36783_c0_g3sp|O62446|LMLN_CAEELY43F4A.1Leishmanolysin-like peptidase OS=Caenorhabditis elegans GN=Y43F4A.1 PE=3 SV=130.90 0.00

TRINITY_DN36903_c0_g8sp|Q4R8H2|DNJC2_MACFADNAJC2 DnaJ homolog subfamily C member 2 OS=Macaca fascicularis GN=DNAJC2 PE=2 SV=130.90 0.00

TRINITY_DN38182_c0_g2sp|Q55CZ1|GDT2_DICDIgdt2 Probable serine/threonine-protein kinase gdt2 OS=Dictyostelium discoideum GN=gdt2 PE=2 SV=130.90 0.00

TRINITY_DN38837_c0_g1sp|P21863|FKBX_PSEFLyaaD Probable FKBP-type 16 kDa peptidyl-prolyl cis-trans isomerase OS=Pseudomonas fluorescens GN=yaaD PE=3 SV=130.90 0.00

TRINITY_DN39249_c0_g2sp|Q23FE2|TTL3C_TETTSTTLL3C Tubulin glycylase 3C OS=Tetrahymena thermophila (strain SB210) GN=TTLL3C PE=3 SV=230.90 0.00

TRINITY_DN39425_c0_g3sp|P32867|SSO1_YEASTSSO1 Protein SSO1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SSO1 PE=1 SV=230.90 0.00

TRINITY_DN40181_c1_g6sp|Q9P7Q7|MAK1_SCHPOmak1 Peroxide stress-activated histidine kinase mak1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak1 PE=3 SV=130.90 0.00

TRINITY_DN40244_c0_g4sp|P39016|MPT5_YEASTMPT5 Suppressor protein MPT5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MPT5 PE=1 SV=230.90 0.00

TRINITY_DN41165_c0_g2sp|Q9ZVH8|RDO2_ARATHTFIIS Transcription elongation factor TFIIS OS=Arabidopsis thaliana GN=TFIIS PE=1 SV=130.90 0.00

TRINITY_DN41261_c1_g4sp|Q55DD4|PAKD_DICDIpakD Serine/threonine-protein kinase pakD OS=Dictyostelium discoideum GN=pakD PE=3 SV=130.90 0.00

TRINITY_DN41331_c0_g2sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=230.90 0.00

TRINITY_DN41526_c0_g3sp|Q9SIZ8|RKP_ARATHRKP E3 ubiquitin-protein ligase RKP OS=Arabidopsis thaliana GN=RKP PE=2 SV=230.90 0.00

TRINITY_DN41905_c0_g6sp|Q5AXW5|BCP1_EMENIbcp1 Protein bcp1 OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=bcp1 PE=3 SV=130.90 0.00

TRINITY_DN43906_c0_g1sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=130.90 0.00

TRINITY_DN45089_c0_g3sp|Q8BK64|AHSA1_MOUSEAhsa1 Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Mus musculus GN=Ahsa1 PE=1 SV=230.90 0.00

TRINITY_DN45970_c0_g3sp|Q5XG87|PAPD7_HUMANPAPD7 Non-canonical poly(A) RNA polymerase PAPD7 OS=Homo sapiens GN=PAPD7 PE=1 SV=330.90 0.00

TRINITY_DN46027_c0_g6sp|Q8K2V1|PP4R1_MOUSEPpp4r1 Serine/threonine-protein phosphatase 4 regulatory subunit 1 OS=Mus musculus GN=Ppp4r1 PE=1 SV=230.90 0.00

TRINITY_DN46460_c0_g1sp|Q54PV7|EIF2A_DICDIeif2a Eukaryotic translation initiation factor 2A OS=Dictyostelium discoideum GN=eif2a PE=3 SV=130.90 0.00



TRINITY_DN46629_c0_g3sp|Q7ZUX6|DOHH_DANREdohh Deoxyhypusine hydroxylase OS=Danio rerio GN=dohh PE=2 SV=130.90 0.00

TRINITY_DN46683_c0_g1sp|P21334|CRTI_NEUCRal-1 Phytoene desaturase OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=al-1 PE=1 SV=130.90 0.00

TRINITY_DN46839_c0_g1sp|Q54IP4|SHKB_DICDIshkB Dual specificity protein kinase shkB OS=Dictyostelium discoideum GN=shkB PE=3 SV=130.90 0.00

TRINITY_DN47030_c1_g1sp|Q93VD5|CCD8A_ORYSJCCD8A Carotenoid cleavage dioxygenase 8 homolog A, chloroplastic OS=Oryza sativa subsp. japonica GN=CCD8A PE=2 SV=130.90 0.00

TRINITY_DN47175_c0_g7sp|Q4R9E0|TECT3_MACFATCTN3 Tectonic-3 OS=Macaca fascicularis GN=TCTN3 PE=2 SV=130.90 0.00

TRINITY_DN47645_c0_g2sp|F4JMJ1|HSP7R_ARATHHSP70-17Heat shock 70 kDa protein 17 OS=Arabidopsis thaliana GN=HSP70-17 PE=2 SV=130.90 0.00

TRINITY_DN48753_c0_g1sp|Q55CZ1|GDT2_DICDIgdt2 Probable serine/threonine-protein kinase gdt2 OS=Dictyostelium discoideum GN=gdt2 PE=2 SV=130.90 0.00

TRINITY_DN49050_c0_g1sp|Q10323|IMT3_SCHPOSPAC17G8.11cInositol phosphoceramide mannosyltransferase 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC17G8.11c PE=1 SV=130.90 0.00

TRINITY_DN49455_c0_g1sp|F4HVJ3|POD1_ARATHPOD1 Protein POLLEN DEFECTIVE IN GUIDANCE 1 OS=Arabidopsis thaliana GN=POD1 PE=1 SV=130.90 0.00

TRINITY_DN49959_c0_g1sp|Q5VVW2|GARL3_HUMANGARNL3 GTPase-activating Rap/Ran-GAP domain-like protein 3 OS=Homo sapiens GN=GARNL3 PE=2 SV=230.90 0.00

TRINITY_DN50247_c0_g1sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=330.90 0.00

TRINITY_DN50810_c0_g3sp|P69744|TRPV5_MOUSETrpv5 Transient receptor potential cation channel subfamily V member 5 OS=Mus musculus GN=Trpv5 PE=1 SV=230.90 0.00

TRINITY_DN50963_c0_g1sp|Q9FNX5|DRP1E_ARATHDRP1E Dynamin-related protein 1E OS=Arabidopsis thaliana GN=DRP1E PE=1 SV=130.90 0.00

TRINITY_DN51629_c0_g1sp|Q1ZXJ0|CLCD_DICDIclcD Chloride channel protein D OS=Dictyostelium discoideum GN=clcD PE=3 SV=130.90 0.00

TRINITY_DN52444_c1_g1sp|O32965|Y855_MYCLEML0855 Uncharacterized zinc protease ML0855 OS=Mycobacterium leprae (strain TN) GN=ML0855 PE=3 SV=130.90 0.00

TRINITY_DN52537_c1_g3sp|B3QPW8|DNAJ_CHLP8dnaJ Chaperone protein DnaJ OS=Chlorobaculum parvum (strain NCIB 8327) GN=dnaJ PE=3 SV=130.90 0.00

TRINITY_DN925_c0_g1sp|Q9WTN5|TPC1_RATTpcn1 Two pore calcium channel protein 1 OS=Rattus norvegicus GN=Tpcn1 PE=1 SV=230.90 0.00

TRINITY_DN2117_c0_g1sp|P95470|ARBA_CELJUarbA Extracellular exo-alpha-(1->5)-L-arabinofuranosidase ArbA OS=Cellvibrio japonicus (strain Ueda107) GN=arbA PE=1 SV=130.80 0.00

TRINITY_DN24718_c0_g1sp|F4IG73|BCHC2_ARATHBCHC2 BEACH domain-containing protein C2 OS=Arabidopsis thaliana GN=BCHC2 PE=1 SV=130.80 0.00

TRINITY_DN292_c0_g1sp|P57290|AKH_BUCAIthrA Bifunctional aspartokinase/homoserine dehydrogenase OS=Buchnera aphidicola subsp. Acyrthosiphon pisum (strain APS) GN=thrA PE=3 SV=130.80 0.00

TRINITY_DN30084_c0_g1sp|Q9P2K8|E2AK4_HUMANEIF2AK4 eIF-2-alpha kinase GCN2 OS=Homo sapiens GN=EIF2AK4 PE=1 SV=330.80 0.00

TRINITY_DN34004_c0_g1sp|P58058|NADK_MOUSENadk NAD kinase OS=Mus musculus GN=Nadk PE=1 SV=230.80 0.00

TRINITY_DN34379_c0_g2sp|Q63615|VP33A_RATVps33a Vacuolar protein sorting-associated protein 33A OS=Rattus norvegicus GN=Vps33a PE=1 SV=130.80 0.00

TRINITY_DN35419_c0_g1sp|Q7ZVK4|VPS36_DANREvps36 Vacuolar protein-sorting-associated protein 36 OS=Danio rerio GN=vps36 PE=2 SV=130.80 0.00

TRINITY_DN35786_c0_g5sp|Q42510|GNOM_ARATHGN ARF guanine-nucleotide exchange factor GNOM OS=Arabidopsis thaliana GN=GN PE=1 SV=130.80 0.00

TRINITY_DN35791_c0_g8sp|F4JLZ6|SMO13_ARATHSMO1-3 Methylsterol monooxygenase 1-3 OS=Arabidopsis thaliana GN=SMO1-3 PE=2 SV=130.80 0.00

TRINITY_DN36015_c0_g1sp|Q5TGI0|FAXC_HUMANFAXC Failed axon connections homolog OS=Homo sapiens GN=FAXC PE=2 SV=230.80 0.00

TRINITY_DN36138_c0_g3sp|Q9VGI8|BLM_DROMEBlm Bloom syndrome protein homolog OS=Drosophila melanogaster GN=Blm PE=1 SV=130.80 0.00

TRINITY_DN36183_c0_g3sp|Q8C147|DOCK8_MOUSEDock8 Dedicator of cytokinesis protein 8 OS=Mus musculus GN=Dock8 PE=1 SV=430.80 0.00

TRINITY_DN36506_c0_g1sp|Q99L20|GSTT3_MOUSEGstt3 Glutathione S-transferase theta-3 OS=Mus musculus GN=Gstt3 PE=1 SV=130.80 0.00

TRINITY_DN36843_c1_g3sp|Q28689|MRP2_RABITABCC2 Canalicular multispecific organic anion transporter 1 OS=Oryctolagus cuniculus GN=ABCC2 PE=2 SV=130.80 0.00

TRINITY_DN36956_c1_g7sp|Q55E54|COROB_DICDIcorB Coronin-B OS=Dictyostelium discoideum GN=corB PE=1 SV=130.80 0.00

TRINITY_DN36982_c0_g5sp|P82198|BGH3_MOUSETgfbi Transforming growth factor-beta-induced protein ig-h3 OS=Mus musculus GN=Tgfbi PE=1 SV=130.80 0.00

TRINITY_DN37265_c0_g1sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=130.80 0.00

TRINITY_DN37280_c0_g3sp|Q03363|DNJH1_ALLPODNAJ1 DnaJ protein homolog 1 (Fragment) OS=Allium porrum GN=DNAJ1 PE=2 SV=130.80 0.00

TRINITY_DN37566_c0_g2sp|Q9SR06|CLP1_ARATHCLPS3 Protein CLP1 homolog OS=Arabidopsis thaliana GN=CLPS3 PE=1 SV=130.80 0.00

TRINITY_DN37994_c0_g5sp|Q9P3U4|HEL1_SCHPOdbl4 E3 ubiquitin-protein ligase dbl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbl4 PE=3 SV=130.80 0.00

TRINITY_DN40198_c0_g6sp|Q5UNS8|YR665_MIMIVMIMI_R665Uncharacterized protein R665 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R665 PE=4 SV=130.80 0.00

TRINITY_DN40347_c0_g5sp|Q96321|IMPA1_ARATHIMPA1 Importin subunit alpha-1 OS=Arabidopsis thaliana GN=IMPA1 PE=1 SV=230.80 0.00

TRINITY_DN41130_c0_g3sp|Q550C1|TAPT1_DICDIDDB_G0277313Protein TAPT1 homolog OS=Dictyostelium discoideum GN=DDB_G0277313 PE=3 SV=230.80 0.00

TRINITY_DN41738_c0_g1sp|Q8S8S2|LPCT2_ARATHLPEAT2 Lysophospholipid acyltransferase LPEAT2 OS=Arabidopsis thaliana GN=LPEAT2 PE=1 SV=130.80 0.00

TRINITY_DN42019_c0_g2sp|Q8N8V2|GBP7_HUMANGBP7 Guanylate-binding protein 7 OS=Homo sapiens GN=GBP7 PE=2 SV=230.80 0.00

TRINITY_DN42671_c0_g1sp|Q641K5|NUAK1_MOUSENuak1 NUAK family SNF1-like kinase 1 OS=Mus musculus GN=Nuak1 PE=1 SV=130.80 0.00

TRINITY_DN428_c0_g1sp|Q54VJ0|ABCC2_DICDIabcC2 ABC transporter C family member 2 OS=Dictyostelium discoideum GN=abcC2 PE=3 SV=130.80 0.00

TRINITY_DN43183_c0_g1sp|Q6B516|SPHKB_DICDIsgkB Sphingosine kinase B OS=Dictyostelium discoideum GN=sgkB PE=2 SV=130.80 0.00

TRINITY_DN43480_c0_g7sp|Q9M0A6|GGP2_ARATHGGP2 Gamma-glutamyl peptidase 2 OS=Arabidopsis thaliana GN=GGP2 PE=2 SV=130.80 0.00

TRINITY_DN44035_c0_g1sp|Q55F94|DLPA_DICDIdlpA Dynamin-like protein A OS=Dictyostelium discoideum GN=dlpA PE=2 SV=130.80 0.00

TRINITY_DN44131_c0_g5sp|Q552Y8|PSMD9_DICDIpsmD9 Probable 26S proteasome non-ATPase regulatory subunit 9 OS=Dictyostelium discoideum GN=psmD9 PE=2 SV=130.80 0.00

TRINITY_DN44841_c0_g1sp|Q54G02|SPXS5_DICDIDDB_G0290647SPX and EXS domain-containing protein 5 OS=Dictyostelium discoideum GN=DDB_G0290647 PE=3 SV=230.80 0.00

TRINITY_DN45812_c1_g3sp|Q5A3Z5|CDO_CANALCDG1 Cysteine dioxygenase CDG1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=CDG1 PE=2 SV=130.80 0.00

TRINITY_DN46014_c0_g8sp|Q8C436|MT21D_MOUSEVcpkmt Protein-lysine methyltransferase METTL21D OS=Mus musculus GN=Vcpkmt PE=2 SV=230.80 0.00

TRINITY_DN47369_c0_g7sp|Q54VF4|Y8236_DICDIDDB_G0280363TPR-containing protein DDB_G0280363 OS=Dictyostelium discoideum GN=DDB_G0280363 PE=4 SV=230.80 0.00

TRINITY_DN47431_c0_g4sp|Q8MIB3|ABCG2_PIGABCG2 ATP-binding cassette sub-family G member 2 OS=Sus scrofa GN=ABCG2 PE=2 SV=130.80 0.00

TRINITY_DN48217_c0_g2sp|A6QLH5|ERI3_BOVINERI3 ERI1 exoribonuclease 3 OS=Bos taurus GN=ERI3 PE=2 SV=130.80 0.00

TRINITY_DN48637_c0_g5sp|O67830|RL9_AQUAErplI 50S ribosomal protein L9 OS=Aquifex aeolicus (strain VF5) GN=rplI PE=3 SV=130.80 0.00

TRINITY_DN48900_c0_g1sp|Q54P00|ABKD_DICDIabkD Probable serine/threonine-protein kinase abkD OS=Dictyostelium discoideum GN=abkD PE=2 SV=130.80 0.00



TRINITY_DN49023_c0_g2sp|P54857|TGL2_YEASTTGL2 Lipase 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TGL2 PE=1 SV=130.80 0.00

TRINITY_DN49714_c0_g1sp|Q93W28|Y4554_ARATHAt4g15545Uncharacterized protein At4g15545 OS=Arabidopsis thaliana GN=At4g15545 PE=1 SV=130.80 0.00

TRINITY_DN49912_c0_g1sp|Q9SY14|CSCL2_ARATHAt4g02900CSC1-like protein At4g02900 OS=Arabidopsis thaliana GN=At4g02900 PE=3 SV=130.80 0.00

TRINITY_DN50200_c0_g2sp|Q6GQT9|NOMO1_MOUSENomo1 Nodal modulator 1 OS=Mus musculus GN=Nomo1 PE=1 SV=130.80 0.00

TRINITY_DN50598_c0_g11sp|Q5UR03|YL905_MIMIVMIMI_L905Uncharacterized protein L905 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L905 PE=3 SV=130.80 0.00

TRINITY_DN50970_c0_g3sp|Q55GN6|Y7588_DICDIDDB_G0267588Probable phosphatidylinositol phosphate kinase DDB_G0267588 OS=Dictyostelium discoideum GN=DDB_G0267588 PE=1 SV=130.80 0.00

TRINITY_DN51127_c0_g1sp|Q5XIA0|DZI1L_RATDzip1l Zinc finger protein DZIP1L OS=Rattus norvegicus GN=Dzip1l PE=1 SV=130.80 0.00

TRINITY_DN51333_c0_g7sp|P02720|PPCT_BOVINPCTP Phosphatidylcholine transfer protein OS=Bos taurus GN=PCTP PE=1 SV=130.80 0.00

TRINITY_DN51462_c1_g1sp|P22717|GCYB2_RATGucy1b2 Guanylate cyclase soluble subunit beta-2 OS=Rattus norvegicus GN=Gucy1b2 PE=2 SV=130.80 0.00

TRINITY_DN52156_c0_g2sp|Q6ZY51|PWD_ARATHGWD3 Phosphoglucan, water dikinase, chloroplastic OS=Arabidopsis thaliana GN=GWD3 PE=1 SV=130.80 0.00

TRINITY_DN11768_c0_g1sp|O00780|VATE_DICDIvatE V-type proton ATPase subunit E OS=Dictyostelium discoideum GN=vatE PE=1 SV=130.70 0.00

TRINITY_DN30082_c0_g2sp|Q9M306|ZDH10_ARATHPAT05 Probable protein S-acyltransferase 5 OS=Arabidopsis thaliana GN=PAT05 PE=1 SV=230.70 0.00

TRINITY_DN30179_c0_g2sp|Q22431|ARI2_CAEELT12E12.1Potential E3 ubiquitin-protein ligase ariadne-2 OS=Caenorhabditis elegans GN=T12E12.1 PE=3 SV=230.70 0.00

TRINITY_DN30770_c0_g1sp|Q96M98|PACRG_HUMANPACRG Parkin coregulated gene protein OS=Homo sapiens GN=PACRG PE=1 SV=230.70 0.00

TRINITY_DN31438_c0_g1sp|Q55BC0|ABCA8_DICDIabcA8 ABC transporter A family member 8 OS=Dictyostelium discoideum GN=abcA8 PE=3 SV=130.70 0.00

TRINITY_DN32177_c0_g3sp|Q5F3G7|C1GLT_CHICKC1GALT1 Glycoprotein-N-acetylgalactosamine 3-beta-galactosyltransferase 1 OS=Gallus gallus GN=C1GALT1 PE=2 SV=130.70 0.00

TRINITY_DN32190_c0_g1sp|Q8VYA5|RSZ33_ARATHRS2Z33 Serine/arginine-rich splicing factor RS2Z33 OS=Arabidopsis thaliana GN=RS2Z33 PE=1 SV=130.70 0.00

TRINITY_DN32708_c0_g1sp|Q9FLM3|ZDH23_ARATHPAT06 Probable protein S-acyltransferase 6 OS=Arabidopsis thaliana GN=PAT06 PE=2 SV=130.70 0.00

TRINITY_DN32872_c2_g6sp|Q6GL14|PI42C_XENTRpip4k2c Phosphatidylinositol 5-phosphate 4-kinase type-2 gamma OS=Xenopus tropicalis GN=pip4k2c PE=2 SV=130.70 0.00

TRINITY_DN33295_c0_g2sp|Q54GY8|RAB18_DICDIrab18 Ras-related protein Rab-18 OS=Dictyostelium discoideum GN=rab18 PE=3 SV=130.70 0.00

TRINITY_DN34140_c0_g1sp|Q8LF05|RBL19_ARATHRBL19 Rhomboid-like protein 19 OS=Arabidopsis thaliana GN=RBL19 PE=2 SV=130.70 0.00

TRINITY_DN34475_c0_g2sp|Q9VK89|TRM1_DROMECG6388 Probable tRNA (guanine(26)-N(2))-dimethyltransferase OS=Drosophila melanogaster GN=CG6388 PE=2 SV=130.70 0.00

TRINITY_DN34681_c0_g2sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=230.70 0.00

TRINITY_DN35099_c0_g1sp|Q6P618|KAD8_XENTRak8 Adenylate kinase 8 OS=Xenopus tropicalis GN=ak8 PE=2 SV=130.70 0.00

TRINITY_DN35464_c0_g2sp|Q5AJS6|MRD1_CANALMRD1 Multiple RNA-binding domain-containing protein 1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=MRD1 PE=3 SV=130.70 0.00

TRINITY_DN35781_c0_g3sp|Q9VM71|XRN2_DROMERat1 5'-3' exoribonuclease 2 homolog OS=Drosophila melanogaster GN=Rat1 PE=1 SV=230.70 0.00

TRINITY_DN35936_c0_g2sp|P54435|YRKH_BACSUyrkH Uncharacterized protein YrkH OS=Bacillus subtilis (strain 168) GN=yrkH PE=3 SV=230.70 0.00

TRINITY_DN35975_c1_g7sp|Q8L7S0|ULP2B_ARATHULP2B Probable ubiquitin-like-specific protease 2B OS=Arabidopsis thaliana GN=ULP2B PE=1 SV=330.70 0.00

TRINITY_DN36237_c2_g11sp|Q09924|EI2BD_SCHPOtif224 Probable translation initiation factor eIF-2B subunit delta OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tif224 PE=1 SV=130.70 0.00

TRINITY_DN36624_c0_g1sp|O48534|DEXHD_ARATHBRR2B DExH-box ATP-dependent RNA helicase DExH13 OS=Arabidopsis thaliana GN=BRR2B PE=2 SV=130.70 0.00

TRINITY_DN36842_c0_g2sp|O13911|PNK1_SCHPOpnk1 Bifunctional polynucleotide phosphatase/kinase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pnk1 PE=1 SV=230.70 0.00

TRINITY_DN37836_c0_g3sp|Q5UQK4|YL404_MIMIVMIMI_L404Putative alpha/beta hydrolase L404 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L404 PE=3 SV=130.70 0.00

TRINITY_DN38570_c0_g8sp|Q8N6R0|MET13_HUMANMETTL13 Methyltransferase-like protein 13 OS=Homo sapiens GN=METTL13 PE=1 SV=130.70 0.00

TRINITY_DN38675_c2_g2sp|Q8BG48|ST17B_MOUSEStk17b Serine/threonine-protein kinase 17B OS=Mus musculus GN=Stk17b PE=1 SV=130.70 0.00

TRINITY_DN39589_c0_g1sp|A6UWB3|GSA_META3hemL Glutamate-1-semialdehyde 2,1-aminomutase OS=Methanococcus aeolicus (strain ATCC BAA-1280 / DSM 17508 / OCM 812 / Nankai-3) GN=hemL PE=3 SV=130.70 0.00

TRINITY_DN39966_c0_g6sp|Q8C6G1|CU002_MOUSE- Protein C21orf2 homolog OS=Mus musculus PE=1 SV=130.70 0.00

TRINITY_DN40676_c0_g3sp|Q9Z1M8|RED_MOUSEIk Protein Red OS=Mus musculus GN=Ik PE=1 SV=230.70 0.00

TRINITY_DN41414_c0_g3sp|B1ZW79|TRPC_OPITPtrpC Indole-3-glycerol phosphate synthase OS=Opitutus terrae (strain DSM 11246 / JCM 15787 / PB90-1) GN=trpC PE=3 SV=130.70 0.00

TRINITY_DN42138_c0_g1sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=330.70 0.00

TRINITY_DN42320_c1_g5sp|Q9LKW9|NHX7_ARATHNHX7 Sodium/hydrogen exchanger 7 OS=Arabidopsis thaliana GN=NHX7 PE=1 SV=130.70 0.00

TRINITY_DN43077_c1_g1sp|P50944|AVT4_YEASTAVT4 Vacuolar amino acid transporter 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT4 PE=1 SV=130.70 0.00

TRINITY_DN43159_c0_g5sp|P10272|POL_BAEVMpol Pol polyprotein OS=Baboon endogenous virus (strain M7) GN=pol PE=3 SV=130.70 0.00

TRINITY_DN43349_c1_g1sp|Q9FV50|MAP1D_ARATHMAP1D Methionine aminopeptidase 1D, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=MAP1D PE=1 SV=130.70 0.00

TRINITY_DN43447_c1_g1sp|Q8H1D8|APY4_ARATHAPY4 Probable apyrase 4 OS=Arabidopsis thaliana GN=APY4 PE=2 SV=130.70 0.00

TRINITY_DN43554_c0_g1sp|Q9SBJ1|PDK_ARATHPDK [Pyruvate dehydrogenase (acetyl-transferring)] kinase, mitochondrial OS=Arabidopsis thaliana GN=PDK PE=1 SV=130.70 0.00

TRINITY_DN43906_c0_g3sp|Q86UC2|RSPH3_HUMANRSPH3 Radial spoke head protein 3 homolog OS=Homo sapiens GN=RSPH3 PE=1 SV=130.70 0.00

TRINITY_DN44503_c0_g1sp|Q54BI3|Y3610_DICDIDDB_G0293610LIMR family protein DDB_G0293610 OS=Dictyostelium discoideum GN=DDB_G0293610 PE=3 SV=130.70 0.00

TRINITY_DN44535_c0_g2sp|Q9LW26|Y3684_ARATHAt3g26840Acyltransferase-like protein At3g26840, chloroplastic OS=Arabidopsis thaliana GN=At3g26840 PE=2 SV=130.70 0.00



TRINITY_DN44944_c0_g1sp|Q6DFC2|CCD77_XENLAccdc77 Coiled-coil domain-containing protein 77 OS=Xenopus laevis GN=ccdc77 PE=2 SV=130.70 0.00

TRINITY_DN45218_c0_g11sp|Q7MGG3|RIBXA_VIBVYVVA0006 Riboflavin biosynthesis protein VVA0006 OS=Vibrio vulnificus (strain YJ016) GN=VVA0006 PE=1 SV=130.70 0.00

TRINITY_DN45357_c0_g1sp|Q9P2G1|AKIB1_HUMANANKIB1 Ankyrin repeat and IBR domain-containing protein 1 OS=Homo sapiens GN=ANKIB1 PE=1 SV=330.70 0.00

TRINITY_DN45668_c0_g3sp|Q61YG1|LMLN_CAEBRCBG03556Leishmanolysin-like peptidase OS=Caenorhabditis briggsae GN=CBG03556 PE=3 SV=230.70 0.00

TRINITY_DN46867_c0_g6sp|P44331|RBSK_HAEINrbsK Ribokinase OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=rbsK PE=3 SV=130.70 0.00

TRINITY_DN47240_c0_g3sp|Q9W0Y8|SCN60_DROMENaCP60E Sodium channel protein 60E OS=Drosophila melanogaster GN=NaCP60E PE=2 SV=530.70 0.00

TRINITY_DN47447_c0_g13sp|Q55874|Y103_SYNY3sll0103 Uncharacterized protein sll0103 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0103 PE=3 SV=130.70 0.00

TRINITY_DN47543_c1_g13sp|Q9M081|SC24B_ARATHAt4g32640Protein transport protein Sec24-like At4g32640 OS=Arabidopsis thaliana GN=At4g32640 PE=2 SV=330.70 0.00

TRINITY_DN48051_c0_g3sp|P18163|ACSL1_RATAcsl1 Long-chain-fatty-acid--CoA ligase 1 OS=Rattus norvegicus GN=Acsl1 PE=1 SV=130.70 0.00

TRINITY_DN48291_c1_g1sp|Q5XTS1|PLPL8_RABITPNPLA8 Calcium-independent phospholipase A2-gamma OS=Oryctolagus cuniculus GN=PNPLA8 PE=1 SV=130.70 0.00

TRINITY_DN48974_c0_g1sp|Q55G83|ABKC_DICDIabkC Probable serine/threonine-protein kinase abkC OS=Dictyostelium discoideum GN=abkC PE=3 SV=130.70 0.00

TRINITY_DN49058_c0_g2sp|Q8MIB3|ABCG2_PIGABCG2 ATP-binding cassette sub-family G member 2 OS=Sus scrofa GN=ABCG2 PE=2 SV=130.70 0.00

TRINITY_DN50005_c0_g2sp|O81850|IRT2_ARATHIRT2 Fe(2+) transport protein 2 OS=Arabidopsis thaliana GN=IRT2 PE=1 SV=130.70 0.00

TRINITY_DN50216_c0_g1sp|Q9H8S5|CNTD2_HUMANCNTD2 Cyclin N-terminal domain-containing protein 2 OS=Homo sapiens GN=CNTD2 PE=2 SV=230.70 0.00

TRINITY_DN17006_c0_g1sp|Q5FPE5|GMDH_GLUOXGOX2015 Glucose 1-dehydrogenase OS=Gluconobacter oxydans (strain 621H) GN=GOX2015 PE=1 SV=130.60 0.00

TRINITY_DN29554_c0_g1sp|Q92820|GGH_HUMANGGH Gamma-glutamyl hydrolase OS=Homo sapiens GN=GGH PE=1 SV=230.60 0.00

TRINITY_DN31438_c0_g2sp|Q55BC0|ABCA8_DICDIabcA8 ABC transporter A family member 8 OS=Dictyostelium discoideum GN=abcA8 PE=3 SV=130.60 0.00

TRINITY_DN32010_c0_g4sp|Q9FEP7|SUT13_ARATHSULTR1;3Sulfate transporter 1.3 OS=Arabidopsis thaliana GN=SULTR1;3 PE=2 SV=130.60 0.00

TRINITY_DN32172_c0_g3sp|Q8TD19|NEK9_HUMANNEK9 Serine/threonine-protein kinase Nek9 OS=Homo sapiens GN=NEK9 PE=1 SV=230.60 0.00

TRINITY_DN34071_c0_g1sp|Q9Z1N0|ACOX1_CAVPOACOX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Cavia porcellus GN=ACOX1 PE=2 SV=130.60 0.00

TRINITY_DN35632_c0_g3sp|P34102|PK3_DICDIpkgC Protein kinase 3 OS=Dictyostelium discoideum GN=pkgC PE=3 SV=230.60 0.00

TRINITY_DN36216_c0_g1sp|Q8H1D9|TYDP1_ARATHTDP1 Tyrosyl-DNA phosphodiesterase 1 OS=Arabidopsis thaliana GN=TDP1 PE=1 SV=130.60 0.00

TRINITY_DN36225_c1_g5sp|Q55GI5|L2HDH_DICDIl2hgdh L-2-hydroxyglutarate dehydrogenase, mitochondrial OS=Dictyostelium discoideum GN=l2hgdh PE=3 SV=130.60 0.00

TRINITY_DN36983_c1_g1sp|Q8GYB4|CAAT3_ARATHCAT3 Cationic amino acid transporter 3, mitochondrial OS=Arabidopsis thaliana GN=CAT3 PE=2 SV=130.60 0.00

TRINITY_DN37383_c0_g2sp|Q9D9X6|ZSWM2_MOUSEZswim2 E3 ubiquitin-protein ligase Zswim2 OS=Mus musculus GN=Zswim2 PE=1 SV=130.60 0.00

TRINITY_DN37440_c0_g3sp|Q5A3Z5|CDO_CANALCDG1 Cysteine dioxygenase CDG1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=CDG1 PE=2 SV=130.60 0.00

TRINITY_DN37850_c0_g5sp|Q13574|DGKZ_HUMANDGKZ Diacylglycerol kinase zeta OS=Homo sapiens GN=DGKZ PE=1 SV=330.60 0.00

TRINITY_DN38434_c0_g5sp|Q6PAR0|KLD10_MOUSEKlhdc10 Kelch domain-containing protein 10 OS=Mus musculus GN=Klhdc10 PE=1 SV=130.60 0.00

TRINITY_DN38678_c1_g8sp|H3ZPL1|ARAT1_THELNOCC_04335Aromatic-amino-acid aminotransferase 1 OS=Thermococcus litoralis (strain ATCC 51850 / DSM 5473 / JCM 8560 / NS-C) GN=OCC_04335 PE=1 SV=130.60 0.00

TRINITY_DN38902_c0_g3sp|Q6PGC1|DHX29_MOUSEDhx29 ATP-dependent RNA helicase DHX29 OS=Mus musculus GN=Dhx29 PE=1 SV=130.60 0.00

TRINITY_DN39186_c0_g3sp|D3ZVU9|NAT8L_RATNat8l N-acetylaspartate synthetase OS=Rattus norvegicus GN=Nat8l PE=1 SV=130.60 0.00

TRINITY_DN39206_c0_g3sp|O94527|IQW1_SCHPOiqw1 WD repeat protein iqw1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=iqw1 PE=1 SV=130.60 0.00

TRINITY_DN40187_c0_g2sp|Q679P3|PDLI7_CHICKPDLIM7 PDZ and LIM domain protein 7 OS=Gallus gallus GN=PDLIM7 PE=1 SV=130.60 0.00

TRINITY_DN40412_c2_g1sp|O82197|VP321_ARATHVPS32.1 Vacuolar protein sorting-associated protein 32 homolog 1 OS=Arabidopsis thaliana GN=VPS32.1 PE=1 SV=130.60 0.00

TRINITY_DN40459_c1_g2sp|Q3U145|TMM64_MOUSETmem64 Transmembrane protein 64 OS=Mus musculus GN=Tmem64 PE=1 SV=130.60 0.00

TRINITY_DN40784_c0_g1sp|Q6P5G0|MK04_MOUSEMapk4 Mitogen-activated protein kinase 4 OS=Mus musculus GN=Mapk4 PE=1 SV=130.60 0.00

TRINITY_DN41054_c2_g3sp|F4I443|BARD1_ARATHBARD1 BRCA1-associated RING domain protein 1 OS=Arabidopsis thaliana GN=BARD1 PE=1 SV=130.60 0.00

TRINITY_DN41075_c0_g1sp|O70311|NMT2_MOUSENmt2 Glycylpeptide N-tetradecanoyltransferase 2 OS=Mus musculus GN=Nmt2 PE=1 SV=130.60 0.00

TRINITY_DN42168_c0_g4sp|Q13237|KGP2_HUMANPRKG2 cGMP-dependent protein kinase 2 OS=Homo sapiens GN=PRKG2 PE=1 SV=130.60 0.00

TRINITY_DN43136_c0_g3sp|Q54TS4|YIPF1_DICDIyipf1 Protein YIPF1 homolog OS=Dictyostelium discoideum GN=yipf1 PE=3 SV=130.60 0.00

TRINITY_DN43850_c0_g3sp|F4JLS1|LDL3_ARATHLDL3 Lysine-specific histone demethylase 1 homolog 3 OS=Arabidopsis thaliana GN=LDL3 PE=2 SV=130.60 0.00

TRINITY_DN44198_c1_g1sp|Q9LRZ3|PUM24_ARATHAPUM24 Pumilio homolog 24 OS=Arabidopsis thaliana GN=APUM24 PE=1 SV=130.60 0.00

TRINITY_DN45014_c1_g6sp|Q8LFS6|BRN1L_ARATHBRN1 RNA-binding protein BRN1 OS=Arabidopsis thaliana GN=BRN1 PE=2 SV=130.60 0.00

TRINITY_DN45032_c0_g2sp|Q0P4F7|ACSF2_DANREacsf2 Acyl-CoA synthetase family member 2, mitochondrial OS=Danio rerio GN=acsf2 PE=2 SV=130.60 0.00

TRINITY_DN45878_c0_g1sp|Q84MH1|RAP_ORYSJAL1 RAP domain-containing protein, chloroplastic OS=Oryza sativa subsp. japonica GN=AL1 PE=2 SV=130.60 0.00

TRINITY_DN45976_c0_g2sp|Q9P4S5|CCA1_CANGACCA1 CCA tRNA nucleotidyltransferase, mitochondrial OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=CCA1 PE=1 SV=230.60 0.00

TRINITY_DN46830_c0_g8sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=130.60 0.00

TRINITY_DN49991_c0_g2sp|Q9NTI2|AT8A2_HUMANATP8A2 Phospholipid-transporting ATPase IB OS=Homo sapiens GN=ATP8A2 PE=1 SV=230.60 0.00

TRINITY_DN50045_c0_g1sp|Q94BR5|CHR28_ARATHCHR28 Helicase-like transcription factor CHR28 OS=Arabidopsis thaliana GN=CHR28 PE=1 SV=130.60 0.00

TRINITY_DN50169_c0_g1sp|Q32TG3|EFHC2_CHICKEFHC2 EF-hand domain-containing family member C2 OS=Gallus gallus GN=EFHC2 PE=2 SV=130.60 0.00

TRINITY_DN50890_c0_g1sp|Q61771|KIF3B_MOUSEKif3b Kinesin-like protein KIF3B OS=Mus musculus GN=Kif3b PE=1 SV=130.60 0.00

TRINITY_DN51005_c2_g2sp|P19686|GCYA3_RATGucy1a3 Guanylate cyclase soluble subunit alpha-3 OS=Rattus norvegicus GN=Gucy1a3 PE=1 SV=130.60 0.00

TRINITY_DN51438_c0_g1sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=230.60 0.00

TRINITY_DN52185_c1_g7sp|Q8L5Y9|PANK2_ARATHPANK2 Pantothenate kinase 2 OS=Arabidopsis thaliana GN=PANK2 PE=1 SV=230.60 0.00

TRINITY_DN52269_c2_g1sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=230.60 0.00

TRINITY_DN52313_c1_g6sp|Q6INC1|TT21B_XENLAttc21b Tetratricopeptide repeat protein 21B OS=Xenopus laevis GN=ttc21b PE=2 SV=130.60 0.00



TRINITY_DN52490_c1_g4sp|Q53727|PCRA_STAA8pcrA ATP-dependent DNA helicase PcrA OS=Staphylococcus aureus (strain NCTC 8325) GN=pcrA PE=1 SV=330.60 0.00

TRINITY_DN5589_c0_g1sp|Q08BB5|CTL2A_DANREctdspl2aCTD small phosphatase-like protein 2-A OS=Danio rerio GN=ctdspl2a PE=2 SV=130.60 0.00

TRINITY_DN23088_c0_g2sp|P0CH30|RING1_GOSHIRING1 E3 ubiquitin-protein ligase RING1 OS=Gossypium hirsutum GN=RING1 PE=1 SV=130.50 0.00

TRINITY_DN23597_c0_g1sp|Q0IIG8|RAB18_BOVINRAB18 Ras-related protein Rab-18 OS=Bos taurus GN=RAB18 PE=2 SV=130.50 0.00

TRINITY_DN26146_c0_g1sp|Q1DTI6|FYV10_COCIMFYV10 Protein FYV10 OS=Coccidioides immitis (strain RS) GN=FYV10 PE=3 SV=130.50 0.00

TRINITY_DN30422_c0_g1sp|E2RJI4|GWL_CANLFMASTL Serine/threonine-protein kinase greatwall OS=Canis lupus familiaris GN=MASTL PE=3 SV=130.50 0.00

TRINITY_DN32496_c0_g1sp|O13834|PTR1_SCHPOptr1 E3 ubiquitin-protein ligase ptr1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ptr1 PE=1 SV=130.50 0.00

TRINITY_DN33030_c0_g1sp|Q9D099|ACER3_MOUSEAcer3 Alkaline ceramidase 3 OS=Mus musculus GN=Acer3 PE=2 SV=130.50 0.00

TRINITY_DN34016_c0_g1sp|P0DKJ5|SWT15_VITVISWEET15 Bidirectional sugar transporter SWEET15 OS=Vitis vinifera GN=SWEET15 PE=3 SV=130.50 0.00

TRINITY_DN34426_c0_g8sp|O13802|EBP2_SCHPOebp2 Probable rRNA-processing protein ebp2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ebp2 PE=1 SV=130.50 0.00

TRINITY_DN34585_c0_g1sp|Q8GUI6|JMJ14_ARATHJMJ14 Probable lysine-specific demethylase JMJ14 OS=Arabidopsis thaliana GN=JMJ14 PE=1 SV=130.50 0.00

TRINITY_DN34804_c0_g3sp|Q5FVP5|WDR89_RATWdr89 WD repeat-containing protein 89 OS=Rattus norvegicus GN=Wdr89 PE=2 SV=130.50 0.00

TRINITY_DN35335_c0_g10sp|Q09170|CDS1_SCHPOcds1 Serine/threonine-protein kinase cds1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cds1 PE=1 SV=230.50 0.00

TRINITY_DN35668_c0_g2sp|Q555H8|LTN1_DICDIrnf160 E3 ubiquitin-protein ligase listerin OS=Dictyostelium discoideum GN=rnf160 PE=3 SV=130.50 0.00

TRINITY_DN36014_c0_g1sp|P28052|GPA3_CAEELgpa-3 Guanine nucleotide-binding protein alpha-3 subunit OS=Caenorhabditis elegans GN=gpa-3 PE=1 SV=230.50 0.00

TRINITY_DN36244_c0_g4sp|B3FWR8|HPM2_HYPSBhpm2 Glutathione S-transferase hmp2 OS=Hypomyces subiculosus GN=hpm2 PE=1 SV=130.50 0.00

TRINITY_DN36341_c0_g6sp|Q9Y6F1|PARP3_HUMANPARP3 Poly [ADP-ribose] polymerase 3 OS=Homo sapiens GN=PARP3 PE=1 SV=330.50 0.00

TRINITY_DN36796_c2_g6sp|Q9UUL4|MOK12_SCHPOmok12 Cell wall alpha-1,3-glucan synthase mok12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mok12 PE=3 SV=130.50 0.00

TRINITY_DN37523_c0_g2sp|P37049|YAEI_ECOLIyaeI Phosphodiesterase YaeI OS=Escherichia coli (strain K12) GN=yaeI PE=3 SV=230.50 0.00

TRINITY_DN37719_c1_g5sp|Q9FKP1|CCX1_ARATHCCX1 Cation/calcium exchanger 1 OS=Arabidopsis thaliana GN=CCX1 PE=2 SV=130.50 0.00

TRINITY_DN37781_c0_g4sp|Q3SX43|RRAGA_BOVINRRAGA Ras-related GTP-binding protein A OS=Bos taurus GN=RRAGA PE=2 SV=130.50 0.00

TRINITY_DN37887_c0_g6sp|Q6AYQ6|MMAD_RATMmadhc Methylmalonic aciduria and homocystinuria type D homolog, mitochondrial OS=Rattus norvegicus GN=Mmadhc PE=2 SV=130.50 0.00

TRINITY_DN38362_c0_g2sp|Q9LGZ2|LCYD1_ORYSJOs01g0290100Putative L-cysteine desulfhydrase 1 OS=Oryza sativa subsp. japonica GN=Os01g0290100 PE=2 SV=130.50 0.00

TRINITY_DN39150_c0_g1sp|O22797|GLTP1_ARATHGLTP1 Glycolipid transfer protein 1 OS=Arabidopsis thaliana GN=GLTP1 PE=2 SV=130.50 0.00

TRINITY_DN39259_c0_g1sp|O44400|F37C4_CAEELF37C4.5 Protein F37C4.5 OS=Caenorhabditis elegans GN=F37C4.5 PE=1 SV=330.50 0.00

TRINITY_DN39561_c2_g3sp|Q8Y2R5|Y270_RALSORSc0270 UPF0225 protein RSc0270 OS=Ralstonia solanacearum (strain GMI1000) GN=RSc0270 PE=3 SV=130.50 0.00

TRINITY_DN39585_c0_g2sp|Q6AXK4|BABA1_DANREbabam1 BRISC and BRCA1-A complex member 1 OS=Danio rerio GN=babam1 PE=2 SV=230.50 0.00

TRINITY_DN40538_c0_g1sp|Q8XRY7|T23O2_RALSOkynA2 Tryptophan 2,3-dioxygenase 2 OS=Ralstonia solanacearum (strain GMI1000) GN=kynA2 PE=3 SV=130.50 0.00

TRINITY_DN41293_c0_g12sp|Q64464|CP3AD_MOUSECyp3a13 Cytochrome P450 3A13 OS=Mus musculus GN=Cyp3a13 PE=1 SV=130.50 0.00

TRINITY_DN41961_c0_g2sp|A7IQW5|MT21_CAEELC42C1.13Protein-lysine methyltransferase C42C1.13 OS=Caenorhabditis elegans GN=C42C1.13 PE=3 SV=130.50 0.00

TRINITY_DN42671_c0_g4sp|Q7KZI7|MARK2_HUMANMARK2 Serine/threonine-protein kinase MARK2 OS=Homo sapiens GN=MARK2 PE=1 SV=230.50 0.00

TRINITY_DN43022_c0_g3sp|Q96BR1|SGK3_HUMANSGK3 Serine/threonine-protein kinase Sgk3 OS=Homo sapiens GN=SGK3 PE=1 SV=130.50 0.00

TRINITY_DN43743_c0_g6sp|P23775|CBG_RABITSERPINA6Corticosteroid-binding globulin OS=Oryctolagus cuniculus GN=SERPINA6 PE=1 SV=130.50 0.00

TRINITY_DN43956_c0_g2sp|O66490|KAD_AQUAEadk Adenylate kinase OS=Aquifex aeolicus (strain VF5) GN=adk PE=1 SV=130.50 0.00

TRINITY_DN44164_c0_g3sp|O15050|TRNK1_HUMANTRANK1 TPR and ankyrin repeat-containing protein 1 OS=Homo sapiens GN=TRANK1 PE=2 SV=430.50 0.00

TRINITY_DN44505_c0_g4sp|O13283|XYL1_CANTRxyrA NAD(P)H-dependent D-xylose reductase I,II OS=Candida tropicalis GN=xyrA PE=3 SV=130.50 0.00

TRINITY_DN44536_c0_g2sp|Q84K16|AP1G1_ARATHGAMMA-ADRAP-1 complex subunit gamma-1 OS=Arabidopsis thaliana GN=GAMMA-ADR PE=1 SV=130.50 0.00

TRINITY_DN44694_c0_g5sp|Q91736|EPB1B_XENLAephb1-b Ephrin type-B receptor 1-B (Fragment) OS=Xenopus laevis GN=ephb1-b PE=1 SV=130.50 0.00

TRINITY_DN44993_c0_g4sp|Q9VMT6|C28D2_DROMECyp28d2 Probable cytochrome P450 28d2 OS=Drosophila melanogaster GN=Cyp28d2 PE=3 SV=130.50 0.00

TRINITY_DN45153_c0_g1sp|A7MB10|RRP5_BOVINPDCD11 Protein RRP5 homolog OS=Bos taurus GN=PDCD11 PE=2 SV=130.50 0.00

TRINITY_DN45606_c0_g1sp|Q9SX85|SEC3A_ARATHSEC3A Exocyst complex component SEC3A OS=Arabidopsis thaliana GN=SEC3A PE=1 SV=130.50 0.00

TRINITY_DN46029_c0_g1sp|Q9FLP9|GGAP2_ARATHVTC5 GDP-L-galactose phosphorylase 2 OS=Arabidopsis thaliana GN=VTC5 PE=1 SV=130.50 0.00

TRINITY_DN47180_c0_g1sp|B0M0P8|GEFL_DICDIgefL Ras guanine nucleotide exchange factor L OS=Dictyostelium discoideum GN=gefL PE=2 SV=130.50 0.00

TRINITY_DN47382_c0_g2sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=130.50 0.00

TRINITY_DN48013_c0_g2sp|P21675|TAF1_HUMANTAF1 Transcription initiation factor TFIID subunit 1 OS=Homo sapiens GN=TAF1 PE=1 SV=230.50 0.00

TRINITY_DN48152_c0_g1sp|Q9H0R5|GBP3_HUMANGBP3 Guanylate-binding protein 3 OS=Homo sapiens GN=GBP3 PE=1 SV=330.50 0.00

TRINITY_DN48276_c0_g5sp|F4I6M4|TORL1_ARATHTOR1L1 TORTIFOLIA1-like protein 1 OS=Arabidopsis thaliana GN=TOR1L1 PE=2 SV=130.50 0.00

TRINITY_DN48305_c0_g6sp|Q21752|VDAC_CAEELvdac-1 Probable voltage-dependent anion-selective channel OS=Caenorhabditis elegans GN=vdac-1 PE=3 SV=230.50 0.00

TRINITY_DN48879_c1_g3sp|Q9VMW8|MPU1_DROMECG3792 Mannose-P-dolichol utilization defect 1 protein homolog OS=Drosophila melanogaster GN=CG3792 PE=2 SV=230.50 0.00

TRINITY_DN48989_c0_g1sp|Q552E9|PKGA_DICDIpkgA Probable serine/threonine-protein kinase pkgA OS=Dictyostelium discoideum GN=pkgA PE=3 SV=130.50 0.00

TRINITY_DN49167_c1_g1sp|Q4WXX4|RNA14_ASPFUrna14 mRNA 3'-end-processing protein rna14 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=rna14 PE=3 SV=130.50 0.00

TRINITY_DN50802_c0_g2sp|Q6K641|IF4G2_ORYSJOs02g0611500Eukaryotic translation initiation factor isoform 4G-2 OS=Oryza sativa subsp. japonica GN=Os02g0611500 PE=2 SV=130.50 0.00

TRINITY_DN51585_c1_g1sp|Q9UPU5|UBP24_HUMANUSP24 Ubiquitin carboxyl-terminal hydrolase 24 OS=Homo sapiens GN=USP24 PE=1 SV=330.50 0.00

TRINITY_DN52036_c0_g2sp|Q70CQ2|UBP34_HUMANUSP34 Ubiquitin carboxyl-terminal hydrolase 34 OS=Homo sapiens GN=USP34 PE=1 SV=230.50 0.00

TRINITY_DN52676_c8_g1sp|Q9S9U0|CALSB_ARATHCALS11 Callose synthase 11 OS=Arabidopsis thaliana GN=CALS11 PE=2 SV=130.50 0.00

TRINITY_DN20070_c0_g2sp|Q12697|YPK9_YEASTYPK9 Vacuolar cation-transporting ATPase YPK9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK9 PE=1 SV=130.40 0.00



TRINITY_DN25343_c0_g1sp|Q29RM1|TPC_BOVINSLC25A19Mitochondrial thiamine pyrophosphate carrier OS=Bos taurus GN=SLC25A19 PE=2 SV=130.40 0.00

TRINITY_DN28836_c0_g1sp|O74874|CCR4_SCHPOccr4 Glucose-repressible alcohol dehydrogenase transcriptional effector OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ccr4 PE=3 SV=130.40 0.00

TRINITY_DN30867_c0_g1sp|Q9C6B3|GCA2_ARATHGAMMACA2Gamma carbonic anhydrase 2, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA2 PE=1 SV=130.40 0.00

TRINITY_DN32819_c0_g2sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=130.40 0.00

TRINITY_DN33569_c0_g2sp|P08252|CHI1_TOBACCHN48 Endochitinase A OS=Nicotiana tabacum GN=CHN48 PE=1 SV=230.40 0.00

TRINITY_DN34504_c0_g1sp|P52046|CRT_CLOABcrt Short-chain-enoyl-CoA hydratase OS=Clostridium acetobutylicum (strain ATCC 824 / DSM 792 / JCM 1419 / LMG 5710 / VKM B-1787) GN=crt PE=1 SV=130.40 0.00

TRINITY_DN34689_c0_g1sp|Q9FFL1|RMV1_ARATHRMV1 Polyamine transporter RMV1 OS=Arabidopsis thaliana GN=RMV1 PE=1 SV=130.40 0.00

TRINITY_DN349_c0_g1sp|F4KGU4|DEAHC_ARATHAt5g10370ATP-dependent RNA helicase DEAH12, chloroplastic OS=Arabidopsis thaliana GN=At5g10370 PE=3 SV=130.40 0.00

TRINITY_DN35069_c0_g1sp|Q9ESB5|NECA1_RATNecab1 N-terminal EF-hand calcium-binding protein 1 OS=Rattus norvegicus GN=Necab1 PE=1 SV=130.40 0.00

TRINITY_DN35489_c1_g3sp|Q9JJ00|PLS1_MOUSEPlscr1 Phospholipid scramblase 1 OS=Mus musculus GN=Plscr1 PE=1 SV=130.40 0.00

TRINITY_DN35972_c0_g11sp|Q96MR6|CFA57_HUMANCFAP57 Cilia- and flagella-associated protein 57 OS=Homo sapiens GN=CFAP57 PE=2 SV=330.40 0.00

TRINITY_DN36073_c0_g6sp|Q54WT7|CTNS_DICDIctns Cystinosin homolog OS=Dictyostelium discoideum GN=ctns PE=3 SV=130.40 0.00

TRINITY_DN36585_c0_g1sp|Q4R7H0|TTL10_MACFATTLL10 Protein polyglycylase TTLL10 OS=Macaca fascicularis GN=TTLL10 PE=2 SV=130.40 0.00

TRINITY_DN37171_c0_g1sp|F4I1S7|ELP2_ARATHELP2 Elongator complex protein 2 OS=Arabidopsis thaliana GN=ELP2 PE=1 SV=130.40 0.00

TRINITY_DN37210_c0_g1sp|Q9VR99|CATIN_DROMEcactin Cactin OS=Drosophila melanogaster GN=cactin PE=1 SV=330.40 0.00

TRINITY_DN37244_c0_g1sp|Q9SI03|MTP12_ARATHMTP12 Metal tolerance protein 12 OS=Arabidopsis thaliana GN=MTP12 PE=3 SV=130.40 0.00

TRINITY_DN37467_c2_g7sp|A7MRY4|LUXN_VIBCBluxN Autoinducer 1 sensor kinase/phosphatase LuxN OS=Vibrio campbellii (strain ATCC BAA-1116 / BB120) GN=luxN PE=1 SV=130.40 0.00

TRINITY_DN37506_c0_g5sp|Q7TN33|CELF6_MOUSECelf6 CUGBP Elav-like family member 6 OS=Mus musculus GN=Celf6 PE=2 SV=130.40 0.00

TRINITY_DN38431_c1_g2sp|A8I9E8|CFA45_CHLRECFAP45 Cilia- and flagella-associated protein 45 OS=Chlamydomonas reinhardtii GN=CFAP45 PE=1 SV=130.40 0.00

TRINITY_DN38695_c2_g5sp|A1Z8J0|C19L1_DROMECG7741 CWF19-like protein 1 homolog OS=Drosophila melanogaster GN=CG7741 PE=2 SV=130.40 0.00

TRINITY_DN38838_c0_g1sp|P58742|AAAS_MOUSEAaas Aladin OS=Mus musculus GN=Aaas PE=1 SV=130.40 0.00

TRINITY_DN39187_c1_g7sp|A8WYE4|PAR1_CAEBRpar-1 Serine/threonine-protein kinase par-1 OS=Caenorhabditis briggsae GN=par-1 PE=3 SV=130.40 0.00

TRINITY_DN39515_c1_g5sp|Q6NUT3|MFS12_HUMANMFSD12 Major facilitator superfamily domain-containing protein 12 OS=Homo sapiens GN=MFSD12 PE=1 SV=230.40 0.00

TRINITY_DN39811_c0_g1sp|Q86U38|NOP9_HUMANNOP9 Nucleolar protein 9 OS=Homo sapiens GN=NOP9 PE=1 SV=130.40 0.00

TRINITY_DN40038_c0_g5sp|Q9SYZ9|TAF8_ARATHTAF8 Transcription initiation factor TFIID subunit 8 OS=Arabidopsis thaliana GN=TAF8 PE=1 SV=130.40 0.00

TRINITY_DN40159_c0_g2sp|Q4R8E0|E2AK1_MACFAEIF2AK1 Eukaryotic translation initiation factor 2-alpha kinase 1 OS=Macaca fascicularis GN=EIF2AK1 PE=2 SV=130.40 0.00

TRINITY_DN40245_c0_g1sp|Q8LAY8|P2C69_ARATHAt5g10740Probable protein phosphatase 2C 69 OS=Arabidopsis thaliana GN=At5g10740 PE=2 SV=130.40 0.00

TRINITY_DN40573_c0_g3sp|Q9H254|SPTN4_HUMANSPTBN4 Spectrin beta chain, non-erythrocytic 4 OS=Homo sapiens GN=SPTBN4 PE=1 SV=230.40 0.00

TRINITY_DN40625_c0_g11sp|A8ILK1|CFA52_CHLRECFAP52 Cilia- and flagella-associated protein 52 OS=Chlamydomonas reinhardtii GN=CFAP52 PE=1 SV=130.40 0.00

TRINITY_DN40913_c0_g1sp|P37967|PNBA_BACSUpnbA Para-nitrobenzyl esterase OS=Bacillus subtilis (strain 168) GN=pnbA PE=1 SV=230.40 0.00

TRINITY_DN41661_c0_g8sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=130.40 0.00

TRINITY_DN41938_c1_g2sp|P28622|GUN4_BACS5- Endoglucanase 4 OS=Bacillus sp. (strain KSM-522) PE=3 SV=230.40 0.00

TRINITY_DN42042_c0_g4sp|Q54SW3|GRLF_DICDIgrlF Metabotropic glutamate receptor-like protein F OS=Dictyostelium discoideum GN=grlF PE=2 SV=130.40 0.00

TRINITY_DN42140_c0_g3sp|B2VFC7|VIAA_ERWT9viaA Protein ViaA OS=Erwinia tasmaniensis (strain DSM 17950 / CIP 109463 / Et1/99) GN=viaA PE=3 SV=130.40 0.00

TRINITY_DN42547_c0_g1sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=330.40 0.00

TRINITY_DN43057_c0_g1sp|Q9MYP6|DHB14_BOVINHSD17B1417-beta-hydroxysteroid dehydrogenase 14 OS=Bos taurus GN=HSD17B14 PE=2 SV=130.40 0.00

TRINITY_DN43334_c2_g1sp|Q9C8Z4|HEAT1_ARATHAt3g06530Uncharacterized protein At3g06530 OS=Arabidopsis thaliana GN=At3g06530 PE=1 SV=330.40 0.00

TRINITY_DN43818_c0_g1sp|Q29052|ITIH1_PIGITIH1 Inter-alpha-trypsin inhibitor heavy chain H1 OS=Sus scrofa GN=ITIH1 PE=2 SV=130.40 0.00

TRINITY_DN43899_c0_g2sp|Q14CX7|NAA25_HUMANNAA25 N-alpha-acetyltransferase 25, NatB auxiliary subunit OS=Homo sapiens GN=NAA25 PE=1 SV=130.40 0.00

TRINITY_DN44608_c0_g3sp|Q92359|YDHE_SCHPOSPAC6G9.14Pumilio domain-containing protein C6G9.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.14 PE=3 SV=130.40 0.00

TRINITY_DN44788_c0_g1sp|Q2I6J1|SHP2A_DANREinppl1a Phosphatidylinositol 3,4,5-trisphosphate 5-phosphatase 2A OS=Danio rerio GN=inppl1a PE=2 SV=230.40 0.00

TRINITY_DN44814_c0_g1sp|Q07878|VPS13_YEASTVPS13 Vacuolar protein sorting-associated protein 13 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS13 PE=1 SV=130.40 0.00

TRINITY_DN45285_c0_g1sp|Q54QC8|SEC1_DICDIsec1 Protein transport protein sec1 OS=Dictyostelium discoideum GN=sec1 PE=3 SV=130.40 0.00

TRINITY_DN45514_c2_g1sp|Q4ZHS0|GCYA3_CANLFGUCY1A3 Guanylate cyclase soluble subunit alpha-3 OS=Canis lupus familiaris GN=GUCY1A3 PE=2 SV=130.40 0.00

TRINITY_DN46052_c0_g2sp|P40066|GLE2_YEASTGLE2 Nucleoporin GLE2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GLE2 PE=1 SV=130.40 0.00

TRINITY_DN46141_c0_g1sp|Q54GD8|PX24C_DICDIDDB_G0290223PXMP2/4 family protein 3 OS=Dictyostelium discoideum GN=DDB_G0290223 PE=3 SV=130.40 0.00

TRINITY_DN46271_c0_g1sp|Q9M1E8|SEN21_ARATHSEN1 tRNA-splicing endonuclease subunit Sen2-1 OS=Arabidopsis thaliana GN=SEN1 PE=2 SV=130.40 0.00

TRINITY_DN46378_c0_g4sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=130.40 0.00

TRINITY_DN46524_c0_g5sp|Q54BQ8|LYSG4_DICDIDDB_G0293492Probable GH family 25 lysozyme 4 OS=Dictyostelium discoideum GN=DDB_G0293492 PE=3 SV=130.40 0.00

TRINITY_DN47259_c0_g2sp|O43390|HNRPR_HUMANHNRNPR Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=130.40 0.00

TRINITY_DN47440_c1_g1sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=230.40 0.00

TRINITY_DN48176_c1_g2sp|P58195|PLS1_RATPlscr1 Phospholipid scramblase 1 OS=Rattus norvegicus GN=Plscr1 PE=1 SV=130.40 0.00

TRINITY_DN48643_c0_g5sp|Q9D1C9|RRP7A_MOUSERrp7a Ribosomal RNA-processing protein 7 homolog A OS=Mus musculus GN=Rrp7a PE=2 SV=130.40 0.00

TRINITY_DN48883_c3_g1sp|Q9SFU3|PPA15_ARATHPAP15 Purple acid phosphatase 15 OS=Arabidopsis thaliana GN=PAP15 PE=1 SV=130.40 0.00

TRINITY_DN50061_c0_g1sp|Q02256|PVH1_YEASTYVH1 Tyrosine-protein phosphatase YVH1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YVH1 PE=1 SV=130.40 0.00

TRINITY_DN50239_c1_g2sp|Q0WVL7|GOGC5_ARATHGC5 Golgin candidate 5 OS=Arabidopsis thaliana GN=GC5 PE=1 SV=130.40 0.00



TRINITY_DN50318_c2_g1sp|Q39693|INV3_DAUCAINV3 Beta-fructofuranosidase, insoluble isoenzyme 3 OS=Daucus carota GN=INV3 PE=3 SV=130.40 0.00

TRINITY_DN50747_c0_g2sp|Q32P44|EMAL3_HUMANEML3 Echinoderm microtubule-associated protein-like 3 OS=Homo sapiens GN=EML3 PE=1 SV=130.40 0.00

TRINITY_DN51293_c0_g1sp|Q9CAE3|FLD_ARATHFLD Protein FLOWERING LOCUS D OS=Arabidopsis thaliana GN=FLD PE=1 SV=130.40 0.00

TRINITY_DN52603_c7_g1sp|Q54P13|ABCC8_DICDIabcC8 ABC transporter C family member 8 OS=Dictyostelium discoideum GN=abcC8 PE=3 SV=130.40 0.00

TRINITY_DN52687_c6_g5sp|Q99315|YG31B_YEASTTY3B-G Transposon Ty3-G Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-G PE=1 SV=330.40 0.00

TRINITY_DN15955_c0_g1sp|Q9ATL9|TIP21_MAIZETIP2-1 Aquaporin TIP2-1 OS=Zea mays GN=TIP2-1 PE=2 SV=130.30 0.00

TRINITY_DN29566_c0_g1sp|P20650|PPM1A_RATPpm1a Protein phosphatase 1A OS=Rattus norvegicus GN=Ppm1a PE=1 SV=130.30 0.00

TRINITY_DN29613_c0_g1sp|Q58523|Y1123_METJAMJ1123 Uncharacterized protein MJ1123 OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ1123 PE=4 SV=130.30 0.00

TRINITY_DN30682_c0_g2sp|Q8BG48|ST17B_MOUSEStk17b Serine/threonine-protein kinase 17B OS=Mus musculus GN=Stk17b PE=1 SV=130.30 0.00

TRINITY_DN31373_c0_g1sp|Q9D4W2|CK065_MOUSE- Uncharacterized protein C11orf65 homolog OS=Mus musculus PE=2 SV=130.30 0.00

TRINITY_DN32108_c0_g1sp|Q3URF8|KCD21_MOUSEKctd21 BTB/POZ domain-containing protein KCTD21 OS=Mus musculus GN=Kctd21 PE=1 SV=130.30 0.00

TRINITY_DN32352_c0_g2sp|Q9NPI5|NRK2_HUMANNMRK2 Nicotinamide riboside kinase 2 OS=Homo sapiens GN=NMRK2 PE=1 SV=130.30 0.00

TRINITY_DN33420_c0_g1sp|Q9C5U1|AHK3_ARATHAHK3 Histidine kinase 3 OS=Arabidopsis thaliana GN=AHK3 PE=1 SV=130.30 0.00

TRINITY_DN34322_c0_g1sp|Q66JD7|ACBD6_XENTRacbd6 Acyl-CoA-binding domain-containing protein 6 OS=Xenopus tropicalis GN=acbd6 PE=2 SV=130.30 0.00

TRINITY_DN34805_c0_g1sp|Q6H7U5|CIPKQ_ORYSJCIPK26 CBL-interacting protein kinase 26 OS=Oryza sativa subsp. japonica GN=CIPK26 PE=2 SV=130.30 0.00

TRINITY_DN35468_c0_g1sp|Q5ZIN2|SEN2_CHICKTSEN2 tRNA-splicing endonuclease subunit Sen2 OS=Gallus gallus GN=TSEN2 PE=2 SV=130.30 0.00

TRINITY_DN35710_c2_g3sp|Q63120|MRP2_RATAbcc2 Canalicular multispecific organic anion transporter 1 OS=Rattus norvegicus GN=Abcc2 PE=1 SV=130.30 0.00

TRINITY_DN35890_c0_g1sp|Q96G04|EF2KT_HUMANEEF2KMT Protein-lysine N-methyltransferase EEF2KMT OS=Homo sapiens GN=EEF2KMT PE=1 SV=230.30 0.00

TRINITY_DN36222_c0_g2sp|Q96M96|FGD4_HUMANFGD4 FYVE, RhoGEF and PH domain-containing protein 4 OS=Homo sapiens GN=FGD4 PE=1 SV=230.30 0.00

TRINITY_DN36426_c0_g1sp|Q969S3|ZN622_HUMANZNF622 Zinc finger protein 622 OS=Homo sapiens GN=ZNF622 PE=1 SV=130.30 0.00

TRINITY_DN36915_c0_g1sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=230.30 0.00

TRINITY_DN37531_c0_g7sp|Q8AXS6|S35B1_XENTRslc35b1 Solute carrier family 35 member B1 OS=Xenopus tropicalis GN=slc35b1 PE=2 SV=230.30 0.00

TRINITY_DN38186_c0_g2sp|Q9M350|GACP4_ARATHGCP4 Gamma-tubulin complex component 4 OS=Arabidopsis thaliana GN=GCP4 PE=2 SV=230.30 0.00

TRINITY_DN38380_c0_g1sp|Q9V8W3|RABEP_DROMERep Rab proteins geranylgeranyltransferase component A OS=Drosophila melanogaster GN=Rep PE=2 SV=130.30 0.00

TRINITY_DN38421_c0_g1sp|Q9ES00|UBE4B_MOUSEUbe4b Ubiquitin conjugation factor E4 B OS=Mus musculus GN=Ube4b PE=1 SV=330.30 0.00

TRINITY_DN39121_c0_g5sp|P13466|GELA_DICDIabpC Gelation factor OS=Dictyostelium discoideum GN=abpC PE=1 SV=130.30 0.00

TRINITY_DN39906_c0_g6sp|Q9S7C0|HSP7O_ARATHHSP70-14Heat shock 70 kDa protein 14 OS=Arabidopsis thaliana GN=HSP70-14 PE=2 SV=130.30 0.00

TRINITY_DN40250_c1_g2sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=130.30 0.00

TRINITY_DN40445_c0_g2sp|P54567|YQKD_BACSUyqkD Uncharacterized protein YqkD OS=Bacillus subtilis (strain 168) GN=yqkD PE=4 SV=130.30 0.00

TRINITY_DN40836_c0_g1sp|P38838|WSS1_YEASTWSS1 DNA-dependent metalloprotease WSS1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=WSS1 PE=1 SV=130.30 0.00

TRINITY_DN41084_c0_g1sp|C4IYS8|ACFR2_MAIZE- Ascorbate-specific transmembrane electron transporter 2 OS=Zea mays PE=2 SV=130.30 0.00

TRINITY_DN41094_c1_g3sp|P50944|AVT4_YEASTAVT4 Vacuolar amino acid transporter 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT4 PE=1 SV=130.30 0.00

TRINITY_DN41266_c0_g7sp|Q9SN35|RAA1D_ARATHRABA1D Ras-related protein RABA1d OS=Arabidopsis thaliana GN=RABA1D PE=2 SV=130.30 0.00

TRINITY_DN41288_c0_g1sp|Q8BRG8|TM209_MOUSETmem209 Transmembrane protein 209 OS=Mus musculus GN=Tmem209 PE=2 SV=130.30 0.00

TRINITY_DN42179_c0_g1sp|O60058|AFG2_SCHPOafg2 ATPase family gene 2 protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=afg2 PE=3 SV=130.30 0.00

TRINITY_DN42592_c1_g5sp|P94538|YSGA_BACSUysgA Uncharacterized tRNA/rRNA methyltransferase YsgA OS=Bacillus subtilis (strain 168) GN=ysgA PE=3 SV=230.30 0.00

TRINITY_DN42807_c0_g2sp|Q7NSD8|HMP_CHRVOhmp Flavohemoprotein OS=Chromobacterium violaceum (strain ATCC 12472 / DSM 30191 / JCM 1249 / NBRC 12614 / NCIMB 9131 / NCTC 9757) GN=hmp PE=3 SV=130.30 0.00

TRINITY_DN43322_c0_g4sp|Q54KX3|VP13F_DICDIvps13F Putative vacuolar protein sorting-associated protein 13F OS=Dictyostelium discoideum GN=vps13F PE=3 SV=130.30 0.00

TRINITY_DN43456_c0_g1sp|B4JYN1|PTC71_DROGRfig Protein phosphatase PTC7 homolog fig OS=Drosophila grimshawi GN=fig PE=3 SV=130.30 0.00

TRINITY_DN43727_c0_g5sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=230.30 0.00

TRINITY_DN43886_c1_g9sp|A8ICS9|CFA46_CHLRECFAP46 Cilia- and flagella-associated protein 46 OS=Chlamydomonas reinhardtii GN=CFAP46 PE=1 SV=130.30 0.00

TRINITY_DN43963_c1_g3sp|B2KIQ4|WDR76_RHIFEWDR76 WD repeat-containing protein 76 OS=Rhinolophus ferrumequinum GN=WDR76 PE=3 SV=230.30 0.00

TRINITY_DN44248_c1_g3sp|Q55E44|DHKE_DICDIdhkE Hybrid signal transduction histidine kinase E OS=Dictyostelium discoideum GN=dhkE PE=3 SV=130.30 0.00

TRINITY_DN44396_c0_g1sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=130.30 0.00

TRINITY_DN44924_c1_g8sp|Q32LP9|COR2A_BOVINCORO2A Coronin-2A OS=Bos taurus GN=CORO2A PE=2 SV=130.30 0.00

TRINITY_DN45021_c0_g1sp|Q9JIS7|CAC1F_MOUSECacna1f Voltage-dependent L-type calcium channel subunit alpha-1F OS=Mus musculus GN=Cacna1f PE=1 SV=130.30 0.00

TRINITY_DN45049_c0_g5sp|A0A0D2YG06|FUB4_FUSO4FUB4 Hydrolase FUB4 OS=Fusarium oxysporum f. sp. lycopersici (strain 4287 / CBS 123668 / FGSC 9935 / NRRL 34936) GN=FUB4 PE=1 SV=130.30 0.00

TRINITY_DN45702_c1_g1sp|Q9XTR8|LIP1_CAEELZK262.3 Lipase ZK262.3 OS=Caenorhabditis elegans GN=ZK262.3 PE=1 SV=130.30 0.00

TRINITY_DN45920_c0_g2sp|Q6ZV73|FGD6_HUMANFGD6 FYVE, RhoGEF and PH domain-containing protein 6 OS=Homo sapiens GN=FGD6 PE=1 SV=230.30 0.00

TRINITY_DN45934_c0_g1sp|Q7X911|SAC6_ARATHSAC6 Phosphoinositide phosphatase SAC6 OS=Arabidopsis thaliana GN=SAC6 PE=2 SV=130.30 0.00

TRINITY_DN47001_c0_g9sp|P41151|HFA1A_ARATHHSFA1A Heat stress transcription factor A-1a OS=Arabidopsis thaliana GN=HSFA1A PE=1 SV=230.30 0.00

TRINITY_DN47159_c0_g1sp|P92943|CLCD_ARATHCLC-D Chloride channel protein CLC-d OS=Arabidopsis thaliana GN=CLC-D PE=1 SV=230.30 0.00

TRINITY_DN47179_c0_g2sp|Q5U4F6|WDR34_MOUSEWdr34 WD repeat-containing protein 34 OS=Mus musculus GN=Wdr34 PE=1 SV=230.30 0.00

TRINITY_DN47917_c0_g5sp|Q7T2B0|CTL4_DANREslc44a4 Choline transporter-like protein 4 OS=Danio rerio GN=slc44a4 PE=2 SV=130.30 0.00

TRINITY_DN48336_c0_g1sp|O96838|FYV1_DROMEfab1 Putative 1-phosphatidylinositol 3-phosphate 5-kinase OS=Drosophila melanogaster GN=fab1 PE=1 SV=230.30 0.00

TRINITY_DN49267_c1_g8sp|B4F6I3|AIFM2_XENTRaifm2 Apoptosis-inducing factor 2 OS=Xenopus tropicalis GN=aifm2 PE=2 SV=130.30 0.00



TRINITY_DN49342_c0_g2sp|A1L4X0|CLT2_ARATHCLT2 Protein CLT2, chloroplastic OS=Arabidopsis thaliana GN=CLT2 PE=2 SV=130.30 0.00

TRINITY_DN49762_c0_g1sp|O43390|HNRPR_HUMANHNRNPR Heterogeneous nuclear ribonucleoprotein R OS=Homo sapiens GN=HNRNPR PE=1 SV=130.30 0.00

TRINITY_DN50273_c1_g1sp|Q86G47|GEFQ_DICDIgefQ Ras guanine nucleotide exchange factor Q OS=Dictyostelium discoideum GN=gefQ PE=2 SV=130.30 0.00

TRINITY_DN50807_c1_g3sp|P46431|GSTT2_MUSDOGst2 Glutathione S-transferase 2 OS=Musca domestica GN=Gst2 PE=2 SV=230.30 0.00

TRINITY_DN51679_c0_g1sp|Q9ZW95|C7352_ARATHCYP735A2Cytokinin hydroxylase OS=Arabidopsis thaliana GN=CYP735A2 PE=1 SV=130.30 0.00

TRINITY_DN51742_c1_g2sp|Q2QAV0|TIO_ARATHTIO Serine/threonine-protein kinase TIO OS=Arabidopsis thaliana GN=TIO PE=1 SV=130.30 0.00

TRINITY_DN52177_c0_g1sp|A6WUG6|TDH_SHEB8tdh L-threonine 3-dehydrogenase OS=Shewanella baltica (strain OS185) GN=tdh PE=3 SV=130.30 0.00

TRINITY_DN52298_c2_g1sp|Q5N749|MOR1_ORYSJMOR1 Protein MOR1 OS=Oryza sativa subsp. japonica GN=MOR1 PE=2 SV=130.30 0.00

TRINITY_DN28698_c0_g1sp|P05332|YP20_BACLIp20 Uncharacterized N-acetyltransferase p20 OS=Bacillus licheniformis GN=p20 PE=3 SV=130.20 0.00

TRINITY_DN29302_c0_g2sp|Q96Q42|ALS2_HUMANALS2 Alsin OS=Homo sapiens GN=ALS2 PE=1 SV=230.20 0.00

TRINITY_DN31721_c0_g1sp|Q55CB0|RASU_DICDIrasU Ras-like protein rasU OS=Dictyostelium discoideum GN=rasU PE=3 SV=130.20 0.00

TRINITY_DN33490_c0_g2sp|Q9CX00|IST1_MOUSEIst1 IST1 homolog OS=Mus musculus GN=Ist1 PE=1 SV=130.20 0.00

TRINITY_DN33733_c0_g2sp|Q9NSV4|DIAP3_HUMANDIAPH3 Protein diaphanous homolog 3 OS=Homo sapiens GN=DIAPH3 PE=1 SV=430.20 0.00

TRINITY_DN34558_c0_g1sp|Q9T0I8|MTN1_ARATHMTN1 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 1 OS=Arabidopsis thaliana GN=MTN1 PE=1 SV=130.20 0.00

TRINITY_DN34776_c0_g16sp|B1MZ62|RRF_LEUCKfrr Ribosome-recycling factor OS=Leuconostoc citreum (strain KM20) GN=frr PE=3 SV=130.20 0.00

TRINITY_DN35652_c0_g1sp|Q86IA3|PDI1_DICDIpdi1 Protein disulfide-isomerase 1 OS=Dictyostelium discoideum GN=pdi1 PE=1 SV=230.20 0.00

TRINITY_DN35719_c0_g5sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=130.20 0.00

TRINITY_DN35786_c0_g4sp|Q9FLY5|GNL1_ARATHGNL1 ARF guanine-nucleotide exchange factor GNL1 OS=Arabidopsis thaliana GN=GNL1 PE=3 SV=130.20 0.00

TRINITY_DN35954_c0_g5sp|Q11010|AMPN_STRLIpepN Aminopeptidase N OS=Streptomyces lividans GN=pepN PE=1 SV=130.20 0.00

TRINITY_DN36758_c0_g1sp|Q9U9R7|SNAG_DICDIsnpC Gamma-soluble NSF attachment protein OS=Dictyostelium discoideum GN=snpC PE=1 SV=130.20 0.00

TRINITY_DN37018_c0_g1sp|Q9NGC3|CEG1A_DROMECenG1A Centaurin-gamma-1A OS=Drosophila melanogaster GN=CenG1A PE=2 SV=230.20 0.00

TRINITY_DN37366_c0_g2sp|Q5F471|PP6R3_CHICKPPP6R3 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Gallus gallus GN=PPP6R3 PE=2 SV=130.20 0.00

TRINITY_DN37398_c0_g1sp|Q54YU6|CRTF_DICDICRTF CAR1 transcription factor OS=Dictyostelium discoideum GN=CRTF PE=2 SV=130.20 0.00

TRINITY_DN37435_c1_g2sp|Q9LET3|RBL20_ARATHRBL20 Rhomboid-like protein 20 OS=Arabidopsis thaliana GN=RBL20 PE=2 SV=130.20 0.00

TRINITY_DN37659_c0_g5sp|O66875|BIOF_AQUAEbioF Putative 8-amino-7-oxononanoate synthase OS=Aquifex aeolicus (strain VF5) GN=bioF PE=3 SV=130.20 0.00

TRINITY_DN37828_c1_g3sp|A2C5I5|RS6_PROM1rpsF 30S ribosomal protein S6 OS=Prochlorococcus marinus (strain NATL1A) GN=rpsF PE=3 SV=130.20 0.00

TRINITY_DN38504_c0_g1sp|Q00008|PRMS_MAIZEPRMS Pathogenesis-related protein PRMS OS=Zea mays GN=PRMS PE=2 SV=130.20 0.00

TRINITY_DN38590_c1_g1sp|Q4U2R1|HERC2_MOUSEHerc2 E3 ubiquitin-protein ligase HERC2 OS=Mus musculus GN=Herc2 PE=1 SV=330.20 0.00

TRINITY_DN38889_c0_g4sp|O94481|TFC5_SCHPObdp1 Transcription factor TFIIIB component B'' OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bdp1 PE=3 SV=230.20 0.00

TRINITY_DN39093_c0_g4sp|Q03701|CEBPZ_HUMANCEBPZ CCAAT/enhancer-binding protein zeta OS=Homo sapiens GN=CEBPZ PE=1 SV=330.20 0.00

TRINITY_DN39332_c1_g6sp|O82290|SKL2_ARATHSKL2 Probable inactive shikimate kinase like 2, chloroplastic OS=Arabidopsis thaliana GN=SKL2 PE=2 SV=230.20 0.00

TRINITY_DN39857_c0_g1sp|P40821|CRJ1C_TRICY- Crystallin J1C OS=Tripedalia cystophora PE=1 SV=130.20 0.00

TRINITY_DN39933_c0_g2sp|Q76P07|Y7165_DICDIDDB_G0277165Probable serine/threonine-protein kinase DDB_G0277165 OS=Dictyostelium discoideum GN=DDB_G0277165 PE=3 SV=130.20 0.00

TRINITY_DN39991_c0_g2sp|Q6J4K2|NCKX6_HUMANSLC8B1 Sodium/potassium/calcium exchanger 6, mitochondrial OS=Homo sapiens GN=SLC8B1 PE=1 SV=230.20 0.00

TRINITY_DN40347_c0_g2sp|Q96321|IMPA1_ARATHIMPA1 Importin subunit alpha-1 OS=Arabidopsis thaliana GN=IMPA1 PE=1 SV=230.20 0.00

TRINITY_DN42029_c0_g1sp|Q9V4W1|GLE1_DROMEGLE1 Nucleoporin GLE1 OS=Drosophila melanogaster GN=GLE1 PE=2 SV=130.20 0.00

TRINITY_DN42268_c0_g5sp|Q5A761|CCR4_CANALCCR4 Glucose-repressible alcohol dehydrogenase transcriptional effector OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=CCR4 PE=3 SV=130.20 0.00

TRINITY_DN42282_c0_g5sp|Q54I48|CTL2_DICDIslc44a2 Choline transporter-like protein 2 OS=Dictyostelium discoideum GN=slc44a2 PE=3 SV=130.20 0.00

TRINITY_DN42345_c1_g1sp|B3H5K9|NEDD1_ARATHNEDD1 Protein NEDD1 OS=Arabidopsis thaliana GN=NEDD1 PE=2 SV=130.20 0.00

TRINITY_DN42358_c1_g1sp|Q6GR09|SPOPL_XENLAspopl Speckle-type POZ protein-like OS=Xenopus laevis GN=spopl PE=2 SV=130.20 0.00

TRINITY_DN42986_c1_g3sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=330.20 0.00

TRINITY_DN43391_c0_g2sp|P56182|RRP1_HUMANRRP1 Ribosomal RNA processing protein 1 homolog A OS=Homo sapiens GN=RRP1 PE=1 SV=130.20 0.00

TRINITY_DN43439_c0_g3sp|O54838|DUS5_RATDusp5 Dual specificity protein phosphatase 5 OS=Rattus norvegicus GN=Dusp5 PE=2 SV=130.20 0.00

TRINITY_DN43551_c1_g6sp|Q5RA77|COPD_PONABARCN1 Coatomer subunit delta OS=Pongo abelii GN=ARCN1 PE=2 SV=130.20 0.00

TRINITY_DN43580_c0_g5sp|Q54PB2|MRD1_DICDImrd1 Multiple RNA-binding domain-containing protein 1 OS=Dictyostelium discoideum GN=mrd1 PE=3 SV=130.20 0.00

TRINITY_DN43642_c0_g3sp|Q8JI38|CRVP_LATSE- Cysteine-rich venom protein latisemin OS=Laticauda semifasciata PE=2 SV=130.20 0.00

TRINITY_DN45113_c1_g2sp|Q5VJL3|GDT9_DICDIgdt9 Probable serine/threonine-protein kinase gdt9 OS=Dictyostelium discoideum GN=gdt9 PE=2 SV=230.20 0.00

TRINITY_DN45118_c0_g3sp|Q15878|CAC1E_HUMANCACNA1E Voltage-dependent R-type calcium channel subunit alpha-1E OS=Homo sapiens GN=CACNA1E PE=1 SV=330.20 0.00

TRINITY_DN45525_c0_g1sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=130.20 0.00

TRINITY_DN45563_c0_g1sp|O83075|RSME_TREPArsmE Ribosomal RNA small subunit methyltransferase E OS=Treponema pallidum (strain Nichols) GN=rsmE PE=3 SV=130.20 0.00

TRINITY_DN45588_c1_g2sp|Q6S7B0|TAF5_ARATHTAF5 Transcription initiation factor TFIID subunit 5 OS=Arabidopsis thaliana GN=TAF5 PE=1 SV=130.20 0.00

TRINITY_DN46141_c0_g4sp|Q9HGN1|GCN2_SCHPOgcn2 eIF-2-alpha kinase GCN2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gcn2 PE=2 SV=230.20 0.00

TRINITY_DN46412_c0_g1sp|P34090|CMF_DICDIcmfA Conditioned medium factor OS=Dictyostelium discoideum GN=cmfA PE=1 SV=230.20 0.00

TRINITY_DN47253_c0_g2sp|Q9XI90|WRKY4_ARATHWRKY4 Probable WRKY transcription factor 4 OS=Arabidopsis thaliana GN=WRKY4 PE=1 SV=230.20 0.00

TRINITY_DN47919_c0_g3sp|Q16TM5|BND7A_AEDAEAAEL010189Band 7 protein AAEL010189 OS=Aedes aegypti GN=AAEL010189 PE=3 SV=130.20 0.00

TRINITY_DN48109_c0_g2sp|Q94AT1|P2C76_ARATHAt5g53140Probable protein phosphatase 2C 76 OS=Arabidopsis thaliana GN=At5g53140 PE=2 SV=130.20 0.00



TRINITY_DN48997_c0_g1sp|Q0WU02|MTP10_ARATHMTP10 Metal tolerance protein 10 OS=Arabidopsis thaliana GN=MTP10 PE=2 SV=130.20 0.00

TRINITY_DN49373_c0_g1sp|P26197|ACT2_ABSGLACT2 Actin-2 OS=Absidia glauca GN=ACT2 PE=3 SV=130.20 0.00

TRINITY_DN49656_c1_g12sp|Q9CTG6|AT132_MOUSEAtp13a2 Probable cation-transporting ATPase 13A2 OS=Mus musculus GN=Atp13a2 PE=2 SV=330.20 0.00

TRINITY_DN50076_c0_g1sp|O13726|YDO6_SCHPOSPAC15A10.06Uncharacterized Na(+)/H(+) antiporter C15A10.06 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC15A10.06 PE=1 SV=330.20 0.00

TRINITY_DN50661_c0_g1sp|P22505|BGLB_PAEPObglB Beta-glucosidase B OS=Paenibacillus polymyxa GN=bglB PE=1 SV=130.20 0.00

TRINITY_DN51391_c1_g3sp|F2Z461|HERC6_MOUSEHerc6 E3 ISG15--protein ligase Herc6 OS=Mus musculus GN=Herc6 PE=2 SV=130.20 0.00

TRINITY_DN51619_c2_g1sp|O24303|TI110_PEATIC110 Protein TIC110, chloroplastic OS=Pisum sativum GN=TIC110 PE=1 SV=130.20 0.00

TRINITY_DN52114_c0_g1sp|Q8BRH4|KMT2C_MOUSEKmt2c Histone-lysine N-methyltransferase 2C OS=Mus musculus GN=Kmt2c PE=1 SV=230.20 0.00

TRINITY_DN52490_c0_g1sp|O83506|RPOD_TREPArpoD RNA polymerase sigma factor RpoD OS=Treponema pallidum (strain Nichols) GN=rpoD PE=3 SV=130.20 0.00

TRINITY_DN20061_c0_g1sp|Q95017|UBC9_CAEELubc-9 SUMO-conjugating enzyme UBC9 OS=Caenorhabditis elegans GN=ubc-9 PE=1 SV=130.10 0.00

TRINITY_DN23376_c0_g1sp|F4IJK6|KN14R_ARATHKIN14R Kinesin-like protein KIN-14R OS=Arabidopsis thaliana GN=KIN14R PE=2 SV=130.10 0.00

TRINITY_DN32041_c0_g1sp|Q2TGJ4|ZDH15_RATZdhhc15 Palmitoyltransferase ZDHHC15 OS=Rattus norvegicus GN=Zdhhc15 PE=2 SV=130.10 0.00

TRINITY_DN32171_c0_g1sp|P39598|YWBO_BACSUywbO Uncharacterized protein YwbO OS=Bacillus subtilis (strain 168) GN=ywbO PE=4 SV=130.10 0.00

TRINITY_DN32705_c0_g1sp|Q2LGB5|TOLIP_BOVINTOLLIP Toll-interacting protein OS=Bos taurus GN=TOLLIP PE=2 SV=130.10 0.00

TRINITY_DN34116_c0_g1sp|Q8S919|UBC5B_ORYSJUBC5B Ubiquitin-conjugating enzyme E2 5B OS=Oryza sativa subsp. japonica GN=UBC5B PE=2 SV=130.10 0.00

TRINITY_DN34298_c0_g1sp|P13825|ASP_PLAFS- Aspartic acid-rich protein OS=Plasmodium falciparum (isolate fcm17 / Senegal) PE=3 SV=130.10 0.00

TRINITY_DN35849_c0_g1sp|Q9H867|MT21D_HUMANVCPKMT Protein-lysine methyltransferase METTL21D OS=Homo sapiens GN=VCPKMT PE=1 SV=230.10 0.00

TRINITY_DN35881_c0_g1sp|Q39524|HUP2_PARKEHUP2 H(+)/hexose cotransporter 2 OS=Parachlorella kessleri GN=HUP2 PE=2 SV=130.10 0.00

TRINITY_DN36019_c0_g2sp|Q4R7H0|TTL10_MACFATTLL10 Protein polyglycylase TTLL10 OS=Macaca fascicularis GN=TTLL10 PE=2 SV=130.10 0.00

TRINITY_DN36103_c0_g4sp|Q969X1|LFG3_HUMANTMBIM1 Protein lifeguard 3 OS=Homo sapiens GN=TMBIM1 PE=1 SV=230.10 0.00

TRINITY_DN36336_c0_g5sp|Q5ZKC1|EIF2A_CHICKEIF2A Eukaryotic translation initiation factor 2A OS=Gallus gallus GN=EIF2A PE=2 SV=130.10 0.00

TRINITY_DN36413_c0_g2sp|Q62036|CP131_MOUSECep131 Centrosomal protein of 131 kDa OS=Mus musculus GN=Cep131 PE=1 SV=230.10 0.00

TRINITY_DN36982_c0_g2sp|P82198|BGH3_MOUSETgfbi Transforming growth factor-beta-induced protein ig-h3 OS=Mus musculus GN=Tgfbi PE=1 SV=130.10 0.00

TRINITY_DN37486_c0_g1sp|Q54PW9|EI24_DICDIDDB_G0284253Protein EI24 homolog OS=Dictyostelium discoideum GN=DDB_G0284253 PE=3 SV=130.10 0.00

TRINITY_DN38770_c2_g1sp|Q58338|Y928_METJAMJ0928 Putative protein methyltransferase MJ0928 OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ0928 PE=3 SV=130.10 0.00

TRINITY_DN39035_c1_g4sp|Q869W6|MYLKG_DICDIDDB_G0275057Probable myosin light chain kinase DDB_G0275057 OS=Dictyostelium discoideum GN=DDB_G0275057 PE=3 SV=130.10 0.00

TRINITY_DN39522_c1_g1sp|S4R2P9|NAC3_MOUSESlc8a3 Sodium/calcium exchanger 3 OS=Mus musculus GN=Slc8a3 PE=1 SV=130.10 0.00

TRINITY_DN40040_c0_g8sp|Q9ZPR1|CD48B_ARATHCDC48B Cell division control protein 48 homolog B OS=Arabidopsis thaliana GN=CDC48B PE=2 SV=130.10 0.00

TRINITY_DN40574_c0_g5sp|Q9FF55|PDI14_ARATHPDIL1-4 Protein disulfide isomerase-like 1-4 OS=Arabidopsis thaliana GN=PDIL1-4 PE=1 SV=130.10 0.00

TRINITY_DN40836_c0_g2sp|Q39056|CNX3_ARATHCNX3 Cyclic pyranopterin monophosphate synthase accessory protein, mitochondrial OS=Arabidopsis thaliana GN=CNX3 PE=1 SV=130.10 0.00

TRINITY_DN42548_c0_g4sp|Q79LY0|HOPD2_PSESMhopD2 Effector protein hopD2 OS=Pseudomonas syringae pv. tomato (strain ATCC BAA-871 / DC3000) GN=hopD2 PE=1 SV=130.10 0.00

TRINITY_DN42688_c0_g2sp|Q28GQ2|MECR_XENTRmecr Trans-2-enoyl-CoA reductase, mitochondrial OS=Xenopus tropicalis GN=mecr PE=2 SV=130.10 0.00

TRINITY_DN42774_c1_g1sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=230.10 0.00

TRINITY_DN43226_c0_g5sp|Q8TB96|TIP_HUMANITFG1 T-cell immunomodulatory protein OS=Homo sapiens GN=ITFG1 PE=1 SV=130.10 0.00

TRINITY_DN43604_c0_g1sp|A9US33|GHL3_MONBE22789 Putative glycoside hydrolase 22789 OS=Monosiga brevicollis GN=22789 PE=3 SV=130.10 0.00

TRINITY_DN43624_c0_g1sp|Q93VM9|THOC1_ARATHTHO1 THO complex subunit 1 OS=Arabidopsis thaliana GN=THO1 PE=1 SV=130.10 0.00

TRINITY_DN43703_c0_g2sp|P14644|PDE4C_RATPde4c cAMP-specific 3',5'-cyclic phosphodiesterase 4C (Fragment) OS=Rattus norvegicus GN=Pde4c PE=2 SV=230.10 0.00

TRINITY_DN44161_c0_g7sp|Q8IY82|DRC7_HUMANDRC7 Dynein regulatory complex subunit 7 OS=Homo sapiens GN=DRC7 PE=1 SV=330.10 0.00

TRINITY_DN44774_c1_g11sp|P75093|Y020_MYCPNMPN_020 Uncharacterized ATP-dependent helicase MPN_020 OS=Mycoplasma pneumoniae (strain ATCC 29342 / M129) GN=MPN_020 PE=3 SV=130.10 0.00

TRINITY_DN44856_c0_g3sp|P73177|RN2H_SYNY3sll1290 Uncharacterized ribonuclease sll1290 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1290 PE=3 SV=130.10 0.00

TRINITY_DN45012_c0_g5sp|Q9NUJ7|PLCX1_HUMANPLCXD1 PI-PLC X domain-containing protein 1 OS=Homo sapiens GN=PLCXD1 PE=2 SV=130.10 0.00

TRINITY_DN45897_c1_g1sp|Q00689|GP63_LEIGUgp63 Leishmanolysin OS=Leishmania guyanensis GN=gp63 PE=2 SV=130.10 0.00

TRINITY_DN46582_c0_g2sp|Q9ZVJ5|SGGP_ARATHSGPP Haloacid dehalogenase-like hydrolase domain-containing protein Sgpp OS=Arabidopsis thaliana GN=SGPP PE=1 SV=230.10 0.00

TRINITY_DN46890_c0_g1sp|Q4U2R1|HERC2_MOUSEHerc2 E3 ubiquitin-protein ligase HERC2 OS=Mus musculus GN=Herc2 PE=1 SV=330.10 0.00

TRINITY_DN46974_c0_g2sp|A3EWL3|REV1_ARATHREV1 DNA repair protein REV1 OS=Arabidopsis thaliana GN=REV1 PE=2 SV=130.10 0.00

TRINITY_DN46989_c0_g9sp|Q54Y55|SHKC_DICDIshkC Dual specificity protein kinase shkC OS=Dictyostelium discoideum GN=shkC PE=3 SV=130.10 0.00

TRINITY_DN47843_c0_g2sp|Q8VYZ2|PPA8_ARATHPAP8 Purple acid phosphatase 8 OS=Arabidopsis thaliana GN=PAP8 PE=2 SV=130.10 0.00

TRINITY_DN48020_c0_g1sp|Q9ZT29|SC5D_TOBAC- Delta(7)-sterol-C5(6)-desaturase OS=Nicotiana tabacum PE=2 SV=130.10 0.00

TRINITY_DN48493_c0_g4sp|C0ITL3|VA5_PACCH- Venom allergen 5 (Fragment) OS=Pachycondyla chinensis PE=2 SV=130.10 0.00

TRINITY_DN48649_c0_g1sp|Q05540|CHIB_SOLLCCHI17 Acidic 27 kDa endochitinase OS=Solanum lycopersicum GN=CHI17 PE=1 SV=130.10 0.00

TRINITY_DN48991_c2_g8sp|Q9US35|DSD1_SCHPOSPAC1039.06D-serine dehydratase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC1039.06 PE=3 SV=130.10 0.00

TRINITY_DN49183_c0_g2sp|Q7SY75|NCALD_XENLAncald Neurocalcin-delta OS=Xenopus laevis GN=ncald PE=2 SV=130.10 0.00

TRINITY_DN49503_c1_g2sp|Q7XSA2|AGO1B_ORYSJAGO1B Protein argonaute 1B OS=Oryza sativa subsp. japonica GN=AGO1B PE=2 SV=330.10 0.00

TRINITY_DN49984_c0_g3sp|P46718|PDCD2_MOUSEPdcd2 Programmed cell death protein 2 OS=Mus musculus GN=Pdcd2 PE=2 SV=230.10 0.00

TRINITY_DN49993_c0_g2sp|Q9LXG9|PCO1_ARATHPCO1 Plant cysteine oxidase 1 OS=Arabidopsis thaliana GN=PCO1 PE=1 SV=130.10 0.00

TRINITY_DN51934_c1_g1sp|Q9P7G4|OMA1_SCHPOoma1 Mitochondrial metalloendopeptidase OMA1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=oma1 PE=3 SV=130.10 0.00



TRINITY_DN19743_c0_g1sp|P78875|TPP1_SCHPOtpp1 Trehalose-phosphatase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tpp1 PE=1 SV=230.00 0.00

TRINITY_DN26740_c1_g1sp|Q54U44|ABCCC_DICDIabcC12 ABC transporter C family member 12 OS=Dictyostelium discoideum GN=abcC12 PE=3 SV=130.00 0.00

TRINITY_DN31361_c0_g3sp|Q9LT31|VPS9A_ARATHVPS9A Vacuolar protein sorting-associated protein 9A OS=Arabidopsis thaliana GN=VPS9A PE=1 SV=130.00 0.00

TRINITY_DN32328_c0_g1sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=130.00 0.00

TRINITY_DN32811_c0_g1sp|P22108|APA2_YEASTAPA2 Diadenosine 5',5'''-P1,P4-tetraphosphate phosphorylase 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=APA2 PE=1 SV=130.00 0.00

TRINITY_DN34412_c0_g1sp|Q8LAC4|URH2_ARATHURH2 Probable uridine nucleosidase 2 OS=Arabidopsis thaliana GN=URH2 PE=2 SV=130.00 0.00

TRINITY_DN35347_c0_g1sp|A4FV97|RL1D1_BOVINRSL1D1 Ribosomal L1 domain-containing protein 1 OS=Bos taurus GN=RSL1D1 PE=2 SV=130.00 0.00

TRINITY_DN36064_c0_g1sp|A6QNR1|RRP36_BOVINRRP36 Ribosomal RNA processing protein 36 homolog OS=Bos taurus GN=RRP36 PE=2 SV=130.00 0.00

TRINITY_DN36601_c0_g1sp|O13754|CNS1_SCHPOcns1 Hsp70/Hsp90 co-chaperone cns1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cns1 PE=3 SV=130.00 0.00

TRINITY_DN36903_c0_g1sp|Q0II91|DJC21_BOVINDNAJC21 DnaJ homolog subfamily C member 21 OS=Bos taurus GN=DNAJC21 PE=2 SV=230.00 0.00

TRINITY_DN37507_c0_g2sp|Q5EAB4|CHID1_BOVINCHID1 Chitinase domain-containing protein 1 OS=Bos taurus GN=CHID1 PE=2 SV=130.00 0.00

TRINITY_DN37956_c0_g1sp|Q92KZ3|AFR_RHIMEafr 1,5-anhydro-D-fructose reductase OS=Rhizobium meliloti (strain 1021) GN=afr PE=1 SV=130.00 0.00

TRINITY_DN39544_c0_g2sp|Q9LR78|BSU1_ARATHBSU1 Serine/threonine-protein phosphatase BSU1 OS=Arabidopsis thaliana GN=BSU1 PE=1 SV=230.00 0.00

TRINITY_DN39657_c0_g1sp|Q6T486|RBRA_DICDIrbrA Probable E3 ubiquitin-protein ligase rbrA OS=Dictyostelium discoideum GN=rbrA PE=3 SV=130.00 0.00

TRINITY_DN39749_c0_g1sp|Q9S9N9|CCR1_ARATHCCR1 Cinnamoyl-CoA reductase 1 OS=Arabidopsis thaliana GN=CCR1 PE=1 SV=130.00 0.00

TRINITY_DN40765_c0_g3sp|Q9P3U4|HEL1_SCHPOdbl4 E3 ubiquitin-protein ligase dbl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbl4 PE=3 SV=130.00 0.00

TRINITY_DN41159_c0_g6sp|Q7TP48|APMAP_RATApmap Adipocyte plasma membrane-associated protein OS=Rattus norvegicus GN=Apmap PE=2 SV=230.00 0.00

TRINITY_DN41242_c0_g3sp|Q9DB30|PHKG2_MOUSEPhkg2 Phosphorylase b kinase gamma catalytic chain, liver/testis isoform OS=Mus musculus GN=Phkg2 PE=2 SV=230.00 0.00

TRINITY_DN41310_c0_g4sp|P36096|TUL1_YEASTTUL1 Transmembrane E3 ubiquitin-protein ligase 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TUL1 PE=1 SV=130.00 0.00

TRINITY_DN41604_c0_g1sp|Q99J36|THUM1_MOUSEThumpd1 THUMP domain-containing protein 1 OS=Mus musculus GN=Thumpd1 PE=1 SV=130.00 0.00

TRINITY_DN41627_c0_g1sp|Q94FB9|AB1D_ARATHABCC1 ABC transporter D family member 1 OS=Arabidopsis thaliana GN=ABCC1 PE=1 SV=130.00 0.00

TRINITY_DN41923_c0_g2sp|Q55AN8|Y1806_DICDIDDB_G0271806PH and Rap-GAP domain-containing protein DDB_G0271806 OS=Dictyostelium discoideum GN=DDB_G0271806 PE=3 SV=130.00 0.00

TRINITY_DN42107_c0_g2sp|P53326|YG5L_YEASTYGR266W Uncharacterized protein YGR266W OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YGR266W PE=1 SV=130.00 0.00

TRINITY_DN42216_c0_g1sp|Q9M0A5|GGP3_ARATHGGP3 Gamma-glutamyl peptidase 3 OS=Arabidopsis thaliana GN=GGP3 PE=2 SV=130.00 0.00

TRINITY_DN42426_c1_g5sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=230.00 0.00

TRINITY_DN43364_c0_g4sp|P0CU27|EFM3_CHATDCTHT_0041970.1Protein-lysine N-methyltransferase EFM3 OS=Chaetomium thermophilum (strain DSM 1495 / CBS 144.50 / IMI 039719) GN=CTHT_0041970.1 PE=3 SV=130.00 0.00

TRINITY_DN43778_c1_g6sp|P51108|DFRA_MAIZEA1 Dihydroflavonol 4-reductase OS=Zea mays GN=A1 PE=3 SV=130.00 0.00

TRINITY_DN44443_c1_g7sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=230.00 0.00

TRINITY_DN44476_c0_g5sp|Q9Y535|RPC8_HUMANPOLR3H DNA-directed RNA polymerase III subunit RPC8 OS=Homo sapiens GN=POLR3H PE=1 SV=130.00 0.00

TRINITY_DN44670_c0_g1sp|A0QSH5|Y1481_MYCS2MSMEG_1481Putative S-adenosyl-L-methionine-dependent methyltransferase MSMEG_1481/MSMEI_1445 OS=Mycobacterium smegmatis (strain ATCC 700084 / mc(2)155) GN=MSMEG_1481 PE=3 SV=130.00 0.00

TRINITY_DN45493_c0_g2sp|Q893K6|HUTG_CLOTEhutG Formimidoylglutamase OS=Clostridium tetani (strain Massachusetts / E88) GN=hutG PE=3 SV=130.00 0.00

TRINITY_DN45664_c1_g3sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=130.00 0.00

TRINITY_DN45845_c0_g4sp|P46419|GSTM1_DERPT- Glutathione S-transferase OS=Dermatophagoides pteronyssinus PE=1 SV=130.00 0.00

TRINITY_DN46101_c0_g2sp|Q6RG78|RGS1_HORSERGS1 Regulator of G-protein signaling 1 OS=Equus caballus GN=RGS1 PE=2 SV=130.00 0.00

TRINITY_DN46147_c0_g1sp|P51123|TAF1_DROMETaf1 Transcription initiation factor TFIID subunit 1 OS=Drosophila melanogaster GN=Taf1 PE=1 SV=330.00 0.00

TRINITY_DN46218_c0_g1sp|P96688|NAP_BACSUnap Uncharacterized carboxylesterase nap OS=Bacillus subtilis (strain 168) GN=nap PE=1 SV=130.00 0.00

TRINITY_DN46342_c0_g1sp|P26683|SIGA_NOSS1sigA RNA polymerase sigma factor SigA OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=sigA PE=3 SV=130.00 0.00

TRINITY_DN46987_c0_g2sp|Q866F4|ADCYA_RABITADCY10 Adenylate cyclase type 10 OS=Oryctolagus cuniculus GN=ADCY10 PE=2 SV=130.00 0.00

TRINITY_DN47142_c1_g7sp|Q08647|PUS7_YEASTPUS7 Multisubstrate pseudouridine synthase 7 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PUS7 PE=1 SV=130.00 0.00

TRINITY_DN47452_c0_g1sp|Q9TW28|MYOM_DICDImyoM Myosin-M heavy chain OS=Dictyostelium discoideum GN=myoM PE=1 SV=130.00 0.00

TRINITY_DN47661_c0_g3sp|Q5SNQ7|SRAC1_DANREserac1 Protein SERAC1 OS=Danio rerio GN=serac1 PE=3 SV=130.00 0.00

TRINITY_DN47832_c1_g7sp|P21567|AMY1_SACFIALP1 Alpha-amylase OS=Saccharomycopsis fibuligera GN=ALP1 PE=3 SV=130.00 0.00

TRINITY_DN47864_c0_g10sp|Q05470|PKSL_BACSUpksL Polyketide synthase PksL OS=Bacillus subtilis (strain 168) GN=pksL PE=1 SV=330.00 0.00

TRINITY_DN47981_c2_g1sp|Q29BR3|LOVG_DROPSGA18864 Esterase GA18864 OS=Drosophila pseudoobscura pseudoobscura GN=GA18864 PE=3 SV=130.00 0.00

TRINITY_DN48461_c1_g5sp|H3JU05|SRGT1_CHLRESGT1 Peptidyl serine alpha-galactosyltransferase OS=Chlamydomonas reinhardtii GN=SGT1 PE=1 SV=130.00 0.00

TRINITY_DN49327_c1_g4sp|Q54QG5|Y3893_DICDIDDB_G0283893Probable E3 ubiquitin-protein ligase DDB_G0283893 OS=Dictyostelium discoideum GN=DDB_G0283893 PE=3 SV=230.00 0.00

TRINITY_DN50529_c1_g2sp|Q54G18|GACW_DICDIgacW Rho GTPase-activating protein gacW OS=Dictyostelium discoideum GN=gacW PE=3 SV=130.00 0.00

TRINITY_DN50683_c0_g7sp|Q5RAU0|ACOX3_PONABACOX3 Peroxisomal acyl-coenzyme A oxidase 3 OS=Pongo abelii GN=ACOX3 PE=2 SV=130.00 0.00

TRINITY_DN50685_c0_g6sp|Q9MA55|ACBP4_ARATHACBP4 Acyl-CoA-binding domain-containing protein 4 OS=Arabidopsis thaliana GN=ACBP4 PE=1 SV=130.00 0.00

TRINITY_DN50776_c1_g2sp|Q07949|PSR2_YEASTPSR2 Probable phosphatase PSR2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PSR2 PE=1 SV=130.00 0.00

TRINITY_DN50837_c1_g1sp|Q5A599|NIK1_CANALNIK1 Histidine protein kinase NIK1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=NIK1 PE=1 SV=230.00 0.00

TRINITY_DN51397_c0_g1sp|P38811|TRA1_YEASTTRA1 Transcription-associated protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRA1 PE=1 SV=130.00 0.00

TRINITY_DN51511_c0_g3sp|Q2QN36|P2C78_ORYSJOs12g0580900Probable protein phosphatase 2C 78 OS=Oryza sativa subsp. japonica GN=Os12g0580900 PE=2 SV=130.00 0.00

TRINITY_DN51732_c2_g1sp|Q9FF17|ALG6_ARATHAt5g38460Probable dolichyl pyrophosphate Man9GlcNAc2 alpha-1,3-glucosyltransferase OS=Arabidopsis thaliana GN=At5g38460 PE=2 SV=130.00 0.00

TRINITY_DN51744_c3_g5sp|Q944B0|FK161_ARATHFKBP16-1Peptidyl-prolyl cis-trans isomerase FKBP16-1, chloroplastic OS=Arabidopsis thaliana GN=FKBP16-1 PE=2 SV=130.00 0.00

TRINITY_DN52431_c1_g4sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=130.00 0.00



TRINITY_DN52490_c1_g1sp|Q9S3Q0|PCRA_LEUCIpcrA ATP-dependent DNA helicase PcrA OS=Leuconostoc citreum GN=pcrA PE=3 SV=130.00 0.00

TRINITY_DN10694_c0_g1sp|Q93454|RAE1_CAEELrae-1 mRNA export factor rae-1 OS=Caenorhabditis elegans GN=rae-1 PE=1 SV=129.90 0.00

TRINITY_DN15107_c0_g1sp|Q28IG6|PP4R2_XENTRppp4r2 Serine/threonine-protein phosphatase 4 regulatory subunit 2 OS=Xenopus tropicalis GN=ppp4r2 PE=2 SV=129.90 0.00

TRINITY_DN2338_c0_g1sp|Q9H0E2|TOLIP_HUMANTOLLIP Toll-interacting protein OS=Homo sapiens GN=TOLLIP PE=1 SV=129.90 0.00

TRINITY_DN34108_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=129.90 0.00

TRINITY_DN34186_c0_g1sp|A1JMX8|RUTB_YERE8rutB Peroxyureidoacrylate/ureidoacrylate amidohydrolase RutB OS=Yersinia enterocolitica serotype O:8 / biotype 1B (strain NCTC 13174 / 8081) GN=rutB PE=3 SV=129.90 0.00

TRINITY_DN34650_c0_g1sp|O82436|ETR1_CUCMNETR1 Ethylene receptor 1 OS=Cucumis melo var. cantalupensis GN=ETR1 PE=2 SV=129.90 0.00

TRINITY_DN35626_c1_g5sp|Q55CZ1|GDT2_DICDIgdt2 Probable serine/threonine-protein kinase gdt2 OS=Dictyostelium discoideum GN=gdt2 PE=2 SV=129.90 0.00

TRINITY_DN35787_c0_g7sp|Q2KJI7|AFG32_BOVINAFG3L2 AFG3-like protein 2 OS=Bos taurus GN=AFG3L2 PE=2 SV=129.90 0.00

TRINITY_DN3596_c0_g1sp|Q84M92|ARP4_ARATHARP4 Actin-related protein 4 OS=Arabidopsis thaliana GN=ARP4 PE=1 SV=129.90 0.00

TRINITY_DN36244_c0_g1sp|B3FWR8|HPM2_HYPSBhpm2 Glutathione S-transferase hmp2 OS=Hypomyces subiculosus GN=hpm2 PE=1 SV=129.90 0.00

TRINITY_DN36485_c0_g5sp|Q64411|PEPC_CAVPOPGC Gastricsin OS=Cavia porcellus GN=PGC PE=2 SV=129.90 0.00

TRINITY_DN36499_c0_g13sp|P30631|YOUD_CAEELZK637.14Uncharacterized RING finger protein ZK637.14 OS=Caenorhabditis elegans GN=ZK637.14 PE=3 SV=229.90 0.00

TRINITY_DN36556_c0_g1sp|P25009|PUC1_SCHPOpuc1 Cyclin puc1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=puc1 PE=3 SV=129.90 0.00

TRINITY_DN37392_c0_g3sp|Q4UL59|Y544_RICFERF_0863 Uncharacterized RNA pseudouridine synthase RF_0863 OS=Rickettsia felis (strain ATCC VR-1525 / URRWXCal2) GN=RF_0863 PE=3 SV=129.90 0.00

TRINITY_DN37457_c0_g2sp|P40976|LYS2_SCHPOlys1 L-2-aminoadipate reductase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=lys1 PE=1 SV=329.90 0.00

TRINITY_DN38588_c1_g4sp|Q5M7P5|NOL6_XENTRnol6 Nucleolar protein 6 OS=Xenopus tropicalis GN=nol6 PE=2 SV=129.90 0.00

TRINITY_DN39339_c1_g1sp|Q8BWQ5|DCLK3_MOUSEDclk3 Serine/threonine-protein kinase DCLK3 OS=Mus musculus GN=Dclk3 PE=2 SV=229.90 0.00

TRINITY_DN39858_c0_g4sp|Q54X82|AP1B_DICDIap1b1 AP-1 complex subunit beta OS=Dictyostelium discoideum GN=ap1b1 PE=3 SV=129.90 0.00

TRINITY_DN40531_c0_g3sp|Q92035|ACES_BUNFAACHE Acetylcholinesterase OS=Bungarus fasciatus GN=ACHE PE=1 SV=229.90 0.00

TRINITY_DN40573_c0_g1sp|A5DSN1|FMP52_LODELFMP52 Protein FMP52, mitochondrial OS=Lodderomyces elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) GN=FMP52 PE=3 SV=129.90 0.00

TRINITY_DN40716_c0_g1sp|E1BYJ2|MSH6_CHICKMSH6 DNA mismatch repair protein Msh6 OS=Gallus gallus GN=MSH6 PE=3 SV=229.90 0.00

TRINITY_DN40797_c1_g3sp|P31209|PABP_SCHPOpab1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pab1 PE=1 SV=229.90 0.00

TRINITY_DN41446_c0_g1sp|O94712|YC5C_SCHPOSPCC1259.12cUncharacterized protein C1259.12c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1259.12c PE=3 SV=229.90 0.00

TRINITY_DN41889_c0_g5sp|Q10Q08|RFA1B_ORYSJRPA1B Replication protein A 70 kDa DNA-binding subunit B OS=Oryza sativa subsp. japonica GN=RPA1B PE=1 SV=129.90 0.00

TRINITY_DN42079_c1_g4sp|Q9HE11|UTP5_SCHPOutp5 U3 small nucleolar RNA-associated protein 5 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=utp5 PE=3 SV=229.90 0.00

TRINITY_DN42097_c0_g1sp|Q6DBN1|Y4845_ARATHAt4g08455BTB/POZ domain-containing protein At4g08455 OS=Arabidopsis thaliana GN=At4g08455 PE=1 SV=129.90 0.00

TRINITY_DN42790_c1_g1sp|P49905|TAF12_DROMETaf12 Transcription initiation factor TFIID subunit 12 OS=Drosophila melanogaster GN=Taf12 PE=1 SV=129.90 0.00

TRINITY_DN42874_c2_g6sp|Q86L99|GACHH_DICDIgacHH Rho GTPase-activating protein gacHH OS=Dictyostelium discoideum GN=gacHH PE=3 SV=129.90 0.00

TRINITY_DN43341_c0_g5sp|Q9Y8G7|C505_FUSOXCYP505 Bifunctional cytochrome P450/NADPH--P450 reductase OS=Fusarium oxysporum GN=CYP505 PE=1 SV=129.90 0.00

TRINITY_DN44227_c1_g1sp|Q9M041|BH140_ARATHBHLH140 Transcription factor bHLH140 OS=Arabidopsis thaliana GN=BHLH140 PE=3 SV=129.90 0.00

TRINITY_DN44605_c0_g7sp|Q8TBY9|WDR66_HUMANWDR66 WD repeat-containing protein 66 OS=Homo sapiens GN=WDR66 PE=2 SV=229.90 0.00

TRINITY_DN44671_c0_g1sp|P50613|CDK7_HUMANCDK7 Cyclin-dependent kinase 7 OS=Homo sapiens GN=CDK7 PE=1 SV=129.90 0.00

TRINITY_DN45177_c0_g4sp|Q2THW8|ZDHC8_CANLFZDHHC8 Probable palmitoyltransferase ZDHHC8 OS=Canis lupus familiaris GN=ZDHHC8 PE=2 SV=129.90 0.00

TRINITY_DN45353_c0_g1sp|Q6DG43|UBTD2_DANREubtd2 Ubiquitin domain-containing protein 2 OS=Danio rerio GN=ubtd2 PE=2 SV=129.90 0.00

TRINITY_DN46480_c0_g3sp|Q5F1R6|DJC21_HUMANDNAJC21 DnaJ homolog subfamily C member 21 OS=Homo sapiens GN=DNAJC21 PE=1 SV=229.90 0.00

TRINITY_DN46614_c0_g2sp|P32143|SQUV_ECOLIyihV Sulfofructose kinase OS=Escherichia coli (strain K12) GN=yihV PE=1 SV=229.90 0.00

TRINITY_DN46841_c0_g3sp|Q8IV53|DEN1C_HUMANDENND1C DENN domain-containing protein 1C OS=Homo sapiens GN=DENND1C PE=1 SV=129.90 0.00

TRINITY_DN47490_c0_g9sp|Q9NVG8|TBC13_HUMANTBC1D13 TBC1 domain family member 13 OS=Homo sapiens GN=TBC1D13 PE=1 SV=329.90 0.00

TRINITY_DN47779_c0_g2sp|O00910|STATA_DICDIdstA Signal transducer and activator of transcription A OS=Dictyostelium discoideum GN=dstA PE=1 SV=129.90 0.00

TRINITY_DN48054_c1_g2sp|P26201|CD36_BOVINCD36 Platelet glycoprotein 4 OS=Bos taurus GN=CD36 PE=1 SV=529.90 0.00

TRINITY_DN48838_c1_g5sp|Q9SA42|MD22A_ARATHMED22A Mediator of RNA polymerase II transcription subunit 22a OS=Arabidopsis thaliana GN=MED22A PE=1 SV=129.90 0.00

TRINITY_DN49482_c1_g1sp|Q3SZH6|TTLL9_BOVINTTLL9 Probable tubulin polyglutamylase TTLL9 OS=Bos taurus GN=TTLL9 PE=2 SV=129.90 0.00

TRINITY_DN49735_c0_g2sp|F4J117|LSF1_ARATHLSF1 Phosphoglucan phosphatase LSF1, chloroplastic OS=Arabidopsis thaliana GN=LSF1 PE=1 SV=129.90 0.00

TRINITY_DN49905_c1_g1sp|Q949X7|DCDA1_ARATHLYSA1 Diaminopimelate decarboxylase 1, chloroplastic OS=Arabidopsis thaliana GN=LYSA1 PE=1 SV=129.90 0.00

TRINITY_DN50412_c1_g5sp|Q9FWY7|IMPA6_ARATHIMPA6 Importin subunit alpha-6 OS=Arabidopsis thaliana GN=IMPA6 PE=2 SV=129.90 0.00

TRINITY_DN50421_c1_g2sp|Q54DI8|DSCR3_DICDIDDB_G0292212Down syndrome critical region protein 3 homolog OS=Dictyostelium discoideum GN=DDB_G0292212 PE=3 SV=129.90 0.00

TRINITY_DN50563_c0_g3sp|Q14679|TTLL4_HUMANTTLL4 Tubulin polyglutamylase TTLL4 OS=Homo sapiens GN=TTLL4 PE=1 SV=229.90 0.00

TRINITY_DN50578_c1_g3sp|Q9Y305|ACOT9_HUMANACOT9 Acyl-coenzyme A thioesterase 9, mitochondrial OS=Homo sapiens GN=ACOT9 PE=1 SV=229.90 0.00

TRINITY_DN51230_c0_g1sp|Q7M3S9|RNGB_DICDIrngB RING finger protein B OS=Dictyostelium discoideum GN=rngB PE=2 SV=229.90 0.00

TRINITY_DN51381_c0_g1sp|Q54Y55|SHKC_DICDIshkC Dual specificity protein kinase shkC OS=Dictyostelium discoideum GN=shkC PE=3 SV=129.90 0.00

TRINITY_DN52076_c0_g1sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=129.90 0.00

TRINITY_DN5577_c0_g1sp|O94707|RXT3_SCHPOrxt3 Transcriptional regulatory protein rxt3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rxt3 PE=1 SV=129.90 0.00

TRINITY_DN9199_c0_g1sp|Q4G2J5|DER12_MAIZEDER1.2 Derlin-1.2 OS=Zea mays GN=DER1.2 PE=2 SV=129.90 0.00

TRINITY_DN1674_c0_g1sp|P17972|KCNAW_DROMEShaw Potassium voltage-gated channel protein Shaw OS=Drosophila melanogaster GN=Shaw PE=2 SV=129.80 0.00

TRINITY_DN27148_c0_g1sp|P54771|TYDC5_PAPSOTYDC5 Tyrosine/DOPA decarboxylase 5 OS=Papaver somniferum GN=TYDC5 PE=2 SV=129.80 0.00



TRINITY_DN30105_c0_g1sp|Q54R41|GPA9_DICDIgpaI Guanine nucleotide-binding protein alpha-9 subunit OS=Dictyostelium discoideum GN=gpaI PE=2 SV=129.80 0.00

TRINITY_DN30854_c0_g1sp|P37894|PLEC_CAUCRpleC Non-motile and phage-resistance protein OS=Caulobacter crescentus (strain ATCC 19089 / CB15) GN=pleC PE=1 SV=229.80 0.00

TRINITY_DN32363_c0_g1sp|Q54ZP5|WDR48_DICDIDDB_G0277533WD repeat-containing protein 48 homolog OS=Dictyostelium discoideum GN=DDB_G0277533 PE=3 SV=129.80 0.00

TRINITY_DN33986_c0_g2sp|A4IHT0|FIGL1_XENTRfignl1 Fidgetin-like protein 1 OS=Xenopus tropicalis GN=fignl1 PE=2 SV=129.80 0.00

TRINITY_DN34865_c0_g2sp|Q5M7Z0|RNFT1_HUMANRNFT1 RING finger and transmembrane domain-containing protein 1 OS=Homo sapiens GN=RNFT1 PE=2 SV=229.80 0.00

TRINITY_DN35381_c1_g6sp|Q86A72|Y4781_DICDIDDB_G0274781Recoverin family protein DDB_G0274781 OS=Dictyostelium discoideum GN=DDB_G0274781 PE=3 SV=129.80 0.00

TRINITY_DN35635_c0_g10sp|P19269|AMY1_SCHOCAMY1 Alpha-amylase 1 OS=Schwanniomyces occidentalis GN=AMY1 PE=1 SV=129.80 0.00

TRINITY_DN35854_c0_g4sp|P31956|PAC_ARTVIpac Penicillin G acylase OS=Arthrobacter viscosus GN=pac PE=1 SV=129.80 0.00

TRINITY_DN36103_c0_g3sp|Q54YZ9|DHKJ_DICDIdhkJ Hybrid signal transduction histidine kinase J OS=Dictyostelium discoideum GN=dhkJ PE=3 SV=229.80 0.00

TRINITY_DN36841_c0_g4sp|Q9LTT8|VCS_ARATHVCS Enhancer of mRNA-decapping protein 4 OS=Arabidopsis thaliana GN=VCS PE=1 SV=129.80 0.00

TRINITY_DN36998_c0_g2sp|A9UY97|SERIC_MONBEserinc Probable serine incorporator OS=Monosiga brevicollis GN=serinc PE=3 SV=129.80 0.00

TRINITY_DN38199_c0_g1sp|Q54QG0|PGFB_DICDIpgtA Bifunctional glycosyltransferase pgtA OS=Dictyostelium discoideum GN=pgtA PE=1 SV=129.80 0.00

TRINITY_DN38574_c0_g7sp|F4ILY9|ANTL1_ARATHAt2g42005Amino acid transporter ANTL1 OS=Arabidopsis thaliana GN=At2g42005 PE=2 SV=129.80 0.00

TRINITY_DN38826_c0_g2sp|Q9Y4C8|RBM19_HUMANRBM19 Probable RNA-binding protein 19 OS=Homo sapiens GN=RBM19 PE=1 SV=329.80 0.00

TRINITY_DN38826_c0_g7sp|A0LJ41|DNAJ_SYNFMdnaJ Chaperone protein DnaJ OS=Syntrophobacter fumaroxidans (strain DSM 10017 / MPOB) GN=dnaJ PE=3 SV=129.80 0.00

TRINITY_DN38896_c0_g1sp|Q94361|GEI17_CAEELgei-17 E3 SUMO-protein ligase gei-17 OS=Caenorhabditis elegans GN=gei-17 PE=1 SV=429.80 0.00

TRINITY_DN39138_c0_g3sp|Q7XWP1|CPSF1_ORYSJOs04g0252200Probable cleavage and polyadenylation specificity factor subunit 1 OS=Oryza sativa subsp. japonica GN=Os04g0252200 PE=3 SV=229.80 0.00

TRINITY_DN39840_c0_g1sp|O44406|ERI1_CAEELeri-1 3'-5' exonuclease eri-1 OS=Caenorhabditis elegans GN=eri-1 PE=2 SV=229.80 0.00

TRINITY_DN40054_c0_g4sp|Q7TS68|NSUN6_MOUSENsun6 Putative methyltransferase NSUN6 OS=Mus musculus GN=Nsun6 PE=2 SV=229.80 0.00

TRINITY_DN40443_c1_g4sp|Q5T5C0|STXB5_HUMANSTXBP5 Syntaxin-binding protein 5 OS=Homo sapiens GN=STXBP5 PE=1 SV=129.80 0.00

TRINITY_DN40675_c0_g2sp|P16892|FUS3_YEASTFUS3 Mitogen-activated protein kinase FUS3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FUS3 PE=1 SV=229.80 0.00

TRINITY_DN40926_c0_g2sp|Q8L793|CID3_ARATHCID3 Polyadenylate-binding protein-interacting protein 3 OS=Arabidopsis thaliana GN=CID3 PE=2 SV=129.80 0.00

TRINITY_DN41174_c1_g3sp|Q9SMR4|RAH1C_ARATHRABH1C Ras-related protein RABH1c OS=Arabidopsis thaliana GN=RABH1C PE=1 SV=129.80 0.00

TRINITY_DN41207_c0_g1sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=129.80 0.00

TRINITY_DN41258_c0_g1sp|Q05B18|SHQ1_XENTRshq1 Protein SHQ1 homolog OS=Xenopus tropicalis GN=shq1 PE=2 SV=129.80 0.00

TRINITY_DN41375_c1_g4sp|Q553D3|GXCJJ_DICDIgxcJJ Rac guanine nucleotide exchange factor JJ OS=Dictyostelium discoideum GN=gxcJJ PE=1 SV=129.80 0.00

TRINITY_DN41468_c0_g3sp|Q9FXE4|P2C14_ARATHAt1g67820Probable protein phosphatase 2C 14 OS=Arabidopsis thaliana GN=At1g67820 PE=2 SV=229.80 0.00

TRINITY_DN42560_c0_g1sp|Q9Y365|PCTL_HUMANSTARD10 PCTP-like protein OS=Homo sapiens GN=STARD10 PE=1 SV=229.80 0.00

TRINITY_DN43069_c0_g3sp|P10351|XDH_DROMEry Xanthine dehydrogenase OS=Drosophila melanogaster GN=ry PE=2 SV=229.80 0.00

TRINITY_DN43311_c0_g6sp|B0VX69|SETD3_CALJASETD3 Histone-lysine N-methyltransferase setd3 OS=Callithrix jacchus GN=SETD3 PE=3 SV=229.80 0.00

TRINITY_DN43367_c0_g3sp|Q54J98|GACX_DICDIgacX Rho GTPase-activating protein gacX OS=Dictyostelium discoideum GN=gacX PE=3 SV=129.80 0.00

TRINITY_DN43529_c0_g1sp|O95199|RCBT2_HUMANRCBTB2 RCC1 and BTB domain-containing protein 2 OS=Homo sapiens GN=RCBTB2 PE=1 SV=129.80 0.00

TRINITY_DN43784_c0_g2sp|O60343|TBCD4_HUMANTBC1D4 TBC1 domain family member 4 OS=Homo sapiens GN=TBC1D4 PE=1 SV=229.80 0.00

TRINITY_DN43810_c0_g1sp|Q8VEM9|KLDC3_MOUSEKlhdc3 Kelch domain-containing protein 3 OS=Mus musculus GN=Klhdc3 PE=2 SV=129.80 0.00

TRINITY_DN44098_c0_g3sp|B2RS91|RRN3_MOUSERrn3 RNA polymerase I-specific transcription initiation factor RRN3 OS=Mus musculus GN=Rrn3 PE=1 SV=129.80 0.00

TRINITY_DN45455_c0_g3sp|Q03042|KGP1_DROMEPkg21D cGMP-dependent protein kinase, isozyme 1 OS=Drosophila melanogaster GN=Pkg21D PE=1 SV=229.80 0.00

TRINITY_DN45503_c0_g2sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=329.80 0.00

TRINITY_DN45509_c2_g1sp|Q6GLA2|SAMC_XENTRslc25a26S-adenosylmethionine mitochondrial carrier protein OS=Xenopus tropicalis GN=slc25a26 PE=2 SV=129.80 0.00

TRINITY_DN45650_c1_g6sp|B5F0K5|YFEW_SALA4yfeW UPF0214 protein YfeW OS=Salmonella agona (strain SL483) GN=yfeW PE=3 SV=129.80 0.00

TRINITY_DN46289_c2_g4sp|Q55DQ4|PGTA_DICDIrabggta Geranylgeranyl transferase type-2 subunit alpha OS=Dictyostelium discoideum GN=rabggta PE=3 SV=229.80 0.00

TRINITY_DN46497_c0_g1sp|A1L1P9|S47A1_DANREslc47a1 Multidrug and toxin extrusion protein 1 OS=Danio rerio GN=slc47a1 PE=2 SV=129.80 0.00

TRINITY_DN46989_c0_g5sp|Q00771|KCC1_EMENIcmkA Calcium/calmodulin-dependent protein kinase OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=cmkA PE=2 SV=229.80 0.00

TRINITY_DN47284_c1_g5sp|Q9VRC9|NPC1B_DROMENpc1b Niemann-Pick type protein homolog 1B OS=Drosophila melanogaster GN=Npc1b PE=2 SV=229.80 0.00

TRINITY_DN47795_c0_g1sp|Q7M0H4|NUD19_MUSSANudt19 Nucleoside diphosphate-linked moiety X motif 19 OS=Mus saxicola GN=Nudt19 PE=2 SV=129.80 0.00

TRINITY_DN47878_c0_g1sp|O07834|DAPB1_PSEMXdapb1 Dipeptidyl aminopeptidase BI OS=Pseudoxanthomonas mexicana GN=dapb1 PE=1 SV=129.80 0.00

TRINITY_DN48676_c0_g1sp|Q03497|STE20_YEASTSTE20 Serine/threonine-protein kinase STE20 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=STE20 PE=1 SV=129.80 0.00

TRINITY_DN48764_c0_g1sp|Q9SCJ9|UBP26_ARATHUBP26 Ubiquitin carboxyl-terminal hydrolase 26 OS=Arabidopsis thaliana GN=UBP26 PE=1 SV=329.80 0.00

TRINITY_DN49988_c2_g4sp|Q92359|YDHE_SCHPOSPAC6G9.14Pumilio domain-containing protein C6G9.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.14 PE=3 SV=129.80 0.00

TRINITY_DN50435_c0_g7sp|A6SJW6|EIF3D_BOTFBBC1G_12797Eukaryotic translation initiation factor 3 subunit D OS=Botryotinia fuckeliana (strain B05.10) GN=BC1G_12797 PE=3 SV=229.80 0.00

TRINITY_DN50704_c0_g1sp|O00534|VMA5A_HUMANVWA5A von Willebrand factor A domain-containing protein 5A OS=Homo sapiens GN=VWA5A PE=2 SV=229.80 0.00

TRINITY_DN50842_c1_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=129.80 0.00

TRINITY_DN52272_c1_g1sp|P38361|PHO89_YEASTPHO89 Phosphate permease PHO89 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO89 PE=1 SV=129.80 0.00

TRINITY_DN776_c0_g1sp|Q9JLG8|CAN15_MOUSECapn15 Calpain-15 OS=Mus musculus GN=Capn15 PE=1 SV=129.80 0.00

TRINITY_DN23656_c0_g1sp|Q8C0T7|MFSD9_MOUSEMfsd9 Major facilitator superfamily domain-containing protein 9 OS=Mus musculus GN=Mfsd9 PE=2 SV=129.70 0.00

TRINITY_DN30533_c0_g1sp|P62998|RAC1_BOVINRAC1 Ras-related C3 botulinum toxin substrate 1 OS=Bos taurus GN=RAC1 PE=1 SV=129.70 0.00

TRINITY_DN34052_c0_g2sp|Q6EEF3|TTLL5_CHLAETTLL5 Tubulin polyglutamylase TTLL5 OS=Chlorocebus aethiops GN=TTLL5 PE=2 SV=229.70 0.00



TRINITY_DN34364_c0_g1sp|Q9V9E3|PREP_DROMECG3107 Presequence protease, mitochondrial OS=Drosophila melanogaster GN=CG3107 PE=2 SV=229.70 0.00

TRINITY_DN34473_c0_g9sp|P39928|SLN1_YEASTSLN1 Osmosensing histidine protein kinase SLN1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SLN1 PE=1 SV=129.70 0.00

TRINITY_DN34851_c0_g7sp|Q99615|DNJC7_HUMANDNAJC7 DnaJ homolog subfamily C member 7 OS=Homo sapiens GN=DNAJC7 PE=1 SV=229.70 0.00

TRINITY_DN35521_c0_g1sp|Q6GNL1|C1GLT_XENLAc1galt1 Glycoprotein-N-acetylgalactosamine 3-beta-galactosyltransferase 1 OS=Xenopus laevis GN=c1galt1 PE=2 SV=129.70 0.00

TRINITY_DN35710_c2_g4sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=129.70 0.00

TRINITY_DN35918_c1_g7sp|Q5XH91|DDX1_XENTRddx1 ATP-dependent RNA helicase DDX1 OS=Xenopus tropicalis GN=ddx1 PE=2 SV=129.70 0.00

TRINITY_DN36034_c0_g7sp|Q94AH6|CUL1_ARATHCUL1 Cullin-1 OS=Arabidopsis thaliana GN=CUL1 PE=1 SV=129.70 0.00

TRINITY_DN36446_c1_g3sp|P26599|PTBP1_HUMANPTBP1 Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=129.70 0.00

TRINITY_DN36467_c0_g2sp|O94712|YC5C_SCHPOSPCC1259.12cUncharacterized protein C1259.12c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1259.12c PE=3 SV=229.70 0.00

TRINITY_DN36714_c0_g1sp|Q14571|ITPR2_HUMANITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=229.70 0.00

TRINITY_DN37051_c2_g8sp|Q54WM0|T1843_DICDItmem184CTransmembrane protein 184 homolog DDB_G0279555 OS=Dictyostelium discoideum GN=tmem184C PE=3 SV=129.70 0.00

TRINITY_DN37465_c0_g5sp|Q9UR07|TF211_SCHPOTf2-11 Transposon Tf2-11 polyprotein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=Tf2-11 PE=3 SV=129.70 0.00

TRINITY_DN37683_c1_g4sp|P35559|IDE_RATIde Insulin-degrading enzyme OS=Rattus norvegicus GN=Ide PE=1 SV=129.70 0.00

TRINITY_DN37792_c0_g5sp|P46573|PBL10_ARATHPBL10 Probable serine/threonine-protein kinase PBL10 OS=Arabidopsis thaliana GN=PBL10 PE=1 SV=229.70 0.00

TRINITY_DN38011_c0_g1sp|Q54DW2|ERGI3_DICDIergic3 Probable endoplasmic reticulum-Golgi intermediate compartment protein 3 OS=Dictyostelium discoideum GN=ergic3 PE=3 SV=129.70 0.00

TRINITY_DN38206_c1_g2sp|Q8BZI6|GUCD1_MOUSEGucd1 Protein GUCD1 OS=Mus musculus GN=Gucd1 PE=2 SV=229.70 0.00

TRINITY_DN39188_c1_g3sp|B9FMJ3|KN13A_ORYSJKIN13A Kinesin-like protein KIN-13A OS=Oryza sativa subsp. japonica GN=KIN13A PE=1 SV=129.70 0.00

TRINITY_DN40199_c0_g2sp|Q54PB4|MYLKE_DICDIDDB_G0284661Probable myosin light chain kinase DDB_G0284661 OS=Dictyostelium discoideum GN=DDB_G0284661 PE=3 SV=129.70 0.00

TRINITY_DN40507_c0_g4sp|Q00689|GP63_LEIGUgp63 Leishmanolysin OS=Leishmania guyanensis GN=gp63 PE=2 SV=129.70 0.00

TRINITY_DN40559_c0_g2sp|Q10481|TIM13_SCHPOtim13 Mitochondrial import inner membrane translocase subunit tim13 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tim13 PE=3 SV=129.70 0.00

TRINITY_DN40575_c0_g5sp|O94271|YORN_SCHPOSPBP8B7.23Uncharacterized RING finger protein P8B7.23 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBP8B7.23 PE=3 SV=129.70 0.00

TRINITY_DN40705_c0_g3sp|Q68EI0|WDR18_DANREwdr18 WD repeat-containing protein 18 OS=Danio rerio GN=wdr18 PE=2 SV=129.70 0.00

TRINITY_DN41547_c1_g2sp|O74773|MSH2_SCHPOmsh2 DNA mismatch repair protein msh2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=msh2 PE=3 SV=229.70 0.00

TRINITY_DN41780_c0_g1sp|Q6TNS2|PK1IP_DANREpak1ip1 p21-activated protein kinase-interacting protein 1-like OS=Danio rerio GN=pak1ip1 PE=2 SV=129.70 0.00

TRINITY_DN42491_c1_g2sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=229.70 0.00

TRINITY_DN43002_c0_g1sp|B1ZX46|TRUB_OPITPtruB tRNA pseudouridine synthase B OS=Opitutus terrae (strain DSM 11246 / JCM 15787 / PB90-1) GN=truB PE=3 SV=129.70 0.00

TRINITY_DN43970_c0_g4sp|P31178|GLE_CHLRE- Autolysin OS=Chlamydomonas reinhardtii PE=1 SV=129.70 0.00

TRINITY_DN44486_c0_g1sp|P22216|RAD53_YEASTRAD53 Serine/threonine-protein kinase RAD53 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RAD53 PE=1 SV=129.70 0.00

TRINITY_DN45530_c0_g10sp|Q0JL44|SGT1_ORYSJSGT1 Protein SGT1 homolog OS=Oryza sativa subsp. japonica GN=SGT1 PE=1 SV=129.70 0.00

TRINITY_DN46178_c0_g1sp|P46312|FAD6C_ARATHFAD6 Omega-6 fatty acid desaturase, chloroplastic OS=Arabidopsis thaliana GN=FAD6 PE=1 SV=229.70 0.00

TRINITY_DN47545_c1_g3sp|Q26486|FKBP4_SPOFRFKBP46 46 kDa FK506-binding nuclear protein OS=Spodoptera frugiperda GN=FKBP46 PE=2 SV=129.70 0.00

TRINITY_DN48101_c1_g2sp|P61871|LIP_RHINI- Lipase OS=Rhizopus niveus PE=1 SV=129.70 0.00

TRINITY_DN48271_c0_g2sp|Q75EP3|TPC1_ASHGOTPC1 Mitochondrial thiamine pyrophosphate carrier 1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=TPC1 PE=3 SV=129.70 0.00

TRINITY_DN48533_c1_g2sp|O76483|GSTT7_ANOGAGstD7 Glutathione S-transferase D7 OS=Anopheles gambiae GN=GstD7 PE=2 SV=129.70 0.00

TRINITY_DN48581_c0_g2sp|Q86G47|GEFQ_DICDIgefQ Ras guanine nucleotide exchange factor Q OS=Dictyostelium discoideum GN=gefQ PE=2 SV=129.70 0.00

TRINITY_DN48696_c1_g4sp|Q7K0P4|PGAP3_DROMEPGAP3 Post-GPI attachment to proteins factor 3 OS=Drosophila melanogaster GN=PGAP3 PE=1 SV=229.70 0.00

TRINITY_DN49989_c0_g1sp|Q17607|MCE1_CAEELcel-1 mRNA-capping enzyme OS=Caenorhabditis elegans GN=cel-1 PE=1 SV=229.70 0.00

TRINITY_DN49996_c1_g1sp|Q0P5W1|VPS8_MOUSEVps8 Vacuolar protein sorting-associated protein 8 homolog OS=Mus musculus GN=Vps8 PE=1 SV=129.70 0.00

TRINITY_DN50134_c0_g2sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=229.70 0.00

TRINITY_DN51135_c0_g4sp|Q5BCH7|FMP52_EMENIfmp52 Protein fmp52, mitochondrial OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=fmp52 PE=3 SV=129.70 0.00

TRINITY_DN51210_c0_g3sp|P51798|CLCN7_HUMANCLCN7 H(+)/Cl(-) exchange transporter 7 OS=Homo sapiens GN=CLCN7 PE=1 SV=229.70 0.00

TRINITY_DN51359_c0_g3sp|B0SA26|KAD_LEPBAadk Adenylate kinase OS=Leptospira biflexa serovar Patoc (strain Patoc 1 / Ames) GN=adk PE=3 SV=129.70 0.00

TRINITY_DN51470_c2_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=129.70 0.00

TRINITY_DN51491_c1_g2sp|Q54F25|CLN3_DICDIcln3 Battenin OS=Dictyostelium discoideum GN=cln3 PE=3 SV=129.70 0.00

TRINITY_DN51668_c2_g1sp|Q9UKK3|PARP4_HUMANPARP4 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=329.70 0.00

TRINITY_DN52501_c1_g3sp|Q5TCX8|M3KL4_HUMANMLK4 Mitogen-activated protein kinase kinase kinase MLK4 OS=Homo sapiens GN=MLK4 PE=1 SV=129.70 0.00

TRINITY_DN19834_c0_g1sp|Q9SEZ7|CIPKG_ARATHCIPK16 CBL-interacting serine/threonine-protein kinase 16 OS=Arabidopsis thaliana GN=CIPK16 PE=1 SV=129.60 0.00

TRINITY_DN22784_c0_g3sp|P94078|MANA1_ARATHAt3g26720Alpha-mannosidase At3g26720 OS=Arabidopsis thaliana GN=At3g26720 PE=1 SV=129.60 0.00

TRINITY_DN2864_c0_g1sp|Q9P7Q7|MAK1_SCHPOmak1 Peroxide stress-activated histidine kinase mak1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak1 PE=3 SV=129.60 0.00

TRINITY_DN30931_c0_g2sp|Q54W16|USB1_DICDIDDB_G0279967U6 snRNA phosphodiesterase OS=Dictyostelium discoideum GN=DDB_G0279967 PE=3 SV=129.60 0.00

TRINITY_DN31058_c0_g3sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=129.60 0.00

TRINITY_DN31463_c0_g2sp|P24656|PTP_NPVACPTP Tyrosine-protein phosphatase OS=Autographa californica nuclear polyhedrosis virus GN=PTP PE=1 SV=229.60 0.00

TRINITY_DN33172_c0_g2sp|Q9P7Q7|MAK1_SCHPOmak1 Peroxide stress-activated histidine kinase mak1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak1 PE=3 SV=129.60 0.00

TRINITY_DN34679_c0_g1sp|Q9VSH4|CPSF6_DROMECG7185 Cleavage and polyadenylation specificity factor subunit CG7185 OS=Drosophila melanogaster GN=CG7185 PE=1 SV=229.60 0.00

TRINITY_DN35648_c1_g5sp|Q8VY00|ESP3_ARATHESP3 Pre-mRNA-splicing factor ATP-dependent RNA helicase DEAH1 OS=Arabidopsis thaliana GN=ESP3 PE=1 SV=129.60 0.00

TRINITY_DN35822_c0_g9sp|Q94EI9|PT314_ARATHAt3g14410Probable sugar phosphate/phosphate translocator At3g14410 OS=Arabidopsis thaliana GN=At3g14410 PE=2 SV=129.60 0.00



TRINITY_DN36664_c0_g11sp|Q551X9|DHKF_DICDIdhkF Hybrid signal transduction histidine kinase F OS=Dictyostelium discoideum GN=dhkF PE=3 SV=129.60 0.00

TRINITY_DN37009_c0_g1sp|O15736|TIPD_DICDItipD Protein tipD OS=Dictyostelium discoideum GN=tipD PE=3 SV=129.60 0.00

TRINITY_DN37522_c0_g4sp|Q9JLG8|CAN15_MOUSECapn15 Calpain-15 OS=Mus musculus GN=Capn15 PE=1 SV=129.60 0.00

TRINITY_DN37622_c0_g1sp|Q6AY30|SCPDL_RATSccpdh Saccharopine dehydrogenase-like oxidoreductase OS=Rattus norvegicus GN=Sccpdh PE=1 SV=129.60 0.00

TRINITY_DN38616_c0_g2sp|Q9US48|GAA1_SCHPOgaa1 GPI transamidase component gaa1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gaa1 PE=3 SV=129.60 0.00

TRINITY_DN38675_c2_g1sp|A8MRX0|GSOX5_ARATHFMOGS-OX5Flavin-containing monooxygenase FMO GS-OX5 OS=Arabidopsis thaliana GN=FMOGS-OX5 PE=2 SV=229.60 0.00

TRINITY_DN39100_c0_g10sp|Q5UQK4|YL404_MIMIVMIMI_L404Putative alpha/beta hydrolase L404 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L404 PE=3 SV=129.60 0.00

TRINITY_DN39213_c0_g6sp|Q6NVP6|PRP31_XENTRprpf31 U4/U6 small nuclear ribonucleoprotein Prp31 OS=Xenopus tropicalis GN=prpf31 PE=2 SV=129.60 0.00

TRINITY_DN39402_c0_g1sp|Q9H1Z4|WDR13_HUMANWDR13 WD repeat-containing protein 13 OS=Homo sapiens GN=WDR13 PE=1 SV=229.60 0.00

TRINITY_DN39493_c0_g1sp|Q4R503|SNX1_MACFASNX1 Sorting nexin-1 OS=Macaca fascicularis GN=SNX1 PE=2 SV=129.60 0.00

TRINITY_DN39587_c0_g1sp|Q9SZU1|C81F4_ARATHCYP81F4 Cytochrome P450 81F4 OS=Arabidopsis thaliana GN=CYP81F4 PE=1 SV=129.60 0.00

TRINITY_DN40114_c0_g1sp|Q5Z922|S40A1_ORYSJOs06g0560000Solute carrier family 40 member 1 OS=Oryza sativa subsp. japonica GN=Os06g0560000 PE=2 SV=129.60 0.00

TRINITY_DN40365_c0_g1sp|Q5RC80|RBM39_PONABRBM39 RNA-binding protein 39 OS=Pongo abelii GN=RBM39 PE=2 SV=129.60 0.00

TRINITY_DN40412_c2_g2sp|Q54QC8|SEC1_DICDIsec1 Protein transport protein sec1 OS=Dictyostelium discoideum GN=sec1 PE=3 SV=129.60 0.00

TRINITY_DN40524_c0_g1sp|A0BKG2|SEY11_PARTEGSPATT00029660001Protein SEY1 homolog 1 OS=Paramecium tetraurelia GN=GSPATT00029660001 PE=3 SV=129.60 0.00

TRINITY_DN40928_c1_g2sp|Q5Z6X0|CIPKP_ORYSJCIPK25 CBL-interacting protein kinase 25 OS=Oryza sativa subsp. japonica GN=CIPK25 PE=2 SV=129.60 0.00

TRINITY_DN41967_c1_g6sp|Q28755|PAG1_SHEEP- Pregnancy-associated glycoprotein 1 OS=Ovis aries PE=1 SV=129.60 0.00

TRINITY_DN42908_c0_g1sp|Q6TNS2|PK1IP_DANREpak1ip1 p21-activated protein kinase-interacting protein 1-like OS=Danio rerio GN=pak1ip1 PE=2 SV=129.60 0.00

TRINITY_DN44055_c0_g5sp|Q6PFJ1|NGDN_DANREngdn Neuroguidin OS=Danio rerio GN=ngdn PE=2 SV=129.60 0.00

TRINITY_DN44075_c0_g5sp|O89023|TPP1_MOUSETpp1 Tripeptidyl-peptidase 1 OS=Mus musculus GN=Tpp1 PE=1 SV=229.60 0.00

TRINITY_DN44690_c0_g4sp|Q9P3U4|HEL1_SCHPOdbl4 E3 ubiquitin-protein ligase dbl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbl4 PE=3 SV=129.60 0.00

TRINITY_DN45137_c0_g4sp|Q9D534|ZC21B_MOUSEZc2hc1b Zinc finger C2HC domain-containing protein 1B OS=Mus musculus GN=Zc2hc1b PE=2 SV=129.60 0.00

TRINITY_DN45215_c0_g1sp|Q6JQN1|ACD10_HUMANACAD10 Acyl-CoA dehydrogenase family member 10 OS=Homo sapiens GN=ACAD10 PE=1 SV=129.60 0.00

TRINITY_DN45248_c0_g1sp|Q54PX0|Y4251_DICDIDDB_G0284251Probable serine/threonine-protein kinase DDB_G0284251 OS=Dictyostelium discoideum GN=DDB_G0284251 PE=3 SV=129.60 0.00

TRINITY_DN45378_c0_g1sp|P25454|RAD51_YEASTRAD51 DNA repair protein RAD51 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RAD51 PE=1 SV=129.60 0.00

TRINITY_DN45669_c0_g5sp|Q9KD71|DNAJ_BACHDdnaJ Chaperone protein DnaJ OS=Bacillus halodurans (strain ATCC BAA-125 / DSM 18197 / FERM 7344 / JCM 9153 / C-125) GN=dnaJ PE=3 SV=129.60 0.00

TRINITY_DN46144_c0_g1sp|P40724|RECQ_SALTYrecQ ATP-dependent DNA helicase RecQ OS=Salmonella typhimurium (strain LT2 / SGSC1412 / ATCC 700720) GN=recQ PE=3 SV=329.60 0.00

TRINITY_DN47586_c2_g3sp|Q6NRI0|P6R3A_XENLAppp6r3-aSerine/threonine-protein phosphatase 6 regulatory subunit 3-A OS=Xenopus laevis GN=ppp6r3-a PE=2 SV=129.60 0.00

TRINITY_DN48470_c0_g2sp|A1L4X0|CLT2_ARATHCLT2 Protein CLT2, chloroplastic OS=Arabidopsis thaliana GN=CLT2 PE=2 SV=129.60 0.00

TRINITY_DN48794_c0_g1sp|B3PJ74|TRMA_CELJUtrmA tRNA/tmRNA (uracil-C(5))-methyltransferase OS=Cellvibrio japonicus (strain Ueda107) GN=trmA PE=3 SV=229.60 0.00

TRINITY_DN49684_c0_g1sp|O34355|YTCJ_BACSUytcJ Putative amidohydrolase YtcJ OS=Bacillus subtilis (strain 168) GN=ytcJ PE=4 SV=129.60 0.00

TRINITY_DN49823_c0_g1sp|Q5SNL7|FAN1_ORYSJOs06g0171800Fanconi-associated nuclease 1 homolog OS=Oryza sativa subsp. japonica GN=Os06g0171800 PE=3 SV=129.60 0.00

TRINITY_DN50576_c0_g3sp|Q54ND5|MINP1_DICDImipp1 Multiple inositol polyphosphate phosphatase 1 OS=Dictyostelium discoideum GN=mipp1 PE=1 SV=129.60 0.00

TRINITY_DN51583_c1_g3sp|Q7YXU4|CPNA_DICDIcpnA Copine-A OS=Dictyostelium discoideum GN=cpnA PE=2 SV=129.60 0.00

TRINITY_DN52395_c0_g3sp|Q9FJ81|CCB2_ARATHCCB2 Protein COFACTOR ASSEMBLY OF COMPLEX C SUBUNIT B CCB2, chloroplastic OS=Arabidopsis thaliana GN=CCB2 PE=1 SV=129.60 0.00

TRINITY_DN52409_c0_g2sp|Q9SV07|ASAT1_ARATHASAT1 Acyl-CoA--sterol O-acyltransferase 1 OS=Arabidopsis thaliana GN=ASAT1 PE=1 SV=129.60 0.00

TRINITY_DN52441_c0_g12sp|Q57335|Y036_HAEINHI_0036 Uncharacterized ABC transporter ATP-binding protein HI_0036 OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=HI_0036 PE=3 SV=129.60 0.00

TRINITY_DN6041_c0_g2sp|Q9UQB9|AURKC_HUMANAURKC Aurora kinase C OS=Homo sapiens GN=AURKC PE=1 SV=129.60 0.00

TRINITY_DN14319_c0_g1sp|Q7S6S4|TIM16_NEUCRun-4 Mitochondrial import inner membrane translocase subunit tim16 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=un-4 PE=3 SV=129.50 0.00

TRINITY_DN21969_c0_g1sp|O81482|IF4E2_MAIZE- Eukaryotic translation initiation factor isoform 4E-2 OS=Zea mays PE=2 SV=129.50 0.00

TRINITY_DN30905_c0_g1sp|Q9Y5A7|NUB1_HUMANNUB1 NEDD8 ultimate buster 1 OS=Homo sapiens GN=NUB1 PE=1 SV=229.50 0.00

TRINITY_DN32524_c0_g2sp|P11023|RAB3A_BOVINRAB3A Ras-related protein Rab-3A OS=Bos taurus GN=RAB3A PE=1 SV=329.50 0.00

TRINITY_DN34548_c2_g5sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=329.50 0.00

TRINITY_DN35995_c0_g1sp|A6S3E0|SSH4_BOTFBssh4 Protein ssh4 OS=Botryotinia fuckeliana (strain B05.10) GN=ssh4 PE=3 SV=129.50 0.00

TRINITY_DN36459_c0_g1sp|Q54ES9|TCPB_DICDIcct2 T-complex protein 1 subunit beta OS=Dictyostelium discoideum GN=cct2 PE=1 SV=129.50 0.00

TRINITY_DN36562_c2_g10sp|P01115|RASH_MSVHAH-RAS Transforming protein p29 OS=Harvey murine sarcoma virus GN=H-RAS PE=1 SV=129.50 0.00

TRINITY_DN36645_c0_g1sp|Q08J23|NSUN2_HUMANNSUN2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Homo sapiens GN=NSUN2 PE=1 SV=229.50 0.00

TRINITY_DN37148_c0_g5sp|Q0VCK5|AP2A2_BOVINAP2A2 AP-2 complex subunit alpha-2 OS=Bos taurus GN=AP2A2 PE=1 SV=129.50 0.00

TRINITY_DN37552_c0_g2sp|Q54W11|MCFL_DICDImcfL Mitochondrial substrate carrier family protein L OS=Dictyostelium discoideum GN=mcfL PE=3 SV=129.50 0.00

TRINITY_DN38352_c1_g11sp|Q3V1D5|PLPL1_MOUSEPnpla1 Patatin-like phospholipase domain-containing protein 1 OS=Mus musculus GN=Pnpla1 PE=2 SV=129.50 0.00

TRINITY_DN38360_c1_g3sp|Q54CU8|COMD8_DICDIcommd8 COMM domain-containing protein 8 OS=Dictyostelium discoideum GN=commd8 PE=3 SV=129.50 0.00

TRINITY_DN38382_c1_g3sp|Q8T5Z7|ABCA1_DICDIabcA1 ABC transporter A family member 1 OS=Dictyostelium discoideum GN=abcA1 PE=2 SV=129.50 0.00

TRINITY_DN38758_c0_g1sp|P36148|GPT2_YEASTGPT2 Glycerol-3-phosphate O-acyltransferase 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GPT2 PE=1 SV=129.50 0.00

TRINITY_DN39198_c0_g3sp|Q93VK5|LUT5_ARATHCYP97A3 Protein LUTEIN DEFICIENT 5, chloroplastic OS=Arabidopsis thaliana GN=CYP97A3 PE=1 SV=129.50 0.00

TRINITY_DN39749_c0_g5sp|P83775|GRP2_CANALGRP2 Putative NADPH-dependent methylglyoxal reductase GRP2 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=GRP2 PE=1 SV=229.50 0.00

TRINITY_DN39816_c0_g4sp|P74838|FKBM_STRTAfkbM 31-O-demethyl-FK506 methyltransferase FkbM OS=Streptomyces tacrolimicus GN=fkbM PE=1 SV=129.50 0.00



TRINITY_DN39947_c0_g3sp|Q54L00|LIMKA_DICDIDDB_G0287001Probable LIM domain-containing serine/threonine-protein kinase DDB_G0287001 OS=Dictyostelium discoideum GN=DDB_G0287001 PE=3 SV=129.50 0.00

TRINITY_DN39948_c1_g4sp|A8WYE4|PAR1_CAEBRpar-1 Serine/threonine-protein kinase par-1 OS=Caenorhabditis briggsae GN=par-1 PE=3 SV=129.50 0.00

TRINITY_DN41849_c0_g5sp|Q8T1D4|LTV1_DICDIltv1 Protein LTV1 homolog OS=Dictyostelium discoideum GN=ltv1 PE=3 SV=229.50 0.00

TRINITY_DN42208_c1_g6sp|Q9P2K1|C2D2A_HUMANCC2D2A Coiled-coil and C2 domain-containing protein 2A OS=Homo sapiens GN=CC2D2A PE=1 SV=329.50 0.00

TRINITY_DN42328_c0_g4sp|Q4E4I4|SLS11_TRYCCTc00.1047053506885.124Phosphatidylinositol:ceramide inositolphosphotransferase OS=Trypanosoma cruzi (strain CL Brener) GN=Tc00.1047053506885.124 PE=3 SV=129.50 0.00

TRINITY_DN44153_c0_g1sp|Q3LHL9|WGE_DROMEwge Protein winged eye OS=Drosophila melanogaster GN=wge PE=1 SV=129.50 0.00

TRINITY_DN44950_c0_g3sp|Q7Z5Q5|DPOLN_HUMANPOLN DNA polymerase nu OS=Homo sapiens GN=POLN PE=1 SV=229.50 0.00

TRINITY_DN45399_c0_g1sp|A2WWV5|ERG1_ORYSIERG1 Elicitor-responsive protein 1 OS=Oryza sativa subsp. indica GN=ERG1 PE=2 SV=229.50 0.00

TRINITY_DN45625_c0_g1sp|Q557H7|ATG4_DICDIatg4-1 Cysteine protease atg4 OS=Dictyostelium discoideum GN=atg4-1 PE=3 SV=129.50 0.00

TRINITY_DN45720_c0_g1sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=229.50 0.00

TRINITY_DN45915_c0_g1sp|Q9UI26|IPO11_HUMANIPO11 Importin-11 OS=Homo sapiens GN=IPO11 PE=1 SV=129.50 0.00

TRINITY_DN45934_c0_g3sp|Q15751|HERC1_HUMANHERC1 Probable E3 ubiquitin-protein ligase HERC1 OS=Homo sapiens GN=HERC1 PE=1 SV=229.50 0.00

TRINITY_DN46070_c0_g3sp|P50944|AVT4_YEASTAVT4 Vacuolar amino acid transporter 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT4 PE=1 SV=129.50 0.00

TRINITY_DN46751_c0_g6sp|Q55FP1|TF2H1_DICDIgtf2h1 General transcription factor IIH subunit 1 OS=Dictyostelium discoideum GN=gtf2h1 PE=3 SV=129.50 0.00

TRINITY_DN47334_c0_g4sp|O05616|VANA_PSEUHvanA Vanillate O-demethylase oxygenase subunit OS=Pseudomonas sp. (strain HR199 / DSM 7063) GN=vanA PE=3 SV=129.50 0.00

TRINITY_DN48092_c0_g3sp|Q54U31|SHKD_DICDIshkD Dual specificity protein kinase shkD OS=Dictyostelium discoideum GN=shkD PE=3 SV=129.50 0.00

TRINITY_DN49894_c0_g9sp|A4IHU6|TTC9C_XENTRttc9c Tetratricopeptide repeat protein 9C OS=Xenopus tropicalis GN=ttc9c PE=2 SV=129.50 0.00

TRINITY_DN50030_c0_g5sp|Q3UYI5|RGL3_MOUSERgl3 Ral guanine nucleotide dissociation stimulator-like 3 OS=Mus musculus GN=Rgl3 PE=1 SV=229.50 0.00

TRINITY_DN51593_c0_g1sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=329.50 0.00

TRINITY_DN16198_c0_g1sp|P61871|LIP_RHINI- Lipase OS=Rhizopus niveus PE=1 SV=129.40 0.00

TRINITY_DN18426_c0_g1sp|A4IIN5|TISD_XENTRzfp36l2 mRNA decay activator protein ZFP36L2 OS=Xenopus tropicalis GN=zfp36l2 PE=2 SV=229.40 0.00

TRINITY_DN20177_c0_g1sp|Q5R9T9|GBP6_PONABGBP6 Guanylate-binding protein 6 OS=Pongo abelii GN=GBP6 PE=2 SV=129.40 0.00

TRINITY_DN27238_c0_g1sp|Q8MP06|SNO1_TYRJAsno1 Senecionine N-oxygenase OS=Tyria jacobaeae GN=sno1 PE=1 SV=129.40 0.00

TRINITY_DN2810_c0_g1sp|Q5H7C0|CDC20_PIGCDC20 Cell division cycle protein 20 homolog OS=Sus scrofa GN=CDC20 PE=2 SV=129.40 0.00

TRINITY_DN34087_c0_g1sp|Q9SHG6|STIP1_ARATHSTIPL1 Septin and tuftelin-interacting protein 1 homolog 1 OS=Arabidopsis thaliana GN=STIPL1 PE=1 SV=129.40 0.00

TRINITY_DN34218_c0_g1sp|Q7XRB5|PDI12_ORYSJPDIL1-2 Protein disulfide isomerase-like 1-2 OS=Oryza sativa subsp. japonica GN=PDIL1-2 PE=2 SV=229.40 0.00

TRINITY_DN34759_c0_g1sp|P29701|FETUA_SHEEPAHSG Alpha-2-HS-glycoprotein OS=Ovis aries GN=AHSG PE=1 SV=129.40 0.00

TRINITY_DN35254_c0_g2sp|Q8DFG4|5NTD_VIBVUnutA 5'-nucleotidase OS=Vibrio vulnificus (strain CMCP6) GN=nutA PE=3 SV=229.40 0.00

TRINITY_DN36112_c0_g3sp|F4J5S1|CLU_ARATHFMT Clustered mitochondria protein OS=Arabidopsis thaliana GN=FMT PE=2 SV=129.40 0.00

TRINITY_DN36357_c0_g2sp|Q9LS42|CASP_ARATHCASP Protein CASP OS=Arabidopsis thaliana GN=CASP PE=1 SV=229.40 0.00

TRINITY_DN36359_c0_g4sp|P61266|STX1B_HUMANSTX1B Syntaxin-1B OS=Homo sapiens GN=STX1B PE=1 SV=129.40 0.00

TRINITY_DN36776_c1_g5sp|Q2QV94|EXOC5_ORYSJSEC10 Exocyst complex component 5 OS=Oryza sativa subsp. japonica GN=SEC10 PE=2 SV=129.40 0.00

TRINITY_DN37280_c0_g6sp|Q03363|DNJH1_ALLPODNAJ1 DnaJ protein homolog 1 (Fragment) OS=Allium porrum GN=DNAJ1 PE=2 SV=129.40 0.00

TRINITY_DN38171_c0_g1sp|Q3SZL5|PIGS_BOVINPIGS GPI transamidase component PIG-S OS=Bos taurus GN=PIGS PE=2 SV=329.40 0.00

TRINITY_DN38835_c0_g1sp|Q08891|FACR2_ARATHFAR2 Fatty acyl-CoA reductase 2 OS=Arabidopsis thaliana GN=FAR2 PE=2 SV=229.40 0.00

TRINITY_DN39022_c0_g3sp|Q869Q3|NAPA_DICDInapA Nck-associated protein 1 homolog OS=Dictyostelium discoideum GN=napA PE=1 SV=129.40 0.00

TRINITY_DN39585_c0_g4sp|Q5I0S8|ILEU_XENTRserpinb1Leukocyte elastase inhibitor OS=Xenopus tropicalis GN=serpinb1 PE=2 SV=129.40 0.00

TRINITY_DN39710_c0_g1sp|Q9Y4D1|DAAM1_HUMANDAAM1 Disheveled-associated activator of morphogenesis 1 OS=Homo sapiens GN=DAAM1 PE=1 SV=229.40 0.00

TRINITY_DN40170_c0_g5sp|Q54MJ9|SPXS3_DICDIxpr1 SPX and EXS domain-containing protein 3 OS=Dictyostelium discoideum GN=xpr1 PE=3 SV=129.40 0.00

TRINITY_DN40876_c0_g1sp|O43172|PRP4_HUMANPRPF4 U4/U6 small nuclear ribonucleoprotein Prp4 OS=Homo sapiens GN=PRPF4 PE=1 SV=229.40 0.00

TRINITY_DN41005_c0_g1sp|O74907|BCP1_SCHPObcp1 Protein bcp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bcp1 PE=3 SV=229.40 0.00

TRINITY_DN41206_c0_g3sp|A7RRG3|AKTIP_NEMVEv1g232160Protein AKTIP homolog OS=Nematostella vectensis GN=v1g232160 PE=3 SV=129.40 0.00

TRINITY_DN42028_c0_g2sp|Q9XI84|RBCMT_ARATHLSMT-L [Fructose-bisphosphate aldolase]-lysine N-methyltransferase, chloroplastic OS=Arabidopsis thaliana GN=LSMT-L PE=1 SV=129.40 0.00

TRINITY_DN42599_c0_g1sp|P55194|3BP1_MOUSESh3bp1 SH3 domain-binding protein 1 OS=Mus musculus GN=Sh3bp1 PE=1 SV=229.40 0.00

TRINITY_DN42631_c0_g1sp|Q01804|OTUD4_HUMANOTUD4 OTU domain-containing protein 4 OS=Homo sapiens GN=OTUD4 PE=1 SV=429.40 0.00

TRINITY_DN42637_c0_g2sp|Q9XHM1|EIF3C_MEDTRTIF3C1 Eukaryotic translation initiation factor 3 subunit C OS=Medicago truncatula GN=TIF3C1 PE=2 SV=129.40 0.00

TRINITY_DN42775_c1_g1sp|Q9JHI2|ADAT1_MOUSEAdat1 tRNA-specific adenosine deaminase 1 OS=Mus musculus GN=Adat1 PE=1 SV=129.40 0.00

TRINITY_DN43018_c0_g7sp|Q91WC9|DGLB_MOUSEDaglb Sn1-specific diacylglycerol lipase beta OS=Mus musculus GN=Daglb PE=1 SV=229.40 0.00

TRINITY_DN43764_c0_g1sp|C0HJB3|MANA_CANEN- Alpha-mannosidase OS=Canavalia ensiformis PE=1 SV=129.40 0.00

TRINITY_DN44496_c0_g3sp|Q0IIG8|RAB18_BOVINRAB18 Ras-related protein Rab-18 OS=Bos taurus GN=RAB18 PE=2 SV=129.40 0.00

TRINITY_DN44883_c0_g4sp|P17057|CRTK_RHOCBcrtK Protein CrtK OS=Rhodobacter capsulatus (strain ATCC BAA-309 / NBRC 16581 / SB1003) GN=crtK PE=3 SV=129.40 0.00

TRINITY_DN44923_c0_g1sp|Q95LL3|TB22B_MACFATBC1D22BTBC1 domain family member 22B OS=Macaca fascicularis GN=TBC1D22B PE=2 SV=129.40 0.00

TRINITY_DN44968_c0_g5sp|B4EST0|GPMA_PROMHgpmA 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase OS=Proteus mirabilis (strain HI4320) GN=gpmA PE=3 SV=129.40 0.00

TRINITY_DN45078_c0_g4sp|Q84LH3|WEX_ARATHWEX Werner Syndrome-like exonuclease OS=Arabidopsis thaliana GN=WEX PE=1 SV=129.40 0.00

TRINITY_DN45164_c0_g3sp|Q9C5L3|GLPT1_ARATHAt3g47420Putative glycerol-3-phosphate transporter 1 OS=Arabidopsis thaliana GN=At3g47420 PE=2 SV=129.40 0.00

TRINITY_DN46219_c2_g1sp|Q4VNK0|SMTA_BRAOTSMT Selenocysteine Se-methyltransferase OS=Brassica oleracea var. italica GN=SMT PE=1 SV=129.40 0.00



TRINITY_DN46466_c0_g2sp|Q9XZU1|XPO2_DROMECas Exportin-2 OS=Drosophila melanogaster GN=Cas PE=2 SV=229.40 0.00

TRINITY_DN47590_c0_g1sp|P37136|ACES_RATAche Acetylcholinesterase OS=Rattus norvegicus GN=Ache PE=2 SV=129.40 0.00

TRINITY_DN47930_c0_g2sp|Q944S1|RH22_ARATHRH22 DEAD-box ATP-dependent RNA helicase 22 OS=Arabidopsis thaliana GN=RH22 PE=2 SV=129.40 0.00

TRINITY_DN48357_c0_g1sp|P74334|ACOX_SYNY3sll1541 Apocarotenoid-15,15'-oxygenase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1541 PE=1 SV=129.40 0.00

TRINITY_DN49001_c0_g3sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=129.40 0.00

TRINITY_DN49586_c0_g1sp|Q3UYK3|TBCD9_MOUSETbc1d9 TBC1 domain family member 9 OS=Mus musculus GN=Tbc1d9 PE=2 SV=229.40 0.00

TRINITY_DN49705_c0_g1sp|Q7TPQ3|SHPRH_MOUSEShprh E3 ubiquitin-protein ligase SHPRH OS=Mus musculus GN=Shprh PE=1 SV=129.40 0.00

TRINITY_DN50054_c1_g1sp|Q06683|IRC3_YEASTIRC3 Putative ATP-dependent helicase IRC3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=IRC3 PE=1 SV=129.40 0.00

TRINITY_DN50148_c1_g1sp|Q9C7R6|PUB17_ARATHPUB17 U-box domain-containing protein 17 OS=Arabidopsis thaliana GN=PUB17 PE=2 SV=129.40 0.00

TRINITY_DN50509_c0_g3sp|P07527|WEE1_SCHPOwee1 Mitosis inhibitor protein kinase wee1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=wee1 PE=1 SV=129.40 0.00

TRINITY_DN50792_c0_g1sp|Q9NQM4|PIHD3_HUMANPIH1D3 Protein PIH1D3 OS=Homo sapiens GN=PIH1D3 PE=1 SV=129.40 0.00

TRINITY_DN51102_c2_g1sp|Q04500|UTP14_YEASTUTP14 U3 small nucleolar RNA-associated protein 14 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=UTP14 PE=1 SV=129.40 0.00

TRINITY_DN51585_c1_g2sp|Q70CQ2|UBP34_HUMANUSP34 Ubiquitin carboxyl-terminal hydrolase 34 OS=Homo sapiens GN=USP34 PE=1 SV=229.40 0.00

TRINITY_DN51738_c0_g1sp|Q54KD0|Y7407_DICDIDDB_G0287407TPR repeat-containing protein DDB_G0287407 OS=Dictyostelium discoideum GN=DDB_G0287407 PE=4 SV=129.40 0.00

TRINITY_DN52427_c3_g6sp|Q9GRC0|MOS_PATPEmos Serine/threonine-protein kinase mos OS=Patiria pectinifera GN=mos PE=1 SV=129.40 0.00

TRINITY_DN7058_c0_g2sp|Q54LN4|GGHA_DICDIgghA Gamma-glutamyl hydrolase A OS=Dictyostelium discoideum GN=gghA PE=3 SV=129.40 0.00

TRINITY_DN26786_c0_g1sp|Q8IY37|DHX37_HUMANDHX37 Probable ATP-dependent RNA helicase DHX37 OS=Homo sapiens GN=DHX37 PE=1 SV=129.30 0.00

TRINITY_DN32082_c0_g4sp|Q99385|VCX1_YEASTVCX1 Vacuolar calcium ion transporter OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VCX1 PE=1 SV=129.30 0.00

TRINITY_DN32876_c0_g3sp|P34315|NCX6_CAEELncx-6 Putative sodium/calcium exchanger 6 OS=Caenorhabditis elegans GN=ncx-6 PE=3 SV=329.30 0.00

TRINITY_DN34557_c0_g1sp|Q640L2|SPX3_XENLAslc37a3 Sugar phosphate exchanger 3 OS=Xenopus laevis GN=slc37a3 PE=2 SV=129.30 0.00

TRINITY_DN34850_c0_g3sp|Q28689|MRP2_RABITABCC2 Canalicular multispecific organic anion transporter 1 OS=Oryctolagus cuniculus GN=ABCC2 PE=2 SV=129.30 0.00

TRINITY_DN35569_c0_g7sp|Q07647|GTR3_RATSlc2a3 Solute carrier family 2, facilitated glucose transporter member 3 OS=Rattus norvegicus GN=Slc2a3 PE=1 SV=129.30 0.00

TRINITY_DN35856_c0_g2sp|Q9MAM1|CIPK9_ARATHCIPK9 CBL-interacting serine/threonine-protein kinase 9 OS=Arabidopsis thaliana GN=CIPK9 PE=1 SV=229.30 0.00

TRINITY_DN36168_c0_g1sp|Q9ES21|SAC1_RATSacm1l Phosphatidylinositide phosphatase SAC1 OS=Rattus norvegicus GN=Sacm1l PE=1 SV=129.30 0.00

TRINITY_DN36170_c0_g1sp|Q9EP82|WDR4_MOUSEWdr4 tRNA (guanine-N(7)-)-methyltransferase non-catalytic subunit WDR4 OS=Mus musculus GN=Wdr4 PE=1 SV=229.30 0.00

TRINITY_DN37263_c1_g7sp|P42818|KPK1_ARATHATPK1 Serine/threonine-protein kinase AtPK1/AtPK6 OS=Arabidopsis thaliana GN=ATPK1 PE=1 SV=129.30 0.00

TRINITY_DN38545_c0_g3sp|Q9SCY5|KINB2_ARATHKINB2 SNF1-related protein kinase regulatory subunit beta-2 OS=Arabidopsis thaliana GN=KINB2 PE=1 SV=129.30 0.00

TRINITY_DN38619_c0_g2sp|Q54MB8|LEO1_DICDIleo1 RNA polymerase-associated protein LEO1 OS=Dictyostelium discoideum GN=leo1 PE=3 SV=129.30 0.00

TRINITY_DN39063_c2_g1sp|Q7RX33|EGT1_NEUCRegt-1 Ergothioneine biosynthesis protein 1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=egt-1 PE=1 SV=329.30 0.00

TRINITY_DN40874_c0_g2sp|Q54Y90|Y0133_DICDIDDB_G0278665Probable serine/threonine-protein kinase DDB_G0278665 OS=Dictyostelium discoideum GN=DDB_G0278665 PE=3 SV=129.30 0.00

TRINITY_DN40980_c0_g7sp|Q6INX3|MLECA_XENLAmlec-a Malectin-A OS=Xenopus laevis GN=mlec-a PE=1 SV=129.30 0.00

TRINITY_DN41036_c0_g4sp|Q9JI93|A4GAT_RATA4galt Lactosylceramide 4-alpha-galactosyltransferase OS=Rattus norvegicus GN=A4galt PE=1 SV=129.30 0.00

TRINITY_DN41490_c0_g2sp|Q9LVD9|DTX40_ARATHDTX40 Protein DETOXIFICATION 40 OS=Arabidopsis thaliana GN=DTX40 PE=1 SV=129.30 0.00

TRINITY_DN41552_c0_g7sp|Q54FW9|Y0555_DICDIDDB_G0290555WD repeat-containing protein DDB_G0290555 OS=Dictyostelium discoideum GN=DDB_G0290555 PE=3 SV=129.30 0.00

TRINITY_DN42019_c0_g5sp|Q9Z0E6|GBP2_MOUSEGbp2 Guanylate-binding protein 1 OS=Mus musculus GN=Gbp2 PE=1 SV=129.30 0.00

TRINITY_DN42270_c2_g3sp|Q9V6U9|MECR_DROMECG16935 Probable trans-2-enoyl-CoA reductase, mitochondrial OS=Drosophila melanogaster GN=CG16935 PE=3 SV=229.30 0.00

TRINITY_DN42340_c0_g2sp|Q6LXF9|RTCB_METMPrtcB tRNA-splicing ligase RtcB OS=Methanococcus maripaludis (strain S2 / LL) GN=rtcB PE=3 SV=129.30 0.00

TRINITY_DN43641_c0_g1sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=129.30 0.00

TRINITY_DN44782_c0_g4sp|P21001|B4_VACCCB4R Ankyrin repeat protein B4 OS=Vaccinia virus (strain Copenhagen) GN=B4R PE=3 SV=129.30 0.00

TRINITY_DN45214_c0_g1sp|P33338|SLA2_YEASTSLA2 Protein SLA2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SLA2 PE=1 SV=529.30 0.00

TRINITY_DN45214_c0_g4sp|P33338|SLA2_YEASTSLA2 Protein SLA2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SLA2 PE=1 SV=529.30 0.00

TRINITY_DN45497_c0_g1sp|Q9VKJ9|C2D1_DROMEl(2)gd1 Coiled-coil and C2 domain-containing protein 1-like OS=Drosophila melanogaster GN=l(2)gd1 PE=2 SV=129.30 0.00

TRINITY_DN45654_c0_g3sp|Q8RXF1|SF3A1_ARATHAt1g14650Probable splicing factor 3A subunit 1 OS=Arabidopsis thaliana GN=At1g14650 PE=1 SV=229.30 0.00

TRINITY_DN45779_c0_g5sp|Q92359|YDHE_SCHPOSPAC6G9.14Pumilio domain-containing protein C6G9.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.14 PE=3 SV=129.30 0.00

TRINITY_DN46584_c1_g3sp|Q94981|ARI1_DROMEari-1 Potential E3 ubiquitin-protein ligase ariadne-1 OS=Drosophila melanogaster GN=ari-1 PE=1 SV=229.30 0.00

TRINITY_DN46623_c0_g1sp|Q54XT6|GACR_DICDIgacR Rho GTPase-activating protein gacR OS=Dictyostelium discoideum GN=gacR PE=3 SV=129.30 0.00

TRINITY_DN47152_c1_g4sp|A5YM72|CRNS1_HUMANCARNS1 Carnosine synthase 1 OS=Homo sapiens GN=CARNS1 PE=1 SV=329.30 0.00

TRINITY_DN48229_c0_g2sp|Q3U1T9|DEN1B_MOUSEDennd1b DENN domain-containing protein 1B OS=Mus musculus GN=Dennd1b PE=1 SV=329.30 0.00

TRINITY_DN48613_c0_g3sp|Q9P3U0|UBP2_SCHPOubp2 Probable ubiquitin carboxyl-terminal hydrolase 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubp2 PE=1 SV=129.30 0.00

TRINITY_DN49085_c0_g2sp|Q9DBQ9|SWT1_MOUSESwt1 Transcriptional protein SWT1 OS=Mus musculus GN=Swt1 PE=2 SV=329.30 0.00

TRINITY_DN49838_c0_g5sp|Q8BQQ1|ZDH14_MOUSEZdhhc14 Probable palmitoyltransferase ZDHHC14 OS=Mus musculus GN=Zdhhc14 PE=1 SV=129.30 0.00

TRINITY_DN49859_c0_g3sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=129.30 0.00

TRINITY_DN50033_c0_g1sp|P93761|INV1_CAPAN- Acid beta-fructofuranosidase AIV-18 OS=Capsicum annuum PE=2 SV=129.30 0.00

TRINITY_DN50709_c0_g8sp|Q6P4P2|LMD2B_DANRElmbrd2b LMBR1 domain-containing protein 2-B OS=Danio rerio GN=lmbrd2b PE=2 SV=129.30 0.00

TRINITY_DN50933_c0_g4sp|P74334|ACOX_SYNY3sll1541 Apocarotenoid-15,15'-oxygenase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1541 PE=1 SV=129.30 0.00

TRINITY_DN51376_c2_g1sp|Q8RY73|DXO_ARATHAt4g17620Decapping nuclease DXO homolog, chloroplastic OS=Arabidopsis thaliana GN=At4g17620 PE=1 SV=129.30 0.00



TRINITY_DN51575_c0_g1sp|Q9FPT1|UBP12_ARATHUBP12 Ubiquitin carboxyl-terminal hydrolase 12 OS=Arabidopsis thaliana GN=UBP12 PE=2 SV=229.30 0.00

TRINITY_DN51708_c0_g5sp|P28622|GUN4_BACS5- Endoglucanase 4 OS=Bacillus sp. (strain KSM-522) PE=3 SV=229.30 0.00

TRINITY_DN52012_c0_g2sp|Q9FYC2|PAO_ARATHPAO Pheophorbide a oxygenase, chloroplastic OS=Arabidopsis thaliana GN=PAO PE=1 SV=129.30 0.00

TRINITY_DN52402_c0_g5sp|P0C1Q2|PDE11_MOUSEPde11a Dual 3',5'-cyclic-AMP and -GMP phosphodiesterase 11A OS=Mus musculus GN=Pde11a PE=1 SV=129.30 0.00

TRINITY_DN12374_c0_g1sp|Q8T1V6|NDUS4_DICDIndufs4 NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrial OS=Dictyostelium discoideum GN=ndufs4 PE=3 SV=229.20 0.00

TRINITY_DN30398_c0_g1sp|Q68EV6|RM28_XENLAmrpl28 39S ribosomal protein L28, mitochondrial OS=Xenopus laevis GN=mrpl28 PE=2 SV=129.20 0.00

TRINITY_DN31403_c0_g4sp|O94737|MAPK1_PNECAMKP1 Mitogen-activated protein kinase 1 OS=Pneumocystis carinii GN=MKP1 PE=1 SV=129.20 0.00

TRINITY_DN31421_c0_g1sp|Q54GD8|PX24C_DICDIDDB_G0290223PXMP2/4 family protein 3 OS=Dictyostelium discoideum GN=DDB_G0290223 PE=3 SV=129.20 0.00

TRINITY_DN34532_c0_g1sp|Q8T2I8|SEPA_DICDIsepA Serine/threonine-protein kinase sepA OS=Dictyostelium discoideum GN=sepA PE=2 SV=129.20 0.00

TRINITY_DN35701_c0_g2sp|P54145|AMT1_CAEELamt-1 Putative ammonium transporter 1 OS=Caenorhabditis elegans GN=amt-1 PE=3 SV=129.20 0.00

TRINITY_DN35791_c0_g2sp|Q9SIE0|ALKB2_ARATHALKBH2 DNA oxidative demethylase ALKBH2 OS=Arabidopsis thaliana GN=ALKBH2 PE=2 SV=229.20 0.00

TRINITY_DN36059_c0_g5sp|Q55FR9|COPA_DICDIcopa Coatomer subunit alpha OS=Dictyostelium discoideum GN=copa PE=3 SV=129.20 0.00

TRINITY_DN36506_c0_g3sp|Q09911|YAJE_SCHPOSPAC30D11.14cUncharacterized protein C30D11.14c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC30D11.14c PE=4 SV=129.20 0.00

TRINITY_DN36608_c0_g2sp|Q54LN4|GGHA_DICDIgghA Gamma-glutamyl hydrolase A OS=Dictyostelium discoideum GN=gghA PE=3 SV=129.20 0.00

TRINITY_DN36615_c0_g5sp|O04294|IMPA3_ARATHIMPA3 Importin subunit alpha-3 OS=Arabidopsis thaliana GN=IMPA3 PE=1 SV=229.20 0.00

TRINITY_DN37522_c0_g3sp|P25843|PROF_DROMEchic Profilin OS=Drosophila melanogaster GN=chic PE=1 SV=129.20 0.00

TRINITY_DN37868_c0_g3sp|Q923B6|STEA4_MOUSESteap4 Metalloreductase STEAP4 OS=Mus musculus GN=Steap4 PE=1 SV=129.20 0.00

TRINITY_DN38494_c1_g2sp|P79401|CP3AT_PIGCYP3A29 Cytochrome P450 3A29 OS=Sus scrofa GN=CYP3A29 PE=2 SV=129.20 0.00

TRINITY_DN38856_c0_g5sp|Q8BJW6|EIF2A_MOUSEEif2a Eukaryotic translation initiation factor 2A OS=Mus musculus GN=Eif2a PE=1 SV=229.20 0.00

TRINITY_DN39721_c0_g2sp|Q86H28|PROD_DICDIprodh Proline dehydrogenase 1, mitochondrial OS=Dictyostelium discoideum GN=prodh PE=3 SV=129.20 0.00

TRINITY_DN40148_c0_g1sp|Q8K245|UVRAG_MOUSEUvrag UV radiation resistance associated protein OS=Mus musculus GN=Uvrag PE=1 SV=229.20 0.00

TRINITY_DN40498_c0_g1sp|O43741|AAKB2_HUMANPRKAB2 5'-AMP-activated protein kinase subunit beta-2 OS=Homo sapiens GN=PRKAB2 PE=1 SV=129.20 0.00

TRINITY_DN40533_c0_g1sp|O70537|CP3AV_MESAUCYP3A31 Cytochrome P450 3A31 OS=Mesocricetus auratus GN=CYP3A31 PE=2 SV=129.20 0.00

TRINITY_DN40628_c0_g3sp|Q559T8|Y0701_DICDIDDB_G0272282Probable serine/threonine-protein kinase DDB_G0272282 OS=Dictyostelium discoideum GN=DDB_G0272282 PE=3 SV=129.20 0.00

TRINITY_DN41433_c1_g1sp|Q54AX6|CLCA_DICDIclcA Chloride channel protein A OS=Dictyostelium discoideum GN=clcA PE=2 SV=129.20 0.00

TRINITY_DN42054_c2_g1sp|Q6H7J5|RFA2B_ORYSJRPA2B Replication protein A 32 kDa subunit B OS=Oryza sativa subsp. japonica GN=RPA2B PE=1 SV=129.20 0.00

TRINITY_DN42229_c0_g1sp|Q6NWG4|ANM6_DANREprmt6 Protein arginine N-methyltransferase 6 OS=Danio rerio GN=prmt6 PE=2 SV=229.20 0.00

TRINITY_DN42422_c0_g2sp|Q54CL3|PEX13_DICDIpex13 Probable peroxisomal membrane protein PEX13 OS=Dictyostelium discoideum GN=pex13 PE=3 SV=129.20 0.00

TRINITY_DN42876_c0_g7sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=129.20 0.00

TRINITY_DN43306_c0_g2sp|Q94AG6|SAMC1_ARATHSAMC1 S-adenosylmethionine carrier 1, chloroplastic/mitochondrial OS=Arabidopsis thaliana GN=SAMC1 PE=1 SV=129.20 0.00

TRINITY_DN43625_c0_g8sp|Q8BVQ5|PPME1_MOUSEPpme1 Protein phosphatase methylesterase 1 OS=Mus musculus GN=Ppme1 PE=1 SV=529.20 0.00

TRINITY_DN44137_c0_g1sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=129.20 0.00

TRINITY_DN44243_c0_g2sp|Q54IP4|SHKB_DICDIshkB Dual specificity protein kinase shkB OS=Dictyostelium discoideum GN=shkB PE=3 SV=129.20 0.00

TRINITY_DN46067_c0_g1sp|Q9LVM1|AB25B_ARATHABCB25 ABC transporter B family member 25, mitochondrial OS=Arabidopsis thaliana GN=ABCB25 PE=1 SV=129.20 0.00

TRINITY_DN46312_c0_g3sp|P14902|I23O1_HUMANIDO1 Indoleamine 2,3-dioxygenase 1 OS=Homo sapiens GN=IDO1 PE=1 SV=129.20 0.00

TRINITY_DN46429_c0_g1sp|Q9FPJ8|RB45A_ARATHRBP45A Polyadenylate-binding protein RBP45A OS=Arabidopsis thaliana GN=RBP45A PE=2 SV=129.20 0.00

TRINITY_DN46756_c0_g1sp|B6EUA9|PR40A_ARATHPRP40A Pre-mRNA-processing protein 40A OS=Arabidopsis thaliana GN=PRP40A PE=1 SV=129.20 0.00

TRINITY_DN47440_c1_g4sp|O94673|YG75_SCHPOSPBC776.05Uncharacterized membrane protein C776.05 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC776.05 PE=4 SV=229.20 0.00

TRINITY_DN47456_c0_g1sp|Q57899|Y457_METJAMJ0457 Uncharacterized metallohydrolase MJ0457 OS=Methanocaldococcus jannaschii (strain ATCC 43067 / DSM 2661 / JAL-1 / JCM 10045 / NBRC 100440) GN=MJ0457 PE=3 SV=129.20 0.00

TRINITY_DN47863_c0_g1sp|F4JZ24|P4H10_ARATHP4H10 Probable prolyl 4-hydroxylase 10 OS=Arabidopsis thaliana GN=P4H10 PE=2 SV=129.20 0.00

TRINITY_DN48086_c0_g5sp|B0CA92|YCF3_ACAM1ycf3 Photosystem I assembly protein Ycf3 OS=Acaryochloris marina (strain MBIC 11017) GN=ycf3 PE=3 SV=129.20 0.00

TRINITY_DN48153_c0_g2sp|Q9ZW95|C7352_ARATHCYP735A2Cytokinin hydroxylase OS=Arabidopsis thaliana GN=CYP735A2 PE=1 SV=129.20 0.00

TRINITY_DN48438_c1_g4sp|Q8BGA9|OXA1L_MOUSEOxa1l Mitochondrial inner membrane protein OXA1L OS=Mus musculus GN=Oxa1l PE=1 SV=129.20 0.00

TRINITY_DN48469_c0_g5sp|O49447|ADT3_ARATHAAC3 ADP,ATP carrier protein 3, mitochondrial OS=Arabidopsis thaliana GN=AAC3 PE=1 SV=129.20 0.00

TRINITY_DN48471_c0_g1sp|P53326|YG5L_YEASTYGR266W Uncharacterized protein YGR266W OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YGR266W PE=1 SV=129.20 0.00

TRINITY_DN49054_c0_g6sp|Q91ZW1|TFAM_RATTfam Transcription factor A, mitochondrial OS=Rattus norvegicus GN=Tfam PE=2 SV=129.20 0.00

TRINITY_DN50481_c0_g1sp|Q5SS80|DHR13_MOUSEDhrs13 Dehydrogenase/reductase SDR family member 13 OS=Mus musculus GN=Dhrs13 PE=1 SV=129.20 0.00

TRINITY_DN50556_c0_g1sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=129.20 0.00

TRINITY_DN50927_c1_g4sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=129.20 0.00

TRINITY_DN51216_c1_g1sp|Q55GU0|Y9955_DICDIDDB_G0267514Probable serine/threonine-protein kinase DDB_G0267514 OS=Dictyostelium discoideum GN=DDB_G0267514 PE=3 SV=129.20 0.00

TRINITY_DN51830_c2_g4sp|Q7Z7H5|TMED4_HUMANTMED4 Transmembrane emp24 domain-containing protein 4 OS=Homo sapiens GN=TMED4 PE=1 SV=129.20 0.00

TRINITY_DN52126_c1_g1sp|D7UQM5|AURK_PATPEaur Aurora kinase OS=Patiria pectinifera GN=aur PE=1 SV=129.20 0.00

TRINITY_DN52242_c0_g2sp|Q9GRC0|MOS_PATPEmos Serine/threonine-protein kinase mos OS=Patiria pectinifera GN=mos PE=1 SV=129.20 0.00

TRINITY_DN22000_c0_g3sp|P0C8M8|CCR1_MAIZECCRP1 Probable serine/threonine-protein kinase CCRP1 OS=Zea mays GN=CCRP1 PE=1 SV=129.10 0.00

TRINITY_DN23701_c0_g1sp|Q3HRN7|CNBLA_ORYSJCBL10 Calcineurin B-like protein 10 OS=Oryza sativa subsp. japonica GN=CBL10 PE=2 SV=129.10 0.00

TRINITY_DN32784_c0_g1sp|P25635|PWP2_YEASTPWP2 Periodic tryptophan protein 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PWP2 PE=1 SV=229.10 0.00



TRINITY_DN34123_c0_g1sp|Q9SHU5|ARF4_ARATHAt2g15310Probable ADP-ribosylation factor At2g15310 OS=Arabidopsis thaliana GN=At2g15310 PE=2 SV=329.10 0.00

TRINITY_DN35420_c0_g1sp|Q8VYU4|CCR4F_ARATHCCR4-6 Carbon catabolite repressor protein 4 homolog 6 OS=Arabidopsis thaliana GN=CCR4-6 PE=2 SV=229.10 0.00

TRINITY_DN36322_c1_g4sp|O75943|RAD17_HUMANRAD17 Cell cycle checkpoint protein RAD17 OS=Homo sapiens GN=RAD17 PE=1 SV=229.10 0.00

TRINITY_DN37087_c0_g1sp|Q500U8|TKPR1_ARATHTKPR1 Tetraketide alpha-pyrone reductase 1 OS=Arabidopsis thaliana GN=TKPR1 PE=1 SV=129.10 0.00

TRINITY_DN37212_c0_g8sp|Q5FVE4|ACBG2_HUMANACSBG2 Long-chain-fatty-acid--CoA ligase ACSBG2 OS=Homo sapiens GN=ACSBG2 PE=1 SV=229.10 0.00

TRINITY_DN37316_c0_g1sp|Q9LYN7|AML4_ARATHML4 Protein MEI2-like 4 OS=Arabidopsis thaliana GN=ML4 PE=2 SV=129.10 0.00

TRINITY_DN37425_c1_g6sp|Q6C7C9|CG121_YARLICGI121 EKC/KEOPS complex subunit CGI121 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=CGI121 PE=3 SV=129.10 0.00

TRINITY_DN37605_c1_g1sp|Q1I610|PLSB_PSEE4plsB Glycerol-3-phosphate acyltransferase OS=Pseudomonas entomophila (strain L48) GN=plsB PE=3 SV=129.10 0.00

TRINITY_DN37742_c0_g2sp|Q8W468|ARI8_ARATHARI8 Probable E3 ubiquitin-protein ligase ARI8 OS=Arabidopsis thaliana GN=ARI8 PE=2 SV=129.10 0.00

TRINITY_DN37757_c0_g8sp|Q5TCS8|KAD9_HUMANAK9 Adenylate kinase 9 OS=Homo sapiens GN=AK9 PE=1 SV=229.10 0.00

TRINITY_DN38198_c1_g6sp|Q7ZYD9|A13CB_XENLAankrd13c-bAnkyrin repeat domain-containing protein 13C-B OS=Xenopus laevis GN=ankrd13c-b PE=2 SV=129.10 0.00

TRINITY_DN38361_c2_g1sp|Q6ZQW0|I23O2_HUMANIDO2 Indoleamine 2,3-dioxygenase 2 OS=Homo sapiens GN=IDO2 PE=1 SV=429.10 0.00

TRINITY_DN38617_c0_g1sp|Q9Z268|RASL1_MOUSERasal1 RasGAP-activating-like protein 1 OS=Mus musculus GN=Rasal1 PE=1 SV=229.10 0.00

TRINITY_DN39226_c1_g7sp|Q8W489|RAD4_ARATHRAD4 DNA repair protein RAD4 OS=Arabidopsis thaliana GN=RAD4 PE=1 SV=129.10 0.00

TRINITY_DN39412_c0_g7sp|Q87GU5|LUXQ_VIBPAluxQ Autoinducer 2 sensor kinase/phosphatase LuxQ OS=Vibrio parahaemolyticus serotype O3:K6 (strain RIMD 2210633) GN=luxQ PE=3 SV=129.10 0.00

TRINITY_DN39854_c1_g1sp|Q9M8K7|DUS1B_ARATHDSPTP1B Dual specificity protein phosphatase 1B OS=Arabidopsis thaliana GN=DSPTP1B PE=1 SV=129.10 0.00

TRINITY_DN40439_c0_g1sp|Q7TPQ3|SHPRH_MOUSEShprh E3 ubiquitin-protein ligase SHPRH OS=Mus musculus GN=Shprh PE=1 SV=129.10 0.00

TRINITY_DN40693_c0_g2sp|Q56ZQ3|VSR4_ARATHVSR4 Vacuolar-sorting receptor 4 OS=Arabidopsis thaliana GN=VSR4 PE=2 SV=229.10 0.00

TRINITY_DN41144_c0_g5sp|Q55GN6|Y7588_DICDIDDB_G0267588Probable phosphatidylinositol phosphate kinase DDB_G0267588 OS=Dictyostelium discoideum GN=DDB_G0267588 PE=1 SV=129.10 0.00

TRINITY_DN41756_c0_g1sp|A7MU46|HSCB_VIBCBhscB Co-chaperone protein HscB homolog OS=Vibrio campbellii (strain ATCC BAA-1116 / BB120) GN=hscB PE=3 SV=129.10 0.00

TRINITY_DN42368_c1_g4sp|Q9VL78|FKB59_DROMEFKBP59 FK506-binding protein 59 OS=Drosophila melanogaster GN=FKBP59 PE=1 SV=129.10 0.00

TRINITY_DN42593_c1_g8sp|O95905|ECD_HUMANECD Protein ecdysoneless homolog OS=Homo sapiens GN=ECD PE=1 SV=129.10 0.00

TRINITY_DN43097_c0_g2sp|C1DK22|RPPH_AZOVDrppH RNA pyrophosphohydrolase OS=Azotobacter vinelandii (strain DJ / ATCC BAA-1303) GN=rppH PE=3 SV=129.10 0.00

TRINITY_DN43177_c0_g1sp|P71065|EPSO_BACSUepsO Putative pyruvyl transferase EpsO OS=Bacillus subtilis (strain 168) GN=epsO PE=2 SV=129.10 0.00

TRINITY_DN43214_c0_g3sp|F4K4J0|THO5B_ARATHTHO5B THO complex subunit 5B OS=Arabidopsis thaliana GN=THO5B PE=1 SV=129.10 0.00

TRINITY_DN44795_c0_g1sp|Q8R5K2|UBP33_MOUSEUsp33 Ubiquitin carboxyl-terminal hydrolase 33 OS=Mus musculus GN=Usp33 PE=1 SV=229.10 0.00

TRINITY_DN45186_c0_g1sp|Q86IV4|Y4775_DICDIDDB_G0274775PH domain-containing protein DDB_G0274775 OS=Dictyostelium discoideum GN=DDB_G0274775 PE=3 SV=129.10 0.00

TRINITY_DN45675_c0_g3sp|Q8GV43|PLCD6_ARATHPLC6 Phosphoinositide phospholipase C 6 OS=Arabidopsis thaliana GN=PLC6 PE=2 SV=229.10 0.00

TRINITY_DN46252_c2_g1sp|Q9LT25|PR40C_ARATHMED35C Pre-mRNA-processing protein 40C OS=Arabidopsis thaliana GN=MED35C PE=1 SV=129.10 0.00

TRINITY_DN46811_c0_g1sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=229.10 0.00

TRINITY_DN46945_c0_g1sp|Q84CG1|CAMYS_STRVIvioD Capreomycidine synthase OS=Streptomyces vinaceus GN=vioD PE=1 SV=129.10 0.00

TRINITY_DN47005_c1_g1sp|Q5ZIL9|KBP_CHICKkbp KIF1-binding protein homolog OS=Gallus gallus GN=kbp PE=2 SV=129.10 0.00

TRINITY_DN48182_c1_g1sp|O60073|YKT6_SCHPOykt6 Synaptobrevin homolog ykt6 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ykt6 PE=3 SV=129.10 0.00

TRINITY_DN48269_c2_g3sp|Q9ZQ81|PPA9_ARATHPAP9 Probable inactive purple acid phosphatase 9 OS=Arabidopsis thaliana GN=PAP9 PE=2 SV=129.10 0.00

TRINITY_DN49545_c0_g1sp|Q5XET5|HESO1_ARATHHESO1 Protein HESO1 OS=Arabidopsis thaliana GN=HESO1 PE=1 SV=129.10 0.00

TRINITY_DN49642_c1_g1sp|Q5F3L4|DEN6A_CHICKDENND6A Protein DENND6A OS=Gallus gallus GN=DENND6A PE=2 SV=129.10 0.00

TRINITY_DN49651_c0_g3sp|O15118|NPC1_HUMANNPC1 Niemann-Pick C1 protein OS=Homo sapiens GN=NPC1 PE=1 SV=229.10 0.00

TRINITY_DN49682_c0_g2sp|O88398|AVIL_MOUSEAvil Advillin OS=Mus musculus GN=Avil PE=1 SV=229.10 0.00

TRINITY_DN49888_c0_g1sp|P34098|MANA_DICDImanA Lysosomal alpha-mannosidase OS=Dictyostelium discoideum GN=manA PE=1 SV=229.10 0.00

TRINITY_DN49988_c2_g1sp|Q92359|YDHE_SCHPOSPAC6G9.14Pumilio domain-containing protein C6G9.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.14 PE=3 SV=129.10 0.00

TRINITY_DN50050_c1_g3sp|Q9C5G5|SAC7_ARATHSAC7 Phosphoinositide phosphatase SAC7 OS=Arabidopsis thaliana GN=SAC7 PE=2 SV=129.10 0.00

TRINITY_DN50863_c0_g3sp|Q9CXR1|DHRS7_MOUSEDhrs7 Dehydrogenase/reductase SDR family member 7 OS=Mus musculus GN=Dhrs7 PE=1 SV=229.10 0.00

TRINITY_DN51060_c0_g1sp|Q54SB6|BLML3_DICDIDDB_G0282555Beta-lactamase-like protein 3 OS=Dictyostelium discoideum GN=DDB_G0282555 PE=3 SV=129.10 0.00

TRINITY_DN51736_c0_g1sp|F1MH24|AAK1_BOVINAAK1 AP2-associated protein kinase 1 OS=Bos taurus GN=AAK1 PE=1 SV=229.10 0.00

TRINITY_DN23476_c0_g1sp|Q96G46|DUS3L_HUMANDUS3L tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-like OS=Homo sapiens GN=DUS3L PE=1 SV=229.00 0.00

TRINITY_DN36776_c1_g6sp|B0G163|EXOC5_DICDIexoc5 Exocyst complex component 5 OS=Dictyostelium discoideum GN=exoc5 PE=3 SV=129.00 0.00

TRINITY_DN37406_c0_g3sp|O75808|CAN15_HUMANCAPN15 Calpain-15 OS=Homo sapiens GN=CAPN15 PE=1 SV=129.00 0.00

TRINITY_DN37988_c1_g4sp|P0AAD4|TYRP_ECOLItyrP Tyrosine-specific transport protein OS=Escherichia coli (strain K12) GN=tyrP PE=1 SV=129.00 0.00

TRINITY_DN38025_c1_g7sp|Q5R699|ATG4A_PONABATG4A Cysteine protease ATG4A OS=Pongo abelii GN=ATG4A PE=2 SV=129.00 0.00

TRINITY_DN38361_c2_g3sp|P47125|I23O_YEASTBNA2 Indoleamine 2,3-dioxygenase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BNA2 PE=1 SV=129.00 0.00

TRINITY_DN38974_c0_g1sp|F4HRC1|THO5A_ARATHTHO5A THO complex subunit 5A OS=Arabidopsis thaliana GN=THO5A PE=1 SV=129.00 0.00

TRINITY_DN39292_c0_g9sp|O00442|RTCA_HUMANRTCA RNA 3'-terminal phosphate cyclase OS=Homo sapiens GN=RTCA PE=1 SV=129.00 0.00

TRINITY_DN39303_c0_g3sp|Q52KZ6|UB12A_XENLAusp12-a Ubiquitin carboxyl-terminal hydrolase 12-A OS=Xenopus laevis GN=usp12-a PE=2 SV=129.00 0.00

TRINITY_DN40029_c0_g2sp|Q7TT37|ELP1_MOUSEIkbkap Elongator complex protein 1 OS=Mus musculus GN=Ikbkap PE=1 SV=229.00 0.00

TRINITY_DN40339_c0_g2sp|Q01109|BAH_STRHYbah Acetyl-hydrolase OS=Streptomyces hygroscopicus GN=bah PE=3 SV=329.00 0.00

TRINITY_DN40404_c0_g2sp|P30957|RYR2_RABITRYR2 Ryanodine receptor 2 OS=Oryctolagus cuniculus GN=RYR2 PE=1 SV=329.00 0.00



TRINITY_DN40534_c0_g1sp|P81406|GAPN_PEAGAPN NADP-dependent glyceraldehyde-3-phosphate dehydrogenase OS=Pisum sativum GN=GAPN PE=1 SV=129.00 0.00

TRINITY_DN40645_c0_g1sp|Q569T7|MFS4B_XENLAmfsd4b Sodium-dependent glucose transporter 1 OS=Xenopus laevis GN=mfsd4b PE=2 SV=129.00 0.00

TRINITY_DN40772_c2_g3sp|Q4KLT0|RN217_XENLArnf217 Probable E3 ubiquitin-protein ligase RNF217 OS=Xenopus laevis GN=rnf217 PE=2 SV=129.00 0.00

TRINITY_DN41293_c0_g14sp|Q84Y18|CXIP4_ARATHCXIP4 CAX-interacting protein 4 OS=Arabidopsis thaliana GN=CXIP4 PE=1 SV=229.00 0.00

TRINITY_DN41391_c1_g5sp|Q17QS0|SCRN3_BOVINSCRN3 Secernin-3 OS=Bos taurus GN=SCRN3 PE=2 SV=129.00 0.00

TRINITY_DN42589_c0_g1sp|Q6C161|EIF3A_YARLITIF32 Eukaryotic translation initiation factor 3 subunit A OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=TIF32 PE=3 SV=129.00 0.00

TRINITY_DN42615_c0_g1sp|Q7T2V3|M3K10_XENLAmap3k10 Mitogen-activated protein kinase kinase kinase 10 OS=Xenopus laevis GN=map3k10 PE=1 SV=129.00 0.00

TRINITY_DN42716_c0_g4sp|Q8GZ26|BRN2L_ARATHBRN2 RNA-binding protein BRN2 OS=Arabidopsis thaliana GN=BRN2 PE=2 SV=129.00 0.00

TRINITY_DN42803_c0_g4sp|Q9FPT1|UBP12_ARATHUBP12 Ubiquitin carboxyl-terminal hydrolase 12 OS=Arabidopsis thaliana GN=UBP12 PE=2 SV=229.00 0.00

TRINITY_DN43250_c0_g1sp|Q29496|CP3AO_SHEEPCYP3A24 Cytochrome P450 3A24 OS=Ovis aries GN=CYP3A24 PE=2 SV=129.00 0.00

TRINITY_DN44233_c0_g2sp|Q67Z52|TBCB_ARATHTFCB Tubulin-folding cofactor B OS=Arabidopsis thaliana GN=TFCB PE=1 SV=129.00 0.00

TRINITY_DN44704_c0_g7sp|Q0JI49|CIPKB_ORYSJCIPK11 CBL-interacting protein kinase 11 OS=Oryza sativa subsp. japonica GN=CIPK11 PE=2 SV=129.00 0.00

TRINITY_DN45796_c0_g3sp|Q43070|GALE1_PEAGALE UDP-glucose 4-epimerase OS=Pisum sativum GN=GALE PE=2 SV=129.00 0.00

TRINITY_DN45935_c1_g3sp|Q12926|ELAV2_HUMANELAVL2 ELAV-like protein 2 OS=Homo sapiens GN=ELAVL2 PE=1 SV=229.00 0.00

TRINITY_DN46699_c1_g1sp|Q05BV3|EMAL5_HUMANEML5 Echinoderm microtubule-associated protein-like 5 OS=Homo sapiens GN=EML5 PE=2 SV=329.00 0.00

TRINITY_DN46998_c0_g1sp|Q98TX3|PDCD4_CHICKPDCD4 Programmed cell death protein 4 OS=Gallus gallus GN=PDCD4 PE=2 SV=129.00 0.00

TRINITY_DN47173_c1_g1sp|Q55DE7|ATX2_DICDIatxn2 Ataxin-2 homolog OS=Dictyostelium discoideum GN=atxn2 PE=3 SV=129.00 0.00

TRINITY_DN47543_c1_g15sp|Q9SFU0|SC24A_ARATHAt3g07100Protein transport protein Sec24-like At3g07100 OS=Arabidopsis thaliana GN=At3g07100 PE=2 SV=229.00 0.00

TRINITY_DN47997_c0_g2sp|Q8H2D5|POLH_ARATHPOLH DNA polymerase eta OS=Arabidopsis thaliana GN=POLH PE=1 SV=129.00 0.00

TRINITY_DN48407_c0_g9sp|O14299|WIS4_SCHPOwis4 MAP kinase kinase kinase wis4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=wis4 PE=3 SV=129.00 0.00

TRINITY_DN48495_c0_g4sp|Q9LYW3|MED7A_ARATHMED7A Mediator of RNA polymerase II transcription subunit 7a OS=Arabidopsis thaliana GN=MED7A PE=1 SV=129.00 0.00

TRINITY_DN49035_c0_g1sp|P34466|CLU_CAEELclu-1 Clustered mitochondria protein homolog OS=Caenorhabditis elegans GN=clu-1 PE=3 SV=129.00 0.00

TRINITY_DN49992_c0_g2sp|Q9VA73|CMC_DROMEaralar1 Calcium-binding mitochondrial carrier protein Aralar1 OS=Drosophila melanogaster GN=aralar1 PE=2 SV=129.00 0.00

TRINITY_DN50913_c0_g1sp|Q6ZMW3|EMAL6_HUMANEML6 Echinoderm microtubule-associated protein-like 6 OS=Homo sapiens GN=EML6 PE=2 SV=229.00 0.00

TRINITY_DN51083_c1_g1sp|Q54IV7|RFT1_DICDIrft1 Protein RFT1 homolog OS=Dictyostelium discoideum GN=rft1 PE=3 SV=129.00 0.00

TRINITY_DN51407_c0_g4sp|Q15KI9|PHYLO_ARATHPHYLLO Protein PHYLLO, chloroplastic OS=Arabidopsis thaliana GN=PHYLLO PE=2 SV=229.00 0.00

TRINITY_DN51830_c2_g3sp|Q23221|FAT3_CAEELfat-3 Delta(6)-fatty-acid desaturase fat-3 OS=Caenorhabditis elegans GN=fat-3 PE=1 SV=229.00 0.00

TRINITY_DN14384_c0_g1sp|O01789|SMC1_CAEELhim-1 Structural maintenance of chromosomes protein 1 OS=Caenorhabditis elegans GN=him-1 PE=1 SV=428.90 0.00

TRINITY_DN32209_c0_g1sp|C0SPB2|YWTG_BACSUywtG Putative metabolite transport protein YwtG OS=Bacillus subtilis (strain 168) GN=ywtG PE=3 SV=128.90 0.00

TRINITY_DN34694_c0_g2sp|Q5PPX5|RN170_XENLArnf170 E3 ubiquitin-protein ligase RNF170 OS=Xenopus laevis GN=rnf170 PE=2 SV=128.90 0.00

TRINITY_DN34776_c0_g6sp|P41838|RAE1_SCHPOrae1 Poly(A)+ RNA export protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rae1 PE=1 SV=128.90 0.00

TRINITY_DN35015_c0_g1sp|P87231|MUS81_SCHPOmus81 Crossover junction endonuclease mus81 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mus81 PE=1 SV=228.90 0.00

TRINITY_DN35217_c0_g1sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=328.90 0.00

TRINITY_DN35218_c0_g1sp|Q54WK1|Y9609_DICDIDDB_G0279609Putative actin-fragmin kinase DDB_G0279609 OS=Dictyostelium discoideum GN=DDB_G0279609 PE=3 SV=128.90 0.00

TRINITY_DN35509_c0_g1sp|Q5ZL74|VAMP7_CHICKVAMP7 Vesicle-associated membrane protein 7 OS=Gallus gallus GN=VAMP7 PE=2 SV=128.90 0.00

TRINITY_DN35581_c2_g2sp|Q54BQ5|NSF1C_DICDInsfl1c NSFL1 cofactor p47 homolog OS=Dictyostelium discoideum GN=nsfl1c PE=3 SV=128.90 0.00

TRINITY_DN36380_c0_g3sp|Q12200|NPC1_YEASTNCR1 Niemann-Pick type C-related protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=NCR1 PE=1 SV=128.90 0.00

TRINITY_DN36615_c0_g4sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=128.90 0.00

TRINITY_DN36749_c0_g4sp|Q54BQ8|LYSG4_DICDIDDB_G0293492Probable GH family 25 lysozyme 4 OS=Dictyostelium discoideum GN=DDB_G0293492 PE=3 SV=128.90 0.00

TRINITY_DN36817_c0_g6sp|Q88FY2|6HN3M_PSEPKnicC 6-hydroxynicotinate 3-monooxygenase OS=Pseudomonas putida (strain ATCC 47054 / DSM 6125 / NCIMB 11950 / KT2440) GN=nicC PE=1 SV=128.90 0.00

TRINITY_DN37229_c0_g4sp|Q54NL1|ABCC9_DICDIabcC9 ABC transporter C family member 9 OS=Dictyostelium discoideum GN=abcC9 PE=3 SV=128.90 0.00

TRINITY_DN37371_c0_g2sp|Q497B8|KDM8_RATKdm8 Lysine-specific demethylase 8 OS=Rattus norvegicus GN=Kdm8 PE=2 SV=128.90 0.00

TRINITY_DN37452_c0_g1sp|A0A0P0VUY4|CMT1_ORYSJCMT1 DNA (cytosine-5)-methyltransferase CMT1 OS=Oryza sativa subsp. japonica GN=CMT1 PE=3 SV=128.90 0.00

TRINITY_DN37524_c0_g1sp|Q94I55|OST3_ORYSJOST3 Probable dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 3 OS=Oryza sativa subsp. japonica GN=OST3 PE=2 SV=128.90 0.00

TRINITY_DN37865_c1_g4sp|Q9CAM1|SPT62_ARATHAt1g63210Transcription elongation factor SPT6-like OS=Arabidopsis thaliana GN=At1g63210 PE=3 SV=128.90 0.00

TRINITY_DN38051_c0_g2sp|Q01968|OCRL_HUMANOCRL Inositol polyphosphate 5-phosphatase OCRL-1 OS=Homo sapiens GN=OCRL PE=1 SV=328.90 0.00

TRINITY_DN38323_c1_g4sp|E1BYJ2|MSH6_CHICKMSH6 DNA mismatch repair protein Msh6 OS=Gallus gallus GN=MSH6 PE=3 SV=228.90 0.00

TRINITY_DN39060_c0_g4sp|Q11SZ7|COXX_CYTH3ctaB Protoheme IX farnesyltransferase OS=Cytophaga hutchinsonii (strain ATCC 33406 / NCIMB 9469) GN=ctaB PE=3 SV=228.90 0.00

TRINITY_DN39410_c0_g2sp|Q9UTM2|CO111_SCHPOcox1101 Rsm22-cox11 tandem protein 1, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cox1101 PE=1 SV=228.90 0.00

TRINITY_DN41019_c0_g1sp|Q91754|GCKR_XENLAgckr Glucokinase regulatory protein OS=Xenopus laevis GN=gckr PE=1 SV=128.90 0.00

TRINITY_DN41036_c0_g5sp|Q9JI93|A4GAT_RATA4galt Lactosylceramide 4-alpha-galactosyltransferase OS=Rattus norvegicus GN=A4galt PE=1 SV=128.90 0.00

TRINITY_DN41135_c1_g4sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=328.90 0.00

TRINITY_DN41297_c0_g4sp|A4FID1|IOLG2_SACENiolG2 Inositol 2-dehydrogenase 2 OS=Saccharopolyspora erythraea (strain ATCC 11635 / DSM 40517 / JCM 4748 / NBRC 13426 / NCIMB 8594 / NRRL 2338) GN=iolG2 PE=3 SV=128.90 0.00

TRINITY_DN42333_c1_g3sp|Q01063|PDE4D_MOUSEPde4d cAMP-specific 3',5'-cyclic phosphodiesterase 4D OS=Mus musculus GN=Pde4d PE=1 SV=228.90 0.00

TRINITY_DN42345_c0_g2sp|Q54XE8|GACP_DICDIgacP Rho GTPase-activating protein gacP OS=Dictyostelium discoideum GN=gacP PE=3 SV=128.90 0.00

TRINITY_DN42390_c0_g1sp|A2VDU3|M3K7_BOVINMAP3K7 Mitogen-activated protein kinase kinase kinase 7 OS=Bos taurus GN=MAP3K7 PE=2 SV=128.90 0.00



TRINITY_DN42512_c0_g7sp|Q54DV3|Y2016_DICDIDDB_G0292016von Willebrand factor A domain-containing protein DDB_G0292016 OS=Dictyostelium discoideum GN=DDB_G0292016 PE=3 SV=128.90 0.00

TRINITY_DN42725_c1_g1sp|Q9LUC8|C7A13_ARATHCYP72A13Cytochrome P450 72A13 OS=Arabidopsis thaliana GN=CYP72A13 PE=2 SV=128.90 0.00

TRINITY_DN43774_c1_g3sp|P16423|POLR_DROMEpol Retrovirus-related Pol polyprotein from type-2 retrotransposable element R2DM OS=Drosophila melanogaster GN=pol PE=3 SV=128.90 0.00

TRINITY_DN44936_c1_g1sp|O22892|GSR2_ARATHAt2g40430Uncharacterized protein At2g40430 OS=Arabidopsis thaliana GN=At2g40430 PE=1 SV=228.90 0.00

TRINITY_DN44954_c0_g1sp|P58616|GLK_NOSS1glk Glucokinase OS=Nostoc sp. (strain PCC 7120 / SAG 25.82 / UTEX 2576) GN=glk PE=3 SV=128.90 0.00

TRINITY_DN45187_c0_g1sp|Q9VZZ4|PXDN_DROMEPxn Peroxidasin OS=Drosophila melanogaster GN=Pxn PE=1 SV=128.90 0.00

TRINITY_DN45733_c0_g1sp|A3KMV5|UBA1_BOVINUBA1 Ubiquitin-like modifier-activating enzyme 1 OS=Bos taurus GN=UBA1 PE=2 SV=128.90 0.00

TRINITY_DN46108_c1_g9sp|Q4V832|AP4AT_XENLAtepsin AP-4 complex accessory subunit tepsin OS=Xenopus laevis GN=tepsin PE=2 SV=228.90 0.00

TRINITY_DN46500_c0_g5sp|P29001|INVA_VIGRRINVA Acid beta-fructofuranosidase OS=Vigna radiata var. radiata GN=INVA PE=1 SV=128.90 0.00

TRINITY_DN46713_c0_g2sp|P39398|LGOT_ECOLIlgoT Probable L-galactonate transporter OS=Escherichia coli (strain K12) GN=lgoT PE=1 SV=228.90 0.00

TRINITY_DN46997_c0_g1sp|Q9Y485|DMXL1_HUMANDMXL1 DmX-like protein 1 OS=Homo sapiens GN=DMXL1 PE=1 SV=328.90 0.00

TRINITY_DN47175_c0_g2sp|P31178|GLE_CHLRE- Autolysin OS=Chlamydomonas reinhardtii PE=1 SV=128.90 0.00

TRINITY_DN47505_c2_g7sp|Q5XF90|AT134_MOUSEAtp13a4 Probable cation-transporting ATPase 13A4 OS=Mus musculus GN=Atp13a4 PE=2 SV=128.90 0.00

TRINITY_DN47815_c0_g2sp|Q7KVS9|TRF41_DROMETrf4-1 Non-canonical poly(A) RNA polymerase protein Trf4-1 OS=Drosophila melanogaster GN=Trf4-1 PE=1 SV=128.90 0.00

TRINITY_DN48050_c0_g3sp|A7S4N4|SERIC_NEMVEserinc Probable serine incorporator OS=Nematostella vectensis GN=serinc PE=3 SV=128.90 0.00

TRINITY_DN49417_c1_g2sp|Q54BP6|EXOC3_DICDIexoc3 Exocyst complex component 3 OS=Dictyostelium discoideum GN=exoc3 PE=3 SV=128.90 0.00

TRINITY_DN49724_c0_g5sp|P36095|VPS24_YEASTVPS24 Vacuolar protein-sorting-associated protein 24 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS24 PE=1 SV=128.90 0.00

TRINITY_DN50064_c0_g2sp|Q09225|NRF6_CAEELnrf-6 Nose resistant to fluoxetine protein 6 OS=Caenorhabditis elegans GN=nrf-6 PE=1 SV=328.90 0.00

TRINITY_DN50136_c0_g1sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=328.90 0.00

TRINITY_DN50436_c1_g1sp|Q4G0P3|HYDIN_HUMANHYDIN Hydrocephalus-inducing protein homolog OS=Homo sapiens GN=HYDIN PE=1 SV=328.90 0.00

TRINITY_DN51323_c0_g2sp|Q1G3U6|PCO3_ARATHPCO3 Plant cysteine oxidase 3 OS=Arabidopsis thaliana GN=PCO3 PE=1 SV=128.90 0.00

TRINITY_DN51999_c0_g1sp|Q54VU4|Y8013_DICDIDDB_G0280133Probable serine/threonine-protein kinase DDB_G0280133 OS=Dictyostelium discoideum GN=DDB_G0280133 PE=3 SV=128.90 0.00

TRINITY_DN52477_c2_g1sp|A0JP94|HTR5A_XENTRheatr5a HEAT repeat-containing protein 5A OS=Xenopus tropicalis GN=heatr5a PE=2 SV=128.90 0.00

TRINITY_DN25348_c0_g1sp|Q94C95|ATG1A_ARATHATG1A Serine/threonine-protein kinase ATG1a OS=Arabidopsis thaliana GN=ATG1A PE=1 SV=128.80 0.00

TRINITY_DN33356_c0_g1sp|P53163|MNP1_YEASTMNP1 54S ribosomal protein L12, mitochondrial OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MNP1 PE=1 SV=128.80 0.00

TRINITY_DN33999_c0_g1sp|Q6BMY0|SYM1_DEBHASYM1 Protein SYM1 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=SYM1 PE=3 SV=128.80 0.00

TRINITY_DN35145_c0_g1sp|Q4VBI7|STX18_DANREstx18 Syntaxin-18 OS=Danio rerio GN=stx18 PE=2 SV=128.80 0.00

TRINITY_DN35974_c0_g2sp|Q91604|STK11_XENLAstk11 Serine/threonine-protein kinase stk11 OS=Xenopus laevis GN=stk11 PE=1 SV=128.80 0.00

TRINITY_DN36706_c0_g1sp|A5WW08|CHFR_DANREchfr E3 ubiquitin-protein ligase CHFR OS=Danio rerio GN=chfr PE=2 SV=128.80 0.00

TRINITY_DN37500_c0_g1sp|Q9SEZ7|CIPKG_ARATHCIPK16 CBL-interacting serine/threonine-protein kinase 16 OS=Arabidopsis thaliana GN=CIPK16 PE=1 SV=128.80 0.00

TRINITY_DN37571_c0_g2sp|O16881|DHS16_CAEELdhs-16 3 beta-hydroxysteroid dehydrogenase dhs-16 OS=Caenorhabditis elegans GN=dhs-16 PE=2 SV=128.80 0.00

TRINITY_DN37601_c0_g4sp|Q8CN40|Y2036_STAESSE_2036 Uncharacterized oxidoreductase SE_2036 OS=Staphylococcus epidermidis (strain ATCC 12228) GN=SE_2036 PE=3 SV=128.80 0.00

TRINITY_DN37868_c0_g4sp|Q5LDL2|ENGB_BACFNengB Probable GTP-binding protein EngB OS=Bacteroides fragilis (strain ATCC 25285 / DSM 2151 / JCM 11019 / NCTC 9343) GN=engB PE=3 SV=128.80 0.00

TRINITY_DN38221_c0_g4sp|O54753|H17B6_RATHsd17b6 17-beta-hydroxysteroid dehydrogenase type 6 OS=Rattus norvegicus GN=Hsd17b6 PE=1 SV=228.80 0.00

TRINITY_DN38319_c0_g4sp|Q9CQ02|COMD4_MOUSECommd4 COMM domain-containing protein 4 OS=Mus musculus GN=Commd4 PE=1 SV=128.80 0.00

TRINITY_DN38648_c0_g3sp|Q641K5|NUAK1_MOUSENuak1 NUAK family SNF1-like kinase 1 OS=Mus musculus GN=Nuak1 PE=1 SV=128.80 0.00

TRINITY_DN38684_c0_g2sp|O18993|CP3AL_CALJACYP3A21 Cytochrome P450 3A21 OS=Callithrix jacchus GN=CYP3A21 PE=2 SV=128.80 0.00

TRINITY_DN39701_c0_g1sp|O48786|C734A_ARATHCYP734A1Cytochrome P450 734A1 OS=Arabidopsis thaliana GN=CYP734A1 PE=2 SV=128.80 0.00

TRINITY_DN40030_c0_g2sp|Q8LFJ8|RFA2B_ARATHRPA2B Replication protein A 32 kDa subunit B OS=Arabidopsis thaliana GN=RPA2B PE=2 SV=128.80 0.00

TRINITY_DN40219_c0_g1sp|P34121|COAA_DICDIcoaA Coactosin OS=Dictyostelium discoideum GN=coaA PE=1 SV=128.80 0.00

TRINITY_DN40283_c0_g6sp|Q5VST9|OBSCN_HUMANOBSCN Obscurin OS=Homo sapiens GN=OBSCN PE=1 SV=328.80 0.00

TRINITY_DN40397_c0_g4sp|Q6DEY8|TBC31_XENTRtbc1d31 TBC1 domain family member 31 OS=Xenopus tropicalis GN=tbc1d31 PE=2 SV=128.80 0.00

TRINITY_DN40643_c0_g4sp|Q55BQ3|SCY2_DICDIscy2 Probable inactive serine/threonine-protein kinase scy2 OS=Dictyostelium discoideum GN=scy2 PE=3 SV=128.80 0.00

TRINITY_DN40781_c0_g2sp|O22928|PUSH_ARATHAt2g30320Putative tRNA pseudouridine synthase OS=Arabidopsis thaliana GN=At2g30320 PE=3 SV=128.80 0.00

TRINITY_DN41030_c0_g1sp|P82538|PPL1_ARATHPPL1 PsbP-like protein 1, chloroplastic OS=Arabidopsis thaliana GN=PPL1 PE=1 SV=128.80 0.00

TRINITY_DN41372_c0_g4sp|Q10070|MDM31_SCHPOmdm31 Mitochondrial distribution and morphology protein 31 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mdm31 PE=3 SV=128.80 0.00

TRINITY_DN41432_c1_g5sp|A2A5I3|CRSPL_MOUSER3hdml Peptidase inhibitor R3HDML OS=Mus musculus GN=R3hdml PE=3 SV=128.80 0.00

TRINITY_DN42371_c0_g4sp|Q54QC8|SEC1_DICDIsec1 Protein transport protein sec1 OS=Dictyostelium discoideum GN=sec1 PE=3 SV=128.80 0.00

TRINITY_DN42382_c0_g5sp|P93006|P2C27_ARATHPP2C27 Probable protein phosphatase 2C 27 OS=Arabidopsis thaliana GN=PP2C27 PE=2 SV=128.80 0.00

TRINITY_DN42435_c1_g7sp|A8JFU2|CFA65_CHLRECFAP65 Cilia- and flagella-associated protein 65 (Fragment) OS=Chlamydomonas reinhardtii GN=CFAP65 PE=1 SV=128.80 0.00

TRINITY_DN42812_c0_g1sp|P28304|QOR1_ECOLIqorA Quinone oxidoreductase 1 OS=Escherichia coli (strain K12) GN=qorA PE=1 SV=128.80 0.00

TRINITY_DN44296_c0_g1sp|Q9WVK8|CP46A_MOUSECyp46a1 Cholesterol 24-hydroxylase OS=Mus musculus GN=Cyp46a1 PE=1 SV=128.80 0.00

TRINITY_DN44481_c0_g1sp|Q944H5|MTM1_ARATHMTM1 Mitochondrial carrier protein MTM1 OS=Arabidopsis thaliana GN=MTM1 PE=2 SV=128.80 0.00

TRINITY_DN44651_c1_g1sp|O23179|PLP1_ARATHPLP1 Patatin-like protein 1 OS=Arabidopsis thaliana GN=PLP1 PE=1 SV=228.80 0.00

TRINITY_DN44789_c1_g1sp|A8MS85|SPT61_ARATHSPT6 Transcription elongation factor SPT6 homolog OS=Arabidopsis thaliana GN=SPT6 PE=1 SV=128.80 0.00

TRINITY_DN44817_c0_g3sp|Q9LUC8|C7A13_ARATHCYP72A13Cytochrome P450 72A13 OS=Arabidopsis thaliana GN=CYP72A13 PE=2 SV=128.80 0.00



TRINITY_DN45067_c1_g5sp|Q6DFC6|WDR75_XENLAwdr75 WD repeat-containing protein 75 OS=Xenopus laevis GN=wdr75 PE=2 SV=128.80 0.00

TRINITY_DN45598_c0_g3sp|Q58CV6|KLDC3_BOVINKLHDC3 Kelch domain-containing protein 3 OS=Bos taurus GN=KLHDC3 PE=2 SV=228.80 0.00

TRINITY_DN45940_c1_g3sp|Q6C9G2|BFR2_YARLIBFR2 Protein BFR2 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=BFR2 PE=3 SV=128.80 0.00

TRINITY_DN45987_c0_g2sp|P44578|ARCB_HAEINarcB Aerobic respiration control sensor protein ArcB homolog OS=Haemophilus influenzae (strain ATCC 51907 / DSM 11121 / KW20 / Rd) GN=arcB PE=3 SV=128.80 0.00

TRINITY_DN46295_c0_g1sp|Q9LVJ0|UVB31_ARATHAt3g17800UV-B-induced protein At3g17800, chloroplastic OS=Arabidopsis thaliana GN=At3g17800 PE=2 SV=128.80 0.00

TRINITY_DN46835_c0_g3sp|O74545|YCV6_SCHPOSPCC777.06cPutative hydrolase C777.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC777.06c PE=4 SV=128.80 0.00

TRINITY_DN47045_c0_g3sp|A8LHA4|Y4929_FRASNFranean1_4929Putative S-adenosyl-L-methionine-dependent methyltransferase Franean1_4929 OS=Frankia sp. (strain EAN1pec) GN=Franean1_4929 PE=3 SV=228.80 0.00

TRINITY_DN47328_c0_g2sp|Q54KI3|ANM5_DICDIprmt5 Protein arginine N-methyltransferase 5 OS=Dictyostelium discoideum GN=prmt5 PE=3 SV=128.80 0.00

TRINITY_DN47332_c0_g6sp|P10243|MYBA_HUMANMYBL1 Myb-related protein A OS=Homo sapiens GN=MYBL1 PE=1 SV=228.80 0.00

TRINITY_DN47844_c0_g1sp|D4AYW0|ABCG1_ARTBCARB_01379ABC transporter G family member ARB_01379 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_01379 PE=1 SV=128.80 0.00

TRINITY_DN48135_c1_g3sp|Q84RR0|ARI7_ARATHARI7 Probable E3 ubiquitin-protein ligase ARI7 OS=Arabidopsis thaliana GN=ARI7 PE=2 SV=128.80 0.00

TRINITY_DN49050_c0_g2sp|B0E2U2|VPS10_LACBSVPS10 Vacuolar protein sorting/targeting protein 10 OS=Laccaria bicolor (strain S238N-H82 / ATCC MYA-4686) GN=VPS10 PE=3 SV=128.80 0.00

TRINITY_DN49420_c0_g3sp|Q6RFH5|WDR74_HUMANWDR74 WD repeat-containing protein 74 OS=Homo sapiens GN=WDR74 PE=1 SV=128.80 0.00

TRINITY_DN49450_c0_g5sp|O15530|PDPK1_HUMANPDPK1 3-phosphoinositide-dependent protein kinase 1 OS=Homo sapiens GN=PDPK1 PE=1 SV=128.80 0.00

TRINITY_DN49940_c0_g1sp|O14053|UTP21_SCHPOSPCC1672.07U3 small nucleolar RNA-associated protein 21 homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1672.07 PE=3 SV=128.80 0.00

TRINITY_DN49995_c0_g1sp|Q8IS14|GEFJ_DICDIgefJ Ras guanine nucleotide exchange factor J OS=Dictyostelium discoideum GN=gefJ PE=2 SV=128.80 0.00

TRINITY_DN50436_c1_g5sp|Q4G0P3|HYDIN_HUMANHYDIN Hydrocephalus-inducing protein homolog OS=Homo sapiens GN=HYDIN PE=1 SV=328.80 0.00

TRINITY_DN51057_c0_g1sp|Q8BUG2|CNDP1_MOUSECndp1 Beta-Ala-His dipeptidase OS=Mus musculus GN=Cndp1 PE=2 SV=128.80 0.00

TRINITY_DN52490_c1_g3sp|Q95YL4|PEFB_DICDIpefB Penta-EF hand domain-containing protein 2 OS=Dictyostelium discoideum GN=pefB PE=1 SV=128.80 0.00

TRINITY_DN23696_c0_g2sp|Q23TC2|TTL3A_TETTSTTLL3A Tubulin glycylase 3A OS=Tetrahymena thermophila (strain SB210) GN=TTLL3A PE=1 SV=128.70 0.00

TRINITY_DN33002_c0_g1sp|Q64702|PLK4_MOUSEPlk4 Serine/threonine-protein kinase PLK4 OS=Mus musculus GN=Plk4 PE=1 SV=228.70 0.00

TRINITY_DN33492_c0_g1sp|O42916|ALE1_SCHPOale1 Lysophospholipid acyltransferase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ale1 PE=1 SV=128.70 0.00

TRINITY_DN35428_c0_g1sp|Q5RAU0|ACOX3_PONABACOX3 Peroxisomal acyl-coenzyme A oxidase 3 OS=Pongo abelii GN=ACOX3 PE=2 SV=128.70 0.00

TRINITY_DN35604_c0_g1sp|Q6P1J6|PLB1_HUMANPLB1 Phospholipase B1, membrane-associated OS=Homo sapiens GN=PLB1 PE=1 SV=328.70 0.00

TRINITY_DN35817_c1_g3sp|Q9DG10|STAR_DANREstar Steroidogenic acute regulatory protein, mitochondrial OS=Danio rerio GN=star PE=2 SV=128.70 0.00

TRINITY_DN35868_c0_g9sp|A2XDG4|UBP26_ORYSIUBP26 Ubiquitin carboxyl-terminal hydrolase 26 OS=Oryza sativa subsp. indica GN=UBP26 PE=3 SV=128.70 0.00

TRINITY_DN36064_c0_g2sp|Q9HK58|RHAD_THEACrhaD L-rhamnose 1-dehydrogenase (NADP(+)) OS=Thermoplasma acidophilum (strain ATCC 25905 / DSM 1728 / JCM 9062 / NBRC 15155 / AMRC-C165) GN=rhaD PE=1 SV=228.70 0.00

TRINITY_DN36382_c0_g1sp|O57734|ALAXL_PYRHOalaXL Alanyl-tRNA editing protein AlaX-L OS=Pyrococcus horikoshii (strain ATCC 700860 / DSM 12428 / JCM 9974 / NBRC 100139 / OT-3) GN=alaXL PE=3 SV=128.70 0.00

TRINITY_DN36503_c0_g1sp|Q54PS9|OSB9_DICDIosbI Oxysterol-binding protein 9 OS=Dictyostelium discoideum GN=osbI PE=3 SV=128.70 0.00

TRINITY_DN36584_c1_g3sp|Q65GC1|ARAB_BACLDaraB Ribulokinase OS=Bacillus licheniformis (strain ATCC 14580 / DSM 13 / JCM 2505 / NBRC 12200 / NCIMB 9375 / NRRL NRS-1264 / Gibson 46) GN=araB PE=3 SV=128.70 0.00

TRINITY_DN36833_c2_g11sp|Q9ER56|CAN12_MOUSECapn12 Calpain-12 OS=Mus musculus GN=Capn12 PE=2 SV=128.70 0.00

TRINITY_DN37147_c0_g6sp|Q0P5F0|PPAL_BOVINACP2 Lysosomal acid phosphatase OS=Bos taurus GN=ACP2 PE=2 SV=128.70 0.00

TRINITY_DN37152_c2_g8sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=128.70 0.00

TRINITY_DN38474_c0_g1sp|P07339|CATD_HUMANCTSD Cathepsin D OS=Homo sapiens GN=CTSD PE=1 SV=128.70 0.00

TRINITY_DN38932_c0_g1sp|Q964T1|CP4CU_BLAGECYP4C21 Cytochrome P450 4c21 OS=Blattella germanica GN=CYP4C21 PE=2 SV=128.70 0.00

TRINITY_DN40211_c0_g4sp|Q7KVS9|TRF41_DROMETrf4-1 Non-canonical poly(A) RNA polymerase protein Trf4-1 OS=Drosophila melanogaster GN=Trf4-1 PE=1 SV=128.70 0.00

TRINITY_DN40371_c1_g7sp|P93214|14339_SOLLCTFT9 14-3-3 protein 9 OS=Solanum lycopersicum GN=TFT9 PE=2 SV=228.70 0.00

TRINITY_DN40418_c1_g4sp|A2AP18|PLCH2_MOUSEPlch2 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-2 OS=Mus musculus GN=Plch2 PE=1 SV=228.70 0.00

TRINITY_DN41656_c0_g2sp|Q94KD3|VP52A_ARATHVPS52 Vacuolar protein sorting-associated protein 52 A OS=Arabidopsis thaliana GN=VPS52 PE=1 SV=128.70 0.00

TRINITY_DN43492_c0_g4sp|Q9Y6A2|CP46A_HUMANCYP46A1 Cholesterol 24-hydroxylase OS=Homo sapiens GN=CYP46A1 PE=1 SV=128.70 0.00

TRINITY_DN43522_c0_g2sp|P98187|CP4F8_HUMANCYP4F8 Cytochrome P450 4F8 OS=Homo sapiens GN=CYP4F8 PE=1 SV=128.70 0.00

TRINITY_DN43824_c0_g3sp|Q55971|DPO1_SYNY3polA DNA polymerase I OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=polA PE=3 SV=128.70 0.00

TRINITY_DN44917_c0_g3sp|Q07250|KCCS_MALDO- Calcium/calmodulin-dependent serine/threonine-protein kinase OS=Malus domestica PE=2 SV=128.70 0.00

TRINITY_DN45702_c1_g2sp|P61871|LIP_RHINI- Lipase OS=Rhizopus niveus PE=1 SV=128.70 0.00

TRINITY_DN47795_c0_g5sp|Q8BXL7|ARFRP_MOUSEArfrp1 ADP-ribosylation factor-related protein 1 OS=Mus musculus GN=Arfrp1 PE=1 SV=228.70 0.00

TRINITY_DN47968_c0_g8sp|Q13237|KGP2_HUMANPRKG2 cGMP-dependent protein kinase 2 OS=Homo sapiens GN=PRKG2 PE=1 SV=128.70 0.00

TRINITY_DN48123_c2_g4sp|A8FDG9|BIOF_BACP2BPUM_16048-amino-7-oxononanoate synthase OS=Bacillus pumilus (strain SAFR-032) GN=BPUM_1604 PE=3 SV=228.70 0.00

TRINITY_DN48401_c0_g1sp|Q96JB2|COG3_HUMANCOG3 Conserved oligomeric Golgi complex subunit 3 OS=Homo sapiens GN=COG3 PE=1 SV=328.70 0.00



TRINITY_DN48614_c0_g2sp|Q2QMH2|RHD31_ORYSJOs12g0604600Protein ROOT HAIR DEFECTIVE 3 homolog 1 OS=Oryza sativa subsp. japonica GN=Os12g0604600 PE=2 SV=128.70 0.00

TRINITY_DN48949_c0_g2sp|Q8IS18|GEFE_DICDIgefE Ras guanine nucleotide exchange factor E OS=Dictyostelium discoideum GN=gefE PE=2 SV=128.70 0.00

TRINITY_DN50184_c0_g4sp|P71505|DLHH_METEAMexAM1_META1p1735Putative carboxymethylenebutenolidase OS=Methylobacterium extorquens (strain ATCC 14718 / DSM 1338 / JCM 2805 / NCIMB 9133 / AM1) GN=MexAM1_META1p1735 PE=3 SV=228.70 0.00

TRINITY_DN50538_c0_g2sp|Q8GZ79|TI201_ARATHTIC20-I Protein TIC 20-I, chloroplastic OS=Arabidopsis thaliana GN=TIC20-I PE=1 SV=128.70 0.00

TRINITY_DN51033_c0_g2sp|P09570|NIFA_AZOVInifA Nif-specific regulatory protein OS=Azotobacter vinelandii GN=nifA PE=3 SV=128.70 0.00

TRINITY_DN51286_c1_g4sp|A8MBU4|NPD_CALMQcobB NAD-dependent protein deacetylase OS=Caldivirga maquilingensis (strain ATCC 700844 / DSM 13496 / JCM 10307 / IC-167) GN=cobB PE=3 SV=128.70 0.00

TRINITY_DN52636_c5_g1sp|P26489|FIXL_AZOC5fixL Sensor protein FixL OS=Azorhizobium caulinodans (strain ATCC 43989 / DSM 5975 / JCM 20966 / NBRC 14845 / NCIMB 13405 / ORS 571) GN=fixL PE=3 SV=128.70 0.00

TRINITY_DN52678_c0_g1sp|Q8R151|ZNFX1_MOUSEZnfx1 NFX1-type zinc finger-containing protein 1 OS=Mus musculus GN=Znfx1 PE=1 SV=328.70 0.00

TRINITY_DN23122_c0_g1sp|Q7SXW4|EMC3_DANREemc3 ER membrane protein complex subunit 3 OS=Danio rerio GN=emc3 PE=2 SV=128.60 0.00

TRINITY_DN23403_c0_g1sp|Q9SD12|P2C46_ARATHAt3g51370Probable protein phosphatase 2C 46 OS=Arabidopsis thaliana GN=At3g51370 PE=2 SV=128.60 0.00

TRINITY_DN28554_c0_g1sp|P53971|FAP1_YEASTFAP1 FKBP12-associated protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FAP1 PE=1 SV=128.60 0.00

TRINITY_DN30446_c0_g1sp|A0MEB5|CCA33_ARATHCYCA3-3 Cyclin-A3-3 OS=Arabidopsis thaliana GN=CYCA3-3 PE=2 SV=228.60 0.00

TRINITY_DN30720_c0_g2sp|Q8TAI7|REBL1_HUMANRHEBL1 GTPase RhebL1 OS=Homo sapiens GN=RHEBL1 PE=1 SV=128.60 0.00

TRINITY_DN32532_c0_g1sp|Q1ZXH4|EMC6_DICDIemc6 ER membrane protein complex subunit 6 OS=Dictyostelium discoideum GN=emc6 PE=3 SV=128.60 0.00

TRINITY_DN34577_c0_g2sp|Q2QNU0|TR130_ORYSJTRS130 Trafficking protein particle complex II-specific subunit 130 homolog OS=Oryza sativa subsp. japonica GN=TRS130 PE=2 SV=128.60 0.00

TRINITY_DN36793_c0_g2sp|Q5NC05|TTF2_MOUSETtf2 Transcription termination factor 2 OS=Mus musculus GN=Ttf2 PE=1 SV=228.60 0.00

TRINITY_DN36830_c1_g4sp|B2RXS4|PLXB2_MOUSEPlxnb2 Plexin-B2 OS=Mus musculus GN=Plxnb2 PE=1 SV=128.60 0.00

TRINITY_DN37137_c0_g4sp|Q6Z351|ALDOL_ORYSJOs07g0281700Putative aldehyde oxidase-like protein OS=Oryza sativa subsp. japonica GN=Os07g0281700 PE=3 SV=128.60 0.00

TRINITY_DN37500_c0_g7sp|O13945|PPK9_SCHPOppk9 Protein kinase domain-containing protein ppk9 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ppk9 PE=3 SV=128.60 0.00

TRINITY_DN37569_c0_g6sp|Q9LP51|CIPKI_ARATHCIPK18 CBL-interacting serine/threonine-protein kinase 18 OS=Arabidopsis thaliana GN=CIPK18 PE=1 SV=128.60 0.00

TRINITY_DN38351_c0_g4sp|O13632|PVH1_SCHPOyvh1 Tyrosine-protein phosphatase yvh1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=yvh1 PE=3 SV=128.60 0.00

TRINITY_DN38623_c1_g2sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=128.60 0.00

TRINITY_DN38966_c1_g1sp|Q61YG1|LMLN_CAEBRCBG03556Leishmanolysin-like peptidase OS=Caenorhabditis briggsae GN=CBG03556 PE=3 SV=228.60 0.00

TRINITY_DN40085_c0_g1sp|Q9Y0C9|RIP3_DICDIripA Ras-interacting protein RIP3 OS=Dictyostelium discoideum GN=ripA PE=1 SV=128.60 0.00

TRINITY_DN41062_c0_g1sp|Q15032|R3HD1_HUMANR3HDM1 R3H domain-containing protein 1 OS=Homo sapiens GN=R3HDM1 PE=1 SV=328.60 0.00

TRINITY_DN41269_c0_g8sp|Q75BJ7|NOP12_ASHGONOP12 Nucleolar protein 12 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=NOP12 PE=3 SV=128.60 0.00

TRINITY_DN41602_c0_g3sp|Q96S16|JMJD8_HUMANJMJD8 JmjC domain-containing protein 8 OS=Homo sapiens GN=JMJD8 PE=2 SV=128.60 0.00

TRINITY_DN42052_c0_g2sp|Q9FR44|PEAM1_ARATHNMT1 Phosphoethanolamine N-methyltransferase 1 OS=Arabidopsis thaliana GN=NMT1 PE=1 SV=128.60 0.00

TRINITY_DN43534_c0_g1sp|Q9LF79|ACA8_ARATHACA8 Calcium-transporting ATPase 8, plasma membrane-type OS=Arabidopsis thaliana GN=ACA8 PE=1 SV=128.60 0.00

TRINITY_DN43822_c0_g4sp|Q27589|CP4D2_DROMECyp4d2 Cytochrome P450 4d2 OS=Drosophila melanogaster GN=Cyp4d2 PE=2 SV=228.60 0.00

TRINITY_DN44042_c0_g1sp|Q9Z160|COG1_MOUSECog1 Conserved oligomeric Golgi complex subunit 1 OS=Mus musculus GN=Cog1 PE=1 SV=328.60 0.00

TRINITY_DN44084_c0_g4sp|Q6P8Y1|CAPSL_MOUSECapsl Calcyphosin-like protein OS=Mus musculus GN=Capsl PE=2 SV=428.60 0.00

TRINITY_DN45775_c0_g1sp|Q5RF77|CHFR_PONABCHFR E3 ubiquitin-protein ligase CHFR OS=Pongo abelii GN=CHFR PE=2 SV=128.60 0.00

TRINITY_DN46496_c0_g2sp|Q8KIY1|TMOS_PSEMEtmoS Sensor histidine kinase TmoS OS=Pseudomonas mendocina GN=tmoS PE=1 SV=128.60 0.00

TRINITY_DN47957_c1_g3sp|Q9H6R4|NOL6_HUMANNOL6 Nucleolar protein 6 OS=Homo sapiens GN=NOL6 PE=1 SV=228.60 0.00

TRINITY_DN48726_c2_g7sp|Q8HXH0|LONF3_MACFALONRF3 LON peptidase N-terminal domain and RING finger protein 3 OS=Macaca fascicularis GN=LONRF3 PE=2 SV=128.60 0.00

TRINITY_DN48770_c1_g3sp|Q9LRP2|PT317_ARATHAt3g17430Probable sugar phosphate/phosphate translocator At3g17430 OS=Arabidopsis thaliana GN=At3g17430 PE=1 SV=128.60 0.00

TRINITY_DN49328_c0_g1sp|Q7PZD5|CLU_ANOGAAGAP011851Clustered mitochondria protein homolog OS=Anopheles gambiae GN=AGAP011851 PE=3 SV=428.60 0.00

TRINITY_DN49736_c0_g1sp|P0AG82|PSTS_ECOLIpstS Phosphate-binding protein PstS OS=Escherichia coli (strain K12) GN=pstS PE=1 SV=128.60 0.00

TRINITY_DN50052_c0_g1sp|Q9Z307|KCJ16_MOUSEKcnj16 Inward rectifier potassium channel 16 OS=Mus musculus GN=Kcnj16 PE=1 SV=228.60 0.00

TRINITY_DN50494_c0_g4sp|Q6EU14|AGO1A_ORYSJAGO1A Protein argonaute 1A OS=Oryza sativa subsp. japonica GN=AGO1A PE=2 SV=128.60 0.00

TRINITY_DN50522_c1_g1sp|Q9SY14|CSCL2_ARATHAt4g02900CSC1-like protein At4g02900 OS=Arabidopsis thaliana GN=At4g02900 PE=3 SV=128.60 0.00

TRINITY_DN50870_c0_g1sp|Q3E9C0|CDPKY_ARATHCPK34 Calcium-dependent protein kinase 34 OS=Arabidopsis thaliana GN=CPK34 PE=2 SV=128.60 0.00

TRINITY_DN50977_c0_g4sp|Q8T6J5|ABCA2_DICDIabcA2 ABC transporter A family member 2 OS=Dictyostelium discoideum GN=abcA2 PE=3 SV=128.60 0.00

TRINITY_DN25153_c0_g2sp|P35546|RET_MOUSERet Proto-oncogene tyrosine-protein kinase receptor Ret OS=Mus musculus GN=Ret PE=1 SV=228.50 0.00

TRINITY_DN28816_c0_g1sp|Q93Z51|NIC4_ARATHAt3g16190Probable inactive nicotinamidase At3g16190 OS=Arabidopsis thaliana GN=At3g16190 PE=2 SV=128.50 0.00

TRINITY_DN28857_c0_g1sp|P25071|CML12_ARATHCML12 Calmodulin-like protein 12 OS=Arabidopsis thaliana GN=CML12 PE=1 SV=328.50 0.00

TRINITY_DN32095_c0_g1sp|O74907|BCP1_SCHPObcp1 Protein bcp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bcp1 PE=3 SV=228.50 0.00

TRINITY_DN34490_c0_g1sp|Q54DA7|RAB4_DICDIrab4 Ras-related protein Rab-4 OS=Dictyostelium discoideum GN=rab4 PE=3 SV=128.50 0.00

TRINITY_DN34646_c0_g1sp|Q8VX13|PDI13_ARATHPDIL1-3 Protein disulfide isomerase-like 1-3 OS=Arabidopsis thaliana GN=PDIL1-3 PE=2 SV=128.50 0.00

TRINITY_DN35480_c0_g1sp|Q7ZY60|SAE2B_XENLAuba2-b SUMO-activating enzyme subunit 2-B OS=Xenopus laevis GN=uba2-b PE=2 SV=228.50 0.00

TRINITY_DN35530_c0_g8sp|O57483|CAC1S_LITCT- Voltage-dependent L-type calcium channel subunit alpha-1S OS=Lithobates catesbeiana PE=2 SV=128.50 0.00

TRINITY_DN36367_c1_g2sp|A2XHJ5|ATG4A_ORYSIATG4A Cysteine protease ATG4A OS=Oryza sativa subsp. indica GN=ATG4A PE=3 SV=128.50 0.00

TRINITY_DN36654_c0_g1sp|Q9P6J4|YHD6_SCHPOSPBC1683.06cUncharacterized protein C1683.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC1683.06c PE=3 SV=128.50 0.00

TRINITY_DN36740_c0_g4sp|Q9ZQ18|REIL2_ARATHREIL2 Cytoplasmic 60S subunit biogenesis factor REI1 homolog 2 OS=Arabidopsis thaliana GN=REIL2 PE=1 SV=128.50 0.00

TRINITY_DN36828_c0_g1sp|P40880|CAHC_HORVU- Carbonic anhydrase, chloroplastic OS=Hordeum vulgare PE=2 SV=128.50 0.00



TRINITY_DN36979_c0_g2sp|P0DKS0|QMCA_WIGBRqmcA Protein QmcA OS=Wigglesworthia glossinidia brevipalpis GN=qmcA PE=3 SV=128.50 0.00

TRINITY_DN36982_c0_g4sp|Q15063|POSTN_HUMANPOSTN Periostin OS=Homo sapiens GN=POSTN PE=1 SV=228.50 0.00

TRINITY_DN38723_c0_g2sp|Q92902|HPS1_HUMANHPS1 Hermansky-Pudlak syndrome 1 protein OS=Homo sapiens GN=HPS1 PE=1 SV=228.50 0.00

TRINITY_DN39139_c0_g5sp|P27046|MA2A1_MOUSEMan2a1 Alpha-mannosidase 2 OS=Mus musculus GN=Man2a1 PE=1 SV=228.50 0.00

TRINITY_DN39606_c1_g3sp|O81360|ABA2_PRUAR- Zeaxanthin epoxidase, chloroplastic OS=Prunus armeniaca PE=2 SV=128.50 0.00

TRINITY_DN40449_c1_g2sp|Q6BXX6|SLD5_DEBHASLD5 DNA replication complex GINS protein SLD5 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=SLD5 PE=3 SV=128.50 0.00

TRINITY_DN40676_c0_g1sp|Q96A49|SYAP1_HUMANSYAP1 Synapse-associated protein 1 OS=Homo sapiens GN=SYAP1 PE=1 SV=128.50 0.00

TRINITY_DN40779_c0_g1sp|Q9FJ75|WAXS4_ARATHAT4 Probable long-chain-alcohol O-fatty-acyltransferase 4 OS=Arabidopsis thaliana GN=AT4 PE=2 SV=128.50 0.00

TRINITY_DN40793_c0_g2sp|Q54JE8|U522A_DICDIDDB_G0288095UPF0522 protein A OS=Dictyostelium discoideum GN=DDB_G0288095 PE=3 SV=128.50 0.00

TRINITY_DN41307_c0_g5sp|Q86Y56|DAAF5_HUMANDNAAF5 Dynein assembly factor 5, axonemal OS=Homo sapiens GN=DNAAF5 PE=1 SV=428.50 0.00

TRINITY_DN42413_c0_g1sp|Q8BKU8|TM87B_MOUSETmem87b Transmembrane protein 87B OS=Mus musculus GN=Tmem87b PE=2 SV=128.50 0.00

TRINITY_DN42524_c0_g2sp|Q6AZN8|ZNT6A_XENLAslc30a6-aZinc transporter 6-A OS=Xenopus laevis GN=slc30a6-a PE=2 SV=128.50 0.00

TRINITY_DN43405_c0_g1sp|Q8H2D5|POLH_ARATHPOLH DNA polymerase eta OS=Arabidopsis thaliana GN=POLH PE=1 SV=128.50 0.00

TRINITY_DN43995_c0_g1sp|Q4KLQ5|WDR76_XENLAwdr76 WD repeat-containing protein 76 OS=Xenopus laevis GN=wdr76 PE=2 SV=128.50 0.00

TRINITY_DN44499_c0_g4sp|Q91ZT5|FGD4_MOUSEFgd4 FYVE, RhoGEF and PH domain-containing protein 4 OS=Mus musculus GN=Fgd4 PE=1 SV=128.50 0.00

TRINITY_DN44571_c1_g6sp|Q9SLX0|IMA1B_ORYSJOs05g0155601Importin subunit alpha-1b OS=Oryza sativa subsp. japonica GN=Os05g0155601 PE=1 SV=228.50 0.00

TRINITY_DN44766_c1_g4sp|Q8RXW0|RBL14_ARATHRBL14 Rhomboid-like protein 14, mitochondrial OS=Arabidopsis thaliana GN=RBL14 PE=2 SV=128.50 0.00

TRINITY_DN45029_c1_g6sp|F4HXV6|NU155_ARATHNUP155 Nuclear pore complex protein NUP155 OS=Arabidopsis thaliana GN=NUP155 PE=1 SV=128.50 0.00

TRINITY_DN45102_c0_g1sp|Q5JJ64|Y1782_THEKOTK1782 Uncharacterized serpin-like protein TK1782 OS=Thermococcus kodakarensis (strain ATCC BAA-918 / JCM 12380 / KOD1) GN=TK1782 PE=3 SV=128.50 0.00

TRINITY_DN47661_c0_g2sp|P43524|CYAA_ANACYcya Adenylate cyclase OS=Anabaena cylindrica GN=cya PE=3 SV=128.50 0.00

TRINITY_DN49814_c0_g1sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=228.50 0.00

TRINITY_DN49916_c0_g1sp|Q969N2|PIGT_HUMANPIGT GPI transamidase component PIG-T OS=Homo sapiens GN=PIGT PE=1 SV=128.50 0.00

TRINITY_DN50599_c1_g3sp|Q14571|ITPR2_HUMANITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=228.50 0.00

TRINITY_DN50711_c0_g2sp|Q96EY9|ADAT3_HUMANADAT3 Probable inactive tRNA-specific adenosine deaminase-like protein 3 OS=Homo sapiens GN=ADAT3 PE=1 SV=128.50 0.00

TRINITY_DN51606_c0_g1sp|P31178|GLE_CHLRE- Autolysin OS=Chlamydomonas reinhardtii PE=1 SV=128.50 0.00

TRINITY_DN18840_c0_g1sp|Q4KLR8|ZNRF3_XENLAznrf3 E3 ubiquitin-protein ligase ZNRF3 OS=Xenopus laevis GN=znrf3 PE=2 SV=128.40 0.00

TRINITY_DN2511_c0_g1sp|P17724|TRHBN_TETPY- Group 1 truncated hemoglobin OS=Tetrahymena pyriformis PE=1 SV=128.40 0.00

TRINITY_DN25300_c0_g1sp|B8NDL1|ABNA_ASPFNabnA Probable arabinan endo-1,5-alpha-L-arabinosidase A OS=Aspergillus flavus (strain ATCC 200026 / FGSC A1120 / NRRL 3357 / JCM 12722 / SRRC 167) GN=abnA PE=3 SV=128.40 0.00

TRINITY_DN31697_c0_g1sp|Q8ILI6|AN32_PLAF7PF14_0257Acidic leucine-rich nuclear phosphoprotein 32-related protein OS=Plasmodium falciparum (isolate 3D7) GN=PF14_0257 PE=3 SV=128.40 0.00

TRINITY_DN36479_c0_g6sp|A4FWW1|HIS8_METM5hisC Histidinol-phosphate aminotransferase OS=Methanococcus maripaludis (strain C5 / ATCC BAA-1333) GN=hisC PE=3 SV=128.40 0.00

TRINITY_DN36720_c0_g3sp|O09158|CP3AP_MOUSECyp3a25 Cytochrome P450 3A25 OS=Mus musculus GN=Cyp3a25 PE=1 SV=128.40 0.00

TRINITY_DN37059_c0_g2sp|Q6FIK2|YME2_CANGAYME2 Mitochondrial escape protein 2 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=YME2 PE=3 SV=128.40 0.00

TRINITY_DN37557_c1_g2sp|Q5NC05|TTF2_MOUSETtf2 Transcription termination factor 2 OS=Mus musculus GN=Ttf2 PE=1 SV=228.40 0.00

TRINITY_DN37959_c1_g1sp|O13946|TMEDA_SCHPOerv25 Endoplasmic reticulum vesicle protein 25 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=erv25 PE=3 SV=128.40 0.00

TRINITY_DN38307_c0_g1sp|Q9UT32|RL1DB_SCHPOSPAC8F11.04Putative ribosome biogenesis protein C8F11.04 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC8F11.04 PE=3 SV=128.40 0.00

TRINITY_DN38463_c1_g1sp|Q64481|CP3AG_MOUSECyp3a16 Cytochrome P450 3A16 OS=Mus musculus GN=Cyp3a16 PE=2 SV=228.40 0.00

TRINITY_DN39280_c0_g1sp|A8WRV1|KIN29_CAEBRkin-29 Serine/threonine-protein kinase kin-29 OS=Caenorhabditis briggsae GN=kin-29 PE=3 SV=228.40 0.00

TRINITY_DN39875_c1_g4sp|Q9ZQ18|REIL2_ARATHREIL2 Cytoplasmic 60S subunit biogenesis factor REI1 homolog 2 OS=Arabidopsis thaliana GN=REIL2 PE=1 SV=128.40 0.00

TRINITY_DN40247_c0_g2sp|Q54WH2|FORA_DICDIforA Formin-A OS=Dictyostelium discoideum GN=forA PE=1 SV=128.40 0.00

TRINITY_DN40326_c0_g1sp|Q09799|KRI1_SCHPOkri1 Protein kri1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=kri1 PE=1 SV=128.40 0.00

TRINITY_DN40870_c0_g1sp|Q9WZW0|TRUB_THEMAtruB tRNA pseudouridine synthase B OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=truB PE=1 SV=128.40 0.00

TRINITY_DN41386_c1_g8sp|Q9LT31|VPS9A_ARATHVPS9A Vacuolar protein sorting-associated protein 9A OS=Arabidopsis thaliana GN=VPS9A PE=1 SV=128.40 0.00

TRINITY_DN42194_c1_g4sp|Q4L9R6|DRP35_STAHJdrp35 Lactonase drp35 OS=Staphylococcus haemolyticus (strain JCSC1435) GN=drp35 PE=3 SV=128.40 0.00

TRINITY_DN42324_c0_g2sp|Q5JJY4|P2C04_ORYSJOs01g0541900Protein kinase and PP2C-like domain-containing protein OS=Oryza sativa subsp. japonica GN=Os01g0541900 PE=2 SV=128.40 0.00

TRINITY_DN42487_c3_g2sp|A4UHT7|SALR_PAPBRSALR Salutaridine reductase OS=Papaver bracteatum GN=SALR PE=1 SV=128.40 0.00

TRINITY_DN42954_c0_g3sp|Q7SCY7|SYM1_NEUCRsym-1 Protein sym-1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=sym-1 PE=3 SV=228.40 0.00

TRINITY_DN43116_c0_g7sp|Q5ZJL8|ABHDD_CHICKABHD13 Protein ABHD13 OS=Gallus gallus GN=ABHD13 PE=2 SV=128.40 0.00

TRINITY_DN43382_c0_g1sp|Q8R3G9|TSN8_MOUSETspan8 Tetraspanin-8 OS=Mus musculus GN=Tspan8 PE=1 SV=128.40 0.00

TRINITY_DN44029_c0_g2sp|Q9UHJ9|PGAP2_HUMANPGAP2 Post-GPI attachment to proteins factor 2 OS=Homo sapiens GN=PGAP2 PE=1 SV=228.40 0.00

TRINITY_DN44258_c0_g1sp|Q8RXE7|AGD14_ARATHAGD14 Probable ADP-ribosylation factor GTPase-activating protein AGD14 OS=Arabidopsis thaliana GN=AGD14 PE=1 SV=228.40 0.00

TRINITY_DN45417_c0_g1sp|Q6AUC6|QSOX1_ORYSJQSOX1 Sulfhydryl oxidase 1 OS=Oryza sativa subsp. japonica GN=QSOX1 PE=2 SV=128.40 0.00

TRINITY_DN46977_c0_g6sp|P50944|AVT4_YEASTAVT4 Vacuolar amino acid transporter 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT4 PE=1 SV=128.40 0.00

TRINITY_DN47210_c0_g1sp|P15558|PAC2_PSES3acyII Penicillin acylase 2 OS=Pseudomonas sp. (strain SE83) GN=acyII PE=1 SV=228.40 0.00

TRINITY_DN47345_c0_g2sp|O23596|GLPT4_ARATHAt4g17550Putative glycerol-3-phosphate transporter 4 OS=Arabidopsis thaliana GN=At4g17550 PE=3 SV=228.40 0.00

TRINITY_DN48301_c0_g2sp|Q70CQ2|UBP34_HUMANUSP34 Ubiquitin carboxyl-terminal hydrolase 34 OS=Homo sapiens GN=USP34 PE=1 SV=228.40 0.00

TRINITY_DN48560_c0_g1sp|Q99244|CAC1D_MESAUCACNA1D Voltage-dependent L-type calcium channel subunit alpha-1D OS=Mesocricetus auratus GN=CACNA1D PE=2 SV=228.40 0.00



TRINITY_DN49143_c0_g2sp|Q7PZD5|CLU_ANOGAAGAP011851Clustered mitochondria protein homolog OS=Anopheles gambiae GN=AGAP011851 PE=3 SV=428.40 0.00

TRINITY_DN49348_c0_g4sp|P17894|RECN_BACSUrecN DNA repair protein RecN OS=Bacillus subtilis (strain 168) GN=recN PE=3 SV=228.40 0.00

TRINITY_DN49377_c0_g8sp|P58195|PLS1_RATPlscr1 Phospholipid scramblase 1 OS=Rattus norvegicus GN=Plscr1 PE=1 SV=128.40 0.00

TRINITY_DN49511_c0_g2sp|P38361|PHO89_YEASTPHO89 Phosphate permease PHO89 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO89 PE=1 SV=128.40 0.00

TRINITY_DN49525_c2_g1sp|Q8L970|P4H7_ARATHP4H7 Probable prolyl 4-hydroxylase 7 OS=Arabidopsis thaliana GN=P4H7 PE=2 SV=128.40 0.00

TRINITY_DN50190_c0_g9sp|Q01579|GSTT1_RATGstt1 Glutathione S-transferase theta-1 OS=Rattus norvegicus GN=Gstt1 PE=1 SV=228.40 0.00

TRINITY_DN50410_c0_g6sp|Q9USM5|UBP1_SCHPOubp1 Probable ubiquitin carboxyl-terminal hydrolase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ubp1 PE=3 SV=128.40 0.00

TRINITY_DN50657_c0_g5sp|P26368|U2AF2_HUMANU2AF2 Splicing factor U2AF 65 kDa subunit OS=Homo sapiens GN=U2AF2 PE=1 SV=428.40 0.00

TRINITY_DN51643_c0_g9sp|A8JFU2|CFA65_CHLRECFAP65 Cilia- and flagella-associated protein 65 (Fragment) OS=Chlamydomonas reinhardtii GN=CFAP65 PE=1 SV=128.40 0.00

TRINITY_DN51897_c0_g1sp|Q6NUP7|PP4R4_HUMANPPP4R4 Serine/threonine-protein phosphatase 4 regulatory subunit 4 OS=Homo sapiens GN=PPP4R4 PE=1 SV=128.40 0.00

TRINITY_DN52097_c0_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=228.40 0.00

TRINITY_DN52295_c2_g1sp|Q75LX7|KNOS4_ORYSJOSH10 Homeobox protein knotted-1-like 4 OS=Oryza sativa subsp. japonica GN=OSH10 PE=2 SV=128.40 0.00

TRINITY_DN52457_c3_g1sp|Q8TB72|PUM2_HUMANPUM2 Pumilio homolog 2 OS=Homo sapiens GN=PUM2 PE=1 SV=228.40 0.00

TRINITY_DN32920_c0_g1sp|P57758|CTNS_ARATHAt5g40670Cystinosin homolog OS=Arabidopsis thaliana GN=At5g40670 PE=2 SV=128.30 0.00

TRINITY_DN34582_c1_g2sp|Q5VJL3|GDT9_DICDIgdt9 Probable serine/threonine-protein kinase gdt9 OS=Dictyostelium discoideum GN=gdt9 PE=2 SV=228.30 0.00

TRINITY_DN35101_c2_g7sp|P86789|GIGA6_CRAGI- Gigasin-6 OS=Crassostrea gigas PE=1 SV=128.30 0.00

TRINITY_DN35239_c0_g1sp|Q6DEY1|SPF30_XENTRsmndc1 Survival of motor neuron-related-splicing factor 30 OS=Xenopus tropicalis GN=smndc1 PE=2 SV=128.30 0.00

TRINITY_DN35764_c1_g9sp|P46905|YCCK_BACSUyccK Uncharacterized oxidoreductase YccK OS=Bacillus subtilis (strain 168) GN=yccK PE=3 SV=228.30 0.00

TRINITY_DN36829_c0_g1sp|Q0C0Z7|ATPD_HYPNAatpH ATP synthase subunit delta OS=Hyphomonas neptunium (strain ATCC 15444) GN=atpH PE=3 SV=128.30 0.00

TRINITY_DN37607_c0_g4sp|P42322|CANB1_NAEGRCNB1 Calcineurin subunit B OS=Naegleria gruberi GN=CNB1 PE=3 SV=128.30 0.00

TRINITY_DN37705_c0_g3sp|P20473|CB23_TETTH- 23 kDa calcium-binding protein OS=Tetrahymena thermophila PE=1 SV=228.30 0.00

TRINITY_DN38221_c0_g2sp|P10644|KAP0_HUMANPRKAR1A cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens GN=PRKAR1A PE=1 SV=128.30 0.00

TRINITY_DN38782_c0_g1sp|Q3EBC2|ZDHC5_ARATHPAT17 Probable protein S-acyltransferase 17 OS=Arabidopsis thaliana GN=PAT17 PE=2 SV=128.30 0.00

TRINITY_DN39316_c0_g6sp|Q9P275|UBP36_HUMANUSP36 Ubiquitin carboxyl-terminal hydrolase 36 OS=Homo sapiens GN=USP36 PE=1 SV=328.30 0.00

TRINITY_DN39937_c0_g4sp|Q96BY7|ATG2B_HUMANATG2B Autophagy-related protein 2 homolog B OS=Homo sapiens GN=ATG2B PE=1 SV=528.30 0.00

TRINITY_DN40209_c0_g1sp|P56946|CPHB_GEMHPcphB Cyanophycinase OS=Geminocystis herdmanii (strain PCC 6308) GN=cphB PE=3 SV=128.30 0.00

TRINITY_DN40556_c0_g4sp|Q54I48|CTL2_DICDIslc44a2 Choline transporter-like protein 2 OS=Dictyostelium discoideum GN=slc44a2 PE=3 SV=128.30 0.00

TRINITY_DN4090_c0_g1sp|P54168|YPGQ_BACSUypgQ Uncharacterized protein YpgQ OS=Bacillus subtilis (strain 168) GN=ypgQ PE=4 SV=128.30 0.00

TRINITY_DN41143_c0_g7sp|P93484|VSR1_PEABP80 Vacuolar-sorting receptor 1 OS=Pisum sativum GN=BP80 PE=1 SV=128.30 0.00

TRINITY_DN41236_c0_g2sp|P36057|SRPB_YEASTSRP102 Signal recognition particle receptor subunit beta OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SRP102 PE=1 SV=128.30 0.00

TRINITY_DN41303_c0_g5sp|O15195|VILL_HUMANVILL Villin-like protein OS=Homo sapiens GN=VILL PE=2 SV=328.30 0.00

TRINITY_DN41921_c1_g1sp|B5F0K5|YFEW_SALA4yfeW UPF0214 protein YfeW OS=Salmonella agona (strain SL483) GN=yfeW PE=3 SV=128.30 0.00

TRINITY_DN41985_c0_g1sp|Q9C950|VIP5_ARATHVIP5 Protein RTF1 homolog OS=Arabidopsis thaliana GN=VIP5 PE=1 SV=128.30 0.00

TRINITY_DN42149_c0_g1sp|Q8TWR2|G3PP_METKAMK0970 Glyceraldehyde 3-phosphate phosphatase OS=Methanopyrus kandleri (strain AV19 / DSM 6324 / JCM 9639 / NBRC 100938) GN=MK0970 PE=3 SV=228.30 0.00

TRINITY_DN42219_c1_g3sp|Q9C6B3|GCA2_ARATHGAMMACA2Gamma carbonic anhydrase 2, mitochondrial OS=Arabidopsis thaliana GN=GAMMACA2 PE=1 SV=128.30 0.00

TRINITY_DN42807_c0_g4sp|Q7XWP1|CPSF1_ORYSJOs04g0252200Probable cleavage and polyadenylation specificity factor subunit 1 OS=Oryza sativa subsp. japonica GN=Os04g0252200 PE=3 SV=228.30 0.00

TRINITY_DN43068_c0_g4sp|Q92636|FAN_HUMANNSMAF Protein FAN OS=Homo sapiens GN=NSMAF PE=1 SV=228.30 0.00

TRINITY_DN43227_c0_g1sp|Q9HDZ2|CWH43_SCHPOcwh43 Protein cwh43 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cwh43 PE=2 SV=228.30 0.00

TRINITY_DN43310_c0_g1sp|Q6GL75|DCC1_XENTRdscc1 Sister chromatid cohesion protein DCC1 OS=Xenopus tropicalis GN=dscc1 PE=2 SV=128.30 0.00

TRINITY_DN43684_c1_g1sp|Q08BY5|JMJD4_DANREjmjd4 JmjC domain-containing protein 4 OS=Danio rerio GN=jmjd4 PE=2 SV=128.30 0.00

TRINITY_DN44403_c0_g1sp|Q9NYL2|MLTK_HUMANZAK Mitogen-activated protein kinase kinase kinase MLT OS=Homo sapiens GN=ZAK PE=1 SV=328.30 0.00

TRINITY_DN46375_c0_g2sp|Q54LT0|MCU_DICDIDDB0186972Calcium uniporter protein, mitochondrial OS=Dictyostelium discoideum GN=DDB0186972 PE=3 SV=128.30 0.00

TRINITY_DN46568_c0_g1sp|A4RDD7|EIF3I_MAGO7TIF34 Eukaryotic translation initiation factor 3 subunit I OS=Magnaporthe oryzae (strain 70-15 / ATCC MYA-4617 / FGSC 8958) GN=TIF34 PE=3 SV=128.30 0.00

TRINITY_DN47494_c0_g1sp|Q9UKK3|PARP4_HUMANPARP4 Poly [ADP-ribose] polymerase 4 OS=Homo sapiens GN=PARP4 PE=1 SV=328.30 0.00

TRINITY_DN48042_c3_g3sp|O94248|MDN1_SCHPOmdn1 Midasin OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mdn1 PE=1 SV=128.30 0.00

TRINITY_DN48220_c0_g5sp|O14733|MP2K7_HUMANMAP2K7 Dual specificity mitogen-activated protein kinase kinase 7 OS=Homo sapiens GN=MAP2K7 PE=1 SV=228.30 0.00

TRINITY_DN48661_c2_g1sp|Q8BRC6|MAAT1_MOUSEMaats1 Protein MAATS1 OS=Mus musculus GN=Maats1 PE=1 SV=328.30 0.00

TRINITY_DN49587_c0_g1sp|Q75WE7|VWA5A_RATVwa5a von Willebrand factor A domain-containing protein 5A OS=Rattus norvegicus GN=Vwa5a PE=2 SV=128.30 0.00

TRINITY_DN50421_c1_g1sp|Q84M97|MSL9_ARATHMSL9 Mechanosensitive ion channel protein 9 OS=Arabidopsis thaliana GN=MSL9 PE=1 SV=128.30 0.00

TRINITY_DN50681_c0_g1sp|Q86GV3|GCY28_CAEELgcy-28 Receptor-type guanylate cyclase gcy-28 OS=Caenorhabditis elegans GN=gcy-28 PE=1 SV=128.30 0.00

TRINITY_DN51059_c1_g1sp|B9DFV2|PQT3L_ARATHAt5g47430E3 ubiquitin ligase PQT3-like OS=Arabidopsis thaliana GN=At5g47430 PE=1 SV=128.30 0.00

TRINITY_DN9462_c0_g1sp|Q8IV04|TB10C_HUMANTBC1D10CCarabin OS=Homo sapiens GN=TBC1D10C PE=1 SV=128.30 0.00

TRINITY_DN26788_c0_g1sp|O74482|YQJ9_SCHPOSPCC1840.09Uncharacterized protein C1840.09 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1840.09 PE=3 SV=128.20 0.00

TRINITY_DN32337_c0_g5sp|Q54EK2|ABCC7_DICDIabcC7 ABC transporter C family member 7 OS=Dictyostelium discoideum GN=abcC7 PE=3 SV=128.20 0.00

TRINITY_DN34721_c0_g1sp|P42325|NCAH_DROMENca Neurocalcin homolog OS=Drosophila melanogaster GN=Nca PE=1 SV=228.20 0.00

TRINITY_DN35115_c0_g2sp|Q9D2K4|IQCH_MOUSEIqch IQ domain-containing protein H OS=Mus musculus GN=Iqch PE=2 SV=328.20 0.00



TRINITY_DN35224_c0_g4sp|Q91YD9|WASL_MOUSEWasl Neural Wiskott-Aldrich syndrome protein OS=Mus musculus GN=Wasl PE=1 SV=128.20 0.00

TRINITY_DN35336_c0_g1sp|Q54BI3|Y3610_DICDIDDB_G0293610LIMR family protein DDB_G0293610 OS=Dictyostelium discoideum GN=DDB_G0293610 PE=3 SV=128.20 0.00

TRINITY_DN36232_c0_g1sp|Q9JL18|BACE2_MOUSEBace2 Beta-secretase 2 OS=Mus musculus GN=Bace2 PE=2 SV=128.20 0.00

TRINITY_DN36296_c0_g1sp|Q10488|ETR1_SCHPOetr1 Probable trans-2-enoyl-CoA reductase, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=etr1 PE=3 SV=128.20 0.00

TRINITY_DN37483_c0_g1sp|P20473|CB23_TETTH- 23 kDa calcium-binding protein OS=Tetrahymena thermophila PE=1 SV=228.20 0.00

TRINITY_DN37539_c0_g5sp|Q4R0W1|DOIAD_STRRIrbmC 2-deoxy-scyllo-inosamine dehydrogenase OS=Streptomyces ribosidificus GN=rbmC PE=3 SV=128.20 0.00

TRINITY_DN37749_c0_g1sp|Q2NL67|PARP6_HUMANPARP6 Poly [ADP-ribose] polymerase 6 OS=Homo sapiens GN=PARP6 PE=2 SV=128.20 0.00

TRINITY_DN37913_c0_g1sp|Q54XQ2|RCKA_DICDIrckA RGS domain-containing serine/threonine-protein kinase A OS=Dictyostelium discoideum GN=rckA PE=1 SV=128.20 0.00

TRINITY_DN38118_c0_g1sp|Q9BZE4|NOG1_HUMANGTPBP4 Nucleolar GTP-binding protein 1 OS=Homo sapiens GN=GTPBP4 PE=1 SV=328.20 0.00

TRINITY_DN38414_c0_g8sp|Q9HCL2|GPAT1_HUMANGPAM Glycerol-3-phosphate acyltransferase 1, mitochondrial OS=Homo sapiens GN=GPAM PE=1 SV=328.20 0.00

TRINITY_DN39899_c0_g1sp|P51869|CP4F4_RATCyp4f4 Cytochrome P450 4F4 OS=Rattus norvegicus GN=Cyp4f4 PE=2 SV=128.20 0.00

TRINITY_DN40042_c1_g1sp|Q05909|PTPRG_MOUSEPtprg Receptor-type tyrosine-protein phosphatase gamma OS=Mus musculus GN=Ptprg PE=1 SV=128.20 0.00

TRINITY_DN40212_c1_g2sp|O23304|BLUS1_ARATHBLUS1 Serine/threonine-protein kinase BLUS1 OS=Arabidopsis thaliana GN=BLUS1 PE=1 SV=128.20 0.00

TRINITY_DN40611_c2_g4sp|Q9LS42|CASP_ARATHCASP Protein CASP OS=Arabidopsis thaliana GN=CASP PE=1 SV=228.20 0.00

TRINITY_DN41845_c0_g1sp|Q59KZ1|APE2_CANALAPE2 Aminopeptidase 2 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=APE2 PE=1 SV=228.20 0.00

TRINITY_DN42093_c0_g1sp|Q54RP0|AGTA_DICDIagtA UDP-galactose:fucoside alpha-3-galactosyltransferase OS=Dictyostelium discoideum GN=agtA PE=1 SV=128.20 0.00

TRINITY_DN42203_c0_g2sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=128.20 0.00

TRINITY_DN42806_c1_g1sp|Q54YW1|ELMOA_DICDIelmoA ELMO domain-containing protein A OS=Dictyostelium discoideum GN=elmoA PE=1 SV=128.20 0.00

TRINITY_DN42931_c0_g4sp|C0LT23|CERK_ORYSJCERK Ceramide kinase OS=Oryza sativa subsp. japonica GN=CERK PE=1 SV=128.20 0.00

TRINITY_DN43024_c1_g16sp|Q91WD7|KI18A_MOUSEKif18a Kinesin-like protein KIF18A OS=Mus musculus GN=Kif18a PE=2 SV=128.20 0.00

TRINITY_DN43497_c0_g1sp|P52137|YFJV_ECOLIyfjV Putative arsenical pump membrane protein (Fragment) OS=Escherichia coli (strain K12) GN=yfjV PE=5 SV=128.20 0.00

TRINITY_DN44701_c1_g4sp|P0C0F7|RPFC_XANC8rpfC Sensory/regulatory protein RpfC OS=Xanthomonas campestris pv. campestris (strain 8004) GN=rpfC PE=3 SV=228.20 0.00

TRINITY_DN45416_c0_g4sp|Q5U2V4|PLBL1_RATPlbd1 Phospholipase B-like 1 OS=Rattus norvegicus GN=Plbd1 PE=2 SV=128.20 0.00

TRINITY_DN45937_c2_g9sp|P54310|LIPS_MOUSELipe Hormone-sensitive lipase OS=Mus musculus GN=Lipe PE=1 SV=228.20 0.00

TRINITY_DN46070_c0_g1sp|Q12504|RKM4_YEASTRKM4 Ribosomal lysine N-methyltransferase 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RKM4 PE=1 SV=128.20 0.00

TRINITY_DN46421_c0_g1sp|Q5QD03|SUVH3_CHLRESUVH3 Histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH3 OS=Chlamydomonas reinhardtii GN=SUVH3 PE=2 SV=128.20 0.00

TRINITY_DN47184_c0_g1sp|B8MG72|VPS10_TALSNvps10 Vacuolar protein sorting/targeting protein 10 OS=Talaromyces stipitatus (strain ATCC 10500 / CBS 375.48 / QM 6759 / NRRL 1006) GN=vps10 PE=3 SV=128.20 0.00

TRINITY_DN47225_c0_g3sp|Q70CQ2|UBP34_HUMANUSP34 Ubiquitin carboxyl-terminal hydrolase 34 OS=Homo sapiens GN=USP34 PE=1 SV=228.20 0.00

TRINITY_DN49272_c0_g1sp|Q9JLI8|SART3_MOUSESart3 Squamous cell carcinoma antigen recognized by T-cells 3 OS=Mus musculus GN=Sart3 PE=1 SV=128.20 0.00

TRINITY_DN49356_c0_g13sp|Q9U5N0|VATH_MANSE- V-type proton ATPase subunit H OS=Manduca sexta PE=2 SV=128.20 0.00

TRINITY_DN50261_c1_g1sp|Q4ZPM1|QUIP_PSEU2quiP Acyl-homoserine lactone acylase QuiP OS=Pseudomonas syringae pv. syringae (strain B728a) GN=quiP PE=3 SV=128.20 0.00

TRINITY_DN50623_c0_g2sp|Q8WUM0|NU133_HUMANNUP133 Nuclear pore complex protein Nup133 OS=Homo sapiens GN=NUP133 PE=1 SV=228.20 0.00

TRINITY_DN23497_c0_g1sp|Q1JQB5|FBLI1_BOVINFBLIM1 Filamin-binding LIM protein 1 OS=Bos taurus GN=FBLIM1 PE=2 SV=128.10 0.00

TRINITY_DN34031_c0_g6sp|Q149N8|SHPRH_HUMANSHPRH E3 ubiquitin-protein ligase SHPRH OS=Homo sapiens GN=SHPRH PE=1 SV=228.10 0.00

TRINITY_DN34981_c0_g1sp|P73940|HHOB_SYNY3hhoB Putative serine protease HhoB OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=hhoB PE=1 SV=128.10 0.00

TRINITY_DN35619_c0_g1sp|Q9CR92|CCD96_MOUSECcdc96 Coiled-coil domain-containing protein 96 OS=Mus musculus GN=Ccdc96 PE=2 SV=128.10 0.00

TRINITY_DN35696_c0_g8sp|Q02723|RKIN1_SECCERKIN1 Carbon catabolite-derepressing protein kinase OS=Secale cereale GN=RKIN1 PE=2 SV=128.10 0.00

TRINITY_DN36217_c0_g1sp|Q3EAQ5|PTR36_ARATHZIFL2 Probable peptide/nitrate transporter At3g43790 OS=Arabidopsis thaliana GN=ZIFL2 PE=2 SV=228.10 0.00

TRINITY_DN36281_c0_g2sp|Q4WCV3|MRS2_ASPFUmrs2 Mitochondrial inner membrane magnesium transporter mrs2 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=mrs2 PE=3 SV=128.10 0.00

TRINITY_DN37416_c0_g3sp|Q54PP7|LVSF_DICDIlvsF BEACH domain-containing protein lvsF OS=Dictyostelium discoideum GN=lvsF PE=3 SV=128.10 0.00

TRINITY_DN37761_c0_g3sp|Q6ZVT0|TTL10_HUMANTTLL10 Inactive polyglycylase TTLL10 OS=Homo sapiens GN=TTLL10 PE=1 SV=228.10 0.00

TRINITY_DN38058_c0_g7sp|P79401|CP3AT_PIGCYP3A29 Cytochrome P450 3A29 OS=Sus scrofa GN=CYP3A29 PE=2 SV=128.10 0.00

TRINITY_DN38656_c0_g5sp|Q64434|PTK6_MOUSEPtk6 Protein-tyrosine kinase 6 OS=Mus musculus GN=Ptk6 PE=1 SV=128.10 0.00

TRINITY_DN38679_c0_g1sp|Q9D8Z1|ASCC1_MOUSEAscc1 Activating signal cointegrator 1 complex subunit 1 OS=Mus musculus GN=Ascc1 PE=1 SV=128.10 0.00

TRINITY_DN38924_c1_g3sp|Q3T0D3|NTAQ1_BOVINWDYHV1 Protein N-terminal glutamine amidohydrolase OS=Bos taurus GN=WDYHV1 PE=1 SV=228.10 0.00

TRINITY_DN39184_c0_g6sp|Q0IXP9|AARE1_ORYSJOs10g0415600Acylamino-acid-releasing enzyme 1 OS=Oryza sativa subsp. japonica GN=Os10g0415600 PE=3 SV=128.10 0.00

TRINITY_DN39669_c2_g5sp|Q6ZFZ4|DEK1_ORYSJADL1 Calpain-type cysteine protease ADL1 OS=Oryza sativa subsp. japonica GN=ADL1 PE=1 SV=128.10 0.00

TRINITY_DN41971_c1_g15sp|Q6DE87|CHK1_XENLAchek1 Serine/threonine-protein kinase Chk1 OS=Xenopus laevis GN=chek1 PE=1 SV=228.10 0.00

TRINITY_DN42040_c0_g6sp|P32856|STX2_HUMANSTX2 Syntaxin-2 OS=Homo sapiens GN=STX2 PE=1 SV=328.10 0.00

TRINITY_DN42605_c1_g7sp|P29054|TF2B_XENLAgtf2b Transcription initiation factor IIB OS=Xenopus laevis GN=gtf2b PE=2 SV=128.10 0.00

TRINITY_DN43021_c2_g5sp|Q8NHS3|MFSD8_HUMANMFSD8 Major facilitator superfamily domain-containing protein 8 OS=Homo sapiens GN=MFSD8 PE=1 SV=128.10 0.00

TRINITY_DN45462_c0_g3sp|Q8BGF9|S2544_MOUSESlc25a44Solute carrier family 25 member 44 OS=Mus musculus GN=Slc25a44 PE=1 SV=128.10 0.00

TRINITY_DN45957_c0_g1sp|O42877|FCF2_SCHPOfcf2 rRNA-processing protein fcf2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fcf2 PE=3 SV=128.10 0.00

TRINITY_DN45978_c0_g2sp|Q9BX63|FANCJ_HUMANBRIP1 Fanconi anemia group J protein OS=Homo sapiens GN=BRIP1 PE=1 SV=128.10 0.00

TRINITY_DN45987_c0_g1sp|P71505|DLHH_METEAMexAM1_META1p1735Putative carboxymethylenebutenolidase OS=Methylobacterium extorquens (strain ATCC 14718 / DSM 1338 / JCM 2805 / NCIMB 9133 / AM1) GN=MexAM1_META1p1735 PE=3 SV=228.10 0.00

TRINITY_DN47310_c0_g5sp|A8WYE4|PAR1_CAEBRpar-1 Serine/threonine-protein kinase par-1 OS=Caenorhabditis briggsae GN=par-1 PE=3 SV=128.10 0.00



TRINITY_DN47447_c0_g12sp|Q5M757|ZDH15_ARATHPAT12 Probable protein S-acyltransferase 12 OS=Arabidopsis thaliana GN=PAT12 PE=2 SV=128.10 0.00

TRINITY_DN47867_c0_g1sp|Q9M1D1|BGL27_ARATHBGLU27 Beta-glucosidase 27 OS=Arabidopsis thaliana GN=BGLU27 PE=2 SV=228.10 0.00

TRINITY_DN48405_c0_g7sp|O09159|MA2B1_MOUSEMan2b1 Lysosomal alpha-mannosidase OS=Mus musculus GN=Man2b1 PE=1 SV=428.10 0.00

TRINITY_DN48522_c0_g1sp|Q08A71|ANM6_ARATHPRMT6 Probable protein arginine N-methyltransferase 6 OS=Arabidopsis thaliana GN=PRMT6 PE=2 SV=128.10 0.00

TRINITY_DN48829_c0_g6sp|Q9XVT0|RRS1_CAEELrrbs-1 Ribosome biogenesis regulatory protein homolog OS=Caenorhabditis elegans GN=rrbs-1 PE=3 SV=128.10 0.00

TRINITY_DN48912_c0_g1sp|A5UWX7|NFI_ROSS1nfi Endonuclease V OS=Roseiflexus sp. (strain RS-1) GN=nfi PE=3 SV=128.10 0.00

TRINITY_DN49219_c0_g3sp|Q9T014|SPA2_ARATHSPA2 Protein SPA1-RELATED 2 OS=Arabidopsis thaliana GN=SPA2 PE=1 SV=228.10 0.00

TRINITY_DN49607_c0_g3sp|P33268|CP3A8_MACFACYP3A8 Cytochrome P450 3A8 OS=Macaca fascicularis GN=CYP3A8 PE=1 SV=128.10 0.00

TRINITY_DN49630_c0_g1sp|Q26228|KU70_RHIAPku70 ATP-dependent DNA helicase 2 subunit 1 OS=Rhipicephalus appendiculatus GN=ku70 PE=2 SV=128.10 0.00

TRINITY_DN50428_c0_g1sp|A9B7R3|Y1798_HERA2Haur_1798UPF0060 membrane protein Haur_1798 OS=Herpetosiphon aurantiacus (strain ATCC 23779 / DSM 785) GN=Haur_1798 PE=3 SV=128.10 0.00

TRINITY_DN51062_c2_g2sp|Q05754|DOPO_RATDbh Dopamine beta-hydroxylase OS=Rattus norvegicus GN=Dbh PE=1 SV=128.10 0.00

TRINITY_DN51075_c1_g5sp|Q84M24|AB1A_ARATHABCA1 ABC transporter A family member 1 OS=Arabidopsis thaliana GN=ABCA1 PE=2 SV=228.10 0.00

TRINITY_DN51227_c2_g3sp|C8YR32|LOXH1_MOUSELoxhd1 Lipoxygenase homology domain-containing protein 1 OS=Mus musculus GN=Loxhd1 PE=2 SV=128.10 0.00

TRINITY_DN51280_c0_g4sp|Q9C8H1|AB11C_ARATHABCC11 ABC transporter C family member 11 OS=Arabidopsis thaliana GN=ABCC11 PE=2 SV=228.10 0.00

TRINITY_DN52104_c0_g1sp|Q54ET6|ABPF_DICDIabpF Actin-binding protein F OS=Dictyostelium discoideum GN=abpF PE=1 SV=128.10 0.00

TRINITY_DN52195_c1_g2sp|Q9DBW0|CP4V2_MOUSECyp4v2 Cytochrome P450 4V2 OS=Mus musculus GN=Cyp4v2 PE=1 SV=128.10 0.00

TRINITY_DN3124_c0_g1sp|O43036|RPA43_SCHPOrpa43 DNA-directed RNA polymerase I subunit rpa43 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpa43 PE=1 SV=128.00 0.00

TRINITY_DN34851_c0_g1sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=128.00 0.00

TRINITY_DN35303_c0_g1sp|Q86K93|CHMP7_DICDIchmp7 Charged multivesicular body protein 7 OS=Dictyostelium discoideum GN=chmp7 PE=3 SV=128.00 0.00

TRINITY_DN35980_c0_g1sp|Q9P2D1|CHD7_HUMANCHD7 Chromodomain-helicase-DNA-binding protein 7 OS=Homo sapiens GN=CHD7 PE=1 SV=328.00 0.00

TRINITY_DN36057_c0_g1sp|Q1MTN8|ACL4_SCHPOSPBC16D10.01cProbable assembly chaperone of rpl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC16D10.01c PE=3 SV=228.00 0.00

TRINITY_DN36805_c0_g3sp|Q5TD94|RSH4A_HUMANRSPH4A Radial spoke head protein 4 homolog A OS=Homo sapiens GN=RSPH4A PE=1 SV=128.00 0.00

TRINITY_DN37864_c0_g6sp|Q9ZR72|AB1B_ARATHABCB1 ABC transporter B family member 1 OS=Arabidopsis thaliana GN=ABCB1 PE=1 SV=128.00 0.00

TRINITY_DN38421_c1_g2sp|Q9WU45|CLCN2_CAVPOCLCN2 Chloride channel protein 2 OS=Cavia porcellus GN=CLCN2 PE=2 SV=128.00 0.00

TRINITY_DN39160_c0_g3sp|Q89AI9|Y296_BUCBPbbp_296 Uncharacterized metalloprotease bbp_296 OS=Buchnera aphidicola subsp. Baizongia pistaciae (strain Bp) GN=bbp_296 PE=3 SV=128.00 0.00

TRINITY_DN40239_c0_g2sp|Q1MTR3|VID27_SCHPOvid27 Vacuolar import and degradation protein 27 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=vid27 PE=1 SV=128.00 0.00

TRINITY_DN40396_c0_g1sp|Q945F0|DTX47_ARATHDTX47 Protein DETOXIFICATION 47, chloroplastic OS=Arabidopsis thaliana GN=DTX47 PE=2 SV=128.00 0.00

TRINITY_DN42030_c0_g4sp|Q54TA1|DRKC_DICDIdrkC Probable serine/threonine-protein kinase drkC OS=Dictyostelium discoideum GN=drkC PE=3 SV=128.00 0.00

TRINITY_DN42166_c0_g2sp|Q9BTW9|TBCD_HUMANTBCD Tubulin-specific chaperone D OS=Homo sapiens GN=TBCD PE=1 SV=228.00 0.00

TRINITY_DN43340_c1_g4sp|O24326|VPE2_PHAVU- Vacuolar-processing enzyme OS=Phaseolus vulgaris PE=2 SV=128.00 0.00

TRINITY_DN43420_c0_g1sp|P08684|CP3A4_HUMANCYP3A4 Cytochrome P450 3A4 OS=Homo sapiens GN=CYP3A4 PE=1 SV=428.00 0.00

TRINITY_DN43450_c0_g4sp|A2VDU3|M3K7_BOVINMAP3K7 Mitogen-activated protein kinase kinase kinase 7 OS=Bos taurus GN=MAP3K7 PE=2 SV=128.00 0.00

TRINITY_DN43660_c1_g5sp|P47165|XPT1_YEASTXPT1 Xanthine phosphoribosyltransferase 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=XPT1 PE=1 SV=128.00 0.00

TRINITY_DN43876_c0_g6sp|Q80UU1|ANKZ1_MOUSEAnkzf1 Ankyrin repeat and zinc finger domain-containing protein 1 OS=Mus musculus GN=Ankzf1 PE=1 SV=228.00 0.00

TRINITY_DN43954_c0_g6sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=128.00 0.00

TRINITY_DN44178_c1_g2sp|H3K2Y6|MED12_ARATHMED12 Mediator of RNA polymerase II transcription subunit 12 OS=Arabidopsis thaliana GN=MED12 PE=1 SV=128.00 0.00

TRINITY_DN44224_c0_g2sp|Q80T85|DCAF5_MOUSEDcaf5 DDB1- and CUL4-associated factor 5 OS=Mus musculus GN=Dcaf5 PE=1 SV=228.00 0.00

TRINITY_DN44259_c0_g11sp|Q54Y55|SHKC_DICDIshkC Dual specificity protein kinase shkC OS=Dictyostelium discoideum GN=shkC PE=3 SV=128.00 0.00

TRINITY_DN44524_c0_g11sp|Q54B67|MCFZ_DICDImcfZ Mitochondrial substrate carrier family protein Z OS=Dictyostelium discoideum GN=mcfZ PE=2 SV=128.00 0.00

TRINITY_DN47983_c0_g2sp|Q54WH2|FORA_DICDIforA Formin-A OS=Dictyostelium discoideum GN=forA PE=1 SV=128.00 0.00

TRINITY_DN48230_c0_g1sp|Q5AD72|MNN24_CANALMNN24 Alpha-1,2-mannosyltransferase MNN24 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=MNN24 PE=3 SV=128.00 0.00

TRINITY_DN48892_c0_g1sp|Q8C0L8|COG5_MOUSECog5 Conserved oligomeric Golgi complex subunit 5 OS=Mus musculus GN=Cog5 PE=1 SV=328.00 0.00

TRINITY_DN48926_c0_g2sp|Q03649|YM60_YEASTYMR210W Putative esterase YMR210W OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YMR210W PE=1 SV=128.00 0.00

TRINITY_DN51029_c1_g3sp|P27747|ACOC_CUPNHacoC Dihydrolipoyllysine-residue acetyltransferase component of acetoin cleaving system OS=Cupriavidus necator (strain ATCC 17699 / H16 / DSM 428 / Stanier 337) GN=acoC PE=1 SV=328.00 0.00

TRINITY_DN52277_c1_g2sp|A2RUC4|TYW5_HUMANTYW5 tRNA wybutosine-synthesizing protein 5 OS=Homo sapiens GN=TYW5 PE=1 SV=128.00 0.00

TRINITY_DN22967_c0_g1sp|Q78ZA7|NP1L4_MOUSENap1l4 Nucleosome assembly protein 1-like 4 OS=Mus musculus GN=Nap1l4 PE=1 SV=127.90 0.00

TRINITY_DN29889_c0_g1sp|Q21565|AMT3_CAEELamt-3 Putative ammonium transporter 3 OS=Caenorhabditis elegans GN=amt-3 PE=3 SV=227.90 0.00

TRINITY_DN30558_c0_g1sp|F1MK05|RN170_BOVINRNF170 E3 ubiquitin-protein ligase RNF170 OS=Bos taurus GN=RNF170 PE=3 SV=227.90 0.00

TRINITY_DN31010_c0_g1sp|O04294|IMPA3_ARATHIMPA3 Importin subunit alpha-3 OS=Arabidopsis thaliana GN=IMPA3 PE=1 SV=227.90 0.00

TRINITY_DN34206_c0_g1sp|Q69QZ0|P2C27_ORYSJOs02g0799000Probable protein phosphatase 2C 27 OS=Oryza sativa subsp. japonica GN=Os02g0799000 PE=2 SV=127.90 0.00

TRINITY_DN35523_c0_g2sp|P40030|ERG28_YEASTERG28 Ergosterol biosynthetic protein 28 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ERG28 PE=1 SV=127.90 0.00

TRINITY_DN36122_c0_g1sp|Q96CN4|EVI5L_HUMANEVI5L EVI5-like protein OS=Homo sapiens GN=EVI5L PE=1 SV=127.90 0.00

TRINITY_DN36530_c0_g3sp|Q9C9L0|CUL3B_ARATHCUL3B Cullin-3B OS=Arabidopsis thaliana GN=CUL3B PE=1 SV=127.90 0.00

TRINITY_DN36870_c1_g1sp|Q8NCG7|DGLB_HUMANDAGLB Sn1-specific diacylglycerol lipase beta OS=Homo sapiens GN=DAGLB PE=1 SV=227.90 0.00

TRINITY_DN37349_c0_g1sp|P0AA55|QMCA_ECO57qmcA Protein QmcA OS=Escherichia coli O157:H7 GN=qmcA PE=3 SV=127.90 0.00

TRINITY_DN39499_c0_g3sp|O22558|STY8_ARATHSTY8 Serine/threonine-protein kinase STY8 OS=Arabidopsis thaliana GN=STY8 PE=1 SV=227.90 0.00



TRINITY_DN40006_c0_g7sp|Q9UT85|YIPC_SCHPOSPAC343.04cUncharacterized WD repeat-containing protein C343.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC343.04c PE=3 SV=127.90 0.00

TRINITY_DN40990_c1_g1sp|P46551|CDK12_CAEELcdk-12 Cyclin-dependent kinase 12 OS=Caenorhabditis elegans GN=cdk-12 PE=1 SV=427.90 0.00

TRINITY_DN41552_c0_g2sp|Q7ZYQ3|CEPT1_XENLAcept1 Choline/ethanolaminephosphotransferase 1 OS=Xenopus laevis GN=cept1 PE=2 SV=127.90 0.00

TRINITY_DN43955_c0_g2sp|P38811|TRA1_YEASTTRA1 Transcription-associated protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRA1 PE=1 SV=127.90 0.00

TRINITY_DN44168_c0_g4sp|E1BYJ2|MSH6_CHICKMSH6 DNA mismatch repair protein Msh6 OS=Gallus gallus GN=MSH6 PE=3 SV=227.90 0.00

TRINITY_DN44983_c0_g1sp|O64571|UBA1C_ARATHUBA1C UBP1-associated proteins 1C OS=Arabidopsis thaliana GN=UBA1C PE=3 SV=227.90 0.00

TRINITY_DN46043_c0_g1sp|P15558|PAC2_PSES3acyII Penicillin acylase 2 OS=Pseudomonas sp. (strain SE83) GN=acyII PE=1 SV=227.90 0.00

TRINITY_DN46661_c1_g1sp|Q5E9S9|S38A5_BOVINSLC38A5 Sodium-coupled neutral amino acid transporter 5 OS=Bos taurus GN=SLC38A5 PE=2 SV=127.90 0.00

TRINITY_DN47958_c0_g1sp|Q9FVQ5|CSCL1_ARATHAt1g32090CSC1-like protein At1g32090 OS=Arabidopsis thaliana GN=At1g32090 PE=1 SV=127.90 0.00

TRINITY_DN48844_c0_g6sp|O74507|YJD4_SCHPOSPCC594.04cUncharacterized protein C594.04c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC594.04c PE=3 SV=227.90 0.00

TRINITY_DN49111_c0_g2sp|Q5BK10|CAN13_RATCapn13 Calpain-13 OS=Rattus norvegicus GN=Capn13 PE=2 SV=127.90 0.00

TRINITY_DN49544_c0_g2sp|Q54VQ7|HDA22_DICDIhdaC Type-2 histone deacetylase 2 OS=Dictyostelium discoideum GN=hdaC PE=2 SV=127.90 0.00

TRINITY_DN49709_c0_g1sp|Q6NRI0|P6R3A_XENLAppp6r3-aSerine/threonine-protein phosphatase 6 regulatory subunit 3-A OS=Xenopus laevis GN=ppp6r3-a PE=2 SV=127.90 0.00

TRINITY_DN50117_c0_g7sp|Q9UT27|PVG1_SCHPOpvg1 Pyruvyl transferase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pvg1 PE=1 SV=127.90 0.00

TRINITY_DN51075_c1_g1sp|Q9FLT8|AB12A_ARATHABCA12 ABC transporter A family member 12 OS=Arabidopsis thaliana GN=ABCA12 PE=3 SV=127.90 0.00

TRINITY_DN51417_c0_g7sp|Q6CL84|CD123_KLULACDC123 Cell division cycle protein 123 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=CDC123 PE=3 SV=127.90 0.00

TRINITY_DN26435_c0_g2sp|P34756|FAB1_YEASTFAB1 1-phosphatidylinositol 3-phosphate 5-kinase FAB1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FAB1 PE=1 SV=327.80 0.00

TRINITY_DN33259_c0_g7sp|Q54RP6|DHKL_DICDIdhkL Hybrid signal transduction histidine kinase L OS=Dictyostelium discoideum GN=dhkL PE=3 SV=127.80 0.00

TRINITY_DN33266_c0_g3sp|Q551A3|Y6689_DICDIDDB_G0276689Protein DDB_G0276689 OS=Dictyostelium discoideum GN=DDB_G0276689 PE=4 SV=227.80 0.00

TRINITY_DN35005_c0_g1sp|Q869N2|PAKB_DICDIpakB Serine/threonine-protein kinase pakB OS=Dictyostelium discoideum GN=pakB PE=1 SV=127.80 0.00

TRINITY_DN35948_c0_g4sp|Q177G4|HPS5_AEDAEp Hermansky-Pudlak syndrome 5 protein homolog OS=Aedes aegypti GN=p PE=3 SV=127.80 0.00

TRINITY_DN36438_c1_g6sp|P42840|YN60_YEASTYNL320W Uncharacterized membrane protein YNL320W OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YNL320W PE=1 SV=127.80 0.00

TRINITY_DN36552_c0_g9sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=327.80 0.00

TRINITY_DN37889_c0_g2sp|P35790|CHKA_HUMANCHKA Choline kinase alpha OS=Homo sapiens GN=CHKA PE=1 SV=327.80 0.00

TRINITY_DN37962_c0_g1sp|P12759|RSP3_CHLRERSP3 Flagellar radial spoke protein 3 OS=Chlamydomonas reinhardtii GN=RSP3 PE=3 SV=127.80 0.00

TRINITY_DN38926_c0_g2sp|Q5NC05|TTF2_MOUSETtf2 Transcription termination factor 2 OS=Mus musculus GN=Ttf2 PE=1 SV=227.80 0.00

TRINITY_DN39255_c0_g1sp|Q9MAU5|Y1049_ARATHAt1g04970Putative BPI/LBP family protein At1g04970 OS=Arabidopsis thaliana GN=At1g04970 PE=2 SV=127.80 0.00

TRINITY_DN39778_c0_g1sp|P9WGQ2|Y1714_MYCTOMT1753.1Uncharacterized oxidoreductase MT1753.1 OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=MT1753.1 PE=3 SV=127.80 0.00

TRINITY_DN40483_c0_g2sp|P79881|GUC1B_CHICKGUCA1B Guanylyl cyclase-activating protein 2 OS=Gallus gallus GN=GUCA1B PE=2 SV=327.80 0.00

TRINITY_DN41018_c1_g3sp|Q9HC62|SENP2_HUMANSENP2 Sentrin-specific protease 2 OS=Homo sapiens GN=SENP2 PE=1 SV=327.80 0.00

TRINITY_DN41047_c0_g3sp|Q9XH57|ETR2_PELHOETR2 Ethylene receptor 2 OS=Pelargonium hortorum GN=ETR2 PE=2 SV=127.80 0.00

TRINITY_DN42232_c0_g1sp|Q1LU93|F206A_DANREfam206a Protein Simiate OS=Danio rerio GN=fam206a PE=2 SV=127.80 0.00

TRINITY_DN43668_c0_g2sp|F4ICF4|RBL10_ARATHRBL10 RHOMBOID-like protein 10, chloroplastic OS=Arabidopsis thaliana GN=RBL10 PE=2 SV=127.80 0.00

TRINITY_DN44725_c0_g2sp|P9WKS6|Y628_MYCTOMT0656 Uncharacterized protein MT0656 OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=MT0656 PE=4 SV=127.80 0.00

TRINITY_DN45374_c0_g1sp|Q7LFX5|CHSTF_HUMANCHST15 Carbohydrate sulfotransferase 15 OS=Homo sapiens GN=CHST15 PE=1 SV=127.80 0.00

TRINITY_DN45754_c0_g3sp|O43752|STX6_HUMANSTX6 Syntaxin-6 OS=Homo sapiens GN=STX6 PE=1 SV=127.80 0.00

TRINITY_DN45891_c1_g1sp|Q9FGK9|MAG5_ARATHMAG5 Protein transport protein SEC16A homolog OS=Arabidopsis thaliana GN=MAG5 PE=1 SV=127.80 0.00

TRINITY_DN46098_c0_g1sp|Q76PD2|HEL2_SCHPOSPCC1223.01E3 ubiquitin-protein ligase hel2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1223.01 PE=1 SV=227.80 0.00

TRINITY_DN47293_c0_g4sp|Q8TD57|DYH3_HUMANDNAH3 Dynein heavy chain 3, axonemal OS=Homo sapiens GN=DNAH3 PE=2 SV=127.80 0.00

TRINITY_DN49570_c0_g1sp|Q99P21|MUTYH_MOUSEMutyh Adenine DNA glycosylase OS=Mus musculus GN=Mutyh PE=2 SV=227.80 0.00

TRINITY_DN51207_c0_g2sp|Q9NU22|MDN1_HUMANMDN1 Midasin OS=Homo sapiens GN=MDN1 PE=1 SV=227.80 0.00

TRINITY_DN52505_c1_g1sp|Q86WI1|PKHL1_HUMANPKHD1L1 Fibrocystin-L OS=Homo sapiens GN=PKHD1L1 PE=2 SV=227.80 0.00

TRINITY_DN32252_c0_g2sp|Q9QYZ6|SMK2A_MOUSESmok2a Sperm motility kinase 2A OS=Mus musculus GN=Smok2a PE=2 SV=127.70 0.00

TRINITY_DN32528_c0_g1sp|Q4PL64|HPCA_BOVINHPCA Neuron-specific calcium-binding protein hippocalcin OS=Bos taurus GN=HPCA PE=2 SV=327.70 0.00

TRINITY_DN33245_c0_g4sp|Q95JP6|KAD7_MACFAAK7 Adenylate kinase 7 (Fragment) OS=Macaca fascicularis GN=AK7 PE=2 SV=227.70 0.00

TRINITY_DN33447_c0_g1sp|Q9UT27|PVG1_SCHPOpvg1 Pyruvyl transferase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pvg1 PE=1 SV=127.70 0.00

TRINITY_DN34409_c0_g1sp|Q9XGX8|TIM9_MESCRTIM9 Mitochondrial import inner membrane translocase subunit Tim9 OS=Mesembryanthemum crystallinum GN=TIM9 PE=3 SV=127.70 0.00

TRINITY_DN35064_c0_g2sp|Q54Z27|NOL9_DICDInol9 Polynucleotide 5'-hydroxyl-kinase nol9 OS=Dictyostelium discoideum GN=nol9 PE=3 SV=127.70 0.00

TRINITY_DN35315_c0_g7sp|Q64464|CP3AD_MOUSECyp3a13 Cytochrome P450 3A13 OS=Mus musculus GN=Cyp3a13 PE=1 SV=127.70 0.00

TRINITY_DN36410_c1_g8sp|Q23979|MY61F_DROMEMyo61F Myosin-IB OS=Drosophila melanogaster GN=Myo61F PE=1 SV=327.70 0.00

TRINITY_DN36497_c0_g1sp|Q6PD10|IP6K1_MOUSEIp6k1 Inositol hexakisphosphate kinase 1 OS=Mus musculus GN=Ip6k1 PE=2 SV=127.70 0.00

TRINITY_DN37164_c0_g1sp|Q96MG7|NSE3_HUMANNSMCE3 Non-structural maintenance of chromosomes element 3 homolog OS=Homo sapiens GN=NSMCE3 PE=1 SV=127.70 0.00

TRINITY_DN37318_c0_g2sp|Q8CFE4|SCYL2_MOUSEScyl2 SCY1-like protein 2 OS=Mus musculus GN=Scyl2 PE=1 SV=127.70 0.00

TRINITY_DN37424_c0_g6sp|Q8BIW1|PRUNE_MOUSEPrune Protein prune homolog OS=Mus musculus GN=Prune PE=1 SV=127.70 0.00

TRINITY_DN37556_c0_g13sp|O48929|ETR1_TOBACETR1 Ethylene receptor OS=Nicotiana tabacum GN=ETR1 PE=2 SV=127.70 0.00

TRINITY_DN37782_c1_g2sp|Q08DZ3|ELMD2_BOVINELMOD2 ELMO domain-containing protein 2 OS=Bos taurus GN=ELMOD2 PE=1 SV=127.70 0.00



TRINITY_DN38325_c1_g3sp|Q6YZ49|RFA1A_ORYSJRPA1A Replication protein A 70 kDa DNA-binding subunit A OS=Oryza sativa subsp. japonica GN=RPA1A PE=1 SV=127.70 0.00

TRINITY_DN38571_c0_g2sp|Q55E74|FRMB_DICDIfrmB FERM domain-containing protein B OS=Dictyostelium discoideum GN=frmB PE=3 SV=127.70 0.00

TRINITY_DN39085_c0_g1sp|Q9TUM3|STA5B_BOVINSTAT5B Signal transducer and activator of transcription 5B OS=Bos taurus GN=STAT5B PE=2 SV=227.70 0.00

TRINITY_DN39259_c0_g3sp|O44400|F37C4_CAEELF37C4.5 Protein F37C4.5 OS=Caenorhabditis elegans GN=F37C4.5 PE=1 SV=327.70 0.00

TRINITY_DN3985_c0_g1sp|O42645|YF94_SCHPOSPAC10F6.04RCC1 repeat-containing protein C10F6.04 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC10F6.04 PE=3 SV=127.70 0.00

TRINITY_DN39929_c0_g1sp|O15697|GAS8_TRYBR- Trypanin OS=Trypanosoma brucei rhodesiense PE=2 SV=127.70 0.00

TRINITY_DN39941_c0_g2sp|Q9SUQ7|CHX17_ARATHCHX17 Cation/H(+) antiporter 17 OS=Arabidopsis thaliana GN=CHX17 PE=1 SV=127.70 0.00

TRINITY_DN40201_c0_g3sp|Q04960|DNJH_CUCSADNAJ1 DnaJ protein homolog OS=Cucumis sativus GN=DNAJ1 PE=2 SV=127.70 0.00

TRINITY_DN40507_c0_g1sp|Q00689|GP63_LEIGUgp63 Leishmanolysin OS=Leishmania guyanensis GN=gp63 PE=2 SV=127.70 0.00

TRINITY_DN41661_c0_g3sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=127.70 0.00

TRINITY_DN41981_c0_g3sp|Q149M9|NWD1_HUMANNWD1 NACHT domain- and WD repeat-containing protein 1 OS=Homo sapiens GN=NWD1 PE=1 SV=327.70 0.00

TRINITY_DN42270_c2_g6sp|Q9V6U9|MECR_DROMECG16935 Probable trans-2-enoyl-CoA reductase, mitochondrial OS=Drosophila melanogaster GN=CG16935 PE=3 SV=227.70 0.00

TRINITY_DN42416_c0_g5sp|Q05549|HRQ1_YEASTHRQ1 ATP-dependent helicase HRQ1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HRQ1 PE=1 SV=127.70 0.00

TRINITY_DN42702_c0_g1sp|P97526|NF1_RATNf1 Neurofibromin OS=Rattus norvegicus GN=Nf1 PE=1 SV=127.70 0.00

TRINITY_DN42847_c2_g4sp|P06787|CALM_YEASTCMD1 Calmodulin OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CMD1 PE=1 SV=127.70 0.00

TRINITY_DN43105_c0_g4sp|Q23TC2|TTL3A_TETTSTTLL3A Tubulin glycylase 3A OS=Tetrahymena thermophila (strain SB210) GN=TTLL3A PE=1 SV=127.70 0.00

TRINITY_DN43561_c0_g2sp|Q6PD19|CJ076_MOUSE- UPF0668 protein C10orf76 homolog OS=Mus musculus PE=1 SV=227.70 0.00

TRINITY_DN44223_c0_g2sp|Q8BW70|UBP38_MOUSEUsp38 Ubiquitin carboxyl-terminal hydrolase 38 OS=Mus musculus GN=Usp38 PE=1 SV=227.70 0.00

TRINITY_DN44246_c0_g1sp|P11491|PPB_YEASTPHO8 Repressible alkaline phosphatase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO8 PE=1 SV=227.70 0.00

TRINITY_DN44268_c1_g3sp|G5EFW7|IF122_CAEELdaf-10 Intraflagellar transport protein 122 homolog OS=Caenorhabditis elegans GN=daf-10 PE=2 SV=127.70 0.00

TRINITY_DN44346_c0_g1sp|Q86G47|GEFQ_DICDIgefQ Ras guanine nucleotide exchange factor Q OS=Dictyostelium discoideum GN=gefQ PE=2 SV=127.70 0.00

TRINITY_DN45064_c0_g4sp|O74422|YQ56_SCHPOSPCC162.06cUncharacterized protein C162.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC162.06c PE=3 SV=127.70 0.00

TRINITY_DN46002_c0_g3sp|Q9EP53|TSC1_MOUSETsc1 Hamartin OS=Mus musculus GN=Tsc1 PE=1 SV=127.70 0.00

TRINITY_DN46023_c0_g4sp|Q5Z987|ATR_ORYSJOs06g0724700Serine/threonine-protein kinase ATR OS=Oryza sativa subsp. japonica GN=Os06g0724700 PE=2 SV=127.70 0.00

TRINITY_DN46171_c0_g2sp|Q9Y113|NELFB_DROMENELF-B Negative elongation factor B OS=Drosophila melanogaster GN=NELF-B PE=1 SV=127.70 0.00

TRINITY_DN46454_c0_g3sp|Q99ND9|RWDD1_RATRwdd1 RWD domain-containing protein 1 OS=Rattus norvegicus GN=Rwdd1 PE=2 SV=127.70 0.00

TRINITY_DN46780_c1_g2sp|Q93008|USP9X_HUMANUSP9X Probable ubiquitin carboxyl-terminal hydrolase FAF-X OS=Homo sapiens GN=USP9X PE=1 SV=327.70 0.00

TRINITY_DN46938_c1_g5sp|P34715|EF1G_TRYCR- Elongation factor 1-gamma OS=Trypanosoma cruzi PE=2 SV=127.70 0.00

TRINITY_DN47741_c0_g1sp|Q6B9X6|VWKA_DICDIvwkA Alpha-protein kinase vwkA OS=Dictyostelium discoideum GN=vwkA PE=1 SV=127.70 0.00

TRINITY_DN48099_c0_g2sp|Q56A40|CCD40_DANREccdc40 Coiled-coil domain-containing protein 40 OS=Danio rerio GN=ccdc40 PE=2 SV=227.70 0.00

TRINITY_DN49077_c1_g1sp|O14162|YE7A_SCHPOSPAC4A8.10Putative lipase C4A8.10 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC4A8.10 PE=3 SV=227.70 0.00

TRINITY_DN50344_c2_g9sp|Q6FM63|ATG18_CANGAATG18 Autophagy-related protein 18 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=ATG18 PE=3 SV=127.70 0.00

TRINITY_DN50380_c1_g1sp|Q6XHA7|ROCO9_DICDIroco9 Probable serine/threonine-protein kinase roco9 OS=Dictyostelium discoideum GN=roco9 PE=3 SV=127.70 0.00

TRINITY_DN50476_c0_g2sp|A7RFT2|CD123_NEMVEcdc123 Cell division cycle protein 123 homolog OS=Nematostella vectensis GN=cdc123 PE=3 SV=127.70 0.00

TRINITY_DN50718_c1_g3sp|O31773|PBPX_BACSUpbpX Putative penicillin-binding protein PbpX OS=Bacillus subtilis (strain 168) GN=pbpX PE=2 SV=127.70 0.00

TRINITY_DN50756_c0_g1sp|Q86HG9|Y9871_DICDIDDB_G0271682Probable serine/threonine-protein kinase DDB_G0271682 OS=Dictyostelium discoideum GN=DDB_G0271682 PE=3 SV=227.70 0.00

TRINITY_DN51064_c1_g6sp|F4KD71|DUR3_ARATHDUR3 Urea-proton symporter DUR3 OS=Arabidopsis thaliana GN=DUR3 PE=1 SV=127.70 0.00

TRINITY_DN51405_c0_g2sp|P34466|CLU_CAEELclu-1 Clustered mitochondria protein homolog OS=Caenorhabditis elegans GN=clu-1 PE=3 SV=127.70 0.00

TRINITY_DN51517_c0_g1sp|Q9P2K1|C2D2A_HUMANCC2D2A Coiled-coil and C2 domain-containing protein 2A OS=Homo sapiens GN=CC2D2A PE=1 SV=327.70 0.00

TRINITY_DN51623_c0_g1sp|Q8L611|SC31B_ARATHSEC31B Protein transport protein SEC31 homolog B OS=Arabidopsis thaliana GN=SEC31B PE=1 SV=127.70 0.00

TRINITY_DN14441_c0_g1sp|Q8TBP6|S2540_HUMANSLC25A40Solute carrier family 25 member 40 OS=Homo sapiens GN=SLC25A40 PE=1 SV=127.60 0.00

TRINITY_DN22088_c0_g3sp|A8ILK1|CFA52_CHLRECFAP52 Cilia- and flagella-associated protein 52 OS=Chlamydomonas reinhardtii GN=CFAP52 PE=1 SV=127.60 0.00

TRINITY_DN25337_c0_g1sp|Q8C166|CPNE1_MOUSECpne1 Copine-1 OS=Mus musculus GN=Cpne1 PE=1 SV=127.60 0.00

TRINITY_DN35011_c0_g1sp|P20133|PGTB2_YEASTBET2 Geranylgeranyl transferase type-2 subunit beta OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BET2 PE=1 SV=327.60 0.00

TRINITY_DN35732_c0_g1sp|P0C872|JMJD7_MOUSEJmjd7 JmjC domain-containing protein 7 OS=Mus musculus GN=Jmjd7 PE=1 SV=127.60 0.00

TRINITY_DN36408_c0_g2sp|Q9BQ67|GRWD1_HUMANGRWD1 Glutamate-rich WD repeat-containing protein 1 OS=Homo sapiens GN=GRWD1 PE=1 SV=127.60 0.00

TRINITY_DN36842_c0_g12sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=327.60 0.00

TRINITY_DN36886_c0_g2sp|Q9FF46|AB28G_ARATHABCG28 ABC transporter G family member 28 OS=Arabidopsis thaliana GN=ABCG28 PE=3 SV=127.60 0.00

TRINITY_DN37679_c0_g6sp|Q805F2|CATEB_XENLActse-b Cathepsin E-B OS=Xenopus laevis GN=ctse-b PE=2 SV=127.60 0.00

TRINITY_DN38804_c0_g2sp|P53499|ACT_CHOCRAC Actin OS=Chondrus crispus GN=AC PE=2 SV=127.60 0.00

TRINITY_DN40213_c1_g6sp|Q2KJ72|UBP21_BOVINUSP21 Ubiquitin carboxyl-terminal hydrolase 21 OS=Bos taurus GN=USP21 PE=2 SV=127.60 0.00

TRINITY_DN40571_c0_g2sp|Q8VZG7|TSN1_ARATHTSN1 Ribonuclease TUDOR 1 OS=Arabidopsis thaliana GN=TSN1 PE=1 SV=127.60 0.00

TRINITY_DN40683_c0_g1sp|Q8R0W5|EST4A_MOUSECes4a Carboxylesterase 4A OS=Mus musculus GN=Ces4a PE=2 SV=227.60 0.00

TRINITY_DN41163_c0_g1sp|A2X5B4|SWT15_ORYSISWEET15 Bidirectional sugar transporter SWEET15 OS=Oryza sativa subsp. indica GN=SWEET15 PE=3 SV=127.60 0.00

TRINITY_DN41729_c0_g1sp|Q86CR8|ATG8_DICDIatg8 Autophagy-related protein 8 OS=Dictyostelium discoideum GN=atg8 PE=2 SV=127.60 0.00

TRINITY_DN41803_c1_g1sp|Q9FT54|GTE6_ARATHGTE6 Transcription factor GTE6 OS=Arabidopsis thaliana GN=GTE6 PE=2 SV=127.60 0.00



TRINITY_DN43005_c2_g6sp|A4YI89|HPCD_METS5Msed_20013-hydroxypropionyl-coenzyme A dehydratase OS=Metallosphaera sedula (strain ATCC 51363 / DSM 5348 / JCM 9185 / NBRC 15509 / TH2) GN=Msed_2001 PE=1 SV=127.60 0.00

TRINITY_DN43616_c0_g5sp|O22173|PABP4_ARATHPAB4 Polyadenylate-binding protein 4 OS=Arabidopsis thaliana GN=PAB4 PE=1 SV=127.60 0.00

TRINITY_DN43671_c0_g10sp|Q8LLD0|NUP96_ARATHNUP96 Nuclear pore complex protein NUP96 OS=Arabidopsis thaliana GN=NUP96 PE=1 SV=127.60 0.00

TRINITY_DN44068_c0_g2sp|Q80ZK9|WDTC1_MOUSEWdtc1 WD and tetratricopeptide repeats protein 1 OS=Mus musculus GN=Wdtc1 PE=1 SV=127.60 0.00

TRINITY_DN44369_c1_g1sp|Q8TGX5|RRP42_METACrrp42 Exosome complex component Rrp42 OS=Methanosarcina acetivorans (strain ATCC 35395 / DSM 2834 / JCM 12185 / C2A) GN=rrp42 PE=3 SV=127.60 0.00

TRINITY_DN45153_c0_g2sp|Q05022|RRP5_YEASTRRP5 rRNA biogenesis protein RRP5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=RRP5 PE=1 SV=127.60 0.00

TRINITY_DN45416_c0_g5sp|Q7ZX37|JMD6B_XENLAjmjd6-b Bifunctional arginine demethylase and lysyl-hydroxylase JMJD6-B OS=Xenopus laevis GN=jmjd6-b PE=2 SV=127.60 0.00

TRINITY_DN46169_c0_g2sp|P74168|Y1374_SYNY3sll1374 Uncharacterized symporter sll1374 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1374 PE=3 SV=127.60 0.00

TRINITY_DN46927_c0_g2sp|Q67BJ4|A4GAT_MOUSEA4galt Lactosylceramide 4-alpha-galactosyltransferase OS=Mus musculus GN=A4galt PE=2 SV=127.60 0.00

TRINITY_DN47304_c0_g4sp|Q9BV35|SCMC3_HUMANSLC25A23Calcium-binding mitochondrial carrier protein SCaMC-3 OS=Homo sapiens GN=SLC25A23 PE=1 SV=227.60 0.00

TRINITY_DN47808_c0_g1sp|P34422|DPF6_CAEELdpf-6 Dipeptidyl peptidase family member 6 OS=Caenorhabditis elegans GN=dpf-6 PE=3 SV=227.60 0.00

TRINITY_DN47866_c0_g3sp|Q8CDN9|LRRC9_MOUSELrrc9 Leucine-rich repeat-containing protein 9 OS=Mus musculus GN=Lrrc9 PE=1 SV=227.60 0.00

TRINITY_DN48305_c0_g3sp|Q5U374|KLH12_DANREklhl12 Kelch-like protein 12 OS=Danio rerio GN=klhl12 PE=2 SV=227.60 0.00

TRINITY_DN48958_c0_g3sp|Q2NL67|PARP6_HUMANPARP6 Poly [ADP-ribose] polymerase 6 OS=Homo sapiens GN=PARP6 PE=2 SV=127.60 0.00

TRINITY_DN50944_c2_g1sp|Q8LJW3|ACR4_ARATHACR4 ACT domain-containing protein ACR4 OS=Arabidopsis thaliana GN=ACR4 PE=2 SV=127.60 0.00

TRINITY_DN51590_c1_g4sp|B5FYQ0|ARL3_TAEGUARL3 ADP-ribosylation factor-like protein 3 OS=Taeniopygia guttata GN=ARL3 PE=2 SV=127.60 0.00

TRINITY_DN30197_c0_g3sp|Q6B9X6|VWKA_DICDIvwkA Alpha-protein kinase vwkA OS=Dictyostelium discoideum GN=vwkA PE=1 SV=127.50 0.00

TRINITY_DN31764_c0_g1sp|D4APQ6|TRXR_ARTBCARB_06224Probable thioredoxin reductase ARB_06224 OS=Arthroderma benhamiae (strain ATCC MYA-4681 / CBS 112371) GN=ARB_06224 PE=1 SV=127.50 0.00

TRINITY_DN35404_c1_g1sp|Q6NUT3|MFS12_HUMANMFSD12 Major facilitator superfamily domain-containing protein 12 OS=Homo sapiens GN=MFSD12 PE=1 SV=227.50 0.00

TRINITY_DN36547_c0_g1sp|A1L4W5|BPM6_ARATHBPM6 BTB/POZ and MATH domain-containing protein 6 OS=Arabidopsis thaliana GN=BPM6 PE=1 SV=127.50 0.00

TRINITY_DN37031_c0_g4sp|Q54N50|DCTN2_DICDIdynB Dynactin subunit 2 OS=Dictyostelium discoideum GN=dynB PE=3 SV=127.50 0.00

TRINITY_DN37075_c0_g5sp|Q9JI93|A4GAT_RATA4galt Lactosylceramide 4-alpha-galactosyltransferase OS=Rattus norvegicus GN=A4galt PE=1 SV=127.50 0.00

TRINITY_DN38008_c0_g1sp|Q54PR9|CF60_DICDIcf60 Counting factor 60 OS=Dictyostelium discoideum GN=cf60 PE=1 SV=127.50 0.00

TRINITY_DN38373_c0_g3sp|Q84CG1|CAMYS_STRVIvioD Capreomycidine synthase OS=Streptomyces vinaceus GN=vioD PE=1 SV=127.50 0.00

TRINITY_DN38451_c0_g4sp|Q6C101|CD123_YARLICDC123 Cell division cycle protein 123 OS=Yarrowia lipolytica (strain CLIB 122 / E 150) GN=CDC123 PE=3 SV=127.50 0.00

TRINITY_DN38899_c0_g5sp|Q54JR2|ABCC3_DICDIabcC3 ABC transporter C family member 3 OS=Dictyostelium discoideum GN=abcC3 PE=3 SV=127.50 0.00

TRINITY_DN39557_c2_g5sp|Q56ZQ3|VSR4_ARATHVSR4 Vacuolar-sorting receptor 4 OS=Arabidopsis thaliana GN=VSR4 PE=2 SV=227.50 0.00

TRINITY_DN39642_c0_g1sp|Q4Z8K6|RBP9X_DROMERanBPM Ran-binding proteins 9/10 homolog OS=Drosophila melanogaster GN=RanBPM PE=1 SV=127.50 0.00

TRINITY_DN40884_c0_g4sp|P43524|CYAA_ANACYcya Adenylate cyclase OS=Anabaena cylindrica GN=cya PE=3 SV=127.50 0.00

TRINITY_DN41457_c0_g4sp|Q9SKN1|MON1_ARATHMON1 Vacuolar fusion protein MON1 homolog OS=Arabidopsis thaliana GN=MON1 PE=1 SV=227.50 0.00

TRINITY_DN42129_c1_g1sp|Q99NF3|CEP41_MOUSECep41 Centrosomal protein of 41 kDa OS=Mus musculus GN=Cep41 PE=1 SV=127.50 0.00

TRINITY_DN42297_c2_g2sp|Q6AXC6|DDX11_MOUSEDdx11 ATP-dependent DNA helicase DDX11 OS=Mus musculus GN=Ddx11 PE=1 SV=127.50 0.00

TRINITY_DN42395_c0_g3sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=127.50 0.00

TRINITY_DN42756_c1_g3sp|Q9QZC8|ABHD1_MOUSEAbhd1 Protein ABHD1 OS=Mus musculus GN=Abhd1 PE=1 SV=227.50 0.00

TRINITY_DN42987_c0_g1sp|B1XL18|TIG_SYNP2tig Trigger factor OS=Synechococcus sp. (strain ATCC 27264 / PCC 7002 / PR-6) GN=tig PE=3 SV=127.50 0.00

TRINITY_DN43375_c0_g3sp|Q8VXZ5|XG113_ARATHXEG113 Arabinosyltransferase XEG113 OS=Arabidopsis thaliana GN=XEG113 PE=2 SV=127.50 0.00

TRINITY_DN44078_c1_g2sp|Q00234|TYRO_ASPORmelO Tyrosinase OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=melO PE=1 SV=127.50 0.00

TRINITY_DN44264_c0_g6sp|Q7ZU92|PARN_DANREparn Poly(A)-specific ribonuclease PARN OS=Danio rerio GN=parn PE=1 SV=227.50 0.00

TRINITY_DN45137_c0_g3sp|B3E692|GLMM_GEOLSglmM Phosphoglucosamine mutase OS=Geobacter lovleyi (strain ATCC BAA-1151 / DSM 17278 / SZ) GN=glmM PE=3 SV=127.50 0.00

TRINITY_DN45638_c2_g2sp|Q502J0|PCAT2_DANRElpcat2 Lysophosphatidylcholine acyltransferase 2 OS=Danio rerio GN=lpcat2 PE=2 SV=127.50 0.00

TRINITY_DN46492_c1_g1sp|Q8GT66|TIC40_PEATIC40 Protein TIC 40, chloroplastic OS=Pisum sativum GN=TIC40 PE=1 SV=127.50 0.00

TRINITY_DN46707_c0_g1sp|Q9CAG3|LOX6_ARATHLOX6 Lipoxygenase 6, chloroplastic OS=Arabidopsis thaliana GN=LOX6 PE=2 SV=127.50 0.00

TRINITY_DN47450_c0_g1sp|Q9RT44|SBCC_DEIRAsbcC Nuclease SbcCD subunit C OS=Deinococcus radiodurans (strain ATCC 13939 / DSM 20539 / JCM 16871 / LMG 4051 / NBRC 15346 / NCIMB 9279 / R1 / VKM B-1422) GN=sbcC PE=3 SV=127.50 0.00

TRINITY_DN47547_c0_g3sp|B6ETT4|SYT2_ARATHSYT2 Synaptotagmin-2 OS=Arabidopsis thaliana GN=SYT2 PE=2 SV=127.50 0.00

TRINITY_DN48107_c0_g3sp|Q9QYI3|DNJC7_MOUSEDnajc7 DnaJ homolog subfamily C member 7 OS=Mus musculus GN=Dnajc7 PE=1 SV=227.50 0.00

TRINITY_DN48201_c0_g2sp|O13686|WDR59_SCHPOSPAC11E3.05Uncharacterized RWD, RING finger and WD repeat-containing protein C11E3.05 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC11E3.05 PE=1 SV=127.50 0.00

TRINITY_DN48854_c0_g3sp|A8G779|CAPP_PROM2ppc Phosphoenolpyruvate carboxylase OS=Prochlorococcus marinus (strain MIT 9215) GN=ppc PE=3 SV=127.50 0.00

TRINITY_DN49785_c0_g1sp|Q8RWD5|SCD2_ARATHSCD2 Coiled-coil domain-containing protein SCD2 OS=Arabidopsis thaliana GN=SCD2 PE=1 SV=127.50 0.00

TRINITY_DN50158_c1_g2sp|Q9Y7S6|AATR3_SCHPOSPCC569.07Aromatic amino acid aminotransferase C569.07 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC569.07 PE=3 SV=127.50 0.00

TRINITY_DN50221_c1_g3sp|O34693|YLOA_BACSUyloA Uncharacterized protein YloA OS=Bacillus subtilis (strain 168) GN=yloA PE=2 SV=127.50 0.00

TRINITY_DN50411_c0_g1sp|O60733|PLPL9_HUMANPLA2G6 85/88 kDa calcium-independent phospholipase A2 OS=Homo sapiens GN=PLA2G6 PE=1 SV=227.50 0.00

TRINITY_DN50657_c0_g1sp|Q9SVE7|DTX45_ARATHDTX45 Protein DETOXIFICATION 45, chloroplastic OS=Arabidopsis thaliana GN=DTX45 PE=2 SV=227.50 0.00

TRINITY_DN51413_c0_g1sp|A6ZM04|PIF1_YEAS7PIF1 ATP-dependent DNA helicase PIF1 OS=Saccharomyces cerevisiae (strain YJM789) GN=PIF1 PE=3 SV=127.50 0.00

TRINITY_DN31113_c0_g2sp|Q9C8J8|AB13G_ARATHABCG13 ABC transporter G family member 13 OS=Arabidopsis thaliana GN=ABCG13 PE=2 SV=127.40 0.00

TRINITY_DN32908_c0_g1sp|Q6D3F5|IDI_PECASidi Isopentenyl-diphosphate Delta-isomerase OS=Pectobacterium atrosepticum (strain SCRI 1043 / ATCC BAA-672) GN=idi PE=3 SV=127.40 0.00

TRINITY_DN33321_c0_g2sp|O00844|Y80K_PARPR- Uncharacterized 80 kDa protein OS=Paramecium primaurelia PE=4 SV=127.40 0.00



TRINITY_DN34655_c0_g1sp|D3ZEN0|MILK2_RATMicall2 MICAL-like protein 2 OS=Rattus norvegicus GN=Micall2 PE=1 SV=227.40 0.00

TRINITY_DN35881_c0_g3sp|Q8GWH3|OS9_ARATHOS9 Protein OS-9 homolog OS=Arabidopsis thaliana GN=OS9 PE=1 SV=127.40 0.00

TRINITY_DN36615_c0_g1sp|Q964T1|CP4CU_BLAGECYP4C21 Cytochrome P450 4c21 OS=Blattella germanica GN=CYP4C21 PE=2 SV=127.40 0.00

TRINITY_DN37073_c1_g8sp|O62446|LMLN_CAEELY43F4A.1Leishmanolysin-like peptidase OS=Caenorhabditis elegans GN=Y43F4A.1 PE=3 SV=127.40 0.00

TRINITY_DN37301_c0_g1sp|Q01F03|OGFD1_OSTTAOgd Prolyl 3,4-dihydroxylase OGFOD1 OS=Ostreococcus tauri GN=Ogd PE=1 SV=127.40 0.00

TRINITY_DN38064_c0_g1sp|Q17QZ4|TFDP1_BOVINTFDP1 Transcription factor Dp-1 OS=Bos taurus GN=TFDP1 PE=2 SV=127.40 0.00

TRINITY_DN38192_c0_g2sp|Q5TFE4|NT5D1_HUMANNT5DC1 5'-nucleotidase domain-containing protein 1 OS=Homo sapiens GN=NT5DC1 PE=1 SV=127.40 0.00

TRINITY_DN38719_c0_g5sp|Q8W0Z9|CCR4A_ARATHCCR4-1 Carbon catabolite repressor protein 4 homolog 1 OS=Arabidopsis thaliana GN=CCR4-1 PE=2 SV=127.40 0.00

TRINITY_DN40015_c0_g1sp|Q6UVY6|MOXD1_HUMANMOXD1 DBH-like monooxygenase protein 1 OS=Homo sapiens GN=MOXD1 PE=1 SV=127.40 0.00

TRINITY_DN40155_c0_g6sp|Q8IS14|GEFJ_DICDIgefJ Ras guanine nucleotide exchange factor J OS=Dictyostelium discoideum GN=gefJ PE=2 SV=127.40 0.00

TRINITY_DN40615_c1_g2sp|Q1ZXD9|Y8017_DICDIDDB_G0288017Sphingomyelinase DDB_G0288017 OS=Dictyostelium discoideum GN=DDB_G0288017 PE=3 SV=127.40 0.00

TRINITY_DN40642_c0_g1sp|Q8KEM4|Y663_CHLTECT0663 UPF0301 protein CT0663 OS=Chlorobium tepidum (strain ATCC 49652 / DSM 12025 / NBRC 103806 / TLS) GN=CT0663 PE=3 SV=127.40 0.00

TRINITY_DN40821_c0_g3sp|O54879|HMGB3_MOUSEHmgb3 High mobility group protein B3 OS=Mus musculus GN=Hmgb3 PE=1 SV=327.40 0.00

TRINITY_DN43338_c1_g5sp|P70683|PAFA_CAVPOPLA2G7 Platelet-activating factor acetylhydrolase OS=Cavia porcellus GN=PLA2G7 PE=2 SV=127.40 0.00

TRINITY_DN43417_c0_g7sp|P38994|MSS4_YEASTMSS4 Probable phosphatidylinositol 4-phosphate 5-kinase MSS4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MSS4 PE=1 SV=227.40 0.00

TRINITY_DN43426_c0_g5sp|A4Q9F3|TTL10_MOUSETtll10 Protein polyglycylase TTLL10 OS=Mus musculus GN=Ttll10 PE=1 SV=127.40 0.00

TRINITY_DN43913_c1_g1sp|B3DNN5|CDC16_ARATHAPC6 Anaphase-promoting complex subunit 6 OS=Arabidopsis thaliana GN=APC6 PE=2 SV=127.40 0.00

TRINITY_DN45067_c1_g1sp|Q7ZVR1|WDR75_DANREwdr75 WD repeat-containing protein 75 OS=Danio rerio GN=wdr75 PE=2 SV=227.40 0.00

TRINITY_DN45782_c0_g2sp|Q8JHI3|AR13B_DANREarl13b ADP-ribosylation factor-like protein 13B OS=Danio rerio GN=arl13b PE=1 SV=127.40 0.00

TRINITY_DN46184_c0_g1sp|Q9M0S5|ISOA3_ARATHISA3 Isoamylase 3, chloroplastic OS=Arabidopsis thaliana GN=ISA3 PE=1 SV=227.40 0.00

TRINITY_DN46426_c1_g1sp|P41890|SCN1_SCHPOscn1 Cut9-interacting protein scn1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=scn1 PE=4 SV=227.40 0.00

TRINITY_DN46686_c0_g1sp|Q94KD3|VP52A_ARATHVPS52 Vacuolar protein sorting-associated protein 52 A OS=Arabidopsis thaliana GN=VPS52 PE=1 SV=127.40 0.00

TRINITY_DN47157_c0_g2sp|Q969X6|UTP4_HUMANUTP4 U3 small nucleolar RNA-associated protein 4 homolog OS=Homo sapiens GN=UTP4 PE=1 SV=127.40 0.00

TRINITY_DN47951_c0_g1sp|Q08499|PDE4D_HUMANPDE4D cAMP-specific 3',5'-cyclic phosphodiesterase 4D OS=Homo sapiens GN=PDE4D PE=1 SV=227.40 0.00

TRINITY_DN48274_c0_g1sp|Q9SA52|CP41B_ARATHCSP41B Chloroplast stem-loop binding protein of 41 kDa b, chloroplastic OS=Arabidopsis thaliana GN=CSP41B PE=1 SV=127.40 0.00

TRINITY_DN48626_c1_g3sp|Q6TNS2|PK1IP_DANREpak1ip1 p21-activated protein kinase-interacting protein 1-like OS=Danio rerio GN=pak1ip1 PE=2 SV=127.40 0.00

TRINITY_DN48714_c0_g2sp|Q9VYY9|EVI5_DROMEEvi5 Ecotropic viral integration site 5 ortholog OS=Drosophila melanogaster GN=Evi5 PE=1 SV=327.40 0.00

TRINITY_DN49012_c1_g2sp|Q17RS7|GEN_HUMANGEN1 Flap endonuclease GEN homolog 1 OS=Homo sapiens GN=GEN1 PE=1 SV=227.40 0.00

TRINITY_DN49310_c1_g1sp|Q6ZUG5|YC006_HUMAN- Uncharacterized protein FLJ43738 OS=Homo sapiens PE=2 SV=127.40 0.00

TRINITY_DN49368_c0_g1sp|Q8S1X7|GT15_ORYSJOs01g0926700Probable glucuronosyltransferase Os01g0926700 OS=Oryza sativa subsp. japonica GN=Os01g0926700 PE=3 SV=127.40 0.00

TRINITY_DN52658_c0_g1sp|Q9NP87|DPOLM_HUMANPOLM DNA-directed DNA/RNA polymerase mu OS=Homo sapiens GN=POLM PE=1 SV=127.40 0.00

TRINITY_DN13863_c0_g1sp|P33527|MRP1_HUMANABCC1 Multidrug resistance-associated protein 1 OS=Homo sapiens GN=ABCC1 PE=1 SV=327.30 0.00

TRINITY_DN17006_c0_g2sp|Q8CN40|Y2036_STAESSE_2036 Uncharacterized oxidoreductase SE_2036 OS=Staphylococcus epidermidis (strain ATCC 12228) GN=SE_2036 PE=3 SV=127.30 0.00

TRINITY_DN30019_c0_g1sp|Q9MA55|ACBP4_ARATHACBP4 Acyl-CoA-binding domain-containing protein 4 OS=Arabidopsis thaliana GN=ACBP4 PE=1 SV=127.30 0.00

TRINITY_DN30914_c0_g1sp|Q9VLT8|CCD53_DROMECCDC53 WASH complex subunit CCDC53 homolog OS=Drosophila melanogaster GN=CCDC53 PE=1 SV=227.30 0.00

TRINITY_DN31499_c0_g1sp|P34578|RPGF1_CAEELepac-1 Rap guanine nucleotide exchange factor 1 OS=Caenorhabditis elegans GN=epac-1 PE=1 SV=327.30 0.00

TRINITY_DN37080_c0_g3sp|Q96S16|JMJD8_HUMANJMJD8 JmjC domain-containing protein 8 OS=Homo sapiens GN=JMJD8 PE=2 SV=127.30 0.00

TRINITY_DN37120_c1_g2sp|Q9Z1Z1|E2AK3_RATEif2ak3 Eukaryotic translation initiation factor 2-alpha kinase 3 OS=Rattus norvegicus GN=Eif2ak3 PE=1 SV=127.30 0.00

TRINITY_DN37195_c1_g4sp|O96017|CHK2_HUMANCHEK2 Serine/threonine-protein kinase Chk2 OS=Homo sapiens GN=CHEK2 PE=1 SV=127.30 0.00

TRINITY_DN37552_c0_g7sp|Q8WVZ9|KBTB7_HUMANKBTBD7 Kelch repeat and BTB domain-containing protein 7 OS=Homo sapiens GN=KBTBD7 PE=1 SV=127.30 0.00

TRINITY_DN38382_c1_g7sp|Q6G1G9|TRUA_BARQUtruA tRNA pseudouridine synthase A OS=Bartonella quintana (strain Toulouse) GN=truA PE=3 SV=127.30 0.00

TRINITY_DN38774_c0_g9sp|Q8BZN4|NUAK2_MOUSENuak2 NUAK family SNF1-like kinase 2 OS=Mus musculus GN=Nuak2 PE=1 SV=227.30 0.00

TRINITY_DN39664_c1_g1sp|A2YW91|PLP2_ORYSIPLP2 Patatin-like protein 2 OS=Oryza sativa subsp. indica GN=PLP2 PE=3 SV=127.30 0.00

TRINITY_DN40454_c0_g1sp|Q0CBM7|FAEA_ASPTNfaeA Probable feruloyl esterase A OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=faeA PE=3 SV=127.30 0.00

TRINITY_DN42637_c0_g3sp|Q94261|EIF3M_CAEELcif-1 COP9/Signalosome and eIF3 complex-shared subunit 1 OS=Caenorhabditis elegans GN=cif-1 PE=1 SV=127.30 0.00

TRINITY_DN42870_c1_g1sp|Q54VX4|MCFJ_DICDImcfJ Mitochondrial substrate carrier family protein J OS=Dictyostelium discoideum GN=mcfJ PE=2 SV=127.30 0.00

TRINITY_DN42971_c1_g5sp|Q7SXW0|S2539_DANREslc25a39Solute carrier family 25 member 39 OS=Danio rerio GN=slc25a39 PE=2 SV=127.30 0.00

TRINITY_DN43186_c0_g1sp|Q9NXB0|MKS1_HUMANMKS1 Meckel syndrome type 1 protein OS=Homo sapiens GN=MKS1 PE=1 SV=227.30 0.00

TRINITY_DN43206_c0_g5sp|P38994|MSS4_YEASTMSS4 Probable phosphatidylinositol 4-phosphate 5-kinase MSS4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MSS4 PE=1 SV=227.30 0.00

TRINITY_DN44078_c1_g7sp|Q00234|TYRO_ASPORmelO Tyrosinase OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=melO PE=1 SV=127.30 0.00

TRINITY_DN44317_c0_g6sp|Q6NKS1|P2C65_ARATHAt5g01700Probable protein phosphatase 2C 65 OS=Arabidopsis thaliana GN=At5g01700 PE=2 SV=127.30 0.00

TRINITY_DN45719_c0_g2sp|A6H8H5|KCNB2_MOUSEKcnb2 Potassium voltage-gated channel subfamily B member 2 OS=Mus musculus GN=Kcnb2 PE=1 SV=227.30 0.00

TRINITY_DN46770_c1_g6sp|B1H1P9|PPAL_XENLAacp2 Lysosomal acid phosphatase OS=Xenopus laevis GN=acp2 PE=2 SV=127.30 0.00

TRINITY_DN47004_c0_g4sp|Q54KG3|VPS51_DICDIvps51 Vacuolar protein sorting-associated protein 51 homolog OS=Dictyostelium discoideum GN=vps51 PE=3 SV=127.30 0.00

TRINITY_DN47805_c1_g5sp|P51871|CP4F6_RATCyp4f6 Cytochrome P450 4F6 OS=Rattus norvegicus GN=Cyp4f6 PE=2 SV=127.30 0.00

TRINITY_DN48292_c0_g1sp|Q10SX7|GT31_ORYSJOs03g0107900Probable glucuronosyltransferase Os03g0107900 OS=Oryza sativa subsp. japonica GN=Os03g0107900 PE=2 SV=127.30 0.00



TRINITY_DN49613_c1_g2sp|Q55DW4|ABCG1_DICDIabcG1 ABC transporter G family member 1 OS=Dictyostelium discoideum GN=abcG1 PE=3 SV=127.30 0.00

TRINITY_DN50644_c0_g1sp|Q6NMM8|F8H_ARATHF8H Probable glucuronoxylan glucuronosyltransferase F8H OS=Arabidopsis thaliana GN=F8H PE=2 SV=127.30 0.00

TRINITY_DN51212_c1_g2sp|P34446|PAT2_CAEELpat-2 Integrin alpha pat-2 OS=Caenorhabditis elegans GN=pat-2 PE=1 SV=127.30 0.00

TRINITY_DN51984_c0_g1sp|Q01668|CAC1D_HUMANCACNA1D Voltage-dependent L-type calcium channel subunit alpha-1D OS=Homo sapiens GN=CACNA1D PE=1 SV=227.30 0.00

TRINITY_DN52336_c1_g1sp|Q3S2U6|MOKB_MONPImokB Lovastatin diketide synthase mokB OS=Monascus pilosus GN=mokB PE=1 SV=127.30 0.00

TRINITY_DN13574_c0_g1sp|O49377|VA711_ARATHVAMP711 Vesicle-associated membrane protein 711 OS=Arabidopsis thaliana GN=VAMP711 PE=1 SV=227.20 0.00

TRINITY_DN30842_c0_g2sp|Q07465|RNI_AERHY- Ribonuclease OS=Aeromonas hydrophila PE=1 SV=127.20 0.00

TRINITY_DN32302_c0_g1sp|Q07889|SOS1_HUMANSOS1 Son of sevenless homolog 1 OS=Homo sapiens GN=SOS1 PE=1 SV=127.20 0.00

TRINITY_DN35492_c0_g1sp|Q86YF9|DZIP1_HUMANDZIP1 Zinc finger protein DZIP1 OS=Homo sapiens GN=DZIP1 PE=1 SV=127.20 0.00

TRINITY_DN35704_c0_g3sp|Q54RI9|XPOT_DICDIxpot Exportin-T OS=Dictyostelium discoideum GN=xpot PE=3 SV=127.20 0.00

TRINITY_DN36105_c0_g1sp|Q54FE6|MCFS_DICDImcfS Mitochondrial substrate carrier family protein S OS=Dictyostelium discoideum GN=mcfS PE=3 SV=127.20 0.00

TRINITY_DN36379_c0_g3sp|O69853|Y6023_STRCOSCO6023 Exopolysaccharide phosphotransferase SCO6023 OS=Streptomyces coelicolor (strain ATCC BAA-471 / A3(2) / M145) GN=SCO6023 PE=3 SV=127.20 0.00

TRINITY_DN38654_c0_g1sp|Q07527|TRM3_YEASTTRM3 tRNA (guanosine(18)-2'-O)-methyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRM3 PE=1 SV=127.20 0.00

TRINITY_DN38830_c0_g6sp|O75688|PPM1B_HUMANPPM1B Protein phosphatase 1B OS=Homo sapiens GN=PPM1B PE=1 SV=127.20 0.00

TRINITY_DN39972_c0_g6sp|Q8LPQ5|BTS_ARATHBTS Zinc finger protein BRUTUS OS=Arabidopsis thaliana GN=BTS PE=1 SV=127.20 0.00

TRINITY_DN42642_c0_g1sp|Q8BMB3|IF4E2_MOUSEEif4e2 Eukaryotic translation initiation factor 4E type 2 OS=Mus musculus GN=Eif4e2 PE=1 SV=127.20 0.00

TRINITY_DN43087_c0_g1sp|Q9LX74|EXOS5_ARATHRRP46 Exosome complex exonuclease RRP46 homolog OS=Arabidopsis thaliana GN=RRP46 PE=2 SV=127.20 0.00

TRINITY_DN44595_c0_g6sp|Q8LEV3|Y2060_ARATHAt2g30600/At2g30610BTB/POZ domain-containing protein At2g30600 OS=Arabidopsis thaliana GN=At2g30600/At2g30610 PE=2 SV=127.20 0.00

TRINITY_DN44706_c0_g3sp|Q653P0|KOR1_ORYSJOs06g0250600Potassium channel KOR1 OS=Oryza sativa subsp. japonica GN=Os06g0250600 PE=2 SV=127.20 0.00

TRINITY_DN44816_c0_g2sp|A4TNP2|BETA_YERPPbetA Oxygen-dependent choline dehydrogenase OS=Yersinia pestis (strain Pestoides F) GN=betA PE=3 SV=127.20 0.00

TRINITY_DN45356_c0_g6sp|Q8VYJ1|MENE_ARATHAAE14 2-succinylbenzoate--CoA ligase, chloroplastic/peroxisomal OS=Arabidopsis thaliana GN=AAE14 PE=1 SV=127.20 0.00

TRINITY_DN45485_c0_g1sp|Q6L5F5|IMCE_ORYSJIMCE Probable isoprenylcysteine alpha-carbonyl methylesterase ICME OS=Oryza sativa subsp. japonica GN=IMCE PE=2 SV=127.20 0.00

TRINITY_DN45826_c1_g4sp|Q8FTH8|THIED_COREFthiED Thiamine biosynthesis multifunctional protein ThiED OS=Corynebacterium efficiens (strain DSM 44549 / YS-314 / AJ 12310 / JCM 11189 / NBRC 100395) GN=thiED PE=3 SV=127.20 0.00

TRINITY_DN47486_c0_g3sp|Q9FPR3|EDR1_ARATHEDR1 Serine/threonine-protein kinase EDR1 OS=Arabidopsis thaliana GN=EDR1 PE=1 SV=127.20 0.00

TRINITY_DN47772_c0_g1sp|Q9WVC0|SEPT7_RATSept7 Septin-7 OS=Rattus norvegicus GN=Sept7 PE=1 SV=127.20 0.00

TRINITY_DN48090_c0_g5sp|Q969X1|LFG3_HUMANTMBIM1 Protein lifeguard 3 OS=Homo sapiens GN=TMBIM1 PE=1 SV=227.20 0.00

TRINITY_DN48103_c0_g1sp|Q8H1U5|APC2_ARATHAPC2 Anaphase-promoting complex subunit 2 OS=Arabidopsis thaliana GN=APC2 PE=1 SV=127.20 0.00

TRINITY_DN48409_c0_g6sp|Q6PDI5|ECM29_MOUSEEcm29 Proteasome-associated protein ECM29 homolog OS=Mus musculus GN=Ecm29 PE=1 SV=327.20 0.00

TRINITY_DN48591_c0_g1sp|Q9Y2H1|ST38L_HUMANSTK38L Serine/threonine-protein kinase 38-like OS=Homo sapiens GN=STK38L PE=1 SV=327.20 0.00

TRINITY_DN49357_c0_g2sp|Q91ZT5|FGD4_MOUSEFgd4 FYVE, RhoGEF and PH domain-containing protein 4 OS=Mus musculus GN=Fgd4 PE=1 SV=127.20 0.00

TRINITY_DN49560_c1_g2sp|P20936|RASA1_HUMANRASA1 Ras GTPase-activating protein 1 OS=Homo sapiens GN=RASA1 PE=1 SV=127.20 0.00

TRINITY_DN50514_c2_g2sp|Q0VCF9|LSM12_BOVINLSM12 Protein LSM12 homolog OS=Bos taurus GN=LSM12 PE=2 SV=227.20 0.00

TRINITY_DN52260_c1_g1sp|C8YR32|LOXH1_MOUSELoxhd1 Lipoxygenase homology domain-containing protein 1 OS=Mus musculus GN=Loxhd1 PE=2 SV=127.20 0.00

TRINITY_DN19677_c0_g1sp|Q54C94|GEFF_DICDIgefF Ras guanine nucleotide exchange factor F OS=Dictyostelium discoideum GN=gefF PE=2 SV=127.10 0.00

TRINITY_DN30436_c0_g1sp|Q9AWK2|CML11_ORYSJCML11 Probable calcium-binding protein CML11 OS=Oryza sativa subsp. japonica GN=CML11 PE=2 SV=127.10 0.00

TRINITY_DN33649_c0_g1sp|Q8LEV3|Y2060_ARATHAt2g30600/At2g30610BTB/POZ domain-containing protein At2g30600 OS=Arabidopsis thaliana GN=At2g30600/At2g30610 PE=2 SV=127.10 0.00

TRINITY_DN34158_c0_g7sp|Q25452|CAC1M_MUSDO- Muscle calcium channel subunit alpha-1 OS=Musca domestica PE=2 SV=127.10 0.00

TRINITY_DN34781_c0_g1sp|Q4P9T3|CCR4_USTMACCR4 Glucose-repressible alcohol dehydrogenase transcriptional effector OS=Ustilago maydis (strain 521 / FGSC 9021) GN=CCR4 PE=3 SV=127.10 0.00

TRINITY_DN34989_c0_g2sp|Q9P3U4|HEL1_SCHPOdbl4 E3 ubiquitin-protein ligase dbl4 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=dbl4 PE=3 SV=127.10 0.00

TRINITY_DN36284_c0_g12sp|P28584|TRK2_YEASTTRK2 Low-affinity potassium transport protein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TRK2 PE=1 SV=127.10 0.00

TRINITY_DN36499_c0_g4sp|Q66HD2|KLH36_RATKlhl36 Kelch-like protein 36 OS=Rattus norvegicus GN=Klhl36 PE=2 SV=127.10 0.00

TRINITY_DN36650_c0_g4sp|Q1ZXH8|GXCDD_DICDIgxcDD Guanine exchange factor for Rac 30 OS=Dictyostelium discoideum GN=gxcDD PE=3 SV=327.10 0.00

TRINITY_DN37209_c0_g1sp|Q869Z0|Y5025_DICDIDDB_G0275025Putative protein disulfide-isomerase DDB_G0275025 OS=Dictyostelium discoideum GN=DDB_G0275025 PE=1 SV=127.10 0.00

TRINITY_DN37651_c0_g5sp|Q9D7R7|PEPC_MOUSEPgc Gastricsin OS=Mus musculus GN=Pgc PE=2 SV=127.10 0.00

TRINITY_DN37806_c0_g7sp|O75131|CPNE3_HUMANCPNE3 Copine-3 OS=Homo sapiens GN=CPNE3 PE=1 SV=127.10 0.00

TRINITY_DN37891_c0_g1sp|Q06528|DNRK_STRPEdnrK Carminomycin 4-O-methyltransferase DnrK OS=Streptomyces peucetius GN=dnrK PE=1 SV=227.10 0.00

TRINITY_DN38352_c1_g4sp|P10978|POLX_TOBAC- Retrovirus-related Pol polyprotein from transposon TNT 1-94 OS=Nicotiana tabacum PE=2 SV=127.10 0.00

TRINITY_DN38694_c0_g1sp|A6H7H7|FBX3_BOVINFBXO3 F-box only protein 3 OS=Bos taurus GN=FBXO3 PE=2 SV=127.10 0.00

TRINITY_DN38826_c0_g8sp|Q6F6R1|DNAJ_ACIADdnaJ Chaperone protein DnaJ OS=Acinetobacter baylyi (strain ATCC 33305 / BD413 / ADP1) GN=dnaJ PE=3 SV=127.10 0.00

TRINITY_DN39263_c0_g1sp|Q7XJL2|GLR31_ARATHGLR3.1 Glutamate receptor 3.1 OS=Arabidopsis thaliana GN=GLR3.1 PE=2 SV=227.10 0.00

TRINITY_DN39730_c0_g3sp|Q54GD8|PX24C_DICDIDDB_G0290223PXMP2/4 family protein 3 OS=Dictyostelium discoideum GN=DDB_G0290223 PE=3 SV=127.10 0.00

TRINITY_DN40827_c1_g2sp|Q9FF12|GSXL9_ARATHAt5g07800Flavin-containing monooxygenase FMO GS-OX-like 9 OS=Arabidopsis thaliana GN=At5g07800 PE=2 SV=127.10 0.00

TRINITY_DN40964_c1_g6sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=227.10 0.00

TRINITY_DN42370_c0_g3sp|Q9UID3|VPS51_HUMANVPS51 Vacuolar protein sorting-associated protein 51 homolog OS=Homo sapiens GN=VPS51 PE=1 SV=227.10 0.00

TRINITY_DN43495_c0_g3sp|Q555V7|VID27_DICDIDDB_G0274813VID27-like protein OS=Dictyostelium discoideum GN=DDB_G0274813 PE=3 SV=127.10 0.00

TRINITY_DN43802_c0_g1sp|Q8GUM5|NICA_ARATHAt3g52640/At3g52650Nicastrin OS=Arabidopsis thaliana GN=At3g52640/At3g52650 PE=2 SV=127.10 0.00



TRINITY_DN44554_c0_g1sp|Q96NJ5|KLH32_HUMANKLHL32 Kelch-like protein 32 OS=Homo sapiens GN=KLHL32 PE=2 SV=227.10 0.00

TRINITY_DN44802_c0_g1sp|Q5WY16|KMO_LEGPLkmo Kynurenine 3-monooxygenase OS=Legionella pneumophila (strain Lens) GN=kmo PE=3 SV=127.10 0.00

TRINITY_DN45915_c0_g2sp|O94545|KA113_SCHPOkap113 Importin beta-like protein kap113 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=kap113 PE=3 SV=127.10 0.00

TRINITY_DN47110_c1_g4sp|Q2WGJ9|FR1L6_HUMANFER1L6 Fer-1-like protein 6 OS=Homo sapiens GN=FER1L6 PE=2 SV=227.10 0.00

TRINITY_DN47963_c0_g2sp|P80025|PERL_BOVINLPO Lactoperoxidase OS=Bos taurus GN=LPO PE=1 SV=127.10 0.00

TRINITY_DN48320_c1_g6sp|Q54HR6|PSF1_DICDIgins1 Probable DNA replication complex GINS protein PSF1 OS=Dictyostelium discoideum GN=gins1 PE=3 SV=127.10 0.00

TRINITY_DN48774_c0_g7sp|Q9SZG0|HHP4_ARATHHHP4 Heptahelical transmembrane protein 4 OS=Arabidopsis thaliana GN=HHP4 PE=2 SV=127.10 0.00

TRINITY_DN50222_c1_g2sp|Q5JM04|KAT3_ORYSJOs01g0756700Potassium channel KAT3 OS=Oryza sativa subsp. japonica GN=Os01g0756700 PE=2 SV=127.10 0.00

TRINITY_DN50478_c2_g1sp|Q99K82|SMOX_MOUSESmox Spermine oxidase OS=Mus musculus GN=Smox PE=1 SV=127.10 0.00

TRINITY_DN50523_c0_g1sp|Q6P0B1|CELF2_DANREcelf2 CUGBP Elav-like family member 2 OS=Danio rerio GN=celf2 PE=2 SV=127.10 0.00

TRINITY_DN50531_c0_g1sp|Q940X9|LRP1A_ARATHLARP1A La-related protein 1A OS=Arabidopsis thaliana GN=LARP1A PE=1 SV=127.10 0.00

TRINITY_DN50907_c0_g1sp|Q9LTT9|VCR_ARATHVCR Varicose-related protein OS=Arabidopsis thaliana GN=VCR PE=2 SV=127.10 0.00

TRINITY_DN51841_c0_g5sp|Q8BW94|DYH3_MOUSEDnah3 Dynein heavy chain 3, axonemal OS=Mus musculus GN=Dnah3 PE=1 SV=227.10 0.00

TRINITY_DN16310_c0_g1sp|Q9P775|YBEG_SCHPOSPBC1711.16Uncharacterized WD repeat-containing protein C17D11.16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC1711.16 PE=1 SV=127.00 0.00

TRINITY_DN35686_c0_g1sp|Q6ICX4|PTBP3_ARATHAt1g43190Polypyrimidine tract-binding protein homolog 3 OS=Arabidopsis thaliana GN=At1g43190 PE=2 SV=127.00 0.00

TRINITY_DN36485_c0_g3sp|A2YFR6|OHK1_ORYSIHK1 Probable histidine kinase 1 OS=Oryza sativa subsp. indica GN=HK1 PE=3 SV=127.00 0.00

TRINITY_DN36804_c0_g2sp|Q38WK3|ATPA_LACSSatpA ATP synthase subunit alpha OS=Lactobacillus sakei subsp. sakei (strain 23K) GN=atpA PE=3 SV=127.00 0.00

TRINITY_DN37157_c0_g3sp|Q6NW85|ARI1L_DANREarih1l E3 ubiquitin-protein ligase arih1l OS=Danio rerio GN=arih1l PE=2 SV=127.00 0.00

TRINITY_DN37385_c0_g3sp|Q9C107|MCL1_SCHPOmcl1 Minichromosome loss protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mcl1 PE=1 SV=127.00 0.00

TRINITY_DN37411_c0_g8sp|Q96PP9|GBP4_HUMANGBP4 Guanylate-binding protein 4 OS=Homo sapiens GN=GBP4 PE=2 SV=227.00 0.00

TRINITY_DN37513_c0_g1sp|O54699|S29A2_RATSlc29a2 Equilibrative nucleoside transporter 2 OS=Rattus norvegicus GN=Slc29a2 PE=2 SV=127.00 0.00

TRINITY_DN37563_c0_g4sp|Q4V8V1|BM1LA_DANREbrms1la Breast cancer metastasis-suppressor 1-like protein-A OS=Danio rerio GN=brms1la PE=2 SV=127.00 0.00

TRINITY_DN37705_c0_g12sp|Q8H0T4|UPL2_ARATHUPL2 E3 ubiquitin-protein ligase UPL2 OS=Arabidopsis thaliana GN=UPL2 PE=1 SV=327.00 0.00

TRINITY_DN37896_c0_g1sp|Q84MD8|FHYRK_ARATHFHY Bifunctional riboflavin kinase/FMN phosphatase OS=Arabidopsis thaliana GN=FHY PE=1 SV=127.00 0.00

TRINITY_DN38121_c1_g5sp|P87177|YB1C_SCHPOSPBC3D6.12Uncharacterized WD repeat-containing protein C3D6.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC3D6.12 PE=1 SV=127.00 0.00

TRINITY_DN38251_c1_g4sp|Q6A329|SUC6_ARATHSUC6 Putative sucrose transport protein SUC6 OS=Arabidopsis thaliana GN=SUC6 PE=5 SV=227.00 0.00

TRINITY_DN39163_c0_g2sp|O82353|ATL67_ARATHATL67 RING-H2 finger protein ATL67 OS=Arabidopsis thaliana GN=ATL67 PE=2 SV=127.00 0.00

TRINITY_DN39287_c0_g2sp|A2VE54|UN93A_BOVINUNC93A Protein unc-93 homolog A OS=Bos taurus GN=UNC93A PE=2 SV=127.00 0.00

TRINITY_DN39311_c1_g3sp|Q8LBF7|SWET7_ARATHSWEET7 Bidirectional sugar transporter SWEET7 OS=Arabidopsis thaliana GN=SWEET7 PE=1 SV=127.00 0.00

TRINITY_DN39825_c1_g5sp|Q0P5D8|NSUN3_BOVINNSUN3 Putative methyltransferase NSUN3 OS=Bos taurus GN=NSUN3 PE=2 SV=127.00 0.00

TRINITY_DN39920_c0_g5sp|Q8MYF1|Y2070_DICDIDDB_G0277449Probable serine/threonine-protein kinase DDB_G0277449 OS=Dictyostelium discoideum GN=DDB_G0277449 PE=3 SV=127.00 0.00

TRINITY_DN41319_c0_g1sp|Q9SRH9|SNL1_ARATHSNL1 Paired amphipathic helix protein Sin3-like 1 OS=Arabidopsis thaliana GN=SNL1 PE=1 SV=227.00 0.00

TRINITY_DN41672_c0_g5sp|P0DL09|DRC1_CHLREDRC1 Dynein regulatory complex protein 1 OS=Chlamydomonas reinhardtii GN=DRC1 PE=1 SV=127.00 0.00

TRINITY_DN42364_c0_g4sp|P21827|RCC1_YEASTSRM1 Guanine nucleotide exchange factor SRM1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SRM1 PE=1 SV=127.00 0.00

TRINITY_DN43008_c0_g3sp|Q9Y259|CHKB_HUMANCHKB Choline/ethanolamine kinase OS=Homo sapiens GN=CHKB PE=1 SV=327.00 0.00

TRINITY_DN43893_c0_g2sp|Q9CQF9|PCYOX_MOUSEPcyox1 Prenylcysteine oxidase OS=Mus musculus GN=Pcyox1 PE=1 SV=127.00 0.00

TRINITY_DN44340_c1_g4sp|Q5ZID5|UBP28_CHICKUSP28 Ubiquitin carboxyl-terminal hydrolase 28 OS=Gallus gallus GN=USP28 PE=2 SV=127.00 0.00

TRINITY_DN46030_c0_g2sp|Q641W7|TTLL9_RATTtll9 Probable tubulin polyglutamylase TTLL9 OS=Rattus norvegicus GN=Ttll9 PE=2 SV=127.00 0.00

TRINITY_DN46770_c1_g1sp|P00793|PEPA_CHICKPGA Pepsin A OS=Gallus gallus GN=PGA PE=1 SV=127.00 0.00

TRINITY_DN48887_c0_g2sp|Q9SLF3|TC132_ARATHTOC132 Translocase of chloroplast 132, chloroplastic OS=Arabidopsis thaliana GN=TOC132 PE=1 SV=127.00 0.00

TRINITY_DN49003_c0_g4sp|Q5UQA6|ADPRM_MIMIVMIMI_L543Putative ADP-ribosyl glycohydrolase L543 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_L543 PE=3 SV=127.00 0.00

TRINITY_DN50615_c0_g1sp|F4IP69|MIP3_ARATHMIP3 Sec1 family domain-containing protein MIP3 OS=Arabidopsis thaliana GN=MIP3 PE=1 SV=127.00 0.00

TRINITY_DN51516_c0_g4sp|Q12697|YPK9_YEASTYPK9 Vacuolar cation-transporting ATPase YPK9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YPK9 PE=1 SV=127.00 0.00

TRINITY_DN51519_c0_g3sp|Q86WI1|PKHL1_HUMANPKHD1L1 Fibrocystin-L OS=Homo sapiens GN=PKHD1L1 PE=2 SV=227.00 0.00

TRINITY_DN28881_c0_g1sp|Q0WTF4|C81F3_ARATHCYP81F3 Cytochrome P450 81F3 OS=Arabidopsis thaliana GN=CYP81F3 PE=2 SV=126.90 0.00

TRINITY_DN31513_c0_g1sp|Q9W011|C4D20_DROMECyp4d20 Probable cytochrome P450 4d20 OS=Drosophila melanogaster GN=Cyp4d20 PE=3 SV=126.90 0.00

TRINITY_DN32987_c0_g1sp|O74422|YQ56_SCHPOSPCC162.06cUncharacterized protein C162.06c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC162.06c PE=3 SV=126.90 0.00

TRINITY_DN33644_c0_g5sp|Q3U0J8|TBD2B_MOUSETbc1d2b TBC1 domain family member 2B OS=Mus musculus GN=Tbc1d2b PE=1 SV=226.90 0.00

TRINITY_DN33915_c0_g5sp|Q08CS6|MOXD2_DANREmoxd2 DBH-like monooxygenase protein 2 homolog OS=Danio rerio GN=moxd2 PE=2 SV=226.90 0.00

TRINITY_DN35352_c0_g6sp|Q12981|SEC20_HUMANBNIP1 Vesicle transport protein SEC20 OS=Homo sapiens GN=BNIP1 PE=1 SV=326.90 0.00

TRINITY_DN35352_c0_g7sp|P25655|NOT1_YEASTCDC39 General negative regulator of transcription subunit 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CDC39 PE=1 SV=326.90 0.00

TRINITY_DN35846_c0_g5sp|Q68CZ2|TENS3_HUMANTNS3 Tensin-3 OS=Homo sapiens GN=TNS3 PE=1 SV=226.90 0.00

TRINITY_DN36176_c0_g4sp|Q700C2|SPL16_ARATHSPL16 Squamosa promoter-binding-like protein 16 OS=Arabidopsis thaliana GN=SPL16 PE=2 SV=226.90 0.00

TRINITY_DN36265_c0_g5sp|Q9M2S6|SDIR1_ARATHSDIR1 E3 ubiquitin-protein ligase SDIR1 OS=Arabidopsis thaliana GN=SDIR1 PE=1 SV=126.90 0.00

TRINITY_DN36446_c1_g4sp|Q6RCE1|IFT74_CHLREIFT74 Intraflagellar transport protein 74 OS=Chlamydomonas reinhardtii GN=IFT74 PE=1 SV=126.90 0.00

TRINITY_DN36487_c1_g1sp|Q86L51|RAPB_DICDIrapB Ras-related protein rapB OS=Dictyostelium discoideum GN=rapB PE=3 SV=126.90 0.00



TRINITY_DN36573_c0_g2sp|Q80VD1|FA98B_MOUSEFam98b Protein FAM98B OS=Mus musculus GN=Fam98b PE=1 SV=126.90 0.00

TRINITY_DN37204_c0_g3sp|P79401|CP3AT_PIGCYP3A29 Cytochrome P450 3A29 OS=Sus scrofa GN=CYP3A29 PE=2 SV=126.90 0.00

TRINITY_DN37378_c0_g1sp|Q1ZXD9|Y8017_DICDIDDB_G0288017Sphingomyelinase DDB_G0288017 OS=Dictyostelium discoideum GN=DDB_G0288017 PE=3 SV=126.90 0.00

TRINITY_DN37549_c0_g5sp|Q91XC9|PEX16_MOUSEPex16 Peroxisomal membrane protein PEX16 OS=Mus musculus GN=Pex16 PE=1 SV=226.90 0.00

TRINITY_DN37704_c0_g1sp|Q7LHG5|YI31B_YEASTTY3B-I Transposon Ty3-I Gag-Pol polyprotein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=TY3B-I PE=3 SV=226.90 0.00

TRINITY_DN38753_c0_g3sp|Q99MS0|S14L2_RATSec14l2 SEC14-like protein 2 OS=Rattus norvegicus GN=Sec14l2 PE=1 SV=126.90 0.00

TRINITY_DN38776_c0_g2sp|Q08D62|MAEL_XENTRmael Protein maelstrom homolog OS=Xenopus tropicalis GN=mael PE=2 SV=126.90 0.00

TRINITY_DN38887_c0_g1sp|Q54IS6|RTF2_DICDIrtfdc1 Protein RTF2 homolog OS=Dictyostelium discoideum GN=rtfdc1 PE=3 SV=126.90 0.00

TRINITY_DN39462_c0_g5sp|Q54ET6|ABPF_DICDIabpF Actin-binding protein F OS=Dictyostelium discoideum GN=abpF PE=1 SV=126.90 0.00

TRINITY_DN39535_c0_g5sp|Q7RRM4|TIP_PLAYOPY00695 T-cell immunomodulatory protein homolog OS=Plasmodium yoelii yoelii GN=PY00695 PE=3 SV=126.90 0.00

TRINITY_DN39550_c0_g2sp|Q61YG1|LMLN_CAEBRCBG03556Leishmanolysin-like peptidase OS=Caenorhabditis briggsae GN=CBG03556 PE=3 SV=226.90 0.00

TRINITY_DN40330_c0_g2sp|B6K6N3|MMM1_SCHJYmmm1 Maintenance of mitochondrial morphology protein 1 OS=Schizosaccharomyces japonicus (strain yFS275 / FY16936) GN=mmm1 PE=3 SV=226.90 0.00

TRINITY_DN40372_c1_g4sp|Q3T196|YIF1A_BOVINYIF1A Protein YIF1A OS=Bos taurus GN=YIF1A PE=2 SV=126.90 0.00

TRINITY_DN40518_c0_g1sp|Q9ST43|PH1_ARATHPH1 Pleckstrin homology domain-containing protein 1 OS=Arabidopsis thaliana GN=PH1 PE=2 SV=226.90 0.00

TRINITY_DN40547_c0_g3sp|B1AZA5|TM245_MOUSETmem245 Transmembrane protein 245 OS=Mus musculus GN=Tmem245 PE=1 SV=126.90 0.00

TRINITY_DN41480_c2_g1sp|B0U0U4|RLMKL_FRAP2rlmL Ribosomal RNA large subunit methyltransferase K/L OS=Francisella philomiragia subsp. philomiragia (strain ATCC 25017) GN=rlmL PE=3 SV=126.90 0.00

TRINITY_DN41836_c1_g3sp|P29320|EPHA3_HUMANEPHA3 Ephrin type-A receptor 3 OS=Homo sapiens GN=EPHA3 PE=1 SV=226.90 0.00

TRINITY_DN42329_c0_g1sp|A6VYJ6|DDL_MARMSddl D-alanine--D-alanine ligase OS=Marinomonas sp. (strain MWYL1) GN=ddl PE=3 SV=126.90 0.00

TRINITY_DN43540_c0_g2sp|Q7Z6J4|FGD2_HUMANFGD2 FYVE, RhoGEF and PH domain-containing protein 2 OS=Homo sapiens GN=FGD2 PE=1 SV=126.90 0.00

TRINITY_DN44469_c0_g1sp|Q8VZD4|DEG15_ARATHDEG15 Glyoxysomal processing protease, glyoxysomal OS=Arabidopsis thaliana GN=DEG15 PE=1 SV=226.90 0.00

TRINITY_DN44902_c0_g2sp|O55201|SPT5H_MOUSESupt5h Transcription elongation factor SPT5 OS=Mus musculus GN=Supt5h PE=1 SV=126.90 0.00

TRINITY_DN46422_c0_g3sp|Q15811|ITSN1_HUMANITSN1 Intersectin-1 OS=Homo sapiens GN=ITSN1 PE=1 SV=326.90 0.00

TRINITY_DN46531_c0_g1sp|P55189|YBAR_BACSUybaR Putative sulfate transporter YbaR OS=Bacillus subtilis (strain 168) GN=ybaR PE=3 SV=226.90 0.00

TRINITY_DN47148_c3_g1sp|Q16932|STX_APLCA- Syntaxin OS=Aplysia californica PE=2 SV=126.90 0.00

TRINITY_DN48750_c1_g9sp|Q4WZF1|MVP1_ASPFUmvp1 Sorting nexin mvp1 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=mvp1 PE=3 SV=126.90 0.00

TRINITY_DN50331_c0_g1sp|Q9FLY5|GNL1_ARATHGNL1 ARF guanine-nucleotide exchange factor GNL1 OS=Arabidopsis thaliana GN=GNL1 PE=3 SV=126.90 0.00

TRINITY_DN51722_c1_g1sp|Q08DJ7|AAR2_BOVINAAR2 Protein AAR2 homolog OS=Bos taurus GN=AAR2 PE=2 SV=126.90 0.00

TRINITY_DN23901_c0_g1sp|Q9H361|PABP3_HUMANPABPC3 Polyadenylate-binding protein 3 OS=Homo sapiens GN=PABPC3 PE=1 SV=226.80 0.00

TRINITY_DN33075_c0_g1sp|Q5HRM1|TRMHL_STAEQSERP0172Putative TrmH family tRNA/rRNA methyltransferase OS=Staphylococcus epidermidis (strain ATCC 35984 / RP62A) GN=SERP0172 PE=3 SV=126.80 0.00

TRINITY_DN34945_c0_g1sp|Q03829|YM39_YEASTYMR166C Uncharacterized mitochondrial carrier YMR166C OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=YMR166C PE=1 SV=126.80 0.00

TRINITY_DN36071_c0_g6sp|Q5BLD8|MT21A_DANREmettl21aProtein N-lysine methyltransferase METTL21A OS=Danio rerio GN=mettl21a PE=2 SV=126.80 0.00

TRINITY_DN36103_c0_g5sp|Q5AHA0|CHK1_CANALCHK1 Histidine protein kinase 1 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=CHK1 PE=2 SV=126.80 0.00

TRINITY_DN36542_c0_g12sp|Q2VQV9|CECR1_XENLAcecr1 Adenosine deaminase CECR1 OS=Xenopus laevis GN=cecr1 PE=1 SV=126.80 0.00

TRINITY_DN36827_c0_g1sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=126.80 0.00

TRINITY_DN36863_c0_g6sp|Q551A3|Y6689_DICDIDDB_G0276689Protein DDB_G0276689 OS=Dictyostelium discoideum GN=DDB_G0276689 PE=4 SV=226.80 0.00

TRINITY_DN38722_c0_g1sp|P87303|TFB2_SCHPOtfb2 RNA polymerase II transcription factor B subunit 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tfb2 PE=1 SV=226.80 0.00

TRINITY_DN38874_c0_g5sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=126.80 0.00

TRINITY_DN39155_c0_g1sp|Q9M8Z7|U80A2_ARATHUGT80A2 Sterol 3-beta-glucosyltransferase UGT80A2 OS=Arabidopsis thaliana GN=UGT80A2 PE=1 SV=126.80 0.00

TRINITY_DN39186_c0_g5sp|P83829|IFT81_RATIft81 Intraflagellar transport protein 81 homolog OS=Rattus norvegicus GN=Ift81 PE=2 SV=126.80 0.00

TRINITY_DN40122_c0_g9sp|Q55A09|Y9963_DICDIDDB_G0272254Probable serine/threonine-protein kinase DDB_G0272254 OS=Dictyostelium discoideum GN=DDB_G0272254 PE=3 SV=126.80 0.00

TRINITY_DN41275_c2_g7sp|Q8IYF3|TEX11_HUMANTEX11 Testis-expressed sequence 11 protein OS=Homo sapiens GN=TEX11 PE=1 SV=326.80 0.00

TRINITY_DN41833_c0_g1sp|Q08CS6|MOXD2_DANREmoxd2 DBH-like monooxygenase protein 2 homolog OS=Danio rerio GN=moxd2 PE=2 SV=226.80 0.00

TRINITY_DN43139_c0_g3sp|P09439|LOX2_SOYBNLOX1.2 Seed linoleate 9S-lipoxygenase-2 OS=Glycine max GN=LOX1.2 PE=2 SV=126.80 0.00

TRINITY_DN45438_c0_g1sp|Q6INI5|NOL11_XENLAnol11 Nucleolar protein 11 OS=Xenopus laevis GN=nol11 PE=2 SV=226.80 0.00

TRINITY_DN46082_c0_g6sp|O34525|SPPA_BACSUsppA Putative signal peptide peptidase SppA OS=Bacillus subtilis (strain 168) GN=sppA PE=1 SV=126.80 0.00

TRINITY_DN46118_c2_g2sp|O04034|CCX5_ARATHCCX5 Cation/calcium exchanger 5 OS=Arabidopsis thaliana GN=CCX5 PE=2 SV=126.80 0.00

TRINITY_DN47008_c0_g1sp|Q14CW9|AT7L3_HUMANATXN7L3 Ataxin-7-like protein 3 OS=Homo sapiens GN=ATXN7L3 PE=1 SV=126.80 0.00

TRINITY_DN47216_c0_g1sp|A4FID1|IOLG2_SACENiolG2 Inositol 2-dehydrogenase 2 OS=Saccharopolyspora erythraea (strain ATCC 11635 / DSM 40517 / JCM 4748 / NBRC 13426 / NCIMB 8594 / NRRL 2338) GN=iolG2 PE=3 SV=126.80 0.00

TRINITY_DN47734_c0_g7sp|Q2TBH7|RAB4A_BOVINRAB4A Ras-related protein Rab-4A OS=Bos taurus GN=RAB4A PE=2 SV=326.80 0.00

TRINITY_DN47782_c0_g1sp|Q96JG6|VPS50_HUMANVPS50 Syndetin OS=Homo sapiens GN=VPS50 PE=1 SV=326.80 0.00

TRINITY_DN48193_c0_g1sp|Q8N7A1|KLDC1_HUMANKLHDC1 Kelch domain-containing protein 1 OS=Homo sapiens GN=KLHDC1 PE=2 SV=226.80 0.00

TRINITY_DN49127_c1_g1sp|P30432|FUR2_DROMEFur2 Furin-like protease 2 OS=Drosophila melanogaster GN=Fur2 PE=2 SV=226.80 0.00

TRINITY_DN50233_c2_g1sp|Q28ES8|CTU2_XENTRctu2 Cytoplasmic tRNA 2-thiolation protein 2 OS=Xenopus tropicalis GN=ctu2 PE=2 SV=126.80 0.00

TRINITY_DN50474_c0_g8sp|Q891I1|GATA_CLOTEgatA Glutamyl-tRNA(Gln) amidotransferase subunit A OS=Clostridium tetani (strain Massachusetts / E88) GN=gatA PE=3 SV=126.80 0.00

TRINITY_DN50980_c0_g2sp|Q8IY21|DDX60_HUMANDDX60 Probable ATP-dependent RNA helicase DDX60 OS=Homo sapiens GN=DDX60 PE=1 SV=326.80 0.00

TRINITY_DN50986_c0_g8sp|Q9SP32|DCL1_ARATHDCL1 Endoribonuclease Dicer homolog 1 OS=Arabidopsis thaliana GN=DCL1 PE=1 SV=226.80 0.00



TRINITY_DN51567_c1_g1sp|P45701|MA1A1_RABITMAN1A1 Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA (Fragment) OS=Oryctolagus cuniculus GN=MAN1A1 PE=1 SV=126.80 0.00

TRINITY_DN52544_c5_g2sp|P08548|LIN1_NYCCO- LINE-1 reverse transcriptase homolog OS=Nycticebus coucang PE=3 SV=126.80 0.00

TRINITY_DN52625_c0_g1sp|P15798|MNCP_OXYFA- Macronuclear solute carrier homolog CR-MSC OS=Oxytricha fallax PE=3 SV=226.80 0.00

TRINITY_DN19341_c0_g2sp|B8H444|FTSH_CAUCNftsH ATP-dependent zinc metalloprotease FtsH OS=Caulobacter crescentus (strain NA1000 / CB15N) GN=ftsH PE=2 SV=126.70 0.00

TRINITY_DN25655_c0_g1sp|P34329|PDIA4_CAEELC14B9.2 Probable protein disulfide-isomerase A4 OS=Caenorhabditis elegans GN=C14B9.2 PE=3 SV=226.70 0.00

TRINITY_DN28369_c0_g2sp|P27823|PEPAF_RABIT- Pepsin F OS=Oryctolagus cuniculus PE=2 SV=126.70 0.00

TRINITY_DN28759_c0_g1sp|Q4P622|MKAR_USTMAUMAG_04441Very-long-chain 3-oxoacyl-CoA reductase OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_04441 PE=3 SV=126.70 0.00

TRINITY_DN30228_c1_g2sp|A1A697|OHK5_ORYSJHK5 Probable histidine kinase 5 OS=Oryza sativa subsp. japonica GN=HK5 PE=2 SV=126.70 0.00

TRINITY_DN33324_c0_g1sp|P41838|RAE1_SCHPOrae1 Poly(A)+ RNA export protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rae1 PE=1 SV=126.70 0.00

TRINITY_DN34009_c0_g1sp|B0Y384|GMT_ASPFCgmt1 GDP-mannose transporter OS=Neosartorya fumigata (strain CEA10 / CBS 144.89 / FGSC A1163) GN=gmt1 PE=3 SV=126.70 0.00

TRINITY_DN36720_c0_g6sp|P51870|CP4F5_RATCyp4f5 Cytochrome P450 4F5 OS=Rattus norvegicus GN=Cyp4f5 PE=2 SV=126.70 0.00

TRINITY_DN36720_c0_g9sp|Q9VYY4|C4G15_DROMECyp4g15 Cytochrome P450 4g15 OS=Drosophila melanogaster GN=Cyp4g15 PE=2 SV=126.70 0.00

TRINITY_DN37995_c0_g6sp|F4IRR2|SAD2_ARATHSAD2 Importin beta-like SAD2 OS=Arabidopsis thaliana GN=SAD2 PE=1 SV=126.70 0.00

TRINITY_DN41297_c0_g6sp|Q9P999|XYLS_SULSOxylS Alpha-xylosidase OS=Sulfolobus solfataricus (strain ATCC 35092 / DSM 1617 / JCM 11322 / P2) GN=xylS PE=1 SV=126.70 0.00

TRINITY_DN42442_c0_g8sp|A8IUG5|CFA99_CHLRECFAP99 Cilia- and flagella-associated protein 99 OS=Chlamydomonas reinhardtii GN=CFAP99 PE=1 SV=126.70 0.00

TRINITY_DN42822_c0_g5sp|Q9C510|PPA6_ARATHPAP6 Purple acid phosphatase 6 OS=Arabidopsis thaliana GN=PAP6 PE=2 SV=126.70 0.00

TRINITY_DN43428_c0_g1sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=126.70 0.00

TRINITY_DN44383_c1_g2sp|Q8R1L4|ERD23_MOUSEKdelr3 ER lumen protein-retaining receptor 3 OS=Mus musculus GN=Kdelr3 PE=1 SV=126.70 0.00

TRINITY_DN44932_c1_g1sp|Q54WK1|Y9609_DICDIDDB_G0279609Putative actin-fragmin kinase DDB_G0279609 OS=Dictyostelium discoideum GN=DDB_G0279609 PE=3 SV=126.70 0.00

TRINITY_DN45205_c0_g3sp|Q4U2R1|HERC2_MOUSEHerc2 E3 ubiquitin-protein ligase HERC2 OS=Mus musculus GN=Herc2 PE=1 SV=326.70 0.00

TRINITY_DN45367_c0_g1sp|Q4PE39|SEC23_USTMASEC23 Protein transport protein SEC23 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=SEC23 PE=3 SV=126.70 0.00

TRINITY_DN45720_c0_g2sp|Q70CQ2|UBP34_HUMANUSP34 Ubiquitin carboxyl-terminal hydrolase 34 OS=Homo sapiens GN=USP34 PE=1 SV=226.70 0.00

TRINITY_DN46054_c1_g4sp|P33990|SQHC_ZYMMOshc Squalene--hopene cyclase OS=Zymomonas mobilis subsp. mobilis (strain ATCC 31821 / ZM4 / CP4) GN=shc PE=3 SV=226.70 0.00

TRINITY_DN48899_c0_g1sp|O43301|HS12A_HUMANHSPA12A Heat shock 70 kDa protein 12A OS=Homo sapiens GN=HSPA12A PE=1 SV=226.70 0.00

TRINITY_DN49204_c0_g3sp|P31228|OXDD_BOVINDDO D-aspartate oxidase OS=Bos taurus GN=DDO PE=1 SV=226.70 0.00

TRINITY_DN49831_c0_g3sp|Q6GYP7|RGPA1_MOUSERalgapa1Ral GTPase-activating protein subunit alpha-1 OS=Mus musculus GN=Ralgapa1 PE=1 SV=126.70 0.00

TRINITY_DN50889_c4_g4sp|Q93VK5|LUT5_ARATHCYP97A3 Protein LUTEIN DEFICIENT 5, chloroplastic OS=Arabidopsis thaliana GN=CYP97A3 PE=1 SV=126.70 0.00

TRINITY_DN52372_c2_g1sp|O94296|YOOC_SCHPOSPBC887.12Probable phospholipid-transporting ATPase C887.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC887.12 PE=3 SV=126.70 0.00

TRINITY_DN29198_c0_g1sp|Q612A4|VATC_CAEBRvha-11 V-type proton ATPase subunit C OS=Caenorhabditis briggsae GN=vha-11 PE=3 SV=126.60 0.00

TRINITY_DN34120_c0_g1sp|Q9LZD3|E70A1_ARATHEXO70A1 Exocyst complex component EXO70A1 OS=Arabidopsis thaliana GN=EXO70A1 PE=1 SV=126.60 0.00

TRINITY_DN35507_c0_g1sp|A7RFT2|CD123_NEMVEcdc123 Cell division cycle protein 123 homolog OS=Nematostella vectensis GN=cdc123 PE=3 SV=126.60 0.00

TRINITY_DN36403_c1_g3sp|Q22498|COPG_CAEELT14G10.5Probable coatomer subunit gamma OS=Caenorhabditis elegans GN=T14G10.5 PE=3 SV=126.60 0.00

TRINITY_DN36540_c2_g6sp|P0CE95|TALA1_DICDItalA Talin-A OS=Dictyostelium discoideum GN=talA PE=1 SV=126.60 0.00

TRINITY_DN36807_c1_g2sp|P22147|XRN1_YEASTXRN1 5'-3' exoribonuclease 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=XRN1 PE=1 SV=126.60 0.00

TRINITY_DN38843_c0_g3sp|O59666|ATU2_SCHPOccc2 Copper-transporting ATPase ccc2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ccc2 PE=3 SV=126.60 0.00

TRINITY_DN38996_c0_g5sp|Q3ZBQ0|SIR5_BOVINSIRT5 NAD-dependent protein deacylase sirtuin-5, mitochondrial OS=Bos taurus GN=SIRT5 PE=2 SV=126.60 0.00

TRINITY_DN41072_c0_g1sp|Q91WR3|ASCC2_MOUSEAscc2 Activating signal cointegrator 1 complex subunit 2 OS=Mus musculus GN=Ascc2 PE=1 SV=126.60 0.00

TRINITY_DN42332_c0_g1sp|Q8K382|DEN1A_MOUSEDennd1a DENN domain-containing protein 1A OS=Mus musculus GN=Dennd1a PE=1 SV=226.60 0.00

TRINITY_DN44231_c0_g8sp|Q9SYK4|IP5PD_ARATHIP5P13 Type I inositol polyphosphate 5-phosphatase 13 OS=Arabidopsis thaliana GN=IP5P13 PE=1 SV=126.60 0.00

TRINITY_DN44620_c1_g1sp|Q0WVW7|RQL5_ARATHRECQL5 ATP-dependent DNA helicase Q-like 5 OS=Arabidopsis thaliana GN=RECQL5 PE=2 SV=226.60 0.00

TRINITY_DN44656_c0_g4sp|Q54C94|GEFF_DICDIgefF Ras guanine nucleotide exchange factor F OS=Dictyostelium discoideum GN=gefF PE=2 SV=126.60 0.00

TRINITY_DN45245_c0_g3sp|Q6DFJ9|CCNJ_XENLAccnj Cyclin-J OS=Xenopus laevis GN=ccnj PE=2 SV=126.60 0.00

TRINITY_DN45902_c0_g2sp|Q6RKB1|CAR_NOCIOcar Carboxylic acid reductase OS=Nocardia iowensis GN=car PE=1 SV=126.60 0.00

TRINITY_DN46420_c0_g1sp|Q05196|PABP5_ARATHPAB5 Polyadenylate-binding protein 5 OS=Arabidopsis thaliana GN=PAB5 PE=1 SV=326.60 0.00

TRINITY_DN46610_c0_g1sp|Q99LJ7|RCBT2_MOUSERcbtb2 RCC1 and BTB domain-containing protein 2 OS=Mus musculus GN=Rcbtb2 PE=2 SV=126.60 0.00

TRINITY_DN46967_c0_g2sp|B7SIW2|XYNC_PHACHxynC Endo-1,4-beta-xylanase C OS=Phanerochaete chrysosporium GN=xynC PE=1 SV=126.60 0.00

TRINITY_DN47108_c1_g6sp|Q5KZE8|NPD2_GEOKAcobB2 NAD-dependent protein deacetylase 2 OS=Geobacillus kaustophilus (strain HTA426) GN=cobB2 PE=3 SV=126.60 0.00

TRINITY_DN47705_c1_g1sp|Q10332|YBMA_SCHPOSPBC582.10cUncharacterized ATP-dependent helicase C582.10c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC582.10c PE=1 SV=126.60 0.00

TRINITY_DN48127_c0_g1sp|O94431|EGT2_SCHPOegt2 Hercynylcysteine sulfoxide lyase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=egt2 PE=3 SV=126.60 0.00

TRINITY_DN48130_c1_g4sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=126.60 0.00

TRINITY_DN49466_c0_g6sp|Q54H45|DRKB_DICDIdrkB Probable serine/threonine-protein kinase drkB OS=Dictyostelium discoideum GN=drkB PE=3 SV=126.60 0.00

TRINITY_DN49471_c0_g1sp|Q8IS15|GEFI_DICDIgefI Ras guanine nucleotide exchange factor I OS=Dictyostelium discoideum GN=gefI PE=2 SV=126.60 0.00

TRINITY_DN50737_c0_g1sp|Q38998|AKT1_ARATHAKT1 Potassium channel AKT1 OS=Arabidopsis thaliana GN=AKT1 PE=1 SV=226.60 0.00

TRINITY_DN52078_c1_g3sp|Q9AJN6|TREZ_ARTRMtreZ Malto-oligosyltrehalose trehalohydrolase OS=Arthrobacter ramosus GN=treZ PE=3 SV=126.60 0.00

TRINITY_DN33515_c0_g1sp|Q54B20|SDHF2_DICDIDDB_G0293946Succinate dehydrogenase assembly factor 2, mitochondrial OS=Dictyostelium discoideum GN=DDB_G0293946 PE=3 SV=126.50 0.00

TRINITY_DN34690_c0_g3sp|Q18905|CGP1_CAEELcgp-1 GTP-binding protein cgp-1 OS=Caenorhabditis elegans GN=cgp-1 PE=2 SV=226.50 0.00



TRINITY_DN34700_c0_g3sp|B3TP03|CTR2_CHICKSLC7A2 Cationic amino acid transporter 2 OS=Gallus gallus GN=SLC7A2 PE=2 SV=126.50 0.00

TRINITY_DN34813_c0_g2sp|Q91WC0|SETD3_MOUSESetd3 Histone-lysine N-methyltransferase setd3 OS=Mus musculus GN=Setd3 PE=1 SV=126.50 0.00

TRINITY_DN35157_c0_g1sp|Q7M3S9|RNGB_DICDIrngB RING finger protein B OS=Dictyostelium discoideum GN=rngB PE=2 SV=226.50 0.00

TRINITY_DN35175_c0_g1sp|Q966Y3|JNK_SUBDOJNK Stress-activated protein kinase JNK OS=Suberites domuncula GN=JNK PE=2 SV=126.50 0.00

TRINITY_DN35700_c0_g1sp|Q00689|GP63_LEIGUgp63 Leishmanolysin OS=Leishmania guyanensis GN=gp63 PE=2 SV=126.50 0.00

TRINITY_DN36540_c2_g7sp|Q8T6J5|ABCA2_DICDIabcA2 ABC transporter A family member 2 OS=Dictyostelium discoideum GN=abcA2 PE=3 SV=126.50 0.00

TRINITY_DN36553_c0_g1sp|Q9LUC5|C7A15_ARATHCYP72A15Cytochrome P450 72A15 OS=Arabidopsis thaliana GN=CYP72A15 PE=2 SV=126.50 0.00

TRINITY_DN36571_c0_g5sp|Q8EL95|MT36_OCEIHOB3336 Putative modification methylase OB3336 OS=Oceanobacillus iheyensis (strain DSM 14371 / CIP 107618 / JCM 11309 / KCTC 3954 / HTE831) GN=OB3336 PE=3 SV=126.50 0.00

TRINITY_DN36972_c0_g7sp|O96009|NAPSA_HUMANNAPSA Napsin-A OS=Homo sapiens GN=NAPSA PE=1 SV=126.50 0.00

TRINITY_DN37243_c0_g2sp|Q9D2H2|KAD7_MOUSEAk7 Adenylate kinase 7 OS=Mus musculus GN=Ak7 PE=1 SV=126.50 0.00

TRINITY_DN38264_c0_g1sp|P47125|I23O_YEASTBNA2 Indoleamine 2,3-dioxygenase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BNA2 PE=1 SV=126.50 0.00

TRINITY_DN38468_c0_g2sp|Q9CX00|IST1_MOUSEIst1 IST1 homolog OS=Mus musculus GN=Ist1 PE=1 SV=126.50 0.00

TRINITY_DN40250_c1_g1sp|P39173|YEAD_ECOLIyeaD Putative glucose-6-phosphate 1-epimerase OS=Escherichia coli (strain K12) GN=yeaD PE=1 SV=226.50 0.00

TRINITY_DN40483_c0_g1sp|B0R0W9|TBC8B_DANREtbc1d8b TBC1 domain family member 8B OS=Danio rerio GN=tbc1d8b PE=3 SV=126.50 0.00

TRINITY_DN40507_c0_g2sp|Q00689|GP63_LEIGUgp63 Leishmanolysin OS=Leishmania guyanensis GN=gp63 PE=2 SV=126.50 0.00

TRINITY_DN42749_c0_g4sp|Q8RWY6|CLASP_ARATHCLASP CLIP-associated protein OS=Arabidopsis thaliana GN=CLASP PE=1 SV=126.50 0.00

TRINITY_DN42778_c1_g4sp|O74393|MAK5_SCHPOmak5 ATP-dependent RNA helicase mak5 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=mak5 PE=1 SV=126.50 0.00

TRINITY_DN43612_c0_g5sp|Q54CI8|DC1L1_DICDIdync1li1Cytoplasmic dynein 1 light intermediate chain 1 OS=Dictyostelium discoideum GN=dync1li1 PE=3 SV=126.50 0.00

TRINITY_DN43814_c1_g3sp|P27398|CAND_DROMEsol Calpain-D OS=Drosophila melanogaster GN=sol PE=1 SV=226.50 0.00

TRINITY_DN45619_c0_g4sp|Q55E58|PATS1_DICDIpats1 Probable serine/threonine-protein kinase pats1 OS=Dictyostelium discoideum GN=pats1 PE=3 SV=126.50 0.00

TRINITY_DN45850_c1_g3sp|F4J5S1|CLU_ARATHFMT Clustered mitochondria protein OS=Arabidopsis thaliana GN=FMT PE=2 SV=126.50 0.00

TRINITY_DN46396_c1_g6sp|O60136|YNS5_SCHPOSPBC18H10.05Uncharacterized WD repeat-containing protein C18H10.05 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC18H10.05 PE=3 SV=126.50 0.00

TRINITY_DN47698_c0_g3sp|Q9UTL9|YIV5_SCHPOSPAC144.05Uncharacterized ATP-dependent helicase C144.05 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC144.05 PE=3 SV=126.50 0.00

TRINITY_DN47972_c0_g1sp|Q55E13|ZPR1_DICDIzpr1 Zinc finger protein ZPR1 homolog OS=Dictyostelium discoideum GN=zpr1 PE=3 SV=126.50 0.00

TRINITY_DN47982_c0_g3sp|Q4G2J5|DER12_MAIZEDER1.2 Derlin-1.2 OS=Zea mays GN=DER1.2 PE=2 SV=126.50 0.00

TRINITY_DN48632_c0_g2sp|Q6NXM2|RCBT1_MOUSERcbtb1 RCC1 and BTB domain-containing protein 1 OS=Mus musculus GN=Rcbtb1 PE=2 SV=126.50 0.00

TRINITY_DN49675_c0_g2sp|F4IQJ2|ELP5_ARATHELP5 Elongator complex protein 5 OS=Arabidopsis thaliana GN=ELP5 PE=1 SV=126.50 0.00

TRINITY_DN50707_c0_g1sp|P04146|COPIA_DROMEGIP Copia protein OS=Drosophila melanogaster GN=GIP PE=1 SV=326.50 0.00

TRINITY_DN14129_c0_g1sp|Q8K0H1|S47A1_MOUSESlc47a1 Multidrug and toxin extrusion protein 1 OS=Mus musculus GN=Slc47a1 PE=1 SV=226.40 0.00

TRINITY_DN25473_c0_g1sp|P39057|DYHC_HELCR- Dynein beta chain, ciliary OS=Heliocidaris crassispina PE=1 SV=126.40 0.00

TRINITY_DN29206_c0_g3sp|O94284|HMT2_SCHPOhmt2 Sulfide:quinone oxidoreductase, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hmt2 PE=3 SV=126.40 0.00

TRINITY_DN34102_c0_g7sp|P24860|CCNB1_MOUSECcnb1 G2/mitotic-specific cyclin-B1 OS=Mus musculus GN=Ccnb1 PE=1 SV=326.40 0.00

TRINITY_DN34243_c0_g1sp|P26216|PGLR1_MAIZEPG1 Exopolygalacturonase OS=Zea mays GN=PG1 PE=1 SV=126.40 0.00

TRINITY_DN34264_c0_g1sp|B4F6I3|AIFM2_XENTRaifm2 Apoptosis-inducing factor 2 OS=Xenopus tropicalis GN=aifm2 PE=2 SV=126.40 0.00

TRINITY_DN34768_c0_g1sp|A1D3V8|SDS23_NEOFIsds23 Protein sds23 OS=Neosartorya fischeri (strain ATCC 1020 / DSM 3700 / CBS 544.65 / FGSC A1164 / JCM 1740 / NRRL 181 / WB 181) GN=sds23 PE=3 SV=126.40 0.00

TRINITY_DN35355_c0_g1sp|O66677|PTH_AQUAEpth Peptidyl-tRNA hydrolase OS=Aquifex aeolicus (strain VF5) GN=pth PE=3 SV=126.40 0.00

TRINITY_DN35717_c1_g9sp|P33279|E2AK1_RABITEIF2AK1 Eukaryotic translation initiation factor 2-alpha kinase 1 OS=Oryctolagus cuniculus GN=EIF2AK1 PE=1 SV=126.40 0.00

TRINITY_DN36378_c0_g6sp|Q9P7W9|RNP1_SCHPOSPBC1703.01cProbable ribonuclease P protein subunit 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC1703.01c PE=3 SV=226.40 0.00

TRINITY_DN37064_c0_g7sp|Q9PT84|KCNH6_CHICKKCNH6 Potassium voltage-gated channel subfamily H member 6 OS=Gallus gallus GN=KCNH6 PE=2 SV=226.40 0.00

TRINITY_DN37103_c0_g1sp|Q92834|RPGR_HUMANRPGR X-linked retinitis pigmentosa GTPase regulator OS=Homo sapiens GN=RPGR PE=1 SV=226.40 0.00

TRINITY_DN37181_c0_g1sp|P20050|HOP1_YEASTHOP1 Meiosis-specific protein HOP1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=HOP1 PE=1 SV=226.40 0.00

TRINITY_DN38490_c0_g2sp|O28550|Y1724_ARCFUAF_1724 Uncharacterized protein AF_1724 OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_1724 PE=3 SV=126.40 0.00

TRINITY_DN38863_c1_g5sp|P19593|RDPO_ACUOB- Probable reverse transcriptase OS=Acutodesmus obliquus PE=3 SV=126.40 0.00

TRINITY_DN39090_c0_g1sp|Q91ZH7|ABHD3_MOUSEAbhd3 Phospholipase ABHD3 OS=Mus musculus GN=Abhd3 PE=1 SV=126.40 0.00

TRINITY_DN39230_c0_g1sp|A2RB71|SDS23_ASPNCsds23 Protein sds23 OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=sds23 PE=3 SV=126.40 0.00

TRINITY_DN39794_c0_g1sp|Q9D6J1|CERS4_MOUSECers4 Ceramide synthase 4 OS=Mus musculus GN=Cers4 PE=1 SV=126.40 0.00

TRINITY_DN39838_c1_g7sp|Q7F0J0|CML13_ORYSJCML13 Probable calcium-binding protein CML13 OS=Oryza sativa subsp. japonica GN=CML13 PE=2 SV=126.40 0.00

TRINITY_DN40098_c1_g2sp|P35817|BDF1_YEASTBDF1 Bromodomain-containing factor 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=BDF1 PE=1 SV=326.40 0.00

TRINITY_DN40658_c0_g2sp|Q9SVG0|ANTL2_ARATHAt4g38250Amino acid transporter ANTL2 OS=Arabidopsis thaliana GN=At4g38250 PE=1 SV=126.40 0.00

TRINITY_DN41240_c1_g5sp|Q503G8|S38A6_DANREslc38a6 Probable sodium-coupled neutral amino acid transporter 6 OS=Danio rerio GN=slc38a6 PE=2 SV=126.40 0.00

TRINITY_DN42771_c0_g7sp|Q8CFB4|GBP5_MOUSEGbp5 Guanylate-binding protein 5 OS=Mus musculus GN=Gbp5 PE=1 SV=226.40 0.00

TRINITY_DN45386_c1_g2sp|Q4UML9|Y338_RICFERF_0338 Uncharacterized zinc protease RF_0338 OS=Rickettsia felis (strain ATCC VR-1525 / URRWXCal2) GN=RF_0338 PE=3 SV=126.40 0.00

TRINITY_DN45396_c0_g2sp|Q08BV2|TYW5_DANREtyw5 tRNA wybutosine-synthesizing protein 5 OS=Danio rerio GN=tyw5 PE=2 SV=126.40 0.00

TRINITY_DN45625_c0_g2sp|Q2YDW2|MSTO1_MOUSEMsto1 Protein misato homolog 1 OS=Mus musculus GN=Msto1 PE=1 SV=126.40 0.00

TRINITY_DN28273_c0_g1sp|O60041|CALM_KLULACMD1 Calmodulin OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=CMD1 PE=1 SV=126.30 0.00

TRINITY_DN36712_c1_g3sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=126.30 0.00



TRINITY_DN36737_c0_g2sp|B4PR18|NOL6_DROYAMat89Ba Nucleolar protein 6 OS=Drosophila yakuba GN=Mat89Ba PE=3 SV=126.30 0.00

TRINITY_DN36814_c0_g3sp|Q54S52|Y2801_DICDIDDB_G0282801Protein PIEZO homolog OS=Dictyostelium discoideum GN=DDB_G0282801 PE=3 SV=126.30 0.00

TRINITY_DN37024_c0_g1sp|P21304|PWP1_YEASTPWP1 Periodic tryptophan protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PWP1 PE=1 SV=126.30 0.00

TRINITY_DN37445_c0_g3sp|Q2TBL4|RPC3_BOVINPOLR3C DNA-directed RNA polymerase III subunit RPC3 OS=Bos taurus GN=POLR3C PE=2 SV=126.30 0.00

TRINITY_DN37940_c0_g1sp|Q9USU9|TOA1_SCHPOtoa1 Transcription initiation factor IIA large subunit OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=toa1 PE=1 SV=126.30 0.00

TRINITY_DN38136_c1_g3sp|Q9LFE0|DOT2_ARATHDOT2 SART-1 family protein DOT2 OS=Arabidopsis thaliana GN=DOT2 PE=1 SV=126.30 0.00

TRINITY_DN38647_c0_g4sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=126.30 0.00

TRINITY_DN38903_c0_g4sp|Q5F3D7|UTP15_CHICKUTP15 U3 small nucleolar RNA-associated protein 15 homolog OS=Gallus gallus GN=UTP15 PE=2 SV=126.30 0.00

TRINITY_DN40026_c1_g7sp|Q6ZUG5|YC006_HUMAN- Uncharacterized protein FLJ43738 OS=Homo sapiens PE=2 SV=126.30 0.00

TRINITY_DN40246_c0_g1sp|F4I2H7|TPX2_ARATHTPX2 Protein TPX2 OS=Arabidopsis thaliana GN=TPX2 PE=1 SV=126.30 0.00

TRINITY_DN40500_c0_g2sp|Q9Y6K0|CEPT1_HUMANCEPT1 Choline/ethanolaminephosphotransferase 1 OS=Homo sapiens GN=CEPT1 PE=1 SV=126.30 0.00

TRINITY_DN40933_c0_g1sp|Q39231|SUC2_ARATHSUC2 Sucrose transport protein SUC2 OS=Arabidopsis thaliana GN=SUC2 PE=1 SV=226.30 0.00

TRINITY_DN41306_c0_g2sp|O57321|EAA1_AMBTISLC1A3 Excitatory amino acid transporter 1 OS=Ambystoma tigrinum GN=SLC1A3 PE=2 SV=126.30 0.00

TRINITY_DN41413_c0_g1sp|Q8BKU8|TM87B_MOUSETmem87b Transmembrane protein 87B OS=Mus musculus GN=Tmem87b PE=2 SV=126.30 0.00

TRINITY_DN42355_c0_g3sp|B3P3K2|PDE6_DROERPde6 cGMP-specific 3',5'-cyclic phosphodiesterase OS=Drosophila erecta GN=Pde6 PE=3 SV=126.30 0.00

TRINITY_DN43616_c0_g4sp|Q6CSV3|PABP_KLULAPAB1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=PAB1 PE=3 SV=126.30 0.00

TRINITY_DN43899_c0_g3sp|A7XDQ9|B3GTK_ARATHGALT2 Hydroxyproline O-galactosyltransferase GALT2 OS=Arabidopsis thaliana GN=GALT2 PE=1 SV=126.30 0.00

TRINITY_DN44865_c0_g1sp|Q8T498|GAP2_DROMECG42684 Probable Ras GTPase-activating protein OS=Drosophila melanogaster GN=CG42684 PE=1 SV=326.30 0.00

TRINITY_DN44867_c0_g4sp|Q54DE8|PSNB_DICDIpsenB Presenilin-B OS=Dictyostelium discoideum GN=psenB PE=3 SV=126.30 0.00

TRINITY_DN45963_c0_g1sp|A0JMY4|BBOF1_XENLAccdc176 Basal body-orientation factor 1 OS=Xenopus laevis GN=ccdc176 PE=2 SV=126.30 0.00

TRINITY_DN47417_c0_g4sp|Q8BHD0|RB39A_MOUSERab39a Ras-related protein Rab-39A OS=Mus musculus GN=Rab39a PE=1 SV=126.30 0.00

TRINITY_DN47847_c0_g1sp|Q8UVK2|SPT6H_DANREsupt6h Transcription elongation factor SPT6 OS=Danio rerio GN=supt6h PE=1 SV=126.30 0.00

TRINITY_DN48832_c0_g4sp|F4J158|DTX24_ARATHDTX24 Protein DETOXIFICATION 24 OS=Arabidopsis thaliana GN=DTX24 PE=2 SV=126.30 0.00

TRINITY_DN49645_c0_g2sp|Q20748|ATAD3_CAEELatad-3 ATPase family AAA domain-containing protein 3 OS=Caenorhabditis elegans GN=atad-3 PE=3 SV=226.30 0.00

TRINITY_DN49716_c0_g1sp|P27678|PEPA4_MACFUPGA Pepsin A-4 OS=Macaca fuscata fuscata GN=PGA PE=1 SV=126.30 0.00

TRINITY_DN50616_c1_g1sp|Q01772|GLOX_PHACHGLX Aldehyde oxidase GLOX OS=Phanerochaete chrysosporium GN=GLX PE=1 SV=126.30 0.00

TRINITY_DN51002_c1_g2sp|Q9C9L0|CUL3B_ARATHCUL3B Cullin-3B OS=Arabidopsis thaliana GN=CUL3B PE=1 SV=126.30 0.00

TRINITY_DN51773_c0_g2sp|P26599|PTBP1_HUMANPTBP1 Polypyrimidine tract-binding protein 1 OS=Homo sapiens GN=PTBP1 PE=1 SV=126.30 0.00

TRINITY_DN27310_c0_g1sp|B8M9K0|TROPI_TALSNtropI Hydrolase tropI OS=Talaromyces stipitatus (strain ATCC 10500 / CBS 375.48 / QM 6759 / NRRL 1006) GN=tropI PE=3 SV=126.20 0.00

TRINITY_DN28909_c0_g1sp|B4EZU5|HSCB_PROMHhscB Co-chaperone protein HscB OS=Proteus mirabilis (strain HI4320) GN=hscB PE=3 SV=126.20 0.00

TRINITY_DN31783_c0_g1sp|Q75AH6|AGC1_ASHGOAGC1 Mitochondrial aspartate-glutamate transporter AGC1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=AGC1 PE=3 SV=226.20 0.00

TRINITY_DN32110_c0_g2sp|Q2YDR3|IMPA3_DANREimpad1 Inositol monophosphatase 3 OS=Danio rerio GN=impad1 PE=2 SV=126.20 0.00

TRINITY_DN33570_c0_g1sp|A8JF70|ODA1_CHLREODA1 Outer dynein arm protein 1 OS=Chlamydomonas reinhardtii GN=ODA1 PE=1 SV=126.20 0.00

TRINITY_DN33830_c0_g2sp|Q9SXE1|GSOX3_ARATHFMOGS-OX3Flavin-containing monooxygenase FMO GS-OX3 OS=Arabidopsis thaliana GN=FMOGS-OX3 PE=2 SV=126.20 0.00

TRINITY_DN35797_c0_g1sp|Q6GQN0|CEP41_DANREcep41 Centrosomal protein of 41 kDa OS=Danio rerio GN=cep41 PE=2 SV=126.20 0.00

TRINITY_DN3597_c0_g1sp|Q38873|CDPK7_ARATHCPK7 Calcium-dependent protein kinase 7 OS=Arabidopsis thaliana GN=CPK7 PE=2 SV=126.20 0.00

TRINITY_DN36982_c0_g3sp|Q15582|BGH3_HUMANTGFBI Transforming growth factor-beta-induced protein ig-h3 OS=Homo sapiens GN=TGFBI PE=1 SV=126.20 0.00

TRINITY_DN37603_c0_g2sp|F4KBW6|NU205_ARATHNUP205 Nuclear pore complex protein NUP205 OS=Arabidopsis thaliana GN=NUP205 PE=1 SV=126.20 0.00

TRINITY_DN37619_c0_g2sp|Q9W701|CLCKB_XENLAclcnkb Chloride channel protein ClC-Kb OS=Xenopus laevis GN=clcnkb PE=1 SV=126.20 0.00

TRINITY_DN38795_c2_g6sp|O94481|TFC5_SCHPObdp1 Transcription factor TFIIIB component B'' OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=bdp1 PE=3 SV=226.20 0.00

TRINITY_DN38841_c0_g2sp|Q8QG78|NCOR1_XENLAncor1 Nuclear receptor corepressor 1 OS=Xenopus laevis GN=ncor1 PE=1 SV=126.20 0.00

TRINITY_DN39483_c0_g2sp|Q23917|PDE2_DICDIregA 3',5'-cyclic-nucleotide phosphodiesterase regA OS=Dictyostelium discoideum GN=regA PE=1 SV=126.20 0.00

TRINITY_DN40650_c0_g3sp|P33731|SRP72_CANLFSRP72 Signal recognition particle subunit SRP72 OS=Canis lupus familiaris GN=SRP72 PE=1 SV=326.20 0.00

TRINITY_DN42091_c0_g1sp|Q6DJ13|ZN830_XENTRznf830 Zinc finger protein 830 OS=Xenopus tropicalis GN=znf830 PE=2 SV=126.20 0.00

TRINITY_DN42340_c0_g1sp|P51380|YCF21_PORPUycf21 Uncharacterized protein ycf21 OS=Porphyra purpurea GN=ycf21 PE=3 SV=126.20 0.00

TRINITY_DN42512_c0_g3sp|Q925Q3|NCKX6_MOUSESlc8b1 Sodium/potassium/calcium exchanger 6, mitochondrial OS=Mus musculus GN=Slc8b1 PE=2 SV=226.20 0.00

TRINITY_DN42583_c0_g2sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=226.20 0.00

TRINITY_DN43436_c0_g4sp|Q10MW6|DJC27_ORYSJERDJ3A DnaJ protein ERDJ3A OS=Oryza sativa subsp. japonica GN=ERDJ3A PE=1 SV=226.20 0.00

TRINITY_DN43861_c0_g1sp|Q9NYV6|RRN3_HUMANRRN3 RNA polymerase I-specific transcription initiation factor RRN3 OS=Homo sapiens GN=RRN3 PE=1 SV=126.20 0.00

TRINITY_DN44030_c0_g3sp|Q43846|SSY3_SOLTUSS3 Soluble starch synthase 3, chloroplastic/amyloplastic OS=Solanum tuberosum GN=SS3 PE=1 SV=126.20 0.00

TRINITY_DN44754_c1_g6sp|Q9ZVD0|SRRT_ARATHSE Serrate RNA effector molecule OS=Arabidopsis thaliana GN=SE PE=1 SV=226.20 0.00

TRINITY_DN45768_c0_g1sp|Q922D4|PP6R3_MOUSEPpp6r3 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Mus musculus GN=Ppp6r3 PE=1 SV=126.20 0.00

TRINITY_DN46082_c0_g3sp|Q81ZZ2|UBIG_NITEUubiG Ubiquinone biosynthesis O-methyltransferase OS=Nitrosomonas europaea (strain ATCC 19718 / CIP 103999 / KCTC 2705 / NBRC 14298) GN=ubiG PE=3 SV=126.20 0.00

TRINITY_DN46088_c0_g4sp|C1F026|PCP_BACC3pcp Pyrrolidone-carboxylate peptidase OS=Bacillus cereus (strain 03BB102) GN=pcp PE=3 SV=126.20 0.00

TRINITY_DN48215_c0_g3sp|Q9FYG4|GLOX1_ARATHGLOX1 Aldehyde oxidase GLOX1 OS=Arabidopsis thaliana GN=GLOX1 PE=2 SV=126.20 0.00

TRINITY_DN49220_c0_g1sp|Q19459|GSLG1_CAEELF14E5.2 Golgi apparatus protein 1 homolog OS=Caenorhabditis elegans GN=F14E5.2 PE=1 SV=126.20 0.00



TRINITY_DN49320_c0_g2sp|Q9Y4B4|ARIP4_HUMANRAD54L2 Helicase ARIP4 OS=Homo sapiens GN=RAD54L2 PE=1 SV=426.20 0.00

TRINITY_DN49908_c1_g1sp|P94535|GLCD_BACSUglcD Glycolate oxidase subunit GlcD OS=Bacillus subtilis (strain 168) GN=glcD PE=3 SV=126.20 0.00

TRINITY_DN50691_c0_g1sp|Q8CFE4|SCYL2_MOUSEScyl2 SCY1-like protein 2 OS=Mus musculus GN=Scyl2 PE=1 SV=126.20 0.00

TRINITY_DN50729_c1_g1sp|Q7ZYA0|LMBD2_XENLAlmbrd2 LMBR1 domain-containing protein 2 OS=Xenopus laevis GN=lmbrd2 PE=2 SV=126.20 0.00

TRINITY_DN51730_c1_g1sp|Q8IWG1|WDR63_HUMANWDR63 WD repeat-containing protein 63 OS=Homo sapiens GN=WDR63 PE=2 SV=126.20 0.00

TRINITY_DN29756_c0_g1sp|P27584|GPA1_SCHPOgpa1 Guanine nucleotide-binding protein alpha-1 subunit OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gpa1 PE=3 SV=426.10 0.00

TRINITY_DN34091_c0_g1sp|Q86X45|TILB_HUMANLRRC6 Protein tilB homolog OS=Homo sapiens GN=LRRC6 PE=1 SV=326.10 0.00

TRINITY_DN36284_c0_g10sp|Q9H2H9|S38A1_HUMANSLC38A1 Sodium-coupled neutral amino acid transporter 1 OS=Homo sapiens GN=SLC38A1 PE=1 SV=126.10 0.00

TRINITY_DN38123_c0_g1sp|Q8CI78|RMND1_MOUSERmnd1 Required for meiotic nuclear division protein 1 homolog OS=Mus musculus GN=Rmnd1 PE=1 SV=126.10 0.00

TRINITY_DN41167_c0_g1sp|P40997|MCE1_SCHPOceg1 mRNA-capping enzyme subunit alpha OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ceg1 PE=1 SV=126.10 0.00

TRINITY_DN42985_c1_g6sp|Q9SRS9|CHIP_ARATHCHIP E3 ubiquitin-protein ligase CHIP OS=Arabidopsis thaliana GN=CHIP PE=1 SV=126.10 0.00

TRINITY_DN43339_c0_g6sp|Q29AK2|LMLN_DROPSGA17800 Leishmanolysin-like peptidase OS=Drosophila pseudoobscura pseudoobscura GN=GA17800 PE=3 SV=126.10 0.00

TRINITY_DN43401_c1_g3sp|Q5ZHV2|NAA35_CHICKNAA35 N-alpha-acetyltransferase 35, NatC auxiliary subunit OS=Gallus gallus GN=NAA35 PE=2 SV=126.10 0.00

TRINITY_DN43440_c1_g9sp|A8ZNS4|ATPA2_ACAM1atpA2 ATP synthase subunit alpha 2 OS=Acaryochloris marina (strain MBIC 11017) GN=atpA2 PE=3 SV=126.10 0.00

TRINITY_DN43862_c0_g2sp|Q8LJT8|TKI1_ARATHTKI1 TSL-kinase interacting protein 1 OS=Arabidopsis thaliana GN=TKI1 PE=1 SV=226.10 0.00

TRINITY_DN43960_c0_g1sp|Q9UBU9|NXF1_HUMANNXF1 Nuclear RNA export factor 1 OS=Homo sapiens GN=NXF1 PE=1 SV=126.10 0.00

TRINITY_DN44200_c0_g1sp|Q6CUE1|SDS23_KLULASDS23 Protein SDS23 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=SDS23 PE=3 SV=126.10 0.00

TRINITY_DN44637_c0_g1sp|P55192|YBBA_BACSUybbA Uncharacterized protein YbbA OS=Bacillus subtilis (strain 168) GN=ybbA PE=2 SV=326.10 0.00

TRINITY_DN45941_c0_g1sp|Q8KGF9|Y009_CHLTECT0009 Uncharacterized RNA methyltransferase CT0009 OS=Chlorobium tepidum (strain ATCC 49652 / DSM 12025 / NBRC 103806 / TLS) GN=CT0009 PE=3 SV=126.10 0.00

TRINITY_DN46125_c0_g14sp|P75430|MTHFS_MYCPNMPN_348 5-formyltetrahydrofolate cyclo-ligase OS=Mycoplasma pneumoniae (strain ATCC 29342 / M129) GN=MPN_348 PE=1 SV=126.10 0.00

TRINITY_DN46167_c0_g5sp|Q8IUH5|ZDH17_HUMANZDHHC17 Palmitoyltransferase ZDHHC17 OS=Homo sapiens GN=ZDHHC17 PE=1 SV=226.10 0.00

TRINITY_DN47085_c0_g1sp|Q94BP0|SLK2_ARATHSLK2 Probable transcriptional regulator SLK2 OS=Arabidopsis thaliana GN=SLK2 PE=1 SV=126.10 0.00

TRINITY_DN47795_c0_g4sp|Q54L53|GRLD_DICDIgrlD Metabotropic glutamate receptor-like protein D OS=Dictyostelium discoideum GN=grlD PE=2 SV=126.10 0.00

TRINITY_DN48047_c1_g1sp|Q3KPT3|TSSC1_XENLAtssc1 Protein TSSC1 OS=Xenopus laevis GN=tssc1 PE=2 SV=126.10 0.00

TRINITY_DN49783_c0_g2sp|G4SLH0|TTN1_CAEELttn-1 Titin homolog OS=Caenorhabditis elegans GN=ttn-1 PE=1 SV=226.10 0.00

TRINITY_DN50759_c1_g2sp|Q02979|GDE1_YEASTGDE1 Glycerophosphodiester phosphodiesterase GDE1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=GDE1 PE=1 SV=126.10 0.00

TRINITY_DN51200_c0_g1sp|P0CM51|BST1_CRYNBBST1 GPI inositol-deacylase OS=Cryptococcus neoformans var. neoformans serotype D (strain B-3501A) GN=BST1 PE=3 SV=126.10 0.00

TRINITY_DN16483_c0_g2sp|P57057|G6PT2_HUMANSLC37A1 Glucose-6-phosphate exchanger SLC37A1 OS=Homo sapiens GN=SLC37A1 PE=2 SV=226.00 0.00

TRINITY_DN33512_c0_g1sp|P12759|RSP3_CHLRERSP3 Flagellar radial spoke protein 3 OS=Chlamydomonas reinhardtii GN=RSP3 PE=3 SV=126.00 0.00

TRINITY_DN33771_c0_g1sp|Q81JH1|YIDC2_BACANyidC2 Membrane protein insertase YidC 2 OS=Bacillus anthracis GN=yidC2 PE=3 SV=126.00 0.00

TRINITY_DN34176_c0_g1sp|Q9P7Q8|PMO25_SCHPOpmo25 Mo25-like protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pmo25 PE=3 SV=126.00 0.00

TRINITY_DN34189_c0_g1sp|Q55E45|MCFE_DICDImcfE Mitochondrial substrate carrier family protein E OS=Dictyostelium discoideum GN=mcfE PE=3 SV=126.00 0.00

TRINITY_DN34200_c0_g1sp|Q8BSA9|TYW3_MOUSETyw3 tRNA wybutosine-synthesizing protein 3 homolog OS=Mus musculus GN=Tyw3 PE=1 SV=126.00 0.00

TRINITY_DN34958_c0_g2sp|O44408|KGB1_CAEELkgb-1 GLH-binding kinase 1 OS=Caenorhabditis elegans GN=kgb-1 PE=1 SV=226.00 0.00

TRINITY_DN35406_c0_g8sp|Q949Z1|PGLR4_ARATHAt1g48100Polygalacturonase At1g48100 OS=Arabidopsis thaliana GN=At1g48100 PE=2 SV=126.00 0.00

TRINITY_DN35899_c0_g1sp|P71082|YGAD_BACSUygaD Putative multidrug export ATP-binding/permease protein YgaD OS=Bacillus subtilis (strain 168) GN=ygaD PE=3 SV=226.00 0.00

TRINITY_DN37325_c0_g2sp|Q75J93|CPAS1_DICDIcpras1 Circularly permutated Ras protein 1 OS=Dictyostelium discoideum GN=cpras1 PE=3 SV=126.00 0.00

TRINITY_DN37531_c0_g4sp|O34525|SPPA_BACSUsppA Putative signal peptide peptidase SppA OS=Bacillus subtilis (strain 168) GN=sppA PE=1 SV=126.00 0.00

TRINITY_DN37994_c0_g3sp|Q96JC1|VPS39_HUMANVPS39 Vam6/Vps39-like protein OS=Homo sapiens GN=VPS39 PE=1 SV=226.00 0.00

TRINITY_DN38610_c0_g1sp|O44400|F37C4_CAEELF37C4.5 Protein F37C4.5 OS=Caenorhabditis elegans GN=F37C4.5 PE=1 SV=326.00 0.00

TRINITY_DN38705_c0_g2sp|Q7M3S9|RNGB_DICDIrngB RING finger protein B OS=Dictyostelium discoideum GN=rngB PE=2 SV=226.00 0.00

TRINITY_DN38884_c0_g3sp|P26675|SOS_DROMESos Protein son of sevenless OS=Drosophila melanogaster GN=Sos PE=1 SV=226.00 0.00

TRINITY_DN39092_c0_g1sp|Q95VZ3|CARML_DICDIcarmil Protein CARMIL OS=Dictyostelium discoideum GN=carmil PE=1 SV=126.00 0.00

TRINITY_DN39130_c0_g2sp|Q68Y21|GRID2_DANREgrid2 Glutamate receptor ionotropic, delta-2 OS=Danio rerio GN=grid2 PE=2 SV=126.00 0.00

TRINITY_DN40191_c0_g1sp|Q28FF3|MFS7A_XENTRmfsd7-A Major facilitator superfamily domain-containing protein 7-a OS=Xenopus tropicalis GN=mfsd7-A PE=2 SV=126.00 0.00

TRINITY_DN40676_c0_g4sp|P78318|IGBP1_HUMANIGBP1 Immunoglobulin-binding protein 1 OS=Homo sapiens GN=IGBP1 PE=1 SV=126.00 0.00

TRINITY_DN40898_c0_g3sp|Q9SR13|FLK_ARATHFLK Flowering locus K homology domain OS=Arabidopsis thaliana GN=FLK PE=1 SV=126.00 0.00

TRINITY_DN42017_c0_g2sp|Q8IS20|GEFC_DICDIgefC Ras guanine nucleotide exchange factor C OS=Dictyostelium discoideum GN=gefC PE=2 SV=126.00 0.00

TRINITY_DN42056_c0_g4sp|Q9TVU5|RAB1_THEPArab1 Ras-related protein Rab-1 OS=Theileria parva GN=rab1 PE=1 SV=126.00 0.00

TRINITY_DN43588_c1_g5sp|F4J5S1|CLU_ARATHFMT Clustered mitochondria protein OS=Arabidopsis thaliana GN=FMT PE=2 SV=126.00 0.00

TRINITY_DN44707_c0_g6sp|Q3KQG9|PPAT_XENLAacpt Testicular acid phosphatase homolog OS=Xenopus laevis GN=acpt PE=2 SV=126.00 0.00

TRINITY_DN44745_c0_g6sp|Q5JWR5|DOP1_HUMANDOPEY1 Protein dopey-1 OS=Homo sapiens GN=DOPEY1 PE=2 SV=126.00 0.00

TRINITY_DN44995_c0_g2sp|Q8LBF7|SWET7_ARATHSWEET7 Bidirectional sugar transporter SWEET7 OS=Arabidopsis thaliana GN=SWEET7 PE=1 SV=126.00 0.00

TRINITY_DN45260_c0_g7sp|Q9RBG5|ABSAA_ALCSPabsAa 2-aminobenzenesulfonate 2,3-dioxygenase subunit alpha OS=Alcaligenes sp. GN=absAa PE=1 SV=226.00 0.00

TRINITY_DN46327_c0_g2sp|Q9P2M4|TBC14_HUMANTBC1D14 TBC1 domain family member 14 OS=Homo sapiens GN=TBC1D14 PE=1 SV=326.00 0.00

TRINITY_DN46422_c0_g2sp|O60232|SSA27_HUMANSSSCA1 Sjoegren syndrome/scleroderma autoantigen 1 OS=Homo sapiens GN=SSSCA1 PE=1 SV=126.00 0.00



TRINITY_DN47426_c0_g1sp|Q5VQQ5|CDPK2_ORYSJCPK2 Calcium-dependent protein kinase 2 OS=Oryza sativa subsp. japonica GN=CPK2 PE=2 SV=126.00 0.00

TRINITY_DN47797_c0_g3sp|Q24278|CNGA_DROMECngA Cyclic nucleotide-gated cation channel subunit A OS=Drosophila melanogaster GN=CngA PE=2 SV=226.00 0.00

TRINITY_DN47834_c0_g1sp|Q8L7U7|ACDH_ARATHAt4g39670ACD11 homolog protein OS=Arabidopsis thaliana GN=At4g39670 PE=2 SV=126.00 0.00

TRINITY_DN47985_c0_g1sp|Q94A27|SAC2_ARATHSAC2 Phosphoinositide phosphatase SAC2 OS=Arabidopsis thaliana GN=SAC2 PE=2 SV=126.00 0.00

TRINITY_DN48449_c0_g6sp|Q8VDG6|M3KL4_MOUSEMlk4 Mitogen-activated protein kinase kinase kinase MLK4 OS=Mus musculus GN=Mlk4 PE=1 SV=226.00 0.00

TRINITY_DN48732_c1_g1sp|Q12664|CP51_PENITCYP51 Eburicol 14-alpha-demethylase OS=Penicillium italicum GN=CYP51 PE=3 SV=126.00 0.00

TRINITY_DN48891_c0_g4sp|P59889|S39A1_DANREslc39a1 Zinc transporter ZIP1 OS=Danio rerio GN=slc39a1 PE=2 SV=126.00 0.00

TRINITY_DN49009_c0_g1sp|P12614|BGLS_AGRSAabg Beta-glucosidase OS=Agrobacterium sp. (strain ATCC 21400) GN=abg PE=3 SV=126.00 0.00

TRINITY_DN49712_c0_g2sp|Q8PSE5|HTPX2_METMAhtpX2 Protease HtpX homolog 2 OS=Methanosarcina mazei (strain ATCC BAA-159 / DSM 3647 / Goe1 / Go1 / JCM 11833 / OCM 88) GN=htpX2 PE=3 SV=126.00 0.00

TRINITY_DN50740_c0_g1sp|Q148V7|K1468_MOUSEKiaa1468LisH domain and HEAT repeat-containing protein KIAA1468 OS=Mus musculus GN=Kiaa1468 PE=1 SV=126.00 0.00

TRINITY_DN51508_c0_g2sp|P27870|VAV_MOUSEVav1 Proto-oncogene vav OS=Mus musculus GN=Vav1 PE=1 SV=126.00 0.00

TRINITY_DN51720_c0_g2sp|Q6TKS7|MX_CTEIDmx Interferon-induced GTP-binding protein Mx OS=Ctenopharyngodon idella GN=mx PE=2 SV=126.00 0.00

TRINITY_DN52028_c0_g1sp|Q3MKM6|YAOL_ARATHEMB2271 U3 snoRNP-associated protein-like EMB2271 OS=Arabidopsis thaliana GN=EMB2271 PE=2 SV=126.00 0.00

TRINITY_DN25838_c0_g1sp|B3EYM8|IABN_GEOSEabnB Intracellular endo-alpha-(1->5)-L-arabinanase OS=Geobacillus stearothermophilus GN=abnB PE=1 SV=125.90 0.00

TRINITY_DN30792_c0_g5sp|Q9BJZ5|FUSIL_DROMEfus RNA-binding protein fusilli OS=Drosophila melanogaster GN=fus PE=2 SV=125.90 0.00

TRINITY_DN35221_c0_g1sp|Q8GY96|PGM_ARATHPGM Phosphoglycerate mutase-like protein OS=Arabidopsis thaliana GN=PGM PE=2 SV=125.90 0.00

TRINITY_DN36942_c1_g2sp|Q9FN03|UVR8_ARATHUVR8 Ultraviolet-B receptor UVR8 OS=Arabidopsis thaliana GN=UVR8 PE=1 SV=125.90 0.00

TRINITY_DN39425_c0_g1sp|P61267|STX1B_BOVINSTX1B Syntaxin-1B OS=Bos taurus GN=STX1B PE=1 SV=125.90 0.00

TRINITY_DN40173_c0_g1sp|Q8VYU6|GOGC4_ARATHGC4 Golgin candidate 4 OS=Arabidopsis thaliana GN=GC4 PE=2 SV=125.90 0.00

TRINITY_DN40357_c0_g1sp|Q96P50|ACAP3_HUMANACAP3 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 3 OS=Homo sapiens GN=ACAP3 PE=1 SV=225.90 0.00

TRINITY_DN41220_c0_g5sp|Q92359|YDHE_SCHPOSPAC6G9.14Pumilio domain-containing protein C6G9.14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC6G9.14 PE=3 SV=125.90 0.00

TRINITY_DN43368_c0_g5sp|Q682D3|XRCC2_ARATHXRCC2 DNA repair protein XRCC2 homolog OS=Arabidopsis thaliana GN=XRCC2 PE=2 SV=225.90 0.00

TRINITY_DN43700_c0_g1sp|Q54EQ8|NUP98_DICDInup98 Nuclear pore complex protein Nup98-Nup96 OS=Dictyostelium discoideum GN=nup98 PE=3 SV=125.90 0.00

TRINITY_DN44781_c1_g2sp|Q9UTD8|ERD11_SCHPOerd1 Protein ERD1 homolog 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=erd1 PE=3 SV=225.90 0.00

TRINITY_DN45310_c0_g1sp|Q8RWD9|ACBP5_ARATHACBP5 Acyl-CoA-binding domain-containing protein 5 OS=Arabidopsis thaliana GN=ACBP5 PE=1 SV=125.90 0.00

TRINITY_DN46245_c0_g5sp|Q54PQ4|GEFA_DICDIgefA Ras guanine nucleotide exchange factor A OS=Dictyostelium discoideum GN=gefA PE=2 SV=125.90 0.00

TRINITY_DN46711_c1_g1sp|Q9C447|PAXM_PENPXpaxM FAD-dependent monooxygenase paxM OS=Penicillium paxilli GN=paxM PE=3 SV=125.90 0.00

TRINITY_DN46944_c0_g4sp|Q59KJ7|MNN21_CANALMNN21 Alpha-1,2-mannosyltransferase MNN21 OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=MNN21 PE=3 SV=125.90 0.00

TRINITY_DN47459_c0_g2sp|Q5FWM8|GP180_XENLAgpr180 Integral membrane protein GPR180 OS=Xenopus laevis GN=gpr180 PE=2 SV=125.90 0.00

TRINITY_DN48364_c1_g1sp|Q9LG26|PARN_ARATHPARN Poly(A)-specific ribonuclease PARN OS=Arabidopsis thaliana GN=PARN PE=1 SV=225.90 0.00

TRINITY_DN49703_c1_g1sp|P27671|RGRF1_MOUSERasgrf1 Ras-specific guanine nucleotide-releasing factor 1 OS=Mus musculus GN=Rasgrf1 PE=1 SV=225.90 0.00

TRINITY_DN49892_c0_g1sp|Q8MVR1|GBPC_DICDIgbpC Cyclic GMP-binding protein C OS=Dictyostelium discoideum GN=gbpC PE=1 SV=125.90 0.00

TRINITY_DN50103_c0_g1sp|Q69XM6|C7344_ORYSJCYP734A4Cytochrome P450 734A4 OS=Oryza sativa subsp. japonica GN=CYP734A4 PE=2 SV=125.90 0.00

TRINITY_DN51776_c1_g3sp|Q8VYR9|KEA5_ARATHKEA5 K(+) efflux antiporter 5 OS=Arabidopsis thaliana GN=KEA5 PE=2 SV=125.90 0.00

TRINITY_DN51924_c2_g5sp|Q920P5|KAD5_MOUSEAk5 Adenylate kinase isoenzyme 5 OS=Mus musculus GN=Ak5 PE=1 SV=225.90 0.00

TRINITY_DN52098_c0_g2sp|Q18297|TRPA1_CAEELtrpa-1 Transient receptor potential cation channel subfamily A member 1 homolog OS=Caenorhabditis elegans GN=trpa-1 PE=2 SV=525.90 0.00

TRINITY_DN52141_c0_g4sp|Q5JM04|KAT3_ORYSJOs01g0756700Potassium channel KAT3 OS=Oryza sativa subsp. japonica GN=Os01g0756700 PE=2 SV=125.90 0.00

TRINITY_DN12007_c0_g1sp|Q9SCS3|PGML4_ARATHAt3g50520Phosphoglycerate mutase-like protein 4 OS=Arabidopsis thaliana GN=At3g50520 PE=2 SV=125.80 0.00

TRINITY_DN18510_c0_g1sp|Q81VZ0|KPRS_BACANprs Ribose-phosphate pyrophosphokinase OS=Bacillus anthracis GN=prs PE=3 SV=125.80 0.00

TRINITY_DN31262_c0_g1sp|Q54ET6|ABPF_DICDIabpF Actin-binding protein F OS=Dictyostelium discoideum GN=abpF PE=1 SV=125.80 0.00

TRINITY_DN35030_c0_g1sp|P10820|PERF_MOUSEPrf1 Perforin-1 OS=Mus musculus GN=Prf1 PE=1 SV=225.80 0.00

TRINITY_DN35542_c0_g3sp|Q99J36|THUM1_MOUSEThumpd1 THUMP domain-containing protein 1 OS=Mus musculus GN=Thumpd1 PE=1 SV=125.80 0.00

TRINITY_DN35571_c0_g1sp|A1L0Z6|RSH6A_XENTRrsph6a Radial spoke head protein 6 homolog A OS=Xenopus tropicalis GN=rsph6a PE=2 SV=125.80 0.00

TRINITY_DN36974_c0_g2sp|Q700D5|BDG4_ARATHBDG4 Probable lysophospholipase BODYGUARD 4 OS=Arabidopsis thaliana GN=BDG4 PE=2 SV=125.80 0.00

TRINITY_DN37664_c0_g1sp|Q54BK2|NCSEA_DICDIdcd2A Neutral ceramidase A OS=Dictyostelium discoideum GN=dcd2A PE=1 SV=125.80 0.00

TRINITY_DN38069_c0_g4sp|Q81MY9|TAL2_BACANtal2 Probable transaldolase 2 OS=Bacillus anthracis GN=tal2 PE=3 SV=125.80 0.00

TRINITY_DN38956_c0_g1sp|Q9SEL6|VTI11_ARATHVTI11 Vesicle transport v-SNARE 11 OS=Arabidopsis thaliana GN=VTI11 PE=1 SV=225.80 0.00

TRINITY_DN39916_c1_g4sp|Q8L5Y6|CAND1_ARATHCAND1 Cullin-associated NEDD8-dissociated protein 1 OS=Arabidopsis thaliana GN=CAND1 PE=1 SV=125.80 0.00

TRINITY_DN41383_c0_g3sp|Q569T7|MFS4B_XENLAmfsd4b Sodium-dependent glucose transporter 1 OS=Xenopus laevis GN=mfsd4b PE=2 SV=125.80 0.00

TRINITY_DN41604_c0_g3sp|Q94KK6|SYP72_ARATHSYP72 Syntaxin-72 OS=Arabidopsis thaliana GN=SYP72 PE=2 SV=125.80 0.00

TRINITY_DN42190_c0_g6sp|B8I736|ERA_CLOCEera GTPase Era OS=Clostridium cellulolyticum (strain ATCC 35319 / DSM 5812 / JCM 6584 / H10) GN=era PE=3 SV=125.80 0.00

TRINITY_DN42613_c0_g4sp|Q99523|SORT_HUMANSORT1 Sortilin OS=Homo sapiens GN=SORT1 PE=1 SV=325.80 0.00

TRINITY_DN43567_c0_g1sp|Q94B55|XB31_ARATHXBAT31 Putative E3 ubiquitin-protein ligase XBAT31 OS=Arabidopsis thaliana GN=XBAT31 PE=2 SV=125.80 0.00

TRINITY_DN44233_c0_g4sp|O22925|VSR2_ARATHVSR2 Vacuolar-sorting receptor 2 OS=Arabidopsis thaliana GN=VSR2 PE=2 SV=125.80 0.00

TRINITY_DN44523_c0_g1sp|Q9HGL2|YHLA_SCHPOSPBC800.10cUncharacterized calcium-binding protein C800.10c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC800.10c PE=3 SV=125.80 0.00

TRINITY_DN45522_c0_g4sp|Q06327|LOX1_ARATHLOX1 Linoleate 9S-lipoxygenase 1 OS=Arabidopsis thaliana GN=LOX1 PE=1 SV=125.80 0.00



TRINITY_DN45525_c0_g2sp|O07939|YIST_BACSUyisT Uncharacterized protein YisT OS=Bacillus subtilis (strain 168) GN=yisT PE=3 SV=125.80 0.00

TRINITY_DN47587_c0_g2sp|P39790|MPR_BACSUmpr Extracellular metalloprotease OS=Bacillus subtilis (strain 168) GN=mpr PE=1 SV=125.80 0.00

TRINITY_DN49274_c1_g1sp|Q8VZG2|HSR4_ARATHHSR4 Protein HYPER-SENSITIVITY-RELATED 4 OS=Arabidopsis thaliana GN=HSR4 PE=2 SV=125.80 0.00

TRINITY_DN50089_c0_g2sp|Q9FG23|CK5P3_ARATHAt5g06830CDK5RAP3-like protein OS=Arabidopsis thaliana GN=At5g06830 PE=2 SV=225.80 0.00

TRINITY_DN50819_c0_g3sp|Q8VDM6|HNRL1_MOUSEHnrnpul1Heterogeneous nuclear ribonucleoprotein U-like protein 1 OS=Mus musculus GN=Hnrnpul1 PE=1 SV=125.80 0.00

TRINITY_DN52581_c5_g1sp|Q653P0|KOR1_ORYSJOs06g0250600Potassium channel KOR1 OS=Oryza sativa subsp. japonica GN=Os06g0250600 PE=2 SV=125.80 0.00

TRINITY_DN6131_c0_g1sp|Q6TBX7|LUT1_ARATHCYP97C1 Carotene epsilon-monooxygenase, chloroplastic OS=Arabidopsis thaliana GN=CYP97C1 PE=1 SV=125.80 0.00

TRINITY_DN6846_c0_g1sp|Q6FRU9|SEC62_CANGASEC62 Translocation protein SEC62 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=SEC62 PE=3 SV=125.80 0.00

TRINITY_DN25869_c0_g1sp|Q12546|PPA_ASPFIaphA Acid phosphatase OS=Aspergillus ficuum GN=aphA PE=1 SV=125.70 0.00

TRINITY_DN30342_c0_g1sp|Q32LQ6|MFSD1_DANREmfsd1 Major facilitator superfamily domain-containing protein 1 OS=Danio rerio GN=mfsd1 PE=2 SV=125.70 0.00

TRINITY_DN36307_c0_g6sp|Q86CZ2|DHKK_DICDIdhkK Hybrid signal transduction histidine kinase K OS=Dictyostelium discoideum GN=dhkK PE=1 SV=125.70 0.00

TRINITY_DN37595_c0_g6sp|O24303|TI110_PEATIC110 Protein TIC110, chloroplastic OS=Pisum sativum GN=TIC110 PE=1 SV=125.70 0.00

TRINITY_DN37794_c0_g9sp|P34257|TC3A_CAEELtc3a Transposable element Tc3 transposase OS=Caenorhabditis elegans GN=tc3a PE=1 SV=125.70 0.00

TRINITY_DN38299_c0_g4sp|O62446|LMLN_CAEELY43F4A.1Leishmanolysin-like peptidase OS=Caenorhabditis elegans GN=Y43F4A.1 PE=3 SV=125.70 0.00

TRINITY_DN40684_c0_g5sp|A2A432|CUL4B_MOUSECul4b Cullin-4B OS=Mus musculus GN=Cul4b PE=1 SV=125.70 0.00

TRINITY_DN40750_c0_g1sp|Q8VEM9|KLDC3_MOUSEKlhdc3 Kelch domain-containing protein 3 OS=Mus musculus GN=Klhdc3 PE=2 SV=125.70 0.00

TRINITY_DN41138_c0_g3sp|P87137|YDM6_SCHPOSPAC57A7.06Uncharacterized protein C57A7.06 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC57A7.06 PE=1 SV=125.70 0.00

TRINITY_DN41217_c1_g4sp|Q6WWW4|UPL3_ARATHUPL3 E3 ubiquitin-protein ligase UPL3 OS=Arabidopsis thaliana GN=UPL3 PE=1 SV=125.70 0.00

TRINITY_DN42296_c0_g4sp|Q95V25|SLO1_CAEELslo-1 Calcium-activated potassium channel slo-1 OS=Caenorhabditis elegans GN=slo-1 PE=1 SV=225.70 0.00

TRINITY_DN42530_c1_g3sp|Q9FF12|GSXL9_ARATHAt5g07800Flavin-containing monooxygenase FMO GS-OX-like 9 OS=Arabidopsis thaliana GN=At5g07800 PE=2 SV=125.70 0.00

TRINITY_DN45147_c0_g1sp|Q8SSQ3|GEFM_DICDIgefM Ras guanine nucleotide exchange factor M OS=Dictyostelium discoideum GN=gefM PE=2 SV=125.70 0.00

TRINITY_DN45537_c0_g10sp|Q3SEK0|CATR5_PARTEIcl1e Caltractin ICL1e OS=Paramecium tetraurelia GN=Icl1e PE=3 SV=125.70 0.00

TRINITY_DN47886_c1_g3sp|Q8WND5|ELP1_RABITIKBKAP Elongator complex protein 1 OS=Oryctolagus cuniculus GN=IKBKAP PE=2 SV=125.70 0.00

TRINITY_DN49867_c0_g3sp|Q27606|CP4E2_DROMECyp4e2 Cytochrome P450 4e2 OS=Drosophila melanogaster GN=Cyp4e2 PE=2 SV=225.70 0.00

TRINITY_DN49947_c0_g2sp|Q9ZU35|AB7G_ARATHABCG7 ABC transporter G family member 7 OS=Arabidopsis thaliana GN=ABCG7 PE=2 SV=125.70 0.00

TRINITY_DN50269_c0_g1sp|Q14571|ITPR2_HUMANITPR2 Inositol 1,4,5-trisphosphate receptor type 2 OS=Homo sapiens GN=ITPR2 PE=1 SV=225.70 0.00

TRINITY_DN50456_c0_g1sp|Q2FE21|Y2422_STAA3SAUSA300_2422Uncharacterized oxidoreductase SAUSA300_2422 OS=Staphylococcus aureus (strain USA300) GN=SAUSA300_2422 PE=3 SV=125.70 0.00

TRINITY_DN51758_c2_g2sp|Q54VV7|Y0111_DICDIDDB_G0280111Probable serine/threonine-protein kinase DDB_G0280111 OS=Dictyostelium discoideum GN=DDB_G0280111 PE=3 SV=125.70 0.00

TRINITY_DN33726_c0_g1sp|Q28FY5|TM147_XENTRtmem147 Transmembrane protein 147 OS=Xenopus tropicalis GN=tmem147 PE=2 SV=125.60 0.00

TRINITY_DN36434_c0_g8sp|Q86JE1|Y2130_DICDIDDB_G0272130Recoverin family protein DDB_G0272130 OS=Dictyostelium discoideum GN=DDB_G0272130 PE=1 SV=125.60 0.00

TRINITY_DN37183_c0_g1sp|Q9NZM5|GSCR2_HUMANGLTSCR2 Glioma tumor suppressor candidate region gene 2 protein OS=Homo sapiens GN=GLTSCR2 PE=1 SV=225.60 0.00

TRINITY_DN38390_c1_g6sp|Q54PB4|MYLKE_DICDIDDB_G0284661Probable myosin light chain kinase DDB_G0284661 OS=Dictyostelium discoideum GN=DDB_G0284661 PE=3 SV=125.60 0.00

TRINITY_DN39934_c0_g1sp|Q5S003|SPG17_MOUSESpag17 Sperm-associated antigen 17 OS=Mus musculus GN=Spag17 PE=1 SV=225.60 0.00

TRINITY_DN40425_c0_g7sp|Q9PUN2|SMUF1_XENLAsmurf1 E3 ubiquitin-protein ligase SMURF1 OS=Xenopus laevis GN=smurf1 PE=2 SV=125.60 0.00

TRINITY_DN40697_c0_g3sp|A5DSN1|FMP52_LODELFMP52 Protein FMP52, mitochondrial OS=Lodderomyces elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) GN=FMP52 PE=3 SV=125.60 0.00

TRINITY_DN41375_c1_g1sp|P97084|COBD_SALTYcobD Threonine-phosphate decarboxylase OS=Salmonella typhimurium (strain LT2 / SGSC1412 / ATCC 700720) GN=cobD PE=1 SV=225.60 0.00

TRINITY_DN41859_c0_g10sp|P12693|ALDH_PSEOLalkH Aldehyde dehydrogenase OS=Pseudomonas oleovorans GN=alkH PE=2 SV=125.60 0.00

TRINITY_DN43408_c0_g1sp|Q94AT5|EXEC2_ARATHEX2 Protein EXECUTER 2, chloroplastic OS=Arabidopsis thaliana GN=EX2 PE=2 SV=125.60 0.00

TRINITY_DN43444_c0_g3sp|Q75WE7|VWA5A_RATVwa5a von Willebrand factor A domain-containing protein 5A OS=Rattus norvegicus GN=Vwa5a PE=2 SV=125.60 0.00

TRINITY_DN44559_c0_g3sp|Q9FFZ1|PPH_ARATHPPH Pheophytinase, chloroplastic OS=Arabidopsis thaliana GN=PPH PE=1 SV=125.60 0.00

TRINITY_DN44572_c0_g2sp|Q5PP37|ATXR2_ARATHATXR2 Histone-lysine N-methyltransferase ATXR2 OS=Arabidopsis thaliana GN=ATXR2 PE=2 SV=125.60 0.00

TRINITY_DN44896_c0_g2sp|Q8LDQ4|TAP46_ARATHTAP46 PP2A regulatory subunit TAP46 OS=Arabidopsis thaliana GN=TAP46 PE=1 SV=225.60 0.00

TRINITY_DN45309_c0_g2sp|P20936|RASA1_HUMANRASA1 Ras GTPase-activating protein 1 OS=Homo sapiens GN=RASA1 PE=1 SV=125.60 0.00

TRINITY_DN46789_c0_g3sp|Q75VR0|TPC1B_TOBACTPC1B Two pore calcium channel protein 1B OS=Nicotiana tabacum GN=TPC1B PE=2 SV=125.60 0.00

TRINITY_DN49317_c0_g4sp|Q9FGD1|RKD3_ARATHRKD3 Protein RKD3 OS=Arabidopsis thaliana GN=RKD3 PE=3 SV=125.60 0.00

TRINITY_DN49544_c0_g3sp|Q5RJH6|SMG7_MOUSESmg7 Protein SMG7 OS=Mus musculus GN=Smg7 PE=2 SV=125.60 0.00

TRINITY_DN50675_c0_g1sp|Q8NHU2|CFA61_HUMANCFAP61 Cilia- and flagella-associated protein 61 OS=Homo sapiens GN=CFAP61 PE=2 SV=325.60 0.00

TRINITY_DN50928_c0_g2sp|Q96EK5|KBP_HUMANKIF1BP KIF1-binding protein OS=Homo sapiens GN=KIF1BP PE=1 SV=125.60 0.00



TRINITY_DN51513_c1_g1sp|Q6DDW2|K132L_XENLAkiaa1324lUPF0577 protein KIAA1324-like homolog OS=Xenopus laevis GN=kiaa1324l PE=2 SV=125.60 0.00

TRINITY_DN52354_c2_g1sp|Q25452|CAC1M_MUSDO- Muscle calcium channel subunit alpha-1 OS=Musca domestica PE=2 SV=125.60 0.00

TRINITY_DN52405_c2_g1sp|Q29DY1|KLP68_DROPSKlp68D Kinesin-like protein Klp68D OS=Drosophila pseudoobscura pseudoobscura GN=Klp68D PE=3 SV=125.60 0.00

TRINITY_DN29281_c0_g1sp|Q8NDN9|RCBT1_HUMANRCBTB1 RCC1 and BTB domain-containing protein 1 OS=Homo sapiens GN=RCBTB1 PE=2 SV=125.50 0.00

TRINITY_DN31580_c0_g1sp|P08003|PDIA4_MOUSEPdia4 Protein disulfide-isomerase A4 OS=Mus musculus GN=Pdia4 PE=1 SV=325.50 0.00

TRINITY_DN33278_c0_g1sp|Q5RF77|CHFR_PONABCHFR E3 ubiquitin-protein ligase CHFR OS=Pongo abelii GN=CHFR PE=2 SV=125.50 0.00

TRINITY_DN35267_c0_g1sp|Q8WZ79|DNS2B_HUMANDNASE2B Deoxyribonuclease-2-beta OS=Homo sapiens GN=DNASE2B PE=2 SV=125.50 0.00

TRINITY_DN35649_c0_g1sp|Q6PGS5|TM56B_XENLAtmem56-bTransmembrane protein 56-B OS=Xenopus laevis GN=tmem56-b PE=2 SV=125.50 0.00

TRINITY_DN36167_c0_g1sp|Q9BV68|RN126_HUMANRNF126 E3 ubiquitin-protein ligase RNF126 OS=Homo sapiens GN=RNF126 PE=1 SV=125.50 0.00

TRINITY_DN37887_c0_g1sp|P14681|KSS1_YEASTKSS1 Mitogen-activated protein kinase KSS1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=KSS1 PE=1 SV=125.50 0.00

TRINITY_DN38710_c0_g3sp|Q68Y21|GRID2_DANREgrid2 Glutamate receptor ionotropic, delta-2 OS=Danio rerio GN=grid2 PE=2 SV=125.50 0.00

TRINITY_DN38874_c0_g7sp|P23223|GP63_LEIDOgp63 Leishmanolysin OS=Leishmania donovani GN=gp63 PE=3 SV=125.50 0.00

TRINITY_DN39247_c0_g4sp|Q54QU5|WDR89_DICDIwdr89 WD repeat-containing protein 89 homolog OS=Dictyostelium discoideum GN=wdr89 PE=3 SV=125.50 0.00

TRINITY_DN39916_c1_g8sp|Q9VKY2|CAND1_DROMECand1 Cullin-associated NEDD8-dissociated protein 1 OS=Drosophila melanogaster GN=Cand1 PE=2 SV=125.50 0.00

TRINITY_DN40905_c0_g4sp|Q9CR40|KLH28_MOUSEKlhl28 Kelch-like protein 28 OS=Mus musculus GN=Klhl28 PE=2 SV=125.50 0.00

TRINITY_DN41293_c0_g6sp|Q00438|PTBP1_RATPtbp1 Polypyrimidine tract-binding protein 1 OS=Rattus norvegicus GN=Ptbp1 PE=1 SV=125.50 0.00

TRINITY_DN47945_c0_g5sp|Q09815|PPK5_SCHPOppk5 Serine/threonine-protein kinase ppk5 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ppk5 PE=1 SV=125.50 0.00

TRINITY_DN48568_c0_g2sp|F1MBP6|KLHL3_BOVINKLHL3 Kelch-like protein 3 OS=Bos taurus GN=KLHL3 PE=3 SV=325.50 0.00

TRINITY_DN48634_c0_g1sp|Q9ULE6|PALD_HUMANPALD1 Paladin OS=Homo sapiens GN=PALD1 PE=1 SV=325.50 0.00

TRINITY_DN49297_c0_g3sp|A2VDZ4|PLK4_BOVINPLK4 Serine/threonine-protein kinase PLK4 OS=Bos taurus GN=PLK4 PE=2 SV=125.50 0.00

TRINITY_DN49315_c0_g2sp|P16914|ELAV_DROMEelav Protein elav OS=Drosophila melanogaster GN=elav PE=2 SV=125.50 0.00

TRINITY_DN50110_c0_g1sp|Q8RWL6|STY17_ARATHSTY17 Serine/threonine-protein kinase STY17 OS=Arabidopsis thaliana GN=STY17 PE=1 SV=125.50 0.00

TRINITY_DN51762_c2_g1sp|P54683|TAGB_DICDItagB Serine protease/ABC transporter B family protein tagB OS=Dictyostelium discoideum GN=tagB PE=3 SV=225.50 0.00

TRINITY_DN52620_c1_g2sp|Q869Q0|Y4527_DICDIDDB_G0274527COBW domain-containing protein DDB_G0274527 OS=Dictyostelium discoideum GN=DDB_G0274527 PE=3 SV=125.50 0.00

TRINITY_DN15356_c0_g1sp|Q8R7X4|KAD_CALS4adk Adenylate kinase OS=Caldanaerobacter subterraneus subsp. tengcongensis (strain DSM 15242 / JCM 11007 / NBRC 100824 / MB4) GN=adk PE=3 SV=125.40 0.00

TRINITY_DN33627_c0_g1sp|Q6ZJ05|URH1_ORYSJURH1 Probable uridine nucleosidase 1 OS=Oryza sativa subsp. japonica GN=URH1 PE=2 SV=125.40 0.00

TRINITY_DN34763_c0_g2sp|Q27589|CP4D2_DROMECyp4d2 Cytochrome P450 4d2 OS=Drosophila melanogaster GN=Cyp4d2 PE=2 SV=225.40 0.00

TRINITY_DN35546_c0_g1sp|Q9NY26|S39A1_HUMANSLC39A1 Zinc transporter ZIP1 OS=Homo sapiens GN=SLC39A1 PE=1 SV=125.40 0.00

TRINITY_DN35717_c1_g6sp|Q9VKH0|COG8_DROMECG6488 Conserved oligomeric Golgi complex subunit 8 OS=Drosophila melanogaster GN=CG6488 PE=2 SV=125.40 0.00

TRINITY_DN39863_c0_g1sp|B2AC45|MEP1_PODANPa_2_14170Extracellular metalloprotease PODANS_2_14170 OS=Podospora anserina (strain S / ATCC MYA-4624 / DSM 980 / FGSC 10383) GN=Pa_2_14170 PE=3 SV=125.40 0.00

TRINITY_DN40489_c0_g3sp|Q99758|ABCA3_HUMANABCA3 ATP-binding cassette sub-family A member 3 OS=Homo sapiens GN=ABCA3 PE=1 SV=225.40 0.00

TRINITY_DN40587_c1_g5sp|Q7Z3Z4|PIWL4_HUMANPIWIL4 Piwi-like protein 4 OS=Homo sapiens GN=PIWIL4 PE=2 SV=225.40 0.00

TRINITY_DN42822_c0_g6sp|Q9C510|PPA6_ARATHPAP6 Purple acid phosphatase 6 OS=Arabidopsis thaliana GN=PAP6 PE=2 SV=125.40 0.00

TRINITY_DN44101_c0_g2sp|P83104|M3K7L_DROMETakl1 Putative mitogen-activated protein kinase kinase kinase 7-like OS=Drosophila melanogaster GN=Takl1 PE=2 SV=125.40 0.00

TRINITY_DN45180_c0_g3sp|Q9C5H4|Y3627_ARATHAt3g16270VHS domain-containing protein At3g16270 OS=Arabidopsis thaliana GN=At3g16270 PE=1 SV=125.40 0.00

TRINITY_DN46138_c0_g6sp|Q90678|PAFA_CHICKPLA2G7 Platelet-activating factor acetylhydrolase OS=Gallus gallus GN=PLA2G7 PE=2 SV=125.40 0.00

TRINITY_DN46190_c1_g3sp|O46040|MSTAA_DROMEmsta Protein msta, isoform A OS=Drosophila melanogaster GN=msta PE=2 SV=325.40 0.00

TRINITY_DN46345_c0_g3sp|Q9V3R8|UBIA1_DROMEheix UbiA prenyltransferase domain-containing protein 1 homolog OS=Drosophila melanogaster GN=heix PE=2 SV=125.40 0.00

TRINITY_DN46971_c0_g1sp|Q00438|PTBP1_RATPtbp1 Polypyrimidine tract-binding protein 1 OS=Rattus norvegicus GN=Ptbp1 PE=1 SV=125.40 0.00

TRINITY_DN49066_c0_g2sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=125.40 0.00

TRINITY_DN49097_c0_g2sp|O44400|F37C4_CAEELF37C4.5 Protein F37C4.5 OS=Caenorhabditis elegans GN=F37C4.5 PE=1 SV=325.40 0.00

TRINITY_DN50022_c0_g3sp|O94450|YFF4_SCHPOSPAC1687.04UPF0616 protein C1687.04 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC1687.04 PE=1 SV=125.40 0.00

TRINITY_DN50265_c0_g2sp|Q5U374|KLH12_DANREklhl12 Kelch-like protein 12 OS=Danio rerio GN=klhl12 PE=2 SV=225.40 0.00

TRINITY_DN50963_c0_g3sp|Q5R4C2|SNX4_PONABSNX4 Sorting nexin-4 OS=Pongo abelii GN=SNX4 PE=2 SV=125.40 0.00

TRINITY_DN51344_c2_g8sp|P08647|RAS_SCHPOras1 Ras-like protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ras1 PE=3 SV=225.40 0.00

TRINITY_DN51459_c0_g2sp|Q6NZQ2|DDX31_MOUSEDdx31 Probable ATP-dependent RNA helicase DDX31 OS=Mus musculus GN=Ddx31 PE=2 SV=225.40 0.00

TRINITY_DN21444_c0_g1sp|Q7SCY7|SYM1_NEUCRsym-1 Protein sym-1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=sym-1 PE=3 SV=225.30 0.00

TRINITY_DN31014_c0_g1sp|P90850|YCF2E_CAEELF26E4.3 Uncharacterized peptidase C1-like protein F26E4.3 OS=Caenorhabditis elegans GN=F26E4.3 PE=1 SV=325.30 0.00

TRINITY_DN34426_c0_g11sp|Q9R112|SQRD_MOUSESqrdl Sulfide:quinone oxidoreductase, mitochondrial OS=Mus musculus GN=Sqrdl PE=1 SV=325.30 0.00

TRINITY_DN34771_c1_g2sp|P51611|HCFC1_MESAUHCFC1 Host cell factor 1 OS=Mesocricetus auratus GN=HCFC1 PE=1 SV=125.30 0.00

TRINITY_DN35365_c0_g1sp|A7S4N4|SERIC_NEMVEserinc Probable serine incorporator OS=Nematostella vectensis GN=serinc PE=3 SV=125.30 0.00

TRINITY_DN35882_c1_g7sp|Q9DG10|STAR_DANREstar Steroidogenic acute regulatory protein, mitochondrial OS=Danio rerio GN=star PE=2 SV=125.30 0.00

TRINITY_DN36457_c0_g5sp|Q6NRB9|EMC1_XENLAemc1 ER membrane protein complex subunit 1 OS=Xenopus laevis GN=emc1 PE=2 SV=125.30 0.00

TRINITY_DN36830_c1_g8sp|Q2IBA6|MET_CHLAEMET Hepatocyte growth factor receptor OS=Chlorocebus aethiops GN=MET PE=3 SV=125.30 0.00

TRINITY_DN36934_c0_g1sp|A3LQC5|SDS23_PICSTSDS23 Protein SDS23 OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=SDS23 PE=3 SV=225.30 0.00

TRINITY_DN39718_c0_g2sp|Q8TEL6|TP4AP_HUMANTRPC4AP Short transient receptor potential channel 4-associated protein OS=Homo sapiens GN=TRPC4AP PE=1 SV=225.30 0.00



TRINITY_DN40056_c0_g3sp|Q38873|CDPK7_ARATHCPK7 Calcium-dependent protein kinase 7 OS=Arabidopsis thaliana GN=CPK7 PE=2 SV=125.30 0.00

TRINITY_DN40258_c0_g1sp|Q9HBI6|CP4FB_HUMANCYP4F11 Phylloquinone omega-hydroxylase CYP4F11 OS=Homo sapiens GN=CYP4F11 PE=1 SV=325.30 0.00

TRINITY_DN40810_c0_g1sp|Q0UQV6|BST1_PHANOBST1 GPI inositol-deacylase OS=Phaeosphaeria nodorum (strain SN15 / ATCC MYA-4574 / FGSC 10173) GN=BST1 PE=3 SV=225.30 0.00

TRINITY_DN41004_c1_g2sp|Q9UT27|PVG1_SCHPOpvg1 Pyruvyl transferase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pvg1 PE=1 SV=125.30 0.00

TRINITY_DN41289_c1_g1sp|P0CD60|FRMC_DICDIfrmC FERM domain-containing protein C OS=Dictyostelium discoideum GN=frmC PE=3 SV=125.30 0.00

TRINITY_DN43983_c1_g4sp|F4JMI5|GUX7_ARATHPGSIP7 Putative glucuronosyltransferase PGSIP7 OS=Arabidopsis thaliana GN=PGSIP7 PE=3 SV=125.30 0.00

TRINITY_DN44269_c0_g1sp|Q01603|PERO_DROMEPxd Peroxidase OS=Drosophila melanogaster GN=Pxd PE=2 SV=225.30 0.00

TRINITY_DN44581_c0_g1sp|Q9CTN4|RHBT3_MOUSERhobtb3 Rho-related BTB domain-containing protein 3 OS=Mus musculus GN=Rhobtb3 PE=2 SV=325.30 0.00

TRINITY_DN45304_c1_g3sp|Q9UBL3|ASH2L_HUMANASH2L Set1/Ash2 histone methyltransferase complex subunit ASH2 OS=Homo sapiens GN=ASH2L PE=1 SV=125.30 0.00

TRINITY_DN49160_c0_g6sp|P28497|CAZA2_CHICKCAPZA2 F-actin-capping protein subunit alpha-2 OS=Gallus gallus GN=CAPZA2 PE=1 SV=125.30 0.00

TRINITY_DN50835_c0_g1sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=225.30 0.00

TRINITY_DN34386_c0_g1sp|Q2ULC6|UTP10_ASPORutp10 U3 small nucleolar RNA-associated protein 10 OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=utp10 PE=3 SV=125.20 0.00

TRINITY_DN38836_c1_g1sp|Q6IMK3|DJC27_DANREdnajc27 DnaJ homolog subfamily C member 27 OS=Danio rerio GN=dnajc27 PE=2 SV=125.20 0.00

TRINITY_DN40342_c1_g4sp|Q5RCN6|CP4V2_PONABCYP4V2 Cytochrome P450 4V2 OS=Pongo abelii GN=CYP4V2 PE=2 SV=125.20 0.00

TRINITY_DN40702_c1_g7sp|Q28FF3|MFS7A_XENTRmfsd7-A Major facilitator superfamily domain-containing protein 7-a OS=Xenopus tropicalis GN=mfsd7-A PE=2 SV=125.20 0.00

TRINITY_DN41481_c0_g7sp|O14773|TPP1_HUMANTPP1 Tripeptidyl-peptidase 1 OS=Homo sapiens GN=TPP1 PE=1 SV=225.20 0.00

TRINITY_DN42883_c1_g2sp|Q0CRF3|ATG5_ASPTNatg5 Autophagy protein 5 OS=Aspergillus terreus (strain NIH 2624 / FGSC A1156) GN=atg5 PE=3 SV=225.20 0.00

TRINITY_DN43791_c0_g2sp|Q9SF29|SYP71_ARATHSYP71 Syntaxin-71 OS=Arabidopsis thaliana GN=SYP71 PE=1 SV=125.20 0.00

TRINITY_DN43876_c0_g2sp|Q8LPS1|LACS6_ARATHLACS6 Long chain acyl-CoA synthetase 6, peroxisomal OS=Arabidopsis thaliana GN=LACS6 PE=1 SV=125.20 0.00

TRINITY_DN45994_c0_g3sp|Q9SWH4|SYP42_ARATHSYP42 Syntaxin-42 OS=Arabidopsis thaliana GN=SYP42 PE=1 SV=125.20 0.00

TRINITY_DN47256_c0_g1sp|Q940H6|SRK2E_ARATHSRK2E Serine/threonine-protein kinase SRK2E OS=Arabidopsis thaliana GN=SRK2E PE=1 SV=125.20 0.00

TRINITY_DN47385_c0_g1sp|Q9YGX2|RPE65_CHICKRPE65 Retinoid isomerohydrolase OS=Gallus gallus GN=RPE65 PE=1 SV=125.20 0.00

TRINITY_DN47852_c0_g5sp|Q86AV5|MCFX_DICDImcfX Mitochondrial substrate carrier family protein X OS=Dictyostelium discoideum GN=mcfX PE=3 SV=125.20 0.00

TRINITY_DN47946_c0_g1sp|Q9XTQ6|TBH1_CAEELtbh-1 Tyramine beta-hydroxylase OS=Caenorhabditis elegans GN=tbh-1 PE=1 SV=325.20 0.00

TRINITY_DN48484_c1_g3sp|P43263|NPRE_BREBEnpr Bacillolysin OS=Brevibacillus brevis GN=npr PE=1 SV=125.20 0.00

TRINITY_DN48737_c2_g1sp|Q02391|GSLG1_CHICKGLG1 Golgi apparatus protein 1 OS=Gallus gallus GN=GLG1 PE=1 SV=125.20 0.00

TRINITY_DN50157_c0_g2sp|O43432|IF4G3_HUMANEIF4G3 Eukaryotic translation initiation factor 4 gamma 3 OS=Homo sapiens GN=EIF4G3 PE=1 SV=225.20 0.00

TRINITY_DN52500_c0_g1sp|Q5XG71|UTP20_MOUSEUtp20 Small subunit processome component 20 homolog OS=Mus musculus GN=Utp20 PE=1 SV=225.20 0.00

TRINITY_DN32137_c0_g3sp|P46336|IOLS_BACSUiolS Protein IolS OS=Bacillus subtilis (strain 168) GN=iolS PE=1 SV=125.10 0.00

TRINITY_DN35661_c0_g1sp|Q8DFG4|5NTD_VIBVUnutA 5'-nucleotidase OS=Vibrio vulnificus (strain CMCP6) GN=nutA PE=3 SV=225.10 0.00

TRINITY_DN35901_c0_g1sp|P51587|BRCA2_HUMANBRCA2 Breast cancer type 2 susceptibility protein OS=Homo sapiens GN=BRCA2 PE=1 SV=325.10 0.00

TRINITY_DN37633_c0_g3sp|Q8CDN8|CCD38_MOUSECcdc38 Coiled-coil domain-containing protein 38 OS=Mus musculus GN=Ccdc38 PE=2 SV=125.10 0.00

TRINITY_DN38843_c0_g1sp|Q8GUH7|CSCLC_ARATHHYP1 CSC1-like protein HYP1 OS=Arabidopsis thaliana GN=HYP1 PE=2 SV=125.10 0.00

TRINITY_DN39351_c1_g1sp|Q9FIG9|ARC6_ARATHARC6 Protein ACCUMULATION AND REPLICATION OF CHLOROPLASTS 6, chloroplastic OS=Arabidopsis thaliana GN=ARC6 PE=1 SV=125.10 0.00

TRINITY_DN39571_c0_g5sp|Q55874|Y103_SYNY3sll0103 Uncharacterized protein sll0103 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll0103 PE=3 SV=125.10 0.00

TRINITY_DN39673_c0_g1sp|Q9NUQ2|PLCE_HUMANAGPAT5 1-acyl-sn-glycerol-3-phosphate acyltransferase epsilon OS=Homo sapiens GN=AGPAT5 PE=1 SV=325.10 0.00

TRINITY_DN41082_c0_g2sp|Q8BI79|CCD40_MOUSECcdc40 Coiled-coil domain-containing protein 40 OS=Mus musculus GN=Ccdc40 PE=1 SV=125.10 0.00

TRINITY_DN41842_c1_g1sp|P51124|GRAM_HUMANGZMM Granzyme M OS=Homo sapiens GN=GZMM PE=1 SV=225.10 0.00

TRINITY_DN42819_c0_g4sp|P89105|CTR9_YEASTCTR9 RNA polymerase-associated protein CTR9 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CTR9 PE=1 SV=325.10 0.00

TRINITY_DN43397_c0_g2sp|O28550|Y1724_ARCFUAF_1724 Uncharacterized protein AF_1724 OS=Archaeoglobus fulgidus (strain ATCC 49558 / VC-16 / DSM 4304 / JCM 9628 / NBRC 100126) GN=AF_1724 PE=3 SV=125.10 0.00

TRINITY_DN44468_c0_g5sp|F4JTP5|STY46_ARATHSTY46 Serine/threonine-protein kinase STY46 OS=Arabidopsis thaliana GN=STY46 PE=1 SV=125.10 0.00

TRINITY_DN44749_c0_g3sp|Q5ZLV4|NSUN2_CHICKNSUN2 tRNA (cytosine(34)-C(5))-methyltransferase OS=Gallus gallus GN=NSUN2 PE=2 SV=125.10 0.00

TRINITY_DN45300_c0_g3sp|P50090|KEL2_YEASTKEL2 Kelch repeat-containing protein 2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=KEL2 PE=1 SV=125.10 0.00

TRINITY_DN46075_c0_g3sp|Q9WU70|STXB5_RATStxbp5 Syntaxin-binding protein 5 OS=Rattus norvegicus GN=Stxbp5 PE=1 SV=125.10 0.00

TRINITY_DN46122_c1_g1sp|Q86I79|PSCA_DICDIpscA Penicillin-sensitive carboxypeptidase A OS=Dictyostelium discoideum GN=pscA PE=3 SV=125.10 0.00

TRINITY_DN47914_c0_g4sp|C0Z9F1|MUTS2_BREBNmutS2 Endonuclease MutS2 OS=Brevibacillus brevis (strain 47 / JCM 6285 / NBRC 100599) GN=mutS2 PE=3 SV=125.10 0.00

TRINITY_DN49613_c1_g3sp|Q29KQ0|WDR12_DROPSGA19813 Ribosome biogenesis protein WDR12 homolog OS=Drosophila pseudoobscura pseudoobscura GN=GA19813 PE=3 SV=125.10 0.00

TRINITY_DN49784_c0_g9sp|Q6GLB5|ELAV1_XENTRelavl1 ELAV-like protein 1 OS=Xenopus tropicalis GN=elavl1 PE=2 SV=125.10 0.00

TRINITY_DN50618_c2_g2sp|O34525|SPPA_BACSUsppA Putative signal peptide peptidase SppA OS=Bacillus subtilis (strain 168) GN=sppA PE=1 SV=125.10 0.00

TRINITY_DN50763_c0_g1sp|Q9V3Q6|M3K7_DROMETak1 Mitogen-activated protein kinase kinase kinase 7 OS=Drosophila melanogaster GN=Tak1 PE=2 SV=125.10 0.00

TRINITY_DN51048_c0_g1sp|P38361|PHO89_YEASTPHO89 Phosphate permease PHO89 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PHO89 PE=1 SV=125.10 0.00

TRINITY_DN52046_c0_g4sp|P17555|CAP_YEASTSRV2 Adenylyl cyclase-associated protein OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=SRV2 PE=1 SV=125.10 0.00

TRINITY_DN34510_c0_g2sp|Q8N806|UBR7_HUMANUBR7 Putative E3 ubiquitin-protein ligase UBR7 OS=Homo sapiens GN=UBR7 PE=1 SV=225.00 0.00

TRINITY_DN40820_c0_g2sp|Q8BKX6|SMG1_MOUSESmg1 Serine/threonine-protein kinase SMG1 OS=Mus musculus GN=Smg1 PE=1 SV=325.00 0.00

TRINITY_DN40883_c0_g4sp|O31634|YJCL_BACSUyjcL Uncharacterized membrane protein YjcL OS=Bacillus subtilis (strain 168) GN=yjcL PE=4 SV=125.00 0.00

TRINITY_DN42682_c0_g11sp|Q8IZS8|CA2D3_HUMANCACNA2D3Voltage-dependent calcium channel subunit alpha-2/delta-3 OS=Homo sapiens GN=CACNA2D3 PE=1 SV=125.00 0.00



TRINITY_DN43454_c0_g1sp|Q9LKW9|NHX7_ARATHNHX7 Sodium/hydrogen exchanger 7 OS=Arabidopsis thaliana GN=NHX7 PE=1 SV=125.00 0.00

TRINITY_DN43917_c1_g2sp|O60177|YG42_SCHPOSPBC23E6.02Uncharacterized ATP-dependent helicase C23E6.02 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC23E6.02 PE=3 SV=125.00 0.00

TRINITY_DN46093_c0_g5sp|Q4I327|BFR2_GIBZEBFR2 Protein BFR2 OS=Gibberella zeae (strain PH-1 / ATCC MYA-4620 / FGSC 9075 / NRRL 31084) GN=BFR2 PE=3 SV=125.00 0.00

TRINITY_DN46576_c0_g2sp|Q99JN2|KLH22_MOUSEKlhl22 Kelch-like protein 22 OS=Mus musculus GN=Klhl22 PE=1 SV=125.00 0.00

TRINITY_DN49125_c1_g1sp|Q0WVE8|RP6L1_ARATHRRP6L1 Protein RRP6-like 1 OS=Arabidopsis thaliana GN=RRP6L1 PE=2 SV=125.00 0.00

TRINITY_DN50178_c1_g1sp|Q94A68|Y1669_ARATHAt1g06690Uncharacterized oxidoreductase At1g06690, chloroplastic OS=Arabidopsis thaliana GN=At1g06690 PE=1 SV=125.00 0.00

TRINITY_DN20387_c0_g1sp|Q99323|MYSN_DROMEzip Myosin heavy chain, non-muscle OS=Drosophila melanogaster GN=zip PE=1 SV=224.90 0.00

TRINITY_DN35612_c0_g7sp|P40997|MCE1_SCHPOceg1 mRNA-capping enzyme subunit alpha OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ceg1 PE=1 SV=124.90 0.00

TRINITY_DN37150_c1_g4sp|Q9Z1N0|ACOX1_CAVPOACOX1 Peroxisomal acyl-coenzyme A oxidase 1 OS=Cavia porcellus GN=ACOX1 PE=2 SV=124.90 0.00

TRINITY_DN37194_c0_g1sp|Q9FEG2|TOM1_ARATHTOM1 Tobamovirus multiplication protein 1 OS=Arabidopsis thaliana GN=TOM1 PE=1 SV=124.90 0.00

TRINITY_DN37379_c0_g4sp|Q23TC2|TTL3A_TETTSTTLL3A Tubulin glycylase 3A OS=Tetrahymena thermophila (strain SB210) GN=TTLL3A PE=1 SV=124.90 0.00

TRINITY_DN38638_c0_g2sp|Q6CSV3|PABP_KLULAPAB1 Polyadenylate-binding protein, cytoplasmic and nuclear OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=PAB1 PE=3 SV=124.90 0.00

TRINITY_DN39523_c0_g3sp|P36608|NCS1_CAEELncs-1 Neuronal calcium sensor 1 OS=Caenorhabditis elegans GN=ncs-1 PE=2 SV=224.90 0.00

TRINITY_DN40151_c0_g3sp|Q7M3S9|RNGB_DICDIrngB RING finger protein B OS=Dictyostelium discoideum GN=rngB PE=2 SV=224.90 0.00

TRINITY_DN40257_c0_g4sp|Q6ICX4|PTBP3_ARATHAt1g43190Polypyrimidine tract-binding protein homolog 3 OS=Arabidopsis thaliana GN=At1g43190 PE=2 SV=124.90 0.00

TRINITY_DN40776_c0_g3sp|B1AUC7|RHG36_MOUSEArhgap36Rho GTPase-activating protein 36 OS=Mus musculus GN=Arhgap36 PE=2 SV=124.90 0.00

TRINITY_DN41291_c0_g2sp|Q54U75|CRLA_DICDIcrlA Cyclic AMP receptor-like protein A OS=Dictyostelium discoideum GN=crlA PE=2 SV=124.90 0.00

TRINITY_DN41362_c0_g2sp|A8JF70|ODA1_CHLREODA1 Outer dynein arm protein 1 OS=Chlamydomonas reinhardtii GN=ODA1 PE=1 SV=124.90 0.00

TRINITY_DN44157_c0_g1sp|Q9VRL2|GOSR2_DROMEMembrin Probable Golgi SNAP receptor complex member 2 OS=Drosophila melanogaster GN=Membrin PE=2 SV=124.90 0.00

TRINITY_DN45371_c0_g2sp|Q9LZX8|BIG2_ARATHBIG2 Brefeldin A-inhibited guanine nucleotide-exchange protein 2 OS=Arabidopsis thaliana GN=BIG2 PE=2 SV=124.90 0.00

TRINITY_DN47484_c0_g2sp|Q58DF3|TRABD_BOVINTRABD TraB domain-containing protein OS=Bos taurus GN=TRABD PE=2 SV=124.90 0.00

TRINITY_DN49582_c1_g1sp|Q7ZUC7|PGES2_DANREptges2 Prostaglandin E synthase 2 OS=Danio rerio GN=ptges2 PE=2 SV=124.90 0.00

TRINITY_DN50311_c2_g2sp|A2YFR6|OHK1_ORYSIHK1 Probable histidine kinase 1 OS=Oryza sativa subsp. indica GN=HK1 PE=3 SV=124.90 0.00

TRINITY_DN51903_c1_g1sp|Q802R8|SMC6_TAKRUsmc6 Structural maintenance of chromosomes protein 6 OS=Takifugu rubripes GN=smc6 PE=2 SV=124.90 0.00

TRINITY_DN15099_c0_g1sp|Q07288|ADH1_KLUMAADH1 Alcohol dehydrogenase 1 OS=Kluyveromyces marxianus GN=ADH1 PE=3 SV=124.80 0.00

TRINITY_DN29993_c0_g1sp|Q802V6|ABH2A_DANREabhd2a Monoacylglycerol lipase ABHD2-A OS=Danio rerio GN=abhd2a PE=2 SV=124.80 0.00

TRINITY_DN35153_c0_g1sp|P0A3U8|BP26_BRUMEbp26 26 kDa periplasmic immunogenic protein OS=Brucella melitensis biotype 1 (strain 16M / ATCC 23456 / NCTC 10094) GN=bp26 PE=3 SV=124.80 0.00

TRINITY_DN38790_c0_g2sp|Q5U752|MX_SOLSEmx Interferon-induced GTP-binding protein Mx OS=Solea senegalensis GN=mx PE=2 SV=124.80 0.00

TRINITY_DN39513_c0_g2sp|Q4P9T3|CCR4_USTMACCR4 Glucose-repressible alcohol dehydrogenase transcriptional effector OS=Ustilago maydis (strain 521 / FGSC 9021) GN=CCR4 PE=3 SV=124.80 0.00

TRINITY_DN40170_c0_g3sp|A2X8A7|SPXM1_ORYSIOsI_08463SPX domain-containing membrane protein OsI_08463 OS=Oryza sativa subsp. indica GN=OsI_08463 PE=3 SV=224.80 0.00

TRINITY_DN40973_c0_g2sp|Q8RWL5|CLT3_ARATHCLT3 Protein CLT3, chloroplastic OS=Arabidopsis thaliana GN=CLT3 PE=2 SV=124.80 0.00

TRINITY_DN41265_c0_g3sp|Q6DFC2|CCD77_XENLAccdc77 Coiled-coil domain-containing protein 77 OS=Xenopus laevis GN=ccdc77 PE=2 SV=124.80 0.00

TRINITY_DN41355_c0_g2sp|Q6F6Y2|HPXO_ACIADhpxO FAD-dependent urate hydroxylase OS=Acinetobacter baylyi (strain ATCC 33305 / BD413 / ADP1) GN=hpxO PE=1 SV=124.80 0.00

TRINITY_DN41694_c0_g1sp|Q68AP4|NFDA_ARTPSnfdA N-substituted formamide deformylase OS=Arthrobacter pascens GN=nfdA PE=1 SV=124.80 0.00

TRINITY_DN41990_c0_g3sp|F4I111|MCU6_ARATHAt1g09575Calcium uniporter protein 6, mitochondrial OS=Arabidopsis thaliana GN=At1g09575 PE=2 SV=124.80 0.00

TRINITY_DN42405_c0_g2sp|A8FW59|RLMKL_SHESHrlmL Ribosomal RNA large subunit methyltransferase K/L OS=Shewanella sediminis (strain HAW-EB3) GN=rlmL PE=3 SV=124.80 0.00

TRINITY_DN45215_c0_g4sp|Q6DFB7|POC5_XENLApoc5 Centrosomal protein POC5 OS=Xenopus laevis GN=poc5 PE=2 SV=124.80 0.00

TRINITY_DN45815_c0_g3sp|F4IAT2|THOC2_ARATHTHO2 THO complex subunit 2 OS=Arabidopsis thaliana GN=THO2 PE=1 SV=124.80 0.00

TRINITY_DN45966_c1_g2sp|Q4R8V8|CP100_MACFACFAP100 Cilia- and flagella-associated protein 100 OS=Macaca fascicularis GN=CFAP100 PE=2 SV=224.80 0.00

TRINITY_DN46513_c0_g7sp|A0JP85|CNOT1_XENTRcnot1 CCR4-NOT transcription complex subunit 1 OS=Xenopus tropicalis GN=cnot1 PE=2 SV=124.80 0.00

TRINITY_DN46796_c0_g1sp|Q1KPV0|FZL_ARATHFZL Probable transmembrane GTPase FZO-like, chloroplastic OS=Arabidopsis thaliana GN=FZL PE=1 SV=124.80 0.00

TRINITY_DN47133_c0_g1sp|A1XD93|TFP11_PANTRTFIP11 Tuftelin-interacting protein 11 OS=Pan troglodytes GN=TFIP11 PE=2 SV=124.80 0.00

TRINITY_DN47617_c0_g1sp|P14381|YTX2_XENLA- Transposon TX1 uncharacterized 149 kDa protein OS=Xenopus laevis PE=3 SV=124.80 0.00

TRINITY_DN47795_c0_g2sp|Q54L53|GRLD_DICDIgrlD Metabotropic glutamate receptor-like protein D OS=Dictyostelium discoideum GN=grlD PE=2 SV=124.80 0.00

TRINITY_DN48077_c0_g1sp|Q8RXF8|MIRO1_ARATHMIRO1 Mitochondrial Rho GTPase 1 OS=Arabidopsis thaliana GN=MIRO1 PE=1 SV=124.80 0.00

TRINITY_DN50124_c0_g1sp|Q9LV81|BRTL3_ARATHAt5g64970Probable mitochondrial adenine nucleotide transporter BTL3 OS=Arabidopsis thaliana GN=At5g64970 PE=2 SV=124.80 0.00

TRINITY_DN52135_c0_g1sp|Q54JA3|SIBE_DICDIsibE Integrin beta-like protein E OS=Dictyostelium discoideum GN=sibE PE=1 SV=124.80 0.00

TRINITY_DN33064_c0_g1sp|Q9SI13|SFH10_ARATHSFH10 Phosphatidylinositol/phosphatidylcholine transfer protein SFH10 OS=Arabidopsis thaliana GN=SFH10 PE=3 SV=124.70 0.00

TRINITY_DN34471_c0_g1sp|Q63744|RHG07_RATDlc1 Rho GTPase-activating protein 7 OS=Rattus norvegicus GN=Dlc1 PE=1 SV=324.70 0.00

TRINITY_DN35607_c0_g1sp|Q6P2H8|TMM53_HUMANTMEM53 Transmembrane protein 53 OS=Homo sapiens GN=TMEM53 PE=2 SV=124.70 0.00

TRINITY_DN36043_c0_g2sp|Q7XB08|CNMT_PAPSOCNMT (S)-coclaurine N-methyltransferase OS=Papaver somniferum GN=CNMT PE=1 SV=124.70 0.00

TRINITY_DN39125_c0_g2sp|O94952|FBX21_HUMANFBXO21 F-box only protein 21 OS=Homo sapiens GN=FBXO21 PE=2 SV=224.70 0.00

TRINITY_DN42145_c0_g2sp|P98187|CP4F8_HUMANCYP4F8 Cytochrome P450 4F8 OS=Homo sapiens GN=CYP4F8 PE=1 SV=124.70 0.00

TRINITY_DN45318_c0_g2sp|Q3SZL3|MBOA5_BOVINLPCAT3 Lysophospholipid acyltransferase 5 OS=Bos taurus GN=LPCAT3 PE=2 SV=124.70 0.00

TRINITY_DN46239_c1_g3sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=324.70 0.00

TRINITY_DN47953_c0_g2sp|O13845|RSD1_SCHPOrsd1 RNA-binding protein rsd1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rsd1 PE=1 SV=224.70 0.00



TRINITY_DN52164_c1_g1sp|Q8BV79|TRNK1_MOUSETrank1 TPR and ankyrin repeat-containing protein 1 OS=Mus musculus GN=Trank1 PE=2 SV=324.70 0.00

TRINITY_DN52234_c0_g3sp|Q09809|CSC1_SCHPOSPAC2G11.09Calcium permeable stress-gated cation channel 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC2G11.09 PE=3 SV=224.70 0.00

TRINITY_DN37993_c0_g1sp|Q8W0Z9|CCR4A_ARATHCCR4-1 Carbon catabolite repressor protein 4 homolog 1 OS=Arabidopsis thaliana GN=CCR4-1 PE=2 SV=124.60 0.00

TRINITY_DN39203_c0_g5sp|Q3URY6|ARMC2_MOUSEArmc2 Armadillo repeat-containing protein 2 OS=Mus musculus GN=Armc2 PE=2 SV=324.60 0.00

TRINITY_DN39840_c0_g5sp|A8JF70|ODA1_CHLREODA1 Outer dynein arm protein 1 OS=Chlamydomonas reinhardtii GN=ODA1 PE=1 SV=124.60 0.00

TRINITY_DN40271_c0_g3sp|Q1XDU6|YCF37_PYRYEycf37 Uncharacterized protein ycf37 OS=Pyropia yezoensis GN=ycf37 PE=3 SV=124.60 0.00

TRINITY_DN40317_c0_g1sp|P51610|HCFC1_HUMANHCFC1 Host cell factor 1 OS=Homo sapiens GN=HCFC1 PE=1 SV=224.60 0.00

TRINITY_DN41506_c0_g1sp|O00410|IPO5_HUMANIPO5 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SV=424.60 0.00

TRINITY_DN41723_c0_g1sp|Q9JHZ9|S38A3_RATSlc38a3 Sodium-coupled neutral amino acid transporter 3 OS=Rattus norvegicus GN=Slc38a3 PE=2 SV=124.60 0.00

TRINITY_DN41939_c2_g5sp|Q6PFM9|WDR48_DANREwdr48 WD repeat-containing protein 48 OS=Danio rerio GN=wdr48 PE=2 SV=224.60 0.00

TRINITY_DN43549_c1_g6sp|Q6NZB0|DNJC8_MOUSEDnajc8 DnaJ homolog subfamily C member 8 OS=Mus musculus GN=Dnajc8 PE=1 SV=224.60 0.00

TRINITY_DN43992_c0_g8sp|Q551A3|Y6689_DICDIDDB_G0276689Protein DDB_G0276689 OS=Dictyostelium discoideum GN=DDB_G0276689 PE=4 SV=224.60 0.00

TRINITY_DN44360_c0_g1sp|P33731|SRP72_CANLFSRP72 Signal recognition particle subunit SRP72 OS=Canis lupus familiaris GN=SRP72 PE=1 SV=324.60 0.00

TRINITY_DN44990_c0_g6sp|A2AS55|ANR16_MOUSEAnkrd16 Ankyrin repeat domain-containing protein 16 OS=Mus musculus GN=Ankrd16 PE=2 SV=124.60 0.00

TRINITY_DN45575_c0_g1sp|B1H1P9|PPAL_XENLAacp2 Lysosomal acid phosphatase OS=Xenopus laevis GN=acp2 PE=2 SV=124.60 0.00

TRINITY_DN48418_c0_g5sp|O15439|MRP4_HUMANABCC4 Multidrug resistance-associated protein 4 OS=Homo sapiens GN=ABCC4 PE=1 SV=324.60 0.00

TRINITY_DN35728_c0_g1sp|P9WIT2|GULDH_MYCTOMT1821 L-gulono-1,4-lactone dehydrogenase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=MT1821 PE=3 SV=124.50 0.00

TRINITY_DN36561_c0_g1sp|Q9STT7|AB5A_ARATHABCA5 ABC transporter A family member 5 OS=Arabidopsis thaliana GN=ABCA5 PE=3 SV=224.50 0.00

TRINITY_DN37248_c1_g9sp|Q9AV81|PRP19_ORYSJPRP19 Pre-mRNA-processing factor 19 OS=Oryza sativa subsp. japonica GN=PRP19 PE=2 SV=124.50 0.00

TRINITY_DN37522_c0_g10sp|Q8BSN3|CC151_MOUSECcdc151 Coiled-coil domain-containing protein 151 OS=Mus musculus GN=Ccdc151 PE=2 SV=124.50 0.00

TRINITY_DN37872_c0_g7sp|Q8L751|ORP1C_ARATHORP1C Oxysterol-binding protein-related protein 1C OS=Arabidopsis thaliana GN=ORP1C PE=2 SV=124.50 0.00

TRINITY_DN38407_c0_g1sp|Q7RRM4|TIP_PLAYOPY00695 T-cell immunomodulatory protein homolog OS=Plasmodium yoelii yoelii GN=PY00695 PE=3 SV=124.50 0.00

TRINITY_DN38434_c0_g2sp|P54739|PKAA_STRCOpkaA Serine/threonine-protein kinase PkaA OS=Streptomyces coelicolor (strain ATCC BAA-471 / A3(2) / M145) GN=pkaA PE=3 SV=124.50 0.00

TRINITY_DN39211_c0_g2sp|Q54MC6|LRLA_DICDIlrlA Latrophilin receptor-like protein A OS=Dictyostelium discoideum GN=lrlA PE=3 SV=124.50 0.00

TRINITY_DN4134_c0_g1sp|Q8BGC4|PTGR3_MOUSEZadh2 Prostaglandin reductase-3 OS=Mus musculus GN=Zadh2 PE=1 SV=124.50 0.00

TRINITY_DN44899_c0_g9sp|Q9LUC8|C7A13_ARATHCYP72A13Cytochrome P450 72A13 OS=Arabidopsis thaliana GN=CYP72A13 PE=2 SV=124.50 0.00

TRINITY_DN45030_c0_g3sp|Q88NU6|QUIP_PSEPKquiP Acyl-homoserine lactone acylase QuiP OS=Pseudomonas putida (strain ATCC 47054 / DSM 6125 / NCIMB 11950 / KT2440) GN=quiP PE=3 SV=124.50 0.00

TRINITY_DN46329_c0_g1sp|Q5THJ4|VP13D_HUMANVPS13D Vacuolar protein sorting-associated protein 13D OS=Homo sapiens GN=VPS13D PE=1 SV=224.50 0.00

TRINITY_DN46870_c0_g1sp|Q54FQ8|EI2BG_DICDIeif2b3 Translation initiation factor eIF-2B subunit gamma OS=Dictyostelium discoideum GN=eif2b3 PE=3 SV=124.50 0.00

TRINITY_DN47655_c0_g1sp|Q9Z0R6|ITSN2_MOUSEItsn2 Intersectin-2 OS=Mus musculus GN=Itsn2 PE=1 SV=224.50 0.00

TRINITY_DN49302_c0_g7sp|P34387|TG198_CAEELcrn-7 Cell-death-related nuclease 7 OS=Caenorhabditis elegans GN=crn-7 PE=2 SV=224.50 0.00

TRINITY_DN49697_c0_g5sp|Q9PT84|KCNH6_CHICKKCNH6 Potassium voltage-gated channel subfamily H member 6 OS=Gallus gallus GN=KCNH6 PE=2 SV=224.50 0.00

TRINITY_DN50199_c2_g2sp|Q5XI57|TTL10_RATTtll10 Protein polyglycylase TTLL10 OS=Rattus norvegicus GN=Ttll10 PE=2 SV=224.50 0.00

TRINITY_DN50349_c0_g3sp|O14170|POP2_SCHPOpop2 WD repeat-containing protein pop2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pop2 PE=1 SV=124.50 0.00

TRINITY_DN50385_c0_g1sp|A0R4R3|KSHA_MYCS2kshA 3-ketosteroid-9-alpha-monooxygenase, oxygenase component OS=Mycobacterium smegmatis (strain ATCC 700084 / mc(2)155) GN=kshA PE=1 SV=124.50 0.00

TRINITY_DN28488_c0_g1sp|Q54BI3|Y3610_DICDIDDB_G0293610LIMR family protein DDB_G0293610 OS=Dictyostelium discoideum GN=DDB_G0293610 PE=3 SV=124.40 0.00

TRINITY_DN35431_c1_g9sp|B4P5F7|EIF3B_DROYAeIF3-S9 Eukaryotic translation initiation factor 3 subunit B OS=Drosophila yakuba GN=eIF3-S9 PE=3 SV=124.40 0.00

TRINITY_DN35670_c0_g1sp|B3WCM0|CINA_LACCBcinA Putative competence-damage inducible protein OS=Lactobacillus casei (strain BL23) GN=cinA PE=3 SV=124.40 0.00

TRINITY_DN38251_c1_g6sp|A2YW91|PLP2_ORYSIPLP2 Patatin-like protein 2 OS=Oryza sativa subsp. indica GN=PLP2 PE=3 SV=124.40 0.00

TRINITY_DN38318_c0_g1sp|Q9NWF9|RN216_HUMANRNF216 E3 ubiquitin-protein ligase RNF216 OS=Homo sapiens GN=RNF216 PE=1 SV=324.40 0.00

TRINITY_DN39300_c0_g2sp|Q9H7Z3|NRDE2_HUMANNRDE2 Protein NRDE2 homolog OS=Homo sapiens GN=NRDE2 PE=1 SV=324.40 0.00

TRINITY_DN39787_c0_g1sp|Q9FFZ1|PPH_ARATHPPH Pheophytinase, chloroplastic OS=Arabidopsis thaliana GN=PPH PE=1 SV=124.40 0.00

TRINITY_DN40670_c0_g1sp|Q9HFE8|TRA1_SCHPOtra1 Transcription-associated protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tra1 PE=3 SV=124.40 0.00

TRINITY_DN40824_c0_g4sp|Q08DS7|AP1B1_BOVINAP2B1 AP-1 complex subunit beta-1 OS=Bos taurus GN=AP2B1 PE=2 SV=124.40 0.00

TRINITY_DN40939_c0_g5sp|P77964|SECY_SYNY3secY Protein translocase subunit SecY OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=secY PE=3 SV=124.40 0.00

TRINITY_DN41345_c0_g2sp|O74945|RIA1_SCHPOria1 Ribosome assembly protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=ria1 PE=3 SV=124.40 0.00

TRINITY_DN41535_c0_g6sp|K7TQE3|HIP_MAIZEHIP HSP-interacting protein OS=Zea mays GN=HIP PE=1 SV=124.40 0.00

TRINITY_DN43649_c0_g1sp|P73689|SPPA_SYNY3sppA Protease 4 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sppA PE=3 SV=124.40 0.00

TRINITY_DN44989_c0_g4sp|Q17QZ4|TFDP1_BOVINTFDP1 Transcription factor Dp-1 OS=Bos taurus GN=TFDP1 PE=2 SV=124.40 0.00

TRINITY_DN49354_c0_g1sp|Q9V771|C6A23_DROMECyp6a23 Probable cytochrome P450 6a23 OS=Drosophila melanogaster GN=Cyp6a23 PE=2 SV=224.40 0.00

TRINITY_DN50657_c0_g3sp|Q9SFB0|DTX43_ARATHDTX43 Protein DETOXIFICATION 43 OS=Arabidopsis thaliana GN=DTX43 PE=1 SV=124.40 0.00

TRINITY_DN34749_c0_g1sp|Q6PD74|AAGAB_HUMANAAGAB Alpha- and gamma-adaptin-binding protein p34 OS=Homo sapiens GN=AAGAB PE=1 SV=124.30 0.00

TRINITY_DN35512_c0_g5sp|Q8C190|VP9D1_MOUSEVps9d1 VPS9 domain-containing protein 1 OS=Mus musculus GN=Vps9d1 PE=1 SV=124.30 0.00

TRINITY_DN38335_c0_g3sp|O18596|C4D10_DROMTCyp4d10 Cytochrome P450 4d10 OS=Drosophila mettleri GN=Cyp4d10 PE=1 SV=124.30 0.00

TRINITY_DN40682_c2_g1sp|Q9QXX8|NUFP1_MOUSENufip1 Nuclear fragile X mental retardation-interacting protein 1 OS=Mus musculus GN=Nufip1 PE=1 SV=124.30 0.00

TRINITY_DN41700_c0_g10sp|Q6BZE9|SNX4_DEBHASNX4 Sorting nexin-4 OS=Debaryomyces hansenii (strain ATCC 36239 / CBS 767 / JCM 1990 / NBRC 0083 / IGC 2968) GN=SNX4 PE=3 SV=224.30 0.00



TRINITY_DN44403_c0_g2sp|D3Z6P0|PDIA2_MOUSEPdia2 Protein disulfide-isomerase A2 OS=Mus musculus GN=Pdia2 PE=1 SV=124.30 0.00

TRINITY_DN45778_c0_g3sp|Q8CHB8|TTLL5_MOUSETtll5 Tubulin polyglutamylase TTLL5 OS=Mus musculus GN=Ttll5 PE=2 SV=324.30 0.00

TRINITY_DN46185_c0_g6sp|P53258|GYP2_YEASTMDR1 GTPase-activating protein GYP2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=MDR1 PE=1 SV=124.30 0.00

TRINITY_DN49260_c0_g2sp|Q5XIW8|SNUT1_RATSart1 U4/U6.U5 tri-snRNP-associated protein 1 OS=Rattus norvegicus GN=Sart1 PE=1 SV=124.30 0.00

TRINITY_DN30701_c0_g1sp|Q9SKX5|PAO2_ARATHPAO2 Probable polyamine oxidase 2 OS=Arabidopsis thaliana GN=PAO2 PE=2 SV=124.20 0.00

TRINITY_DN33317_c1_g1sp|P51610|HCFC1_HUMANHCFC1 Host cell factor 1 OS=Homo sapiens GN=HCFC1 PE=1 SV=224.20 0.00

TRINITY_DN35737_c0_g5sp|Q8K368|FANCI_MOUSEFanci Fanconi anemia group I protein homolog OS=Mus musculus GN=Fanci PE=1 SV=224.20 0.00

TRINITY_DN36316_c0_g1sp|Q6CUE1|SDS23_KLULASDS23 Protein SDS23 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=SDS23 PE=3 SV=124.20 0.00

TRINITY_DN37060_c0_g5sp|Q8BSN3|CC151_MOUSECcdc151 Coiled-coil domain-containing protein 151 OS=Mus musculus GN=Ccdc151 PE=2 SV=124.20 0.00

TRINITY_DN37348_c0_g2sp|Q07838|AMDA_MYCSMamdA Acetamidase OS=Mycobacterium smegmatis GN=amdA PE=1 SV=224.20 0.00

TRINITY_DN37384_c0_g1sp|Q52KW8|RCC2_XENLArcc2 Protein RCC2 homolog OS=Xenopus laevis GN=rcc2 PE=2 SV=124.20 0.00

TRINITY_DN38091_c0_g2sp|Q9UBS8|RNF14_HUMANRNF14 E3 ubiquitin-protein ligase RNF14 OS=Homo sapiens GN=RNF14 PE=1 SV=124.20 0.00

TRINITY_DN41772_c0_g5sp|F4HX15|LPAI_ARATHPLA1 Phospholipase A I OS=Arabidopsis thaliana GN=PLA1 PE=2 SV=124.20 0.00

TRINITY_DN42165_c0_g1sp|Q9Z1X9|CDC45_MOUSECdc45 Cell division control protein 45 homolog OS=Mus musculus GN=Cdc45 PE=1 SV=224.20 0.00

TRINITY_DN45867_c0_g2sp|Q9SE51|SURF1_ARATHSURF1 Surfeit locus protein 1 OS=Arabidopsis thaliana GN=SURF1 PE=2 SV=124.20 0.00

TRINITY_DN46478_c0_g4sp|P0CB66|MED14_DICDImed14 Putative mediator of RNA polymerase II transcription subunit 14 OS=Dictyostelium discoideum GN=med14 PE=3 SV=124.20 0.00

TRINITY_DN46578_c0_g5sp|Q54SW3|GRLF_DICDIgrlF Metabotropic glutamate receptor-like protein F OS=Dictyostelium discoideum GN=grlF PE=2 SV=124.20 0.00

TRINITY_DN47199_c0_g1sp|Q80WK7|S29A3_RATSlc29a3 Equilibrative nucleoside transporter 3 OS=Rattus norvegicus GN=Slc29a3 PE=1 SV=224.20 0.00

TRINITY_DN49648_c0_g1sp|Q9SVG0|ANTL2_ARATHAt4g38250Amino acid transporter ANTL2 OS=Arabidopsis thaliana GN=At4g38250 PE=1 SV=124.20 0.00

TRINITY_DN50637_c0_g1sp|Q802D3|XPO4_DANRExpo4 Exportin-4 OS=Danio rerio GN=xpo4 PE=2 SV=124.20 0.00

TRINITY_DN32578_c0_g1sp|A6VYJ6|DDL_MARMSddl D-alanine--D-alanine ligase OS=Marinomonas sp. (strain MWYL1) GN=ddl PE=3 SV=124.10 0.00

TRINITY_DN33492_c0_g2sp|Q08548|ALE1_YEASTALE1 Lysophospholipid acyltransferase OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=ALE1 PE=1 SV=124.10 0.00

TRINITY_DN35225_c0_g2sp|Q9C776|ATE2_ARATHATE2 Arginyl-tRNA--protein transferase 2 OS=Arabidopsis thaliana GN=ATE2 PE=2 SV=124.10 0.00

TRINITY_DN35918_c1_g11sp|P90893|YM9I_CAEELF56F10.1Putative serine protease F56F10.1 OS=Caenorhabditis elegans GN=F56F10.1 PE=1 SV=224.10 0.00

TRINITY_DN41658_c0_g1sp|B4F6I3|AIFM2_XENTRaifm2 Apoptosis-inducing factor 2 OS=Xenopus tropicalis GN=aifm2 PE=2 SV=124.10 0.00

TRINITY_DN43156_c0_g1sp|F4HPH2|DTX20_ARATHDTX20 Protein DETOXIFICATION 20 OS=Arabidopsis thaliana GN=DTX20 PE=3 SV=124.10 0.00

TRINITY_DN43357_c0_g2sp|Q9LI74|CHUP1_ARATHCHUP1 Protein CHUP1, chloroplastic OS=Arabidopsis thaliana GN=CHUP1 PE=1 SV=124.10 0.00

TRINITY_DN43451_c0_g3sp|Q9LE20|DTX54_ARATHDTX54 Protein DETOXIFICATION 54 OS=Arabidopsis thaliana GN=DTX54 PE=2 SV=124.10 0.00

TRINITY_DN45321_c0_g2sp|Q9P376|FCP1_SCHPOfcp1 RNA polymerase II subunit A C-terminal domain phosphatase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=fcp1 PE=1 SV=124.10 0.00

TRINITY_DN45591_c0_g2sp|Q672K1|NOX3_RATNox3 NADPH oxidase 3 OS=Rattus norvegicus GN=Nox3 PE=2 SV=124.10 0.00

TRINITY_DN47917_c0_g1sp|Q54I48|CTL2_DICDIslc44a2 Choline transporter-like protein 2 OS=Dictyostelium discoideum GN=slc44a2 PE=3 SV=124.10 0.00

TRINITY_DN49104_c0_g1sp|Q7Z3Z3|PIWL3_HUMANPIWIL3 Piwi-like protein 3 OS=Homo sapiens GN=PIWIL3 PE=2 SV=224.10 0.00

TRINITY_DN35287_c0_g1sp|P51564|TCR8_PASMDtetA Tetracycline resistance protein, class H OS=Pasteurella multocida GN=tetA PE=3 SV=124.00 0.00

TRINITY_DN37229_c0_g5sp|O34915|YOBE_BACSUyobE Putative SOS response-associated peptidase YobE OS=Bacillus subtilis (strain 168) GN=yobE PE=3 SV=124.00 0.00

TRINITY_DN37758_c0_g3sp|Q8T277|PRKAG_DICDIprkag 5'-AMP-activated protein kinase subunit gamma OS=Dictyostelium discoideum GN=prkag PE=3 SV=324.00 0.00

TRINITY_DN40056_c0_g9sp|Q8IWG1|WDR63_HUMANWDR63 WD repeat-containing protein 63 OS=Homo sapiens GN=WDR63 PE=2 SV=124.00 0.00

TRINITY_DN40749_c0_g1sp|Q5D144|TFAM_PIGTFAM Transcription factor A, mitochondrial OS=Sus scrofa GN=TFAM PE=2 SV=124.00 0.00

TRINITY_DN40865_c0_g9sp|Q8S3U9|SEC5A_ARATHSEC5A Exocyst complex component SEC5A OS=Arabidopsis thaliana GN=SEC5A PE=1 SV=124.00 0.00

TRINITY_DN42648_c0_g2sp|Q5RFM4|ZW10_PONABZW10 Centromere/kinetochore protein zw10 homolog OS=Pongo abelii GN=ZW10 PE=2 SV=324.00 0.00

TRINITY_DN42663_c0_g2sp|Q5NC05|TTF2_MOUSETtf2 Transcription termination factor 2 OS=Mus musculus GN=Ttf2 PE=1 SV=224.00 0.00

TRINITY_DN43527_c0_g3sp|Q9P896|TCSA_EMENItcsA Two-component system protein A OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsA PE=3 SV=224.00 0.00

TRINITY_DN48397_c0_g3sp|Q55F94|DLPA_DICDIdlpA Dynamin-like protein A OS=Dictyostelium discoideum GN=dlpA PE=2 SV=124.00 0.00

TRINITY_DN49503_c1_g3sp|Q556Y8|DUSPR_DICDIDDB_G0273199Probable rhodanese domain-containing dual specificity protein phosphatase OS=Dictyostelium discoideum GN=DDB_G0273199 PE=3 SV=124.00 0.00

TRINITY_DN49745_c0_g5sp|Q7MYI0|RSMB_PHOLLrsmB Ribosomal RNA small subunit methyltransferase B OS=Photorhabdus luminescens subsp. laumondii (strain DSM 15139 / CIP 105565 / TT01) GN=rsmB PE=3 SV=124.00 0.00

TRINITY_DN49901_c0_g12sp|Q6QBQ4|PLS3_RATPlscr3 Phospholipid scramblase 3 OS=Rattus norvegicus GN=Plscr3 PE=2 SV=124.00 0.00

TRINITY_DN52003_c1_g2sp|B0G143|UCPB_DICDIucpB Mitochondrial substrate carrier family protein ucpB OS=Dictyostelium discoideum GN=ucpB PE=3 SV=124.00 0.00

TRINITY_DN52606_c3_g1sp|Q27517|C13A3_CAEELcyp-13A3Putative cytochrome P450 CYP13A3 OS=Caenorhabditis elegans GN=cyp-13A3 PE=3 SV=124.00 0.00

TRINITY_DN36403_c1_g12sp|Q54WR2|GCN1_DICDIgcn1 eIF-2-alpha kinase activator GCN1 OS=Dictyostelium discoideum GN=gcn1 PE=3 SV=123.90 0.00

TRINITY_DN37502_c0_g7sp|F4JT76|VPS54_ARATHVPS54 Vacuolar protein sorting-associated protein 54, chloroplastic OS=Arabidopsis thaliana GN=VPS54 PE=1 SV=123.90 0.00

TRINITY_DN37887_c0_g7sp|P14681|KSS1_YEASTKSS1 Mitogen-activated protein kinase KSS1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=KSS1 PE=1 SV=123.90 0.00

TRINITY_DN40475_c0_g6sp|P40074|AVT6_YEASTAVT6 Vacuolar amino acid transporter 6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT6 PE=1 SV=123.90 0.00

TRINITY_DN42565_c0_g8sp|Q80VN0|CP100_MOUSECfap100 Cilia- and flagella-associated protein 100 OS=Mus musculus GN=Cfap100 PE=2 SV=223.90 0.00

TRINITY_DN43854_c0_g1sp|P39589|YWBF_BACSUywbF Uncharacterized transporter YwbF OS=Bacillus subtilis (strain 168) GN=ywbF PE=3 SV=123.90 0.00

TRINITY_DN44300_c1_g6sp|P59941|SIR6_MOUSESirt6 NAD-dependent protein deacetylase sirtuin-6 OS=Mus musculus GN=Sirt6 PE=1 SV=123.90 0.00

TRINITY_DN45974_c1_g5sp|Q29RI9|MAT2B_BOVINMAT2B Methionine adenosyltransferase 2 subunit beta OS=Bos taurus GN=MAT2B PE=2 SV=123.90 0.00

TRINITY_DN46684_c0_g1sp|Q10332|YBMA_SCHPOSPBC582.10cUncharacterized ATP-dependent helicase C582.10c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC582.10c PE=1 SV=123.90 0.00



TRINITY_DN48287_c2_g6sp|Q09128|CP24A_RATCyp24a1 1,25-dihydroxyvitamin D(3) 24-hydroxylase, mitochondrial OS=Rattus norvegicus GN=Cyp24a1 PE=1 SV=123.90 0.00

TRINITY_DN48938_c0_g1sp|Q9V9S7|SYDE_DROMERhoGAP100FRho GTPase-activating protein 100F OS=Drosophila melanogaster GN=RhoGAP100F PE=1 SV=223.90 0.00

TRINITY_DN49031_c0_g4sp|Q54ET6|ABPF_DICDIabpF Actin-binding protein F OS=Dictyostelium discoideum GN=abpF PE=1 SV=123.90 0.00

TRINITY_DN52103_c0_g2sp|Q02343|CAC1E_RABITCACNA1E Voltage-dependent R-type calcium channel subunit alpha-1E OS=Oryctolagus cuniculus GN=CACNA1E PE=2 SV=123.90 0.00

TRINITY_DN35691_c0_g1sp|Q3KQG9|PPAT_XENLAacpt Testicular acid phosphatase homolog OS=Xenopus laevis GN=acpt PE=2 SV=123.80 0.00

TRINITY_DN35915_c0_g11sp|Q54I48|CTL2_DICDIslc44a2 Choline transporter-like protein 2 OS=Dictyostelium discoideum GN=slc44a2 PE=3 SV=123.80 0.00

TRINITY_DN36874_c0_g8sp|P27801|PEP3_YEASTPEP3 Vacuolar membrane protein PEP3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PEP3 PE=1 SV=123.80 0.00

TRINITY_DN42719_c0_g5sp|Q8BIV3|RNBP6_MOUSERanbp6 Ran-binding protein 6 OS=Mus musculus GN=Ranbp6 PE=1 SV=323.80 0.00

TRINITY_DN44955_c0_g2sp|Q54MG4|Y5975_DICDIDDB_G0285975von Willebrand factor A domain-containing protein DDB_G0285975 OS=Dictyostelium discoideum GN=DDB_G0285975 PE=3 SV=123.80 0.00

TRINITY_DN45064_c0_g3sp|Q3SZK1|AAMP_BOVINAAMP Angio-associated migratory cell protein OS=Bos taurus GN=AAMP PE=2 SV=123.80 0.00

TRINITY_DN51689_c0_g1sp|Q2UKX8|CLU_ASPORclu1 Clustered mitochondria protein homolog OS=Aspergillus oryzae (strain ATCC 42149 / RIB 40) GN=clu1 PE=3 SV=123.80 0.00

TRINITY_DN35583_c0_g1sp|O35386|PAHX_MOUSEPhyh Phytanoyl-CoA dioxygenase, peroxisomal OS=Mus musculus GN=Phyh PE=1 SV=123.70 0.00

TRINITY_DN38197_c0_g1sp|Q9LDF2|LAG11_ARATHLAG1 LAG1 longevity assurance homolog 1 OS=Arabidopsis thaliana GN=LAG1 PE=2 SV=123.70 0.00

TRINITY_DN38439_c0_g6sp|Q5ZK17|SETD6_CHICKSETD6 N-lysine methyltransferase SETD6 OS=Gallus gallus GN=SETD6 PE=2 SV=223.70 0.00

TRINITY_DN39536_c0_g3sp|Q29L43|MON2_DROPSmon2 Protein MON2 homolog OS=Drosophila pseudoobscura pseudoobscura GN=mon2 PE=3 SV=223.70 0.00

TRINITY_DN39964_c0_g2sp|Q01780|EXOSX_HUMANEXOSC10 Exosome component 10 OS=Homo sapiens GN=EXOSC10 PE=1 SV=223.70 0.00

TRINITY_DN40798_c0_g3sp|Q10332|YBMA_SCHPOSPBC582.10cUncharacterized ATP-dependent helicase C582.10c OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPBC582.10c PE=1 SV=123.70 0.00

TRINITY_DN43245_c0_g3sp|Q7Z494|NPHP3_HUMANNPHP3 Nephrocystin-3 OS=Homo sapiens GN=NPHP3 PE=1 SV=123.70 0.00

TRINITY_DN46713_c0_g1sp|Q17QZ3|SPX3_BOVINSLC37A3 Sugar phosphate exchanger 3 OS=Bos taurus GN=SLC37A3 PE=2 SV=123.70 0.00

TRINITY_DN49614_c0_g3sp|Q19076|PHO1_CAEELpho-1 Intestinal acid phosphatase OS=Caenorhabditis elegans GN=pho-1 PE=1 SV=123.70 0.00

TRINITY_DN50263_c0_g2sp|Q8LBB2|KING1_ARATHKING1 SNF1-related protein kinase regulatory subunit gamma-1 OS=Arabidopsis thaliana GN=KING1 PE=1 SV=223.70 0.00

TRINITY_DN50384_c0_g9sp|O15254|ACOX3_HUMANACOX3 Peroxisomal acyl-coenzyme A oxidase 3 OS=Homo sapiens GN=ACOX3 PE=1 SV=223.70 0.00

TRINITY_DN52555_c1_g1sp|Q55EI3|VP13E_DICDIvps13E Putative vacuolar protein sorting-associated protein 13E OS=Dictyostelium discoideum GN=vps13E PE=3 SV=123.70 0.00

TRINITY_DN28813_c1_g5sp|O04294|IMPA3_ARATHIMPA3 Importin subunit alpha-3 OS=Arabidopsis thaliana GN=IMPA3 PE=1 SV=223.60 0.00

TRINITY_DN34986_c0_g5sp|Q6EMB2|TTLL5_HUMANTTLL5 Tubulin polyglutamylase TTLL5 OS=Homo sapiens GN=TTLL5 PE=1 SV=323.60 0.00

TRINITY_DN37468_c0_g8sp|Q9VR91|HERC2_DROMEHERC2 Probable E3 ubiquitin-protein ligase HERC2 OS=Drosophila melanogaster GN=HERC2 PE=1 SV=323.60 0.00

TRINITY_DN39136_c0_g7sp|Q54TA5|TBC5B_DICDItbc1d5B TBC1 domain family member 5 homolog B OS=Dictyostelium discoideum GN=tbc1d5B PE=3 SV=123.60 0.00

TRINITY_DN40929_c0_g4sp|Q6FTV3|SFH1_CANGASFH1 Chromatin structure-remodeling complex subunit SFH1 OS=Candida glabrata (strain ATCC 2001 / CBS 138 / JCM 3761 / NBRC 0622 / NRRL Y-65) GN=SFH1 PE=3 SV=123.60 0.00

TRINITY_DN46298_c0_g2sp|D3Z813|S38AB_RATSlc38a11Putative sodium-coupled neutral amino acid transporter 11 OS=Rattus norvegicus GN=Slc38a11 PE=2 SV=123.60 0.00

TRINITY_DN46879_c1_g6sp|Q53552|NHG2_PSEPUnahG Salicylate hydroxylase OS=Pseudomonas putida GN=nahG PE=4 SV=123.60 0.00

TRINITY_DN48300_c0_g2sp|Q9WZ31|CORA_THEMAcorA Cobalt/magnesium transport protein CorA OS=Thermotoga maritima (strain ATCC 43589 / MSB8 / DSM 3109 / JCM 10099) GN=corA PE=1 SV=123.60 0.00

TRINITY_DN48695_c0_g1sp|P25071|CML12_ARATHCML12 Calmodulin-like protein 12 OS=Arabidopsis thaliana GN=CML12 PE=1 SV=323.60 0.00

TRINITY_DN49335_c1_g2sp|A7S4N4|SERIC_NEMVEserinc Probable serine incorporator OS=Nematostella vectensis GN=serinc PE=3 SV=123.60 0.00

TRINITY_DN33960_c0_g1sp|Q58DC2|DCAF4_BOVINDCAF4 DDB1- and CUL4-associated factor 4 OS=Bos taurus GN=DCAF4 PE=2 SV=123.50 0.00

TRINITY_DN39834_c0_g2sp|Q8UUP2|EEDA_XENLAeed-a Polycomb protein eed-A OS=Xenopus laevis GN=eed-a PE=1 SV=123.50 0.00

TRINITY_DN41523_c0_g6sp|O80568|ITPK4_ARATHITPK4 Inositol 1,3,4-trisphosphate 5/6-kinase 4 OS=Arabidopsis thaliana GN=ITPK4 PE=1 SV=223.50 0.00

TRINITY_DN44774_c1_g16sp|A6QP29|TBD2A_BOVINTBC1D2 TBC1 domain family member 2A OS=Bos taurus GN=TBC1D2 PE=2 SV=123.50 0.00

TRINITY_DN48305_c0_g1sp|F2Z461|HERC6_MOUSEHerc6 E3 ISG15--protein ligase Herc6 OS=Mus musculus GN=Herc6 PE=2 SV=123.50 0.00

TRINITY_DN49434_c0_g2sp|P40088|FTR1_YEASTFTR1 Plasma membrane iron permease OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=FTR1 PE=1 SV=123.50 0.00

TRINITY_DN50901_c0_g2sp|Q4PID3|APTH1_USTMAUMAG_00130Acyl-protein thioesterase 1 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=UMAG_00130 PE=3 SV=123.50 0.00

TRINITY_DN36676_c0_g1sp|Q9LFP6|PIN8_ARATHPIN8 Auxin efflux carrier component 8 OS=Arabidopsis thaliana GN=PIN8 PE=2 SV=123.40 0.00

TRINITY_DN36682_c0_g2sp|Q8R3L2|TCF25_MOUSETcf25 Transcription factor 25 OS=Mus musculus GN=Tcf25 PE=1 SV=223.40 0.00

TRINITY_DN36906_c0_g1sp|Q6LLS2|PCKA_PHOPRpckA Phosphoenolpyruvate carboxykinase [ATP] OS=Photobacterium profundum (strain SS9) GN=pckA PE=3 SV=123.40 0.00

TRINITY_DN37206_c0_g7sp|Q6ZPS6|AKIB1_MOUSEAnkib1 Ankyrin repeat and IBR domain-containing protein 1 OS=Mus musculus GN=Ankib1 PE=1 SV=223.40 0.00

TRINITY_DN38817_c0_g1sp|Q8NB78|KDM1B_HUMANKDM1B Lysine-specific histone demethylase 1B OS=Homo sapiens GN=KDM1B PE=1 SV=323.40 0.00

TRINITY_DN40013_c0_g1sp|Q9VCW1|CP6D4_DROMECyp6d4 Probable cytochrome P450 6d4 OS=Drosophila melanogaster GN=Cyp6d4 PE=2 SV=123.40 0.00

TRINITY_DN41360_c1_g3sp|Q9LG26|PARN_ARATHPARN Poly(A)-specific ribonuclease PARN OS=Arabidopsis thaliana GN=PARN PE=1 SV=223.40 0.00

TRINITY_DN43588_c1_g6sp|Q9P4U6|TCSB_EMENItcsB Two-component system protein B OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=tcsB PE=1 SV=223.40 0.00

TRINITY_DN45666_c0_g4sp|Q09225|NRF6_CAEELnrf-6 Nose resistant to fluoxetine protein 6 OS=Caenorhabditis elegans GN=nrf-6 PE=1 SV=323.40 0.00

TRINITY_DN46201_c1_g1sp|Q8SR90|Y8H9_ENCCUECU08_1790Probable cell division protein kinase ECU11_1290 OS=Encephalitozoon cuniculi (strain GB-M1) GN=ECU08_1790 PE=3 SV=123.40 0.00

TRINITY_DN46373_c0_g1sp|Q54E35|GACEE_DICDIgacEE Rho GTPase-activating protein gacEE OS=Dictyostelium discoideum GN=gacEE PE=3 SV=223.40 0.00

TRINITY_DN46911_c1_g2sp|Q5B430|BTGC_EMENIbtgC Glucan endo-1,3-beta-glucosidase btgC OS=Emericella nidulans (strain FGSC A4 / ATCC 38163 / CBS 112.46 / NRRL 194 / M139) GN=btgC PE=2 SV=123.40 0.00

TRINITY_DN48099_c0_g4sp|Q4G0X9|CCD40_HUMANCCDC40 Coiled-coil domain-containing protein 40 OS=Homo sapiens GN=CCDC40 PE=2 SV=223.40 0.00

TRINITY_DN49724_c0_g1sp|P36095|VPS24_YEASTVPS24 Vacuolar protein-sorting-associated protein 24 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS24 PE=1 SV=123.40 0.00

TRINITY_DN49970_c1_g5sp|Q8BV66|IFI44_MOUSEIfi44 Interferon-induced protein 44 OS=Mus musculus GN=Ifi44 PE=2 SV=123.40 0.00

TRINITY_DN33215_c0_g1sp|Q6DFC2|CCD77_XENLAccdc77 Coiled-coil domain-containing protein 77 OS=Xenopus laevis GN=ccdc77 PE=2 SV=123.30 0.00



TRINITY_DN34961_c0_g1sp|P20703|UVSW_BPT4uvsW ATP-dependent DNA helicase uvsW OS=Enterobacteria phage T4 GN=uvsW PE=1 SV=223.30 0.00

TRINITY_DN39483_c1_g2sp|P34519|TXTP_CAEELK11H3.3 Putative tricarboxylate transport protein, mitochondrial OS=Caenorhabditis elegans GN=K11H3.3 PE=3 SV=123.30 0.00

TRINITY_DN42942_c0_g1sp|Q9FKY4|PILS7_ARATHPILS7 Protein PIN-LIKES 7 OS=Arabidopsis thaliana GN=PILS7 PE=2 SV=123.30 0.00

TRINITY_DN43026_c0_g1sp|Q0JJD4|MAN2_ORYSJMAN2 Mannan endo-1,4-beta-mannosidase 2 OS=Oryza sativa subsp. japonica GN=MAN2 PE=2 SV=223.30 0.00

TRINITY_DN46537_c0_g6sp|Q96QI5|HS3S6_HUMANHS3ST6 Heparan sulfate glucosamine 3-O-sulfotransferase 6 OS=Homo sapiens GN=HS3ST6 PE=1 SV=223.30 0.00

TRINITY_DN47196_c0_g1sp|Q66I22|SRRT_DANREsrrt Serrate RNA effector molecule homolog OS=Danio rerio GN=srrt PE=2 SV=123.30 0.00

TRINITY_DN49735_c0_g1sp|Q8CHX6|MBTP2_MOUSEMbtps2 Membrane-bound transcription factor site-2 protease OS=Mus musculus GN=Mbtps2 PE=2 SV=123.30 0.00

TRINITY_DN51406_c2_g1sp|Q5XET5|HESO1_ARATHHESO1 Protein HESO1 OS=Arabidopsis thaliana GN=HESO1 PE=1 SV=123.30 0.00

TRINITY_DN52644_c1_g1sp|P14605|CYAA_SCHPOcyr1 Adenylate cyclase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cyr1 PE=1 SV=123.30 0.00

TRINITY_DN34782_c0_g1sp|Q54K81|TALB_DICDItalB Talin-B OS=Dictyostelium discoideum GN=talB PE=2 SV=123.20 0.00

TRINITY_DN34816_c1_g8sp|Q4WLI9|UTP10_ASPFUutp10 U3 small nucleolar RNA-associated protein 10 OS=Neosartorya fumigata (strain ATCC MYA-4609 / Af293 / CBS 101355 / FGSC A1100) GN=utp10 PE=3 SV=123.20 0.00

TRINITY_DN35514_c0_g1sp|Q3KQG9|PPAT_XENLAacpt Testicular acid phosphatase homolog OS=Xenopus laevis GN=acpt PE=2 SV=123.20 0.00

TRINITY_DN35908_c0_g1sp|Q90678|PAFA_CHICKPLA2G7 Platelet-activating factor acetylhydrolase OS=Gallus gallus GN=PLA2G7 PE=2 SV=123.20 0.00

TRINITY_DN38222_c0_g4sp|P97348|RHOD_MOUSERhod Rho-related GTP-binding protein RhoD OS=Mus musculus GN=Rhod PE=1 SV=123.20 0.00

TRINITY_DN43272_c1_g2sp|P36607|RAD5_SCHPOrad8 DNA repair protein rad8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rad8 PE=1 SV=123.20 0.00

TRINITY_DN48352_c0_g2sp|P34315|NCX6_CAEELncx-6 Putative sodium/calcium exchanger 6 OS=Caenorhabditis elegans GN=ncx-6 PE=3 SV=323.20 0.00

TRINITY_DN48804_c0_g2sp|Q9SDQ4|GLR37_ARATHGLR3.7 Glutamate receptor 3.7 OS=Arabidopsis thaliana GN=GLR3.7 PE=2 SV=223.20 0.00

TRINITY_DN48988_c0_g2sp|P29273|CRTI_SYNY3pds Phytoene dehydrogenase OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=pds PE=3 SV=223.20 0.00

TRINITY_DN49602_c0_g1sp|A2VEI2|MICU1_DROMECG4495 Calcium uptake protein 1 homolog, mitochondrial OS=Drosophila melanogaster GN=CG4495 PE=2 SV=123.20 0.00

TRINITY_DN50300_c0_g1sp|P19602|LKHA4_CAVPOLTA4H Leukotriene A-4 hydrolase OS=Cavia porcellus GN=LTA4H PE=1 SV=323.20 0.00

TRINITY_DN51574_c0_g3sp|Q6PE87|CF206_MOUSECfap206 Cilia- and flagella-associated protein 206 OS=Mus musculus GN=Cfap206 PE=2 SV=223.20 0.00

TRINITY_DN38531_c0_g4sp|Q4GZT4|ABCG2_BOVINABCG2 ATP-binding cassette sub-family G member 2 OS=Bos taurus GN=ABCG2 PE=3 SV=223.10 0.00

TRINITY_DN38738_c0_g2sp|Q42510|GNOM_ARATHGN ARF guanine-nucleotide exchange factor GNOM OS=Arabidopsis thaliana GN=GN PE=1 SV=123.10 0.00

TRINITY_DN38913_c1_g3sp|Q55669|CTPA_SYNY3ctpA Carboxyl-terminal-processing protease OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=ctpA PE=3 SV=123.10 0.00

TRINITY_DN39316_c0_g8sp|Q9P7G0|YKY4_SCHPOSPAC1142.04Uncharacterized NOC2 family protein C1142.04 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC1142.04 PE=1 SV=123.10 0.00

TRINITY_DN42139_c1_g1sp|P50944|AVT4_YEASTAVT4 Vacuolar amino acid transporter 4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT4 PE=1 SV=123.10 0.00

TRINITY_DN42248_c0_g4sp|P35507|KC1B_BOVINCSNK1B Casein kinase I isoform beta OS=Bos taurus GN=CSNK1B PE=2 SV=123.10 0.00

TRINITY_DN44993_c0_g2sp|F4K3X8|KN7L_ARATHKIN7L Kinesin-like protein KIN-7L, chloroplastic OS=Arabidopsis thaliana GN=KIN7L PE=3 SV=223.10 0.00

TRINITY_DN47911_c0_g2sp|Q8VXZ5|XG113_ARATHXEG113 Arabinosyltransferase XEG113 OS=Arabidopsis thaliana GN=XEG113 PE=2 SV=123.10 0.00

TRINITY_DN49034_c1_g3sp|Q75CC3|MVP1_ASHGOMVP1 Sorting nexin MVP1 OS=Ashbya gossypii (strain ATCC 10895 / CBS 109.51 / FGSC 9923 / NRRL Y-1056) GN=MVP1 PE=3 SV=223.10 0.00

TRINITY_DN49508_c0_g4sp|Q9Y7N9|YCKC_SCHPOSPCC1450.12PX domain-containing protein C1450.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC1450.12 PE=1 SV=123.10 0.00

TRINITY_DN49669_c1_g1sp|Q4PHA8|BRO1_USTMABRO1 Vacuolar protein-sorting protein BRO1 OS=Ustilago maydis (strain 521 / FGSC 9021) GN=BRO1 PE=3 SV=123.10 0.00

TRINITY_DN50141_c1_g1sp|P32337|IMB3_YEASTPSE1 Importin subunit beta-3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PSE1 PE=1 SV=223.10 0.00

TRINITY_DN51001_c1_g1sp|Q10040|YQA4_CAEELC28F5.4 Putative zinc protease C28F5.4 OS=Caenorhabditis elegans GN=C28F5.4 PE=3 SV=223.10 0.00

TRINITY_DN35786_c0_g2sp|Q42510|GNOM_ARATHGN ARF guanine-nucleotide exchange factor GNOM OS=Arabidopsis thaliana GN=GN PE=1 SV=123.00 0.00

TRINITY_DN37806_c0_g1sp|A7S4N4|SERIC_NEMVEserinc Probable serine incorporator OS=Nematostella vectensis GN=serinc PE=3 SV=123.00 0.00

TRINITY_DN42715_c0_g3sp|O42936|LAS1_SCHPOlas1 Pre-rRNA-processing protein las1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=las1 PE=1 SV=123.00 0.00

TRINITY_DN45877_c0_g3sp|Q86KR9|P4HA_DICDIphyA Prolyl 4-hydroxylase subunit alpha OS=Dictyostelium discoideum GN=phyA PE=1 SV=123.00 0.00

TRINITY_DN48546_c0_g2sp|Q8N841|TTLL6_HUMANTTLL6 Tubulin polyglutamylase TTLL6 OS=Homo sapiens GN=TTLL6 PE=1 SV=223.00 0.00

TRINITY_DN49757_c1_g1sp|A0A078CGE6|M3KE1_BRANAM3KE1 MAP3K epsilon protein kinase 1 OS=Brassica napus GN=M3KE1 PE=1 SV=123.00 0.00

TRINITY_DN51475_c0_g2sp|O75899|GABR2_HUMANGABBR2 Gamma-aminobutyric acid type B receptor subunit 2 OS=Homo sapiens GN=GABBR2 PE=1 SV=123.00 0.00

TRINITY_DN52986_c0_g1sp|Q9LFP1|VA713_ARATHVAMP713 Vesicle-associated membrane protein 713 OS=Arabidopsis thaliana GN=VAMP713 PE=2 SV=123.00 0.00

TRINITY_DN33714_c0_g1sp|Q6P7H4|NIPA_XENLAzc3hc1 NIPA-like protein OS=Xenopus laevis GN=zc3hc1 PE=2 SV=122.90 0.00

TRINITY_DN35883_c1_g6sp|Q49AJ0|F135B_HUMANFAM135B Protein FAM135B OS=Homo sapiens GN=FAM135B PE=2 SV=222.90 0.00

TRINITY_DN35917_c0_g14sp|Q23MT7|TTL6A_TETTSTtll6a Probable beta-tubulin polyglutamylase OS=Tetrahymena thermophila (strain SB210) GN=Ttll6a PE=3 SV=222.90 0.00

TRINITY_DN38370_c0_g1sp|Q7TSI3|PP6R1_MOUSEPpp6r1 Serine/threonine-protein phosphatase 6 regulatory subunit 1 OS=Mus musculus GN=Ppp6r1 PE=1 SV=122.90 0.00

TRINITY_DN43204_c0_g1sp|Q93VB2|AT18A_ARATHATG18A Autophagy-related protein 18a OS=Arabidopsis thaliana GN=ATG18A PE=1 SV=122.90 0.00

TRINITY_DN43474_c0_g4sp|P40074|AVT6_YEASTAVT6 Vacuolar amino acid transporter 6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AVT6 PE=1 SV=122.90 0.00

TRINITY_DN44242_c0_g2sp|Q04264|PDS5_YEASTPDS5 Sister chromatid cohesion protein PDS5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PDS5 PE=1 SV=122.90 0.00

TRINITY_DN47566_c1_g2sp|Q5RDY3|KBTB2_PONABKBTBD2 Kelch repeat and BTB domain-containing protein 2 OS=Pongo abelii GN=KBTBD2 PE=2 SV=122.90 0.00

TRINITY_DN48352_c0_g1sp|P34315|NCX6_CAEELncx-6 Putative sodium/calcium exchanger 6 OS=Caenorhabditis elegans GN=ncx-6 PE=3 SV=322.90 0.00

TRINITY_DN49196_c0_g3sp|Q8R368|DYXC1_MOUSEDyx1c1 Dyslexia susceptibility 1 candidate gene 1 protein homolog OS=Mus musculus GN=Dyx1c1 PE=1 SV=222.90 0.00

TRINITY_DN50824_c0_g2sp|Q6F4N5|AP25_ORYSJAP25 Aspartyl protease 25 OS=Oryza sativa subsp. japonica GN=AP25 PE=2 SV=122.90 0.00

TRINITY_DN37616_c0_g1sp|Q54JA4|SIBD_DICDIsibD Integrin beta-like protein D OS=Dictyostelium discoideum GN=sibD PE=1 SV=122.80 0.00

TRINITY_DN44754_c1_g4sp|Q5F471|PP6R3_CHICKPPP6R3 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Gallus gallus GN=PPP6R3 PE=2 SV=122.80 0.00

TRINITY_DN46312_c0_g1sp|Q9LE20|DTX54_ARATHDTX54 Protein DETOXIFICATION 54 OS=Arabidopsis thaliana GN=DTX54 PE=2 SV=122.80 0.00



TRINITY_DN46343_c0_g1sp|Q555C6|VP13B_DICDIvps13B Putative vacuolar protein sorting-associated protein 13B OS=Dictyostelium discoideum GN=vps13B PE=3 SV=122.80 0.00

TRINITY_DN47254_c0_g3sp|P34216|EDE1_YEASTEDE1 EH domain-containing and endocytosis protein 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=EDE1 PE=1 SV=222.80 0.00

TRINITY_DN48825_c0_g2sp|Q96MT7|CFA44_HUMANCFAP44 Cilia- and flagella-associated protein 44 OS=Homo sapiens GN=CFAP44 PE=1 SV=122.80 0.00

TRINITY_DN49457_c0_g1sp|Q02391|GSLG1_CHICKGLG1 Golgi apparatus protein 1 OS=Gallus gallus GN=GLG1 PE=1 SV=122.80 0.00

TRINITY_DN50097_c1_g1sp|Q9FLT4|AB10A_ARATHABCA10 ABC transporter A family member 10 OS=Arabidopsis thaliana GN=ABCA10 PE=1 SV=222.80 0.00

TRINITY_DN16991_c0_g1sp|Q9P2G1|AKIB1_HUMANANKIB1 Ankyrin repeat and IBR domain-containing protein 1 OS=Homo sapiens GN=ANKIB1 PE=1 SV=322.70 0.00

TRINITY_DN38633_c0_g4sp|P12868|PEP5_YEASTPEP5 E3 ubiquitin-protein ligase PEP5 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=PEP5 PE=1 SV=222.70 0.00

TRINITY_DN38974_c0_g6sp|Q22295|UGT50_CAEELugt-50 Putative UDP-glucuronosyltransferase ugt-50 OS=Caenorhabditis elegans GN=ugt-50 PE=1 SV=222.70 0.00

TRINITY_DN39099_c0_g7sp|Q58CV6|KLDC3_BOVINKLHDC3 Kelch domain-containing protein 3 OS=Bos taurus GN=KLHDC3 PE=2 SV=222.70 0.00

TRINITY_DN42520_c0_g1sp|P02981|TCR3_ECOLXtetA Tetracycline resistance protein, class C OS=Escherichia coli GN=tetA PE=1 SV=122.70 0.00

TRINITY_DN47383_c0_g1sp|Q9SYK4|IP5PD_ARATHIP5P13 Type I inositol polyphosphate 5-phosphatase 13 OS=Arabidopsis thaliana GN=IP5P13 PE=1 SV=122.70 0.00

TRINITY_DN48301_c0_g3sp|Q6EMB2|TTLL5_HUMANTTLL5 Tubulin polyglutamylase TTLL5 OS=Homo sapiens GN=TTLL5 PE=1 SV=322.70 0.00

TRINITY_DN51398_c2_g4sp|Q5EA91|TM164_BOVINTMEM164 Transmembrane protein 164 OS=Bos taurus GN=TMEM164 PE=2 SV=122.70 0.00

TRINITY_DN51872_c1_g1sp|P18963|IRA1_YEASTIRA1 Inhibitory regulator protein IRA1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=IRA1 PE=1 SV=222.70 0.00

TRINITY_DN23978_c0_g1sp|Q6P618|KAD8_XENTRak8 Adenylate kinase 8 OS=Xenopus tropicalis GN=ak8 PE=2 SV=122.60 0.00

TRINITY_DN40698_c0_g6sp|Q8ND07|BBOF1_HUMANBBOF1 Basal body-orientation factor 1 OS=Homo sapiens GN=BBOF1 PE=2 SV=322.60 0.00

TRINITY_DN42714_c0_g2sp|O04660|GLR21_ARATHGLR2.1 Glutamate receptor 2.1 OS=Arabidopsis thaliana GN=GLR2.1 PE=2 SV=222.60 0.00

TRINITY_DN45264_c1_g4sp|P87060|POP1_SCHPOpop1 WD repeat-containing protein pop1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pop1 PE=1 SV=122.60 0.00

TRINITY_DN46021_c0_g2sp|Q8CGS5|RNZ2_RATElac2 Zinc phosphodiesterase ELAC protein 2 OS=Rattus norvegicus GN=Elac2 PE=1 SV=122.60 0.00

TRINITY_DN48462_c0_g1sp|Q7T6X2|YR826_MIMIVMIMI_R826Putative serine/threonine-protein kinase/receptor R826 OS=Acanthamoeba polyphaga mimivirus GN=MIMI_R826 PE=3 SV=222.60 0.00

TRINITY_DN30701_c0_g2sp|Q9LID0|LDL2_ARATHLDL2 Lysine-specific histone demethylase 1 homolog 2 OS=Arabidopsis thaliana GN=LDL2 PE=2 SV=122.50 0.00

TRINITY_DN37965_c0_g3sp|Q5QNI1|KAT2_ORYSJOs01g0210700Potassium channel KAT2 OS=Oryza sativa subsp. japonica GN=Os01g0210700 PE=2 SV=222.50 0.00

TRINITY_DN38716_c0_g2sp|Q08891|FACR2_ARATHFAR2 Fatty acyl-CoA reductase 2 OS=Arabidopsis thaliana GN=FAR2 PE=2 SV=222.50 0.00

TRINITY_DN38833_c0_g3sp|P74168|Y1374_SYNY3sll1374 Uncharacterized symporter sll1374 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=sll1374 PE=3 SV=122.50 0.00

TRINITY_DN39852_c0_g2sp|Q5RDX3|CTC1_PONABCTC1 CST complex subunit CTC1 OS=Pongo abelii GN=CTC1 PE=2 SV=122.50 0.00

TRINITY_DN40239_c0_g7sp|O59809|IMA3_SCHPOSPCC550.11Probable importin c550.11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPCC550.11 PE=3 SV=122.50 0.00

TRINITY_DN40663_c0_g6sp|Q14690|RRP5_HUMANPDCD11 Protein RRP5 homolog OS=Homo sapiens GN=PDCD11 PE=1 SV=322.50 0.00

TRINITY_DN46434_c1_g5sp|B1H1P9|PPAL_XENLAacp2 Lysosomal acid phosphatase OS=Xenopus laevis GN=acp2 PE=2 SV=122.50 0.00

TRINITY_DN3564_c0_g1sp|Q8CQ97|DRP35_STAESdrp35 Lactonase drp35 OS=Staphylococcus epidermidis (strain ATCC 12228) GN=drp35 PE=3 SV=122.40 0.00

TRINITY_DN36975_c0_g1sp|Q67VW6|TGHH_ORYSJOs06g0489200G patch domain-containing protein TGH homolog OS=Oryza sativa subsp. japonica GN=Os06g0489200 PE=2 SV=122.40 0.00

TRINITY_DN44687_c0_g4sp|Q54P72|Y4753_DICDIDDB_G0284753Probable acid phosphatase DDB_G0284753 OS=Dictyostelium discoideum GN=DDB_G0284753 PE=3 SV=122.40 0.00

TRINITY_DN36638_c0_g2sp|P87137|YDM6_SCHPOSPAC57A7.06Uncharacterized protein C57A7.06 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=SPAC57A7.06 PE=1 SV=122.30 0.00

TRINITY_DN39550_c0_g3sp|Q6NXM2|RCBT1_MOUSERcbtb1 RCC1 and BTB domain-containing protein 1 OS=Mus musculus GN=Rcbtb1 PE=2 SV=122.30 0.00

TRINITY_DN39582_c0_g2sp|Q54LB8|VP13A_DICDIvps13A Putative vacuolar protein sorting-associated protein 13A OS=Dictyostelium discoideum GN=vps13A PE=2 SV=122.30 0.00

TRINITY_DN40855_c0_g3sp|Q1ZXQ7|GRLK_DICDIgrlK Metabotropic glutamate receptor-like protein K OS=Dictyostelium discoideum GN=grlK PE=2 SV=122.30 0.00

TRINITY_DN41132_c0_g2sp|Q9P869|SNF4_KLULASNF4 Nuclear protein SNF4 OS=Kluyveromyces lactis (strain ATCC 8585 / CBS 2359 / DSM 70799 / NBRC 1267 / NRRL Y-1140 / WM37) GN=SNF4 PE=3 SV=222.30 0.00

TRINITY_DN47746_c1_g7sp|Q1KKT4|LNPA_TAKRUlnpa Protein lunapark-A OS=Takifugu rubripes GN=lnpa PE=3 SV=122.30 0.00

TRINITY_DN52107_c1_g1sp|Q0EEE2|PTHD3_MOUSEPtchd3 Patched domain-containing protein 3 OS=Mus musculus GN=Ptchd3 PE=1 SV=122.30 0.00

TRINITY_DN53244_c0_g1sp|Q55682|Y021_SYNY3slr0021 Putative protease slr0021 OS=Synechocystis sp. (strain PCC 6803 / Kazusa) GN=slr0021 PE=3 SV=122.30 0.00

TRINITY_DN19680_c0_g2sp|P59342|BARA_SHIFLbarA Signal transduction histidine-protein kinase BarA OS=Shigella flexneri GN=barA PE=3 SV=122.20 0.00

TRINITY_DN27958_c0_g1sp|P18238|ADT3_YEASTAAC3 ADP,ATP carrier protein 3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=AAC3 PE=1 SV=122.20 0.00

TRINITY_DN41441_c1_g1sp|P26675|SOS_DROMESos Protein son of sevenless OS=Drosophila melanogaster GN=Sos PE=1 SV=222.20 0.00

TRINITY_DN42137_c0_g3sp|P06400|RB_HUMANRB1 Retinoblastoma-associated protein OS=Homo sapiens GN=RB1 PE=1 SV=222.20 0.00

TRINITY_DN42216_c0_g2sp|Q54HG9|RPN2_DICDIswp1 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit swp1 OS=Dictyostelium discoideum GN=swp1 PE=3 SV=122.20 0.00

TRINITY_DN43533_c0_g1sp|Q7Z1V1|CP51_TRYCCCYP51 Sterol 14-alpha demethylase OS=Trypanosoma cruzi (strain CL Brener) GN=CYP51 PE=1 SV=122.20 0.00

TRINITY_DN43790_c0_g1sp|Q3LXA7|RBR3_MAIZERBR3 Retinoblastoma-related protein 3 OS=Zea mays GN=RBR3 PE=2 SV=122.20 0.00

TRINITY_DN44161_c0_g8sp|O88909|S22A8_MOUSESlc22a8 Solute carrier family 22 member 8 OS=Mus musculus GN=Slc22a8 PE=1 SV=222.20 0.00

TRINITY_DN44746_c0_g4sp|A8JF70|ODA1_CHLREODA1 Outer dynein arm protein 1 OS=Chlamydomonas reinhardtii GN=ODA1 PE=1 SV=122.20 0.00

TRINITY_DN30582_c0_g1sp|Q54FD6|TF2B_DICDIgtf2b Transcription initiation factor IIB OS=Dictyostelium discoideum GN=gtf2b PE=3 SV=122.10 0.00

TRINITY_DN35982_c0_g2sp|O00844|Y80K_PARPR- Uncharacterized 80 kDa protein OS=Paramecium primaurelia PE=4 SV=122.10 0.00

TRINITY_DN36151_c1_g4sp|Q4R5N9|PPAL_MACFAACP2 Lysosomal acid phosphatase OS=Macaca fascicularis GN=ACP2 PE=2 SV=122.10 0.00

TRINITY_DN39638_c1_g1sp|A6QLC7|TPC11_BOVINTRAPPC11Trafficking protein particle complex subunit 11 OS=Bos taurus GN=TRAPPC11 PE=2 SV=122.10 0.00

TRINITY_DN42717_c0_g4sp|Q8LBB2|KING1_ARATHKING1 SNF1-related protein kinase regulatory subunit gamma-1 OS=Arabidopsis thaliana GN=KING1 PE=1 SV=222.10 0.00

TRINITY_DN43971_c0_g1sp|O31512|YESF_BACSUyesF Uncharacterized oxidoreductase YesF OS=Bacillus subtilis (strain 168) GN=yesF PE=3 SV=122.10 0.00

TRINITY_DN49845_c0_g2sp|B2S125|MNMA_BORHDmnmA tRNA-specific 2-thiouridylase MnmA OS=Borrelia hermsii (strain HS1 / DAH) GN=mnmA PE=3 SV=222.10 0.00

TRINITY_DN38402_c0_g1sp|Q54U61|SEC24_DICDIsec24 Protein transport protein SEC24 OS=Dictyostelium discoideum GN=sec24 PE=3 SV=122.00 0.00



TRINITY_DN41032_c0_g7sp|Q9HFE8|TRA1_SCHPOtra1 Transcription-associated protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tra1 PE=3 SV=122.00 0.00

TRINITY_DN42079_c1_g5sp|B3M123|EI3F1_DROANeIF3-S5-1Eukaryotic translation initiation factor 3 subunit F-1 OS=Drosophila ananassae GN=eIF3-S5-1 PE=3 SV=122.00 0.00

TRINITY_DN47588_c0_g1sp|Q9M8S6|SKOR_ARATHSKOR Potassium channel SKOR OS=Arabidopsis thaliana GN=SKOR PE=1 SV=122.00 0.00

TRINITY_DN50897_c0_g1sp|Q54JA5|SIBC_DICDIsibC Integrin beta-like protein C OS=Dictyostelium discoideum GN=sibC PE=1 SV=122.00 0.00

TRINITY_DN52032_c0_g4sp|Q10S83|NLP1_ORYSJNLP1 Protein NLP1 OS=Oryza sativa subsp. japonica GN=NLP1 PE=2 SV=122.00 0.00

TRINITY_DN34567_c0_g3sp|Q8RWS9|CNGC5_ARATHCNGC5 Probable cyclic nucleotide-gated ion channel 5 OS=Arabidopsis thaliana GN=CNGC5 PE=2 SV=121.90 0.00

TRINITY_DN38120_c1_g1sp|Q54TM7|DRKD_DICDIdrkD Probable serine/threonine-protein kinase drkD OS=Dictyostelium discoideum GN=drkD PE=2 SV=121.90 0.00

TRINITY_DN38483_c0_g1sp|Q9M9A8|APCB1_ARATHAPCB1 Aspartyl protease APCB1 OS=Arabidopsis thaliana GN=APCB1 PE=1 SV=121.90 0.00

TRINITY_DN40143_c0_g2sp|O07622|YHFW_BACSUyhfW Putative Rieske 2Fe-2S iron-sulfur protein YhfW OS=Bacillus subtilis (strain 168) GN=yhfW PE=3 SV=121.90 0.00

TRINITY_DN48499_c0_g2sp|Q54ET0|GRLE_DICDIgrlE Metabotropic glutamate receptor-like protein E OS=Dictyostelium discoideum GN=grlE PE=2 SV=221.90 0.00

TRINITY_DN31729_c0_g2sp|Q6DFB7|POC5_XENLApoc5 Centrosomal protein POC5 OS=Xenopus laevis GN=poc5 PE=2 SV=121.80 0.00

TRINITY_DN44598_c1_g4sp|Q07878|VPS13_YEASTVPS13 Vacuolar protein sorting-associated protein 13 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=VPS13 PE=1 SV=121.80 0.00

TRINITY_DN45925_c1_g2sp|Q66KE9|F161A_XENLAfam161a Protein FAM161A OS=Xenopus laevis GN=fam161a PE=2 SV=121.80 0.00

TRINITY_DN48278_c0_g2sp|Q9BY12|SCAPE_HUMANSCAPER S phase cyclin A-associated protein in the endoplasmic reticulum OS=Homo sapiens GN=SCAPER PE=1 SV=221.80 0.00

TRINITY_DN49826_c0_g9sp|P25655|NOT1_YEASTCDC39 General negative regulator of transcription subunit 1 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=CDC39 PE=1 SV=321.80 0.00

TRINITY_DN51578_c0_g1sp|Q8WNY2|KCNH2_RABITKCNH2 Potassium voltage-gated channel subfamily H member 2 OS=Oryctolagus cuniculus GN=KCNH2 PE=2 SV=321.80 0.00

TRINITY_DN36340_c0_g1sp|P36607|RAD5_SCHPOrad8 DNA repair protein rad8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rad8 PE=1 SV=121.70 0.00

TRINITY_DN37842_c1_g1sp|A6ZUC0|SDS23_YEAS7SDS23 Protein SDS23 OS=Saccharomyces cerevisiae (strain YJM789) GN=SDS23 PE=3 SV=121.70 0.00

TRINITY_DN38903_c0_g6sp|Q5F364|MRP1_CHICKABCC1 Multidrug resistance-associated protein 1 OS=Gallus gallus GN=ABCC1 PE=2 SV=121.70 0.00

TRINITY_DN47185_c0_g3sp|Q9VF78|COG2_DROMEldlCp Conserved oligomeric Golgi complex subunit 2 OS=Drosophila melanogaster GN=ldlCp PE=2 SV=121.70 0.00

TRINITY_DN49118_c1_g9sp|Q5W252|PIGC_SERMApigC Prodigiosin synthesizing transferase PigC OS=Serratia marcescens GN=pigC PE=1 SV=121.70 0.00

TRINITY_DN40694_c0_g2sp|A9UY97|SERIC_MONBEserinc Probable serine incorporator OS=Monosiga brevicollis GN=serinc PE=3 SV=121.60 0.00

TRINITY_DN46040_c0_g1sp|Q6I5I8|CDPKG_ORYSJCPK16 Calcium-dependent protein kinase 16 OS=Oryza sativa subsp. japonica GN=CPK16 PE=3 SV=121.60 0.00

TRINITY_DN52517_c2_g1sp|Q54JE1|SIBB_DICDIsibB Integrin beta-like protein B OS=Dictyostelium discoideum GN=sibB PE=1 SV=121.60 0.00

TRINITY_DN37668_c0_g1sp|P54070|KTR6_YEASTKTR6 Mannosyltransferase KTR6 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=KTR6 PE=1 SV=121.50 0.00

TRINITY_DN46335_c0_g1sp|P55680|Y4WB_SINFNNGR_a01030Uncharacterized zinc protease-like protein y4wB OS=Sinorhizobium fredii (strain NBRC 101917 / NGR234) GN=NGR_a01030 PE=3 SV=121.50 0.00

TRINITY_DN50419_c0_g1sp|F4JKK0|SUD1_ARATHSUD1 Probable E3 ubiquitin ligase SUD1 OS=Arabidopsis thaliana GN=SUD1 PE=1 SV=121.50 0.00

TRINITY_DN45404_c0_g6sp|Q5F3D7|UTP15_CHICKUTP15 U3 small nucleolar RNA-associated protein 15 homolog OS=Gallus gallus GN=UTP15 PE=2 SV=121.40 0.00

TRINITY_DN46434_c1_g2sp|Q10343|AAKG_SCHPOcbs2 5'-AMP-activated protein kinase subunit gamma OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=cbs2 PE=1 SV=221.40 0.00

TRINITY_DN39782_c1_g3sp|Q9SZH4|PEP_ARATHPEP RNA-binding KH domain-containing protein PEPPER OS=Arabidopsis thaliana GN=PEP PE=1 SV=121.30 0.00

TRINITY_DN47164_c1_g2sp|Q4PSA3|MA659_ARATHMAP65-9 65-kDa microtubule-associated protein 9 OS=Arabidopsis thaliana GN=MAP65-9 PE=2 SV=121.30 0.00

TRINITY_DN47746_c1_g5sp|O00844|Y80K_PARPR- Uncharacterized 80 kDa protein OS=Paramecium primaurelia PE=4 SV=121.30 0.00

TRINITY_DN47035_c0_g1sp|P54939|TLN1_CHICKTLN1 Talin-1 OS=Gallus gallus GN=TLN1 PE=1 SV=221.20 0.00

TRINITY_DN52226_c1_g1sp|Q9SDQ4|GLR37_ARATHGLR3.7 Glutamate receptor 3.7 OS=Arabidopsis thaliana GN=GLR3.7 PE=2 SV=221.20 0.00

TRINITY_DN37672_c0_g2sp|Q640J6|WD82A_XENLAwdr82-a WD repeat-containing protein 82-A OS=Xenopus laevis GN=wdr82-a PE=2 SV=121.10 0.00

TRINITY_DN48099_c0_g3sp|Q56A40|CCD40_DANREccdc40 Coiled-coil domain-containing protein 40 OS=Danio rerio GN=ccdc40 PE=2 SV=221.10 0.00

TRINITY_DN48465_c0_g5sp|Q54GG1|CRLF_DICDIcrlF Cyclic AMP receptor-like protein F OS=Dictyostelium discoideum GN=crlF PE=3 SV=121.10 0.00

TRINITY_DN50263_c0_g4sp|B7ZUF3|SETD3_XENTRsetd3 Histone-lysine N-methyltransferase setd3 OS=Xenopus tropicalis GN=setd3 PE=2 SV=121.10 0.00

TRINITY_DN39354_c0_g3sp|Q5QJ74|TBCEL_HUMANTBCEL Tubulin-specific chaperone cofactor E-like protein OS=Homo sapiens GN=TBCEL PE=1 SV=221.00 0.00

TRINITY_DN41743_c0_g1sp|Q74EU2|UBIE_GEOSLubiE Ubiquinone/menaquinone biosynthesis C-methyltransferase UbiE OS=Geobacter sulfurreducens (strain ATCC 51573 / DSM 12127 / PCA) GN=ubiE PE=3 SV=121.00 0.00

TRINITY_DN46033_c1_g8sp|P11117|PPAL_HUMANACP2 Lysosomal acid phosphatase OS=Homo sapiens GN=ACP2 PE=1 SV=321.00 0.00

TRINITY_DN40900_c0_g1sp|P46560|CKB3_CAEELckb-3 Putative choline kinase B3 OS=Caenorhabditis elegans GN=ckb-3 PE=2 SV=220.90 0.00

TRINITY_DN37649_c0_g1sp|Q0J7U6|TPR2_ORYSJTPR2 Protein TPR2 OS=Oryza sativa subsp. japonica GN=TPR2 PE=1 SV=120.80 0.00

TRINITY_DN47136_c1_g2sp|Q8AYS7|CENPI_CHICKCENPI Centromere protein I OS=Gallus gallus GN=CENPI PE=1 SV=120.80 0.00

TRINITY_DN36336_c0_g11sp|Q7SCY7|SYM1_NEUCRsym-1 Protein sym-1 OS=Neurospora crassa (strain ATCC 24698 / 74-OR23-1A / CBS 708.71 / DSM 1257 / FGSC 987) GN=sym-1 PE=3 SV=220.70 0.00

TRINITY_DN44679_c0_g4sp|Q5FBC3|TMCB_DICDItmcB Tiny macrocysts protein B OS=Dictyostelium discoideum GN=tmcB PE=2 SV=120.60 0.00

TRINITY_DN39573_c0_g2sp|Q9VS46|RINT1_DROMERint1 RINT1-like protein OS=Drosophila melanogaster GN=Rint1 PE=2 SV=220.50 0.00

TRINITY_DN41994_c0_g8sp|Q5NVF6|PPAL_PONABACP2 Lysosomal acid phosphatase OS=Pongo abelii GN=ACP2 PE=2 SV=120.50 0.00

TRINITY_DN40488_c0_g1sp|O00844|Y80K_PARPR- Uncharacterized 80 kDa protein OS=Paramecium primaurelia PE=4 SV=120.40 0.00

TRINITY_DN42957_c0_g1sp|Q18286|EXOC6_CAEELsec-15 Exocyst complex component 6 OS=Caenorhabditis elegans GN=sec-15 PE=3 SV=420.40 0.00

TRINITY_DN42352_c0_g3sp|Q8NDM7|CFA43_HUMANCFAP43 Cilia- and flagella-associated protein 43 OS=Homo sapiens GN=CFAP43 PE=2 SV=320.20 0.00

TRINITY_DN50163_c0_g2sp|P34537|BRE1_CAEELrfp-1 E3 ubiquitin-protein ligase bre-1 OS=Caenorhabditis elegans GN=rfp-1 PE=1 SV=220.20 0.00

TRINITY_DN52560_c1_g1sp|Q8IVV2|LOXH1_HUMANLOXHD1 Lipoxygenase homology domain-containing protein 1 OS=Homo sapiens GN=LOXHD1 PE=2 SV=319.90 0.00

TRINITY_DN39175_c0_g1sp|Q50EK0|C16B2_PICSICYP716B2Cytochrome P450 716B2 OS=Picea sitchensis GN=CYP716B2 PE=2 SV=119.60 0.00

TRINITY_DN40965_c1_g5sp|P40069|IMB4_YEASTKAP123 Importin subunit beta-4 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) GN=KAP123 PE=1 SV=119.50 0.00

TRINITY_DN42894_c0_g1sp|A8JF70|ODA1_CHLREODA1 Outer dynein arm protein 1 OS=Chlamydomonas reinhardtii GN=ODA1 PE=1 SV=119.50 0.00



TRINITY_DN37848_c0_g7sp|Q922D4|PP6R3_MOUSEPpp6r3 Serine/threonine-protein phosphatase 6 regulatory subunit 3 OS=Mus musculus GN=Ppp6r3 PE=1 SV=119.30 0.00


