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ABSTRACT Peat mosses of the genus Sphagnum are ecosystem engineers that fre-
quently predominate over photosynthetic production in boreal peatlands. Sphagnum
spp. host diverse microbial communities capable of nitrogen fixation (diazotrophy)
and methane oxidation (methanotrophy), thereby potentially supporting plant
growth under severely nutrient-limited conditions. Moreover, diazotrophic methano-
trophs represent a possible “missing link” between the carbon and nitrogen cycles,
but the functional contributions of the Sphagnum-associated microbiome remain in
question. A combination of metagenomics, metatranscriptomics, and dual-isotope
incorporation assays was applied to investigate Sphagnum microbiome community
composition across the North American continent and provide empirical evidence
for diazotrophic methanotrophy in Sphagnum-dominated ecosystems. Remarkably
consistent prokaryotic communities were detected in over 250 Sphagnum SSU rRNA
libraries from peatlands across the United States (5 states, 17 bog/fen sites, 18
Sphagnum species), with 12 genera of the core microbiome comprising 60% of the
relative microbial abundance. Additionally, nitrogenase (nifH) and SSU rRNA gene
amplicon analysis revealed that nitrogen-fixing populations made up nearly 15% of
the prokaryotic communities, predominated by Nostocales cyanobacteria and
Rhizobiales methanotrophs. While cyanobacteria comprised the vast majority (.95%)
of diazotrophs detected in amplicon and metagenome analyses, obligate methano-
trophs of the genus Methyloferula (order Rhizobiales) accounted for one-quarter of
transcribed nifH genes. Furthermore, in dual-isotope tracer experiments, members
of the Rhizobiales showed substantial incorporation of 13CH4 and 15N2 isotopes into
their rRNA. Our study characterizes the core Sphagnum microbiome across large spa-
tial scales and indicates that diazotrophic methanotrophs, here defined as obligate
methanotrophs of the rare biosphere (Methyloferula spp. of the Rhizobiales) that also
carry out diazotrophy, play a keystone role in coupling of the carbon and nitrogen
cycles in nutrient-poor peatlands.
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IMPORTANCE Nitrogen availability frequently limits photosynthetic production in
Sphagnum moss-dominated high-latitude peatlands, which are crucial carbon-seques-
tering ecosystems at risk to climate change effects. It has been previously suggested
that microbial methane-fueled fixation of atmospheric nitrogen (N2) may occur in
these ecosystems, but this process and the organisms involved are largely uncharac-
terized. A combination of omics (DNA and RNA characterization) and dual-isotope
incorporation approaches illuminated the functional diversity of Sphagnum-associ-
ated microbiomes and defined 12 bacterial genera in its core microbiome at the
continental scale. Moreover, obligate diazotrophic methanotrophs showed high
nitrogen fixation gene expression levels and incorporated a substantial amount of
atmospheric nitrogen and methane-driven carbon into their biomass. Thus, these
results point to a central role for members of the rare biosphere in Sphagnum micro-
biomes as keystone species that couple nitrogen fixation to methane oxidation in
nutrient-poor peatlands.

KEYWORDS peatland, Sphagnummoss, core microbiome,Methyloferula,
methanotrophy, diazotrophy, rare biosphere, Chip-SIP, keystone species, methane
oxidation, microbiome, nitrogen fixation, plant microbiome, stable isotope probing

Boreal peatlands represent one of the oldest vegetated ecosystems (1). Although
peatlands cover approximately 3% of the Earth's land surface area, they store

almost one-third of terrestrial soil carbon as recalcitrant peat and play a disproportion-
ately significant role in the atmospheric methane budget (2–4). Extreme environmental
conditions in boreal peatlands (low temperatures, flooding, anoxia, nutrient limitation,
acidity, and antimicrobial properties of Sphagnum biomass) decouple organic matter
production and mineralization, resulting in peat accumulation (5). Centuries of stable
environmental conditions have resulted in the establishment of ecosystems suscepti-
ble to climate change (6, 7). For instance, in peatlands, climate warming effects have
been associated with carbon loss and enhanced methane emission (8–13), declines in
microbial diversity and activity (10, 14), an increase in fine-root biomass (15), and shifts
in vegetation composition (16).

Mosses of the genus Sphagnum are among the oldest nonvascular terrestrial plant
lineages and have coevolved with their associated microbiota for almost 500 million
years (17–19). Sphagnum mosses are often abundant in wetlands of the Northern
Hemisphere, where they frequently dominate primary productivity (20) and serve as a
climate change indicator species (21). Often referred to as “ecosystem engineers,”
Sphagnummosses outcompete vascular plants by creating and maintaining acidic con-
ditions (pH 3 to 5) along with efficient nutrient scavenging (22–24). Sphagnum mosses
lack the root or rhizosphere system present in higher plants. Instead, they interact with
the surrounding wetland through an array of dead hyaline cells, constituting up to
90% of the plant's volume (25). Hyaline cells serve as water reservoirs and hubs for rhi-
zosphere-like plant-microbe interactions (18, 26–28), which are essential for plant pro-
ductivity and ecosystem nutrient cycles (14, 18, 28–37). Therefore, changes in
Sphagnum-associated microbial communities, which occupy the hyaline cells and leaf
surfaces, may constitute early indicators of ecosystem disturbance (14, 38).

The majority of plant microbiome research has centered on the microbiomes of
model or crop plants in agricultural systems (39–42), and the microbiomes of wild plants
remain less well studied (43, 44). Sequence-based studies have revealed that Sphagnum-
associated prokaryotic communities are taxonomically diverse (14, 18, 26, 36, 45–48) and
differ substantially from surrounding peat soil (9–11, 28, 49). Years of coevolution have
yielded particular bacterial assemblages that support plant development, which may be
considered a “core microbiome” (18, 49). Core microbiomes contain members with
essential genomic traits to support plant growth and ecosystem functioning (50).

Biogeochemical evidence points to an important role for Sphagnum-associated prokary-
otic populations in mediating critical ecosystem processes such as methane oxidation
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(methanotrophy) and nitrogen fixation (diazotrophy) (34–36, 48, 51–54). For example,
Sphagnum-associated methanotrophs act as a natural methane biofilter and provide up to
one-third of Sphagnum carbon needs (29, 31, 32, 34). Additionally, diazotrophic populations
can support plant host growth under nitrogen-limited conditions, supplying up to 35% of
the Sphagnum nitrogen requirement (26, 33, 34, 52). Further, diazotrophy has been invoked
to partially explain the contradictory evidence of high nitrogen content of Sphagnum tis-
sues and low environmental nitrogen availability (34–36). However, despite Sphagnum's
central ecological role in boreal ecosystems, limited efforts have been invested in assessing
the functional potential of the Sphagnum-associated microbiome (28).

In contrast to biogeochemical investigations, current molecular evidence is contra-
dictory with regard to the predominant Sphagnum-associated microbial groups media-
ting diazotrophy and methanotrophy. Several studies suggested that diazotrophic
communities are dominated by Cyanobacteria (13, 27, 45, 46), while others pointed to
a predominance of Alphaproteobacteria (14, 27, 35, 55, 56). Methanotrophic commun-
ities are frequently dominated by acidophilic members of the Beijerinckiaceae and
Methylocystaceae families within the Alphaproteobacteria (36, 48, 56–59). Many known
aerobic methanotrophs shown to be capable of diazotrophy are found within the
Alphaproteobacteria, including members of the Beijerinckiaceae and Methylocystaceae
detected in the Sphagnum microbiome, suggesting that single organisms, diazotrophic
methanotrophs, may serve as a functional link between the carbon and nitrogen cycles
in Sphagnum-dominated peatlands (14, 36, 59). However, the significance of this func-
tional linkage remains unresolved.

Given that methanotrophic and diazotrophic populations may benefit the Sphagnum
host by providing a substantial fraction of plant tissue carbon and nitrogen (29, 31–34,
52), we hypothesized that these functional guilds represent a key component of the
Sphagnum core microbiome in nutrient-poor peatlands across North America. We ana-
lyzed prokaryotic and diazotrophic communities from 250 individual Sphagnum plant
gametophyte samples collected from peatlands across the North American continent
to test this hypothesis. For a subset of these microbiome samples, dual-isotope tracer
(15N2 1 13CH4) experiments were combined with metagenomic and metatranscriptomic
analyses to characterize active members of the methanotrophic and diazotrophic
communities. This integrated analysis revealed that Sphagnum microbiomes are
remarkably consistent over large spatial scales, with diazotrophy dominated by the
cyanobacterial family Nostocaceaea (order Nostocales) and methanotrophy domi-
nated by the Beijerinckiaceae family (order Rhizobiales). We conclude that members
of the Rhizobiales play a central role in the coupling of nitrogen and carbon cycles in
Sphagnum-dominated peatlands.

RESULTS
Taxonomic analysis of Sphagnum-associated prokaryotic communities. We

investigated bacterial/archaeal (via small subunit [SSU] 16S rRNA gene sequencing) and
diazotrophic (via nifH gene sequencing) diversity and taxonomic composition across five
U.S. states and 17 bog/fen sites, covering 18 Sphagnum species (see Table S1 at https://
zenodo.org/record/5786378). We observed high similarity in the Sphagnum-associated
bacterial/archaeal and diazotrophic communities across the North American continent
(Fig. 1; see also Fig. S1 and S2 in the supplemental material and Tables S4 and S5 at
https://zenodo.org/record/5786378). Nonmetric multidimensional scaling (NMDS) and
permutational multivariate analysis of variance (PERMANOVA) analyses highlight the
substantial effects of geographical location and plant species on microbial community
structure. Geographical location explained approximately 10% (R2 = 0.1, P , 0.001) and
28% (R2 = 0.28, P , 0.001) of the variation in the bacterial/archaeal and diazotrophic
community composition, respectively (Fig. 1). Sphagnum species explained ;10% of the
variation in the prokaryotic community (R2 = 0.1, P, 0.001) (Fig. 1A; Fig. S1A; Table S3 at
https://zenodo.org/record/5786378) but did not affect diazotrophic community compo-
sition (R2 = 0.08, P = 0.07) (Fig. 1B; Fig. S1B; Table S3). The interaction effect between
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geographical location and Sphagnum species was able to explain only an additional 3%
of the variation in prokaryotic communities (R2 = 0.03, P = 0.04) (Table S3) and failed to
resolve any variation in diazotrophic communities (R2 = 0.03, P = 0.22) (Fig. 1; Table S3).
The SSU rRNA-based analysis indicated that prokaryotic communities were dominated
by Proteobacteria (62% 6 3%), Acidobacteriota (14% 6 2.5%), Cyanobacteria (8% 6 5%),
WPS-2 (4% 6 1%), and Verrucomicrobiota (3 6 0.3%) phyla (Fig. S1; Tables S4 and S5 at
https://zenodo.org/record/5786378).

Due to the vital role of the diazotrophic and methanotrophic communities in
Sphagnum primary productivity, we focused our subsequent analyses on prokaryotic
taxa with known diazotrophic and methanotrophic capabilities. Approximately 9.2%
and 0.3% of the Sphagnum-associated microbial community were affiliated with known
putative diazotrophic and/or methanotrophic species, respectively (Fig. S3A and B;
Table S6 at https://zenodo.org/record/5786378). The SSU rRNA and nifH-based commu-
nity composition analyses suggested that the cyanobacterial family Nostocaceaea
(order Nostocales) dominates the diazotrophic community (Fig. 2A and B; Fig. S4B;
Table S6). The SSU rRNA analyses show that members of the Methylocystaceae and
Beijerinckiaceae families (order Rhizobiales) were dominant among methanotrophic
populations (Fig. 2C; Table S6). However, the taxonomic composition of diazotrophic
and methanotrophic communities varies substantially between geographical locations
(Fig. 2; Table S6). For example, diazotrophic members of the Nostocaceae family com-
prised 13.7% 6 1.3% of the total prokaryotic community in Minnesota but contributed
only 0.6% 6 0.2% of the Sphagnum-associated communities from the Vermont area
(Table S6). Similarly, members of methanotrophic communities showed 10-fold varia-
tion in their relative abundances. While the relative abundance of the Methylocystaceae
family was 0.36% 6 0.07% in the Michigan area, their relative abundance in the
Vermont area was 0.03%6 0.01% only (Fig. 2; Table S6).

The Sphagnum core microbiome. The core microbiome, defined as the collection
of community members observed in all Sphagnum samples, contained only 7 out of
12,044 amplicon sequence variants (ASVs) (0.06% of the total ASVs) but comprised
12.1% of the relative abundance of the total rRNA gene amplicon sequences retrieved
(Fig. S5A and S6A; Table S7 at https://zenodo.org/record/5786378). Similarly, core
microbiome analysis at the genus level indicates that 12 bacterial genera contributed
nearly 60% of the total sequences (Fig. 3A; Fig. S6B). The Sphagnum core microbiome

FIG 1 Characterization of the similarity between Sphagnum-associated microbial communities across
assemblages from different geographical locations. Community similarity is visualized using nonmetric
multidimensional scaling (NMDS) of 246 prokaryotic communities based on SSU rRNA gene amplicon
sequencing (stress = 0.208) (A) and 195 diazotrophic communities based on nifH gene amplicon
sequencing (stress = 0.248) (B). High-quality sequence data sets were normalized by cumulative sum
scaling (CSS), and beta diversity indices were estimated based on weighted UniFrac distances. A
PERMANOVA test on weighted UniFrac distance metrics with 1,000 permutations analyzed significant
differences in beta diversity. Different colors represent microbial communities collected from different
geographical locations.
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was dominated by Acidocella, Granulicella, and WPS-2, followed by Acidisoma,
Bryobacter, Acidisphaera, and Phenylobacterium genera (Fig. 3A; Table S7A). Although
the core microbiome at the genus level did not include known methanotrophic gen-
era, analyses at the family level show that the methanotroph-containing
Beijerinckiaceae and Methylacidiphilaceae contribute 1.7% 6 0.2% and 1.6% 6 0.5% of
the Sphagnum-associated microbiome, respectively (Table S7B). In contrast, the diazo-
trophic community was less conserved. After omission of the nonfunctional nifH cluster
IV-V from further analysis, only three ASVs affiliated with Nostocales were common
across 50% of the samples (Fig. S4C and S5B). Nevertheless, a core microbiome analysis
at the genus level revealed that Nostoc and Fischerella comprised approximately 85%
of the total diazotrophic communities (Fig. 3B).

Metagenomic and metatranscriptomic analyses of the Sphagnum microbiome.
Triplicate individual plants of Sphagnum fallax and Sphagnum magellanicum were col-
lected in August 2015 from the SPRUCE experimental site at the S1 bog in the Marcell
Experimental Forest (http://mnspruce.ornl.gov). Metagenomic/transcriptomic libraries
were prepared, sequenced, and analyzed (Text S1; Fig. S7; Table S8 at https://zenodo
.org/record/5786378). High-quality reads were coassembled into 3.4 million contigs
with a total length of 1.6 Gbp, encoding approximately 3.8 million predicted proteins
(Fig. S7). The resulting assembly recruited about 40% and 80% of the metagenomic
and metatranscriptomic high-quality reads, respectively.

The taxonomic composition of the metagenomic libraries correlated well with taxonomy
inferred from the SSU rRNA gene analysis, showing the dominance of Proteobacteria
(56.4%) and Acidobacteria (8.2%) (Fig. 4A; Table S9 at https://zenodo.org/record/5786378).
However, the taxonomic composition of metagenomic and metatranscriptomic commun-
ities differed substantially (Fig. 4A; Fig. S8; Table S9). For example, Proteobacteria (31.9%)
and Acidobacteria (4.4%) phyla were less active than expected based on the metagenomic
analysis (56.4% and 8.2%, respectively). In contrast, members of the Cyanobacteria (3.7%)
and Bacteroidota (14.5%) phyla were more abundant in the metatranscriptome libraries
than in the metagenomic samples, with 4.3% and 4.5% for Cyanobacteria and Bacteroidota,
respectively (Fig. 4A; Fig. S9; Table S9). Hierarchical cluster analysis of the metagenome and
metatranscriptome samples revealed the relationships between the genes and their tran-
scripts in the Sphagnum-associated prokaryotic communities (Fig. 4B; Fig. S9). The bacterial/
archaeal communities were segregated into two major clusters. The first cluster included all
metagenomic samples and was well separated from the metatranscriptomic cluster.
Additionally, samples in the metatranscriptomic cluster were grouped into two host-specific

FIG 2 Relative abundance of putative diazotrophic and methanotrophic families in Sphagnum-associated microbial communities calculated from
prokaryotic (A) or functional guild (B) communities; (C) relative abundance of methanotrophic genera partitioned from prokaryotic (upper panel) or
functional guild (lower panel) communities. The functional guild relative abundances were calculated based on the SSU rRNA gene amplicons
taxonomically affiliated with putative diazotrophs and/or methanotrophs at the genus level. The Sphagnum-associated diazotrophic and methanotrophic
communities are dominated by Nostocaceaea and Methylocystaceae families, respectively. Relative abundances were calculated from 246 SSU rRNA gene
amplicon profiles of the prokaryotic communities.
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subclusters (Fig. 4B). The separation of these samples was confirmed by an independent
cluster analysis of the total prokaryotic reads and encoded protein sequences (Fig. S9).

In remarkable agreement with the SSU and nifH gene taxonomic analyses discussed
above, the metagenomic analysis indicates that putative diazotrophic and methanotro-
phic populations contributed approximately 15% 6 2% and 0.6% 6 0.1% of the
Sphagnum-associated prokaryotic communities, respectively (Fig. S3B). Moreover, the
cyanobacterial family Nostocaceae dominated the diazotrophic community (Fig. 5A).
While the relative abundance of Nostocaceae-affiliated contigs comprised 13%6 3% of
the putative diazotrophs, almost 33% 6 3% of the transcriptionally active community
was taxonomically affiliated with Nostocaceae (Fig. 5A). Additionally, a taxonomic anal-
ysis of the methanotrophic community highlighted a central role for the nitrogen-fix-
ing and methane-oxidizing Rhizobiales. Approximately 84%6 2% (Fig. 5B) of the meth-
anotrophic community members are taxonomically affiliated with this order.

Methanotrophic members of the Beijerinckiaceae and Methylocystaceae families con-
tributed 54% 6 4% and 30% 6 2% of the identified methanotrophic populations
based on metagenomes, respectively. However, these two families represented
67% 6 6% and 16% 6 2% of the active methanotrophic communities, respectively.
While most of the active methanotrophic populations had similar or lower than pre-
dicted abundances based on the metagenomic analysis, one exception was the obli-
gate methanotroph from the genus Methyloferula (order Rhizobiales), which was

FIG 3 Relative abundance and taxonomic composition of the core microbiomes. (A and B). Relative
abundance of the core microbiome at the genus level of prokaryotic (A) and diazotrophic (B)
communities. Prokaryotic core microbiome was calculated based on genera shared between 100% of
the samples. Diazotrophic core microbiome was calculated based on genera shared between 50% of
the samples. Relative abundances were calculated from 246 SSU rRNA and 195 nifH gene amplicon
profiles of the prokaryotic and diazotrophic communities, respectively. WD260_ge and WPS-2_ge
represent candidate genera of the corresponding phyla.
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significantly more transcriptionally active than expected (31% 6 4% versus 48% 6 6%)
(Fig. 5B).

The nifH-encoded protein represented a small portion of the detected open reading
frames. Collectively, molybdenum-, vanadium-, and iron-dependent nitrogenase isoforms
represented only 0.01%6 0.01% and 0.03%6 0.02% of the total KEGG-identified proteins
in the metagenomic and metatranscriptomic libraries, respectively (Fig. 6). Furthermore,
although at the DNA level almost 98% of the nifH genes were taxonomically affiliated with
the cyanobacterial genus Nostoc, their contribution to the expressed nifH genes pool was
only 32%6 11% (Fig. 6). In contrast, the relative abundance of the nifH gene from obligate
methanotrophs of the genus Methyloferula was only 2.2% 6 3.2% in the metagenomic
libraries but represented 26%6 11% of the total transcribed nifH genes (Fig. 6).

FIG 5 The relative abundances of putative diazotrophic genera within Nostocaceaea (A) and methanotrophic genera in Sphagnum-associated microbial
communities (B) were determined from 6 metagenomes and 6 metatranscriptomes. The functional guild relative abundances were calculated by mapping
high-quality reads onto contigs taxonomically affiliated with putative diazotrophs and/or methanotrophs at the genus level, and RPKM (reads per kilobase
million) counts were calculated to estimate the abundances of each contig in samples. The upper panel of each plot represents the taxon abundances
relative to that of putative functional guilds. The bottom panel represents taxon abundances relative to that of total prokaryotic communities. MetaT,
metatranscriptome; MetaG, metagenome.

FIG 4 (A) Relative abundance of dominant bacterial phyla in metagenomes and metatranscriptomes of the
Sphagnum-associated microbial communities. (B) Hierarchical cluster analysis of the Sphagnum-associated
prokaryotic communities. Hierarchical clustering was performed using a complete linkage on Bray-Curtis
distance measures of 1,206,693 prokaryotic contigs. Abbreviations: S.mag, S. magellanicum; S.fal, S. fallax;
MetaT, metatranscriptome; MetaG, metagenome. The indexes Fa, Fb, Fc, and Fd indicate independent plant
replicates used for nucleic acid extraction and meta-omics analyses.
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Linking phylogeny with function by Chip-SIP analysis. A total of 10 Sphagnum
samples were incubated with 13CH4 and 15N2 for 12 days. Incorporation of the 15N and
13C isotopes into SSU rRNA transcripts was quantified using Chip-SIP, a type of phylo-
genetic microarray isotope enrichment analysis (60–62), as a measure of diazotrophic
and methanotrophic activities, respectively. The Chip-SIP analysis targeted taxa with
the potential for either or both processes. We detected positive isotope incorporation
in 7 of 10 samples. Approximately 14% of the taxa (56 of 392 taxa targeted by the
array) were enriched above background levels with at least one stable isotope in at
least one of these seven samples. Of these 56 labeled taxa, 28 and 5 taxa incorporated
13C and 15N isotopes into transcribed SSU rRNA, respectively. The remaining 23 taxa
(41%) incorporated both isotopes in at least one sample (Table S10 at https://zenodo
.org/record/5786378). In addition, a bipartite network analysis connecting microbial
species and isotopically labeled substrates indicated that the taxa that were most reli-
ably isotope enriched with 15N and 13C were in the family Bradyrhizobiaceae
(Rhizobiales) (Fig. 7). Other taxa frequently identified as diazotrophs were in the
Methylocystaceae (Rhizobiales) and Alcaligenaceae (Burkholderiales), and those fre-
quently identified as methanotrophs were in the Methanosarcinaceae (Archaea) and
Alcaligenaceae (Burkholderiales). The highest levels of 15N or 13C enrichment (or both)
were measured in Rhizobiales. Of 7 taxa with such requirements, four were from the
Rhizobiales (Fig. 7; Table S10). Members of the Beijerinckiaceae family were among the
taxa with the highest level of 13C incorporation (Fig. 7). Moreover, other representatives
of the Rhizobiales order, primarily members of the Beijerinckiaceae, Rhizobiaceae, and
Bradyrhizobiaceae families, were among the most active members of the diazotrophic
community with the ability to simultaneously oxidize methane, as evidenced by dual
isotopic 15N and 13C labeling (Fig. 7).

DISCUSSION

Sphagnum mosses thrive in peatlands despite severe nutrient limitation. A growing
body of evidence shows that Sphagnum mosses house a diverse microbiome commu-
nity with the potential to alleviate nitrogen limitation through diazotrophy (18, 28).
Furthermore, Sphagnum-associated diazotrophs might represent a “missing link”
between peatland carbon and nitrogen cycles (18, 63), whereby diazotrophs capable

FIG 6 The relative abundances of nifH genes at the genus level were determined from 6
metagenomes and 6 metatranscriptomes. High-quality reads were mapped onto nifH ORFs, and RPKM
(reads per kilobase million) counts were calculated to estimate the abundances of each of the nifH
ORFs in samples. The bottom panel of each plot represents the taxon abundances relative to that of
putative functional guilds. The upper panel shows taxon abundances relative to that of total
prokaryotic communities. MetaT, metatranscriptome; MetaG, metagenome.
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of methanotrophy act as a biofilter, consuming methane and preventing its release to
the atmosphere (63). Therefore, diazotrophic methanotrophs have the potential to
closely couple the carbon and nitrogen cycles of peatlands.

While the role of Sphagnum as an ecosystem engineer in peatlands has been estab-
lished (16), contributions of the Sphagnum-associated microbiomes to ecosystem nutri-
ent cycling processes are still yet to be fully determined. Moreover, studies of the func-
tional potential of Sphagnum microbiomes have been limited to relatively few sites
and Sphagnum species. Here we improve understanding by defining the Sphagnum
core microbiome over large scales across the North American continent. Additionally,
our study reveals that obligate methanotrophs capable of diazotrophy have high nitro-
gen fixation gene activity levels and incorporate a substantial amount of methane car-
bon and nitrogen from N2 into their biomass.

The core microbiome of Sphagnum spp. This study reveals remarkably conserved
microbial communities associated with a broad range of Sphagnum species across U.S.
peatlands. In general, our results agree with previous studies of the taxonomic diversity
of Sphagnum microbiomes (14, 26–28, 48). Host specificity and environmental parame-
ters, which tend to be site specific, are selective forces shown to drive plant micro-
biome community composition in peatlands (49, 64). The geographic scale and scope
(number of Sphagnum species, habitat) of microbial data sets may impact the ability to
detect community composition variation. Microbiome investigations in a few represen-
tative peat moss species in Austrian and Dutch bogs showed that microbiome diversity
was both site and host species specific, and host specificity was independent of geo-
graphic location (27, 46, 65). Further, in a study of multiple moss species (including
Sphagnum) across Alaska, microbiome community composition was strongly shaped
by both host species identity and site (explaining 17.2% and 19.2% of the variation,
respectively) (66). Here, we show that host identity and site characteristics act as selec-
tive forces shaping microbiome communities of Sphagnum spp. at the continental

FIG 7 Bipartite network diagram connecting microbial species and isotopically labeled substrates incorporated, as detected by Chip-SIP analysis of 7
incubations. Triangles and circles represent individual bacterial and archaeal species, respectively, that showed significant incorporation of one or more
isotopes. Microbial species are colored according to their taxonomic order assignment. The thickness of the lines is proportional to isotopic incorporation
(hybridization-corrected enrichment [HCE]), normalized to the highest value for each sample and averaged across samples where isotope incorporation was
detected. Members of the Beijerinckiaceae, Rhizobiaceae, and Bradyrhizobiaceae families were among the most active members of the diazotrophic
community able to oxidize methane simultaneously.
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scale, each accounting for approximately 10% of the explained variation. Extreme envi-
ronmental conditions in northern Sphagnum-dominated peatlands are relatively com-
mon and uniform across sites (67). Therefore, the consistent environment across large
spatial scales may explain the more limited geographical and plant host effects on the
observed community structure.

We define the core microbiome as taxa common to the microbial assemblages
associated with a plant host that play an important role in host and ecosystem func-
tion (49). Although the core microbiome concept for plants is mainly defined by stud-
ies of model plants such as Arabidopsis (68, 69), a growing body of research on environ-
mentally relevant plants indicates that years of coevolution led to the formation of a
unique subset of the microbial community that correlates with plant health (44, 49,
70). However, the linkages between the core microbiome, plant health, and plant pro-
ductivity remain unclear.

Core microbiomes of North American Sphagnum species are comprised of 12 common
bacterial genera that contribute nearly 60% of the total relative microbial abundance. In cor-
roboration of our work, investigations of two Alpine bogs in Austria revealed that approxi-
mately 50% of microbial communities are shared among sites, and community composition
was not correlated with the degree of plant phylogeny (49). In a study of the leaves of 57
tree species in a neotropical forest in Panama, the core phyllosphere microbiome made up
73% of the total microbial abundance and was directly correlated with host growth, mortal-
ity, and function (70). In all cases, although representing a small minority of taxonomic di-
versity, shared taxa contributed to the majority of relative microbial abundance. While the
implications for Sphagnum functional traits require further study, our results suggest that
shared taxa play an important role in host and ecosystem functioning. Core microbiome
analysis at the ASV and genus levels did not include any of the taxa known for their metha-
notrophic or diazotrophic capacities. However, analysis at the family level suggests that
Beijerinckiaceae and Methylacidiphilaceae families collectively contribute almost 3% to the
Sphagnum core microbiome. Beijerinckiaceae of the Rhizobiales contain psychrotolerant
acidophilic bacteria with a versatile metabolism, including those capable of facultative and
obligate methanotrophy (71, 72).

Mixotrophic methanotrophs of the Methylacidiphilaceae have evolved specific adapta-
tions to overcome methane and nitrogen limitation. To meet energy and carbon demands,
members of the Methylacidiphilaceae can grow heterotrophically on methane or auto-
trophically on hydrogen. However, optimal growth is achieved by combining these meta-
bolic strategies. Hydrogen oxidation has particular importance for adaptation to methane
and oxygen limitation (73, 74). In addition to methanotrophy, nitrogen fixation ability is a
common feature of the Beijerinckiaceae and Methylacidiphilaceae (71–74). Thus, the diazo-
trophic and methanotrophic lifestyle of Beijerinckiaceae and Methylacidiphilaceae and their
partnership with Sphagnum mosses likely contributed to their expansion across the North
American continent.

We show that the Sphagnum core microbiome is dominated by moderately acidophilic
chemo-organoheterotrophs known to utilize sugars, organic acids, and some polysaccha-
rides as carbon and energy sources under oxic conditions (1). Core microbiome taxa con-
sist mainly of members of the Alphaproteobacteria and Acidobacteria, which are known to
be associated with Sphagnum and peat soils (Acidocella, Granulicella, Acidisoma, Bryobacter,
Acidisphaera, Phenylobacterium, and WPS-2) (14, 26, 28, 36, 45–49, 75). Microbial cells in
Sphagnum plants are thus far thought to be associated with dead hyaline cells, which
comprise approximately 90% of the plant's volume (25) and serve as a hot spot of plant-
microbe interactions. Hyaline cells may provide a favorable microhabitat with elevated pH
and physical protection from bacterial predators (18, 76). Moreover, in contrast to the walls
of cells that carry out photosynthesis in the Sphagnum gametophyte (chlorophyllose cells),
polysaccharides such as arabinosylated b-galactans are enriched in hyaline cell walls (77).
Thus, it follows that microbial taxa capable of utilizing these polysaccharides under acidic
conditions will most likely dominate the microbial community. Granulicella, Bryobacter,
and Acidisoma genera are aerobic chemo-organotrophic members of the Sphagnum core
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microbiome. These genera were initially isolated and characterized from Sphagnum-domi-
nated peatlands. Moreover, these taxa are shown to degrade arabinose and other plant-
related polysaccharides (78–80). The Phenylobacterium genus is an additional member of
the Sphagnum core microbiome known for its capacity to degrade polyaromatic com-
pounds (81).

Culture-independent methods frequently detect the candidate phylum WPS-2 in
cold, acidic environments with high moss prevalence, where their abundances corre-
late well with abundances of methanotrophic and Phenylobacterium populations (14,
28, 47, 49, 82–85). Although not yet cultivated, moss-associated WPS-2 is believed to
contain anoxygenic phototrophs with carbon fixation capacities (84). Anoxygenic pho-
totrophic bacteria use light for energy along with sulfide, hydrogen, or ferrous iron as
electron donors for carbon fixation (86). However, in peatlands, methane gas may rep-
resent an electron donor for anoxygenic phototrophy (87). Light-dependent carbon fix-
ation, coupled with methane oxidation, has been reported for Rhodopseudomonas
gelatinosa (Bradyrhizobiaceae) (88). Additionally, Sphagnum-associated diazotrophic
members of the Rhodopseudomonas genus were shown to be resilient to multiyear
warming stress (14) and probably play a role in peatland nitrogen and carbon budgets.
Unfortunately, despite 50 years of research, no additional reports support the physio-
logical link between methane oxidation and anoxygenic phototrophy. Although the
phenotypes of WPS-2 taxa remain largely uncharacterized, their high relative abun-
dance in Sphagnum-associated microbiomes and available draft genomes (84) moti-
vates their successful isolation.

Diazotrophy and its coupling to methanotrophy in the Sphagnum microbiome.
Overall, we show that known diazotrophs comprise a large portion of the Sphagnum
microbiome community (up to 15% of sequence abundance), whereas methanotrophs
are much less abundant (generally ,0.2%) over large scales. Our results are corrobo-
rated by metagenomic investigations of peat soils and studies of Sphagnum micro-
biomes conducted over smaller scales. Surface peat from Sphagnum-dominated bogs,
which contains an abundance of living Sphagnum, showed a high abundance and di-
versity of nitrogen fixation genes compared to other soil environments (14, 36, 49, 89).
In agreement with our study, abundant diazotrophs were detected in the microbiomes
of S. fallax and S. magellanicum in three Austrian bogs, while in contrast, methano-
trophs comprised a much lower percentage of the overall community (27, 46).

Sequencing nifH amplicons over large scales corroborated SSU rRNA gene amplicon
data to show that cyanobacteria of the Nostocaceae dominate Sphagnum-associated
diazotrophic communities. While members of the Nostoc, Fischerella, and Trichormus
genera comprised a large portion of the characterized diversity, Nostoc and Fischerella
species contributed approximately 50% of expressed nifH genes. Previous work has
yielded contradictory results on the potential significance of cyanobacteria in media-
ting nitrogen fixation in moss microbiomes. DNA-based approaches generally indicate
that the cyanobacterial family Nostocaceaea (order Nostocales) predominates over
Sphagnum-associated diazotrophs. Several studies, including those from the S1 bog
studied here, suggest a central role for cyanobacterial diazotrophs in Sphagnum bio-
mass accumulation (14, 33).

In contrast, other studies point to an essential role of the Rhizobiales within the
Alphaproteobacteria in moss-associated nitrogen fixation (27, 36, 46, 48, 55, 56). Here,
we show that while cyanobacteria of the genus Nostoc contributed ;98% of the total
nifH community in metagenomes from the S1 bog at the SPRUCE site, they comprised
a minority (;31%) of nifH transcripts in metatranscriptomes. Further, up to 40% of
overall transcripts and 26% of nifH transcripts are taxonomically assigned to the known
obligate methanotrophic genus Methyloferula (order Rhizobiales), despite their unde-
tectable presence in SSU rRNA amplicons. Thus, we provide strong evidence that mem-
bers of the Rhizobiales (and specifically Methyloferula), present at low abundance in
Sphagnum microbiomes, represent keystone taxa that couple nitrogen fixation to
methane oxidation. In agreement with our results, studies of wetlands in Florida and
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Georgia also revealed a substantial contribution of the rare biosphere to the mediation
of the nitrogen cycle (90, 91).

Previous work on the physiological ecology of Nostoc supports our observations of
apparent contradictions in its abundance and activity. Moss-associated Nostoc popula-
tions were shown to employ a “cheating” strategy whereby, despite high biomass,
they exhibited low nifH expression levels (92). Although gene expression is not a direct
indicator of fixation rates, it might indicate a limited contribution to the host's total
nitrogen budget. Additionally, since the nitrogenase protein is irreversibly inhibited by
oxygen, diazotrophs employ various strategies to separate nitrogen fixation from oxy-
genic photosynthesis (93). Nostoc is a genus of filamentous cyanobacteria that com-
partmentalize nitrogen fixation in specialized heterocystous cells (94). Nostoc coloniza-
tion of bryophytes was shown to stimulate an increase in heterocyst density to
approximately 25% to 45% of the total Nostoc cells (94). While nifH genes can be
detected in all Nostoc cells, nifH expression is frequently restricted to heterocyst cells
(93–96). Thus, for these reasons, nifH abundance at the DNA level may not serve as an
accurate proxy for the nitrogen-fixing activity of Nostoc cells. Unfortunately, Nostoc
was not included in our Chip-SIP analysis, and therefore its level of activity was not
directly measured. Nevertheless, in previous SIP experiments with Nostoc-feather moss
consortia, Nostoc was shown to fix nitrogen proportionally to carbon acquisition from
the feather moss, and the feather moss incorporated Nostoc's fixed nitrogen into its
biomass (97, 98).

The primary focus of our Chip-SIP analysis was the hypothesis that methanotrophs of
the Sphagnum microbiome couple the carbon and nitrogen cycles in peatlands.
Previously, there was no direct evidence to support this dual capacity under natural con-
ditions. Our Chip-SIP results demonstrate substantial incorporation of 15N2 and 13CH4 iso-
topes into SSU rRNA transcripts, indicating that members of the Beijerinckiaceae (which
includes Methyloferula) and Methylocystaceae couple diazotrophy to methanotrophy
under close to in situ conditions. To our knowledge, this study is the first to empirically
couple nitrogen fixation with methane oxidation in the Sphagnum microbiome and pro-
vides a roadmap for further investigations.

Results from Chip-SIP experiments also corroborate our conclusion that members
of the Rhizobiales represent keystone taxa in Sphagnum microbiomes. Sphagnum-asso-
ciated microbial communities harbor diverse methanotrophic populations. The carbon
fixed by those methanotrophic communities may provide up to one-third of plant tis-
sue carbon (29, 32). Most methanotrophs observed in Sphagnum tissues belong to the
Alphaproteobacteria (29, 32, 36, 48, 56–59). A subset of these methanotrophs have the
genetic potential for nitrogen fixation (i.e., type II Methylosinus spp., Methylocystis spp.,
Methyloferula spp.) (99, 100). In this study, SSU rRNA analysis indicates that the genus
Methylocystis dominates Sphagnum-associated methanotrophic communities across
the North American continent, including the SPRUCE site. Stable isotope probing
experiments have confirmed the ability of these genera to mediate methanotrophy in
Sphagnummicrobiomes (58, 59, 101–103).

Implications for biogeochemical cycles in peatlands. In this study, multiple lines
of evidence indicate that members of the Rhizobiales play a key role in coupling nitrogen
fixation to methanotrophy. Our results corroborate biogeochemical field data, which
showed a coupling of nitrogen fixation and methane oxidation in Sphagnum-dominated
peatlands (34). The fact that plant communities, especially mosses, thrive in nutrient-
poor peatland ecosystems is a well-established paradox. By definition, external nutrient
inputs to ombrotrophic bogs (e.g., the SPRUCE site) are limited to deposition from rain
or snow. Consequently, the nitrogen demand from plants in Sphagnum-dominated bogs
far exceeds inputs from precipitation or internal cycling (34–36). These observations
have led others to suggest that diazotrophic methanotrophs may be responsible for the
“unaccounted nitrogen input” in peatlands, thereby providing a “missing link” in the bio-
geochemical cycles of nitrogen and carbon (63). Under this scenario, there is an active
exchange of compounds between methanotrophs, diazotrophs, and Sphagnum.

Kolton et al. ®

January/February 2022 Volume 13 Issue 1 e03714-21 mbio.asm.org 12

https://mbio.asm.org


However, the specific mechanisms of exchange and ecological relevance of this coupling
in Sphagnum microbiomes has been unresolved. Here, we show that an obligate metha-
notroph, Methyloferula, which relies on methane oxidation for energy generation, is
highly active in Sphagnum microbiomes from an ombrotrophic bog at the SPRUCE site.
Further, we show that the Beijerinckiaceae, which include the genusMethyloferula, closely
couple diazotrophy to methanotrophy in dual-isotope tracer experiments. Although
undetectable in amplicon sequence libraries, Methyloferula comprised approximately
0.2% of prokaryotic genes and transcripts in our metagenomes and metatranscriptomes,
respectively. Thus, our results suggest that diazotrophic methanotrophs of the rare bio-
sphere play a keystone role in coupling of the carbon and nitrogen cycles in peatlands.
The significance of diazotrophic methanotrophs, and Methyloferula in particular, could
be confirmed with more highly resolved in situ physiological approaches such as nano-
scale secondary ion mass spectrometry (nanoSIMS) (104, 105).

MATERIALS ANDMETHODS
Sample collection. During the growing season in 2014, 2015, and 2016, over 250 Sphagnum micro-

biome samples were collected from peatlands across 5 states and 17 bog/fen sites, including 18
Sphagnum genotypes (see Table S1 at https://zenodo.org/record/5786378). Nondestructive plant taxo-
nomic identification was performed in situ by visual inspection at collection. Living Sphagnum plants
were collected using sterile tweezers and scissors. The collected plants were cleaned to remove unre-
lated plant debris and frozen on dry ice. Frozen samples were shipped overnight to the lab and stored
at280°C until analysis.

Total DNA extraction, PCR, and amplicon sequencing. Total DNA was extracted as previously
described (14) (see Text S1 in the supplemental material). The V4 variable region of small subunit (SSU)
rRNA genes and the conserved fragment of dinitrogenase reductase subunit (nifH) genes were amplified
with 515F/806R and IGK3/DVV primers, respectively, and sequenced on the Illumina platform at the
University of Illinois at Chicago (14, 91) (Text S1; see Table S2 at https://zenodo.org/record/5786378).

Amplicon data processing and statistical analyses. Raw fastq files were processed as previously
described (14, 91) (Text S1). The final high-quality data sets contained 8,049,198 SSU rRNA gene sequen-
ces grouped into 12,044 unique ASVs and represent 246 samples (median of 31,569 reads/sample).
Similarly, 830,598 nifH gene sequences clustered into 8,934 unique ASVs and represent 195 samples
(median of 3,657 reads/sample). High-quality sequence data sets were normalized by cumulative sum
scaling (CSS), and major variance components of beta diversity were determined using nonmetric multi-
dimensional scaling (NMDS) of Bray-Curtis and weighted UniFrac distance matrices. Significant differen-
ces in beta diversity were analyzed by a PERMANOVA test on weighted UniFrac distance metrics with
1,000 permutations. The ordination and statistical analyses were performed in phyloseq and vegan R
packages (106, 107).

Omics sequencing. Triplicate individual plants of Sphagnum fallax and Sphagnum magellanicum
were collected in August 2015 from the SPRUCE experimental site at the S1 bog in the Marcell
Experimental Forest (http://mnspruce.ornl.gov). One gram of plant tissue was ground in liquid nitrogen
and used for nucleic acid extractions (Text S1). The absence of DNA contamination in the RNA extracts
was confirmed by a PCR with universal bacterial 16S rRNA primers 515F and 806R (see Table S2 at
https://zenodo.org/record/5786378). The nucleic acid extracts were shipped to the Joint Genome
Institute (JGI; https://jgi.doe.gov/) for the metagenomic and metatranscriptomic library construction and
sequencing (Text S1).

Illumina data assembly and annotation. For the metagenome and metatranscriptome contig-
based analysis, the quality trimmed reads were coassembled into approximately 3.4 million contigs
(Text S1). We calculated the percentage of the reads recruited by contigs for each omics library using
Bowtie2 (108) to estimate how well the assembly represented the original raw data. The protein-encod-
ing regions known as open reading frames (ORFs) were predicted with MetaProdigal (109). Predicted
ORFs were assigned to KEGG databases by running a KofamScan script against HMM models of KEGG
orthologs (KOs) (110). The contigs and ORF taxonomy were assigned using the Kraken2 classifier (111)
and GTDB v.85 databases (https://github.com/Ecogenomics/GtdbTk). Finally, high-quality reads were
mapped back to each contig and ORFs with Bowtie2 (108), and RPKM counts (reads per kilobase million)
were calculated to estimate the abundances of each contig and ORF.

Microarray stable isotope probing (Chip-SIP)—linking phylogeny with function. The identity of
active diazotrophs and methanotrophs was determined from 15N and 13C isotope incorporation into SSU
rRNA transcripts using the Chip-SIP approach (60, 61) (see Text S1 in the supplemental material). Briefly,
10 independent replicates of Sphagnum samples were collected from the peat surface during the grow-
ing season of 2015 from the SPRUCE experimental site. Ten grams was placed into a 125-mL gas-tight
serum bottle, and 50 mL of headspace gas was replaced with 40 mL 15N2 and 10 mL 13CH4 (Cambridge
Isotope Laboratories, Andover, MA, USA). Treatments were incubated at 20°C under natural light condi-
tions, and duplicates of total RNA were extracted after 12 days of incubation using the MOBIO PowerSoil
kit (Qiagen, Carlsbad, CA, USA). Extracted RNA samples were fluorescently labeled and hybridized to a
phylogenetic probe microarray (62) (Text S1). A custom phylogenetic probe array was designed based
on our sequence data set from the SPRUCE site (9, 59, 89, 112) and NCBI RefSeq database. This set
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included 4,072 phylogenetic probes targeting 392 SSU rRNA gene probes from 45 families designed to
target known bacterial and archaeal diazotrophs and/or methanotrophs, not including cyanobacteria.
Relative isotope incorporation was calculated as the ratio between isotopic and fluorescent signals
(hybridization-corrected enrichment [HCE]). Microbial taxa were considered metabolically active if HCE
was significantly different from zero (60, 61) (Text S1). We constructed a bipartite network to visualize
taxa that showed significant enrichment (P , 0.05 after false discovery rate P value adjustment) by one
or more isotopes in at least one sample. Note that these data are relatively quantitative and represent
average relative isotope incorporation across samples where isotope incorporation was detected. The
network reconstruction was done with the R package igraph (113).

Data availability. The raw amplicon sequences were deposited in the BioProject database under
accession numbers PRJNA656910 (SSU rRNA) and PRJNA656922 (nifH). The raw metagenomic and meta-
transcriptomic sequences are publicly available under accession number Gs0118677.

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
TEXT S1, DOCX file, 0.1 MB.
FIG S1, TIF file, 0.3 MB.
FIG S2, TIF file, 1 MB.
FIG S3, TIF file, 0.3 MB.
FIG S4, TIF file, 0.3 MB.
FIG S5, TIF file, 0.7 MB.
FIG S6, TIF file, 0.7 MB.
FIG S7, TIF file, 0.4 MB.
FIG S8, TIF file, 0.4 MB.
FIG S9, TIF file, 0.3 MB.

ACKNOWLEDGMENTS
This work was supported by the National Science Foundation (DEB grant no. 1754756

to J.E.K.). The SPRUCE project is supported by the U.S. Department of Energy's Office of
Science, Biological, and Environmental Research (DOE BER) and the USDA Forest Service.
UT-Battelle, LLC, manages Oak Ridge National Laboratory for the U.S. Department of
Energy under contract DE-AC05-00OR22725. Work at the Lawrence Livermore National
Laboratory was supported by Laboratory Research and Development project no. 14-ERD-
038 under the U.S. Department of Energy contract no. DE-AC52-07NA27344. The Joint
Genome Institute provided sequencing via a Community Science Program proposal (PI
J.E.K.). The work conducted by the U.S. Department of Energy Joint Genome Institute, a
DOE Office of Science User Facility, is supported by the Office of Science of the U.S.
Department of Energy under contract no. DE-AC02-05CH11231.

We thank Paul Hanson, Chris Schadt, Randy Kolka, and members of the SPRUCE
team for enabling our field sampling. We thank J. Wollard, D. Nilson, and E. Nuccio for
laboratory and bioinformatics assistance with the Chip-SIP analyses.

REFERENCES
1. Dedysh SN. 2011. Cultivating uncultured bacteria from northern wet-

lands: knowledge gained and remaining gaps. Front Microbiol 2:184.
https://doi.org/10.3389/fmicb.2011.00184.

2. Gorham E. 1991. Northern peatlands: role in the carbon cycle and proba-
ble responses to climatic warming. Ecol Appl 1:182–195. https://doi.org/
10.2307/1941811.

3. Clymo RS, Turunen J, Tolonen K. 1998. Carbon accumulation in peatland.
Oikos 81:368–388. https://doi.org/10.2307/3547057.

4. Yu ZC, Loisel J, Brosseau DP, Beilman DW, Hunt SJ. 2010. Global peatland
dynamics since the last glacial maximum. Geophys Res Lett 37:L13402.
https://doi.org/10.1029/2010GL043584.

5. Rydin H, Jeglum J. 2013. The biology of peatlands, 2nd ed. Oxford Uni-
versity Press, Oxford, United Kingdom.

6. Dise NB. 2009. Peatland response to global change. Science 326:810–811.
https://doi.org/10.1126/science.1174268.

7. Rillig MC, Ryo M, Lehmann A, Aguilar-Trigueros CA, Buchert S, Wulf A,
Iwasaki A, Roy J, Yang GW. 2019. The role of multiple global change fac-
tors in driving soil functions and microbial biodiversity. Science 366:
886–890. https://doi.org/10.1126/science.aay2832.

8. Dorrepaal E, Toet S, van Logtestijn RSP, Swart E, van de Weg MJ,
Callaghan TV, Aerts R. 2009. Carbon respiration from subsurface peat
accelerated by climate warming in the subarctic. Nature 460:616–U79.
https://doi.org/10.1038/nature08216.

9. Wilson RM, Hopple AM, Tfaily MM, Sebestyen SD, Schadt CW, Pfeifer-
Meister L, Medvedeff C, McFarlane KJ, Kostka JE, Kolton M, Kolka RK,
Kluber LA, Keller JK, Guilderson TP, Griffiths NA, Chanton JP, Bridgham
SD, Hanson PJ. 2016. Stability of peatland carbon to rising temperatures.
Nat Commun 7:13723. https://doi.org/10.1038/ncomms13723.

10. Kolton M, Marks A, Wilson RM, Chanton JP, Kostka JE. 2019. Impact of
warming on greenhouse gas production and microbial diversity in
anoxic peat from a Sphagnum-dominated bog (Grand Rapids, Minne-
sota, United States). Front Microbiol 10:870. https://doi.org/10.3389/
fmicb.2019.00870.

11. Hopple AM, Wilson RM, Kolton M, Zalman CA, Chanton JP, Kostka J,
Hanson PJ, Keller JK, Bridgham SD. 2020. Massive peatland carbon banks
vulnerable to rising temperatures. Nat Commun 11:2373. https://doi
.org/10.1038/s41467-020-16311-8.

Kolton et al. ®

January/February 2022 Volume 13 Issue 1 e03714-21 mbio.asm.org 14

https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA656910
https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA656922
https://identifiers.org/resolve?query=gold:Gs0118677
https://doi.org/10.3389/fmicb.2011.00184
https://doi.org/10.2307/1941811
https://doi.org/10.2307/1941811
https://doi.org/10.2307/3547057
https://doi.org/10.1029/2010GL043584
https://doi.org/10.1126/science.1174268
https://doi.org/10.1126/science.aay2832
https://doi.org/10.1038/nature08216
https://doi.org/10.1038/ncomms13723
https://doi.org/10.3389/fmicb.2019.00870
https://doi.org/10.3389/fmicb.2019.00870
https://doi.org/10.1038/s41467-020-16311-8
https://doi.org/10.1038/s41467-020-16311-8
https://mbio.asm.org


12. Zhu YZ, Purdy KJ, Eyice O, Shen LD, Harpenslager SF, Yvon-Durocher G,
Dumbrell AJ, Trimmer M. 2020. Disproportionate increase in freshwater
methane emissions induced by experimental warming. Nat Clim Chang
10:685–690. https://doi.org/10.1038/s41558-020-0824-y.

13. Hanson PJ, Griffiths NA, Iversen CM, Norby RJ, Sebestyen SD, Phillips JR,
Chanton JP, Kolka RK, Malhotra A, Oleheiser KC, Warren JM, Shi X, Yang
X, Mao J, Ricciuto DM. 2020. Rapid net carbon loss from a whole-ecosys-
tem warmed peatland. AGU Advances 1:e2020AV000163. https://doi
.org/10.1029/2020AV000163.

14. Carrell AA, Kolton M, Glass JB, Pelletier DA, Warren MJ, Kostka JE, Iversen
CM, Hanson PJ, Weston DJ. 2019. Experimental warming alters the com-
munity composition, diversity, and N2 fixation activity of peat moss
(Sphagnum fallax) microbiomes. Glob Change Biol 25:2993–3004. https://
doi.org/10.1111/gcb.14715.

15. Malhotra A, Brice DJ, Childs J, Graham JD, Hobbie EA, Vander Stel H,
Feron SC, Hanson PJ, Iversen CM. 2020. Peatland warming strongly
increases fine-root growth. Proc Natl Acad Sci U S A 117:17627–17634.
https://doi.org/10.1073/pnas.2003361117.

16. Norby RJ, Childs J, Hanson PJ, Warren JM. 2019. Rapid loss of an ecosys-
tem engineer: Sphagnum decline in an experimentally warmed bog. Ecol
Evol 9:12571–12585. https://doi.org/10.1002/ece3.5722.

17. Shaw AJ, Devos N, Cox CJ, Boles SB, Shaw B, Buchanan AM, Cave L,
Seppelt R. 2010. Peatmoss (Sphagnum) diversification associated with
Miocene Northern Hemisphere climatic cooling? Mol Phylogenet Evol
55:1139–1145. https://doi.org/10.1016/j.ympev.2010.01.020.

18. Kostka JE, Weston DJ, Glass JB, Lilleskov EA, Shaw AJ, Turetsky MR. 2016.
The Sphagnum microbiome: new insights from an ancient plant lineage.
New Phytol 211:57–64. https://doi.org/10.1111/nph.13993.

19. Weston DJ, Turetsky MR, Johnson MG, Granath G, Lindo Z, Belyea LR,
Rice SK, Hanson DT, Engelhardt KAM, Schmutz J, Dorrepaal E, Euskirchen
ES, Stenoien HK, Szovenyi P, Jackson M, Piatkowski BT, Muchero W,
Norby RJ, Kostka JE, Glass JB, Rydin H, Limpens J, Tuittila ES, Ullrich KK,
Carrell A, Benscoter BW, Chen JG, Oke TA, Nilsson MB, Ranjan P,
Jacobson D, Lilleskov EA, Clymo RS, Shaw AJ. 2018. The Sphagnome Pro-
ject: enabling ecological and evolutionary insights through a genus-level
sequencing project. New Phytol 217:16–25. https://doi.org/10.1111/nph
.14860.

20. Turetsky MR, Bond-Lamberty B, Euskirchen E, Talbot J, Frolking S,
McGuire AD, Tuittila ES. 2012. The resilience and functional role of moss
in boreal and arctic ecosystems. New Phytol 196:49–67. https://doi.org/
10.1111/j.1469-8137.2012.04254.x.

21. Whinam J, Copson G. 2006. Sphagnum moss: an indicator of climate
change in the sub-Antarctic. Polar Rec 42:43–49. https://doi.org/10.1017/
S0032247405004900.

22. Malmer N, Albinsson C, Svensson BM, Wallen B. 2003. Interferences
between Sphagnum and vascular plants: effects on plant community
structure and peat formation. Oikos 100:469–482. https://doi.org/10
.1034/j.1600-0706.2003.12170.x.

23. Limpens J, Granath G, Gunnarsson U, Aerts R, Bayley S, Bragazza L,
Bubier J, Buttler A, van den Berg LJL, Francez AJ, Gerdol R, Grosvernier P,
Heijmans MMPD, Hoosbeek MR, Hotes S, Ilomets M, Leith I, Mitchell EAD,
Moore T, Nilsson MB, Nordbakken JF, Rochefort L, Rydin H, Sheppard LJ,
Thormann M, Wiedermann MM, Williams BL, Xu B. 2011. Climatic modi-
fiers of the response to nitrogen deposition in peat-forming Sphagnum
mosses: a meta-analysis. New Phytol 191:496–507. https://doi.org/10
.1111/j.1469-8137.2011.03680.x.

24. Fritz C, Lamers LPM, Riaz M, van den Berg LJL, Elzenga TJTM. 2014. Sphag-
num mosses—masters of efficient N-uptake while avoiding intoxication.
PLoS One 9:e79991. https://doi.org/10.1371/journal.pone.0079991.

25. Glime J. 2017. Bryophyta—Sphagnopsida. In Glime JM (ed), Bryophyte
ecology, vol 1. Michigan Technological University and the International
Association of Bryologists. http://digitalcommons.mtu.edu/bryophyte
-ecology.

26. Opelt K, Chobot V, Hadacek F, Schonmann S, Eberl L, Berg G. 2007. Inves-
tigations of the structure and function of bacterial communities associ-
ated with Sphagnummosses. Environ Microbiol 9:2795–2809. https://doi
.org/10.1111/j.1462-2920.2007.01391.x.

27. Bragina A, Maier S, Berg C, Muller H, Chobot V, Hadacek F, Berg G. 2011.
Similar diversity of Alphaproteobacteria and nitrogenase gene amplicons
on two related Sphagnummosses. Front Microbiol 2:275. https://doi.org/
10.3389/fmicb.2011.00275.

28. Bragina A, Oberauner-Wappis L, Zachow C, Halwachs B, Thallinger GG,
Muller H, Berg G. 2014. The Sphagnum microbiome supports bog

ecosystem functioning under extreme conditions. Mol Ecol 23:
4498–4510. https://doi.org/10.1111/mec.12885.

29. Raghoebarsing AA, Smolders AJ, Schmid MC, Rijpstra WI, Wolters-Arts M,
Derksen J, Jetten MS, Schouten S, Sinninghe Damste JS, Lamers LP,
Roelofs JG, Op den Camp HJ, Strous M. 2005. Methanotrophic symbionts
provide carbon for photosynthesis in peat bogs. Nature 436:1153–1156.
https://doi.org/10.1038/nature03802.

30. Opelt K, Berg C, Schonmann S, Eberl L, Berg G. 2007. High specificity but
contrasting biodiversity of Sphagnum-associated bacterial and plant
communities in bog ecosystems independent of the geographical
region. ISME J 1:502–516. https://doi.org/10.1038/ismej.2007.58.

31. Kip N, van Winden JF, Pan Y, Bodrossy L, Reichart GJ, Smolders AJP,
Jetten MSM, Damste JSS, Op den Camp HJM. 2010. Global prevalence of
methane oxidation by symbiotic bacteria in peat-moss ecosystems. Nat
Geosci 3:617–621. https://doi.org/10.1038/ngeo939.

32. Larmola T, Tuittila ES, Tiirola M, Nykanen H, Martikainen PJ, Yrjala K,
Tuomivirta T, Fritze H. 2010. The role of Sphagnum mosses in the meth-
ane cycling of a boreal mire. Ecology 91:2356–2365. https://doi.org/10
.1890/09-1343.1.

33. Berg A, Danielsson Å, Svensson BH. 2013. Transfer of fixed-N from N2-fix-
ing cyanobacteria associated with the moss Sphagnum riparium results
in enhanced growth of the moss. Plant Soil 362:271–278. https://doi.org/
10.1007/s11104-012-1278-4.

34. Larmola T, Leppanen SM, Tuittila ES, Aarva M, Merila P, Fritze H, Tiirola M.
2014. Methanotrophy induces nitrogen fixation during peatland devel-
opment. Proc Natl Acad Sci U S A 111:734–739. https://doi.org/10.1073/
pnas.1314284111.

35. Vile MA, Wieder RK, Zivkovic T, Scott KD, Vitt DH, Hartsock JA, Iosue CL,
Quinn JC, Petix M, Fillingim HM, Popma JMA, Dynarski KA, Jackman TR,
Albright CM, Wykoff DD. 2014. N2-fixation by methanotrophs sustains
carbon and nitrogen accumulation in pristine peatlands. Biogeochemis-
try 121:317–328. https://doi.org/10.1007/s10533-014-0019-6.

36. Warren MJ, Lin XJ, Gaby JC, Kretz CB, Kolton M, Morton PL, Pett-Ridge J,
Weston DJ, Schadt CW, Kostka JE, Glass JB. 2017. Molybdenum-based
diazotrophy in a Sphagnum peatland in Northern Minnesota. Appl Envi-
ron Microbiol 83:e01174-17. https://doi.org/10.1128/AEM.01174-17.

37. Kox MAR, van den Elzen E, Lamers LPM, Jetten MSM, van Kessel MAHJ.
2020. Microbial nitrogen fixation and methane oxidation are strongly
enhanced by light in Sphagnum mosses. AMB Express 10:61. https://doi
.org/10.1186/s13568-020-00994-9.

38. Jassey VEJ, Gilbert D, Binet P, Toussaint ML, Chiapusio G. 2011. Effect of a
temperature gradient on Sphagnum fallax and its associated living mi-
crobial communities: a study under controlled conditions. Can J Micro-
biol 57:226–235. https://doi.org/10.1139/W10-116.

39. Peiffer JA, Spor A, Koren O, Jin Z, Tringe SG, Dangl JL, Buckler ES, Ley RE.
2013. Diversity and heritability of the maize rhizosphere microbiome
under field conditions. Proc Natl Acad Sci U S A 110:6548–6553. https://
doi.org/10.1073/pnas.1302837110.

40. Edwards J, Johnson C, Santos-Medellin C, Lurie E, Podishetty NK,
Bhatnagar S, Eisen JA, Sundaresan V. 2015. Structure, variation, and as-
sembly of the root-associated microbiomes of rice. Proc Natl Acad Sci
U S A 112:E911–E920. https://doi.org/10.1073/pnas.1414592112.

41. Zarraonaindia I, Owens SM, Weisenhorn P, West K, Hampton-Marcell J,
Lax S, Bokulich NA, Mills DA, Martin G, Taghavi S, van der Lelie D, Gilbert
JA. 2015. The soil microbiome influences grapevine-associated micro-
biota. mBio 6:e02527-14. https://doi.org/10.1128/mBio.02527-14.

42. Toju H, Peay KG, Yamamichi M, Narisawa K, Hiruma K, Naito K, Fukuda S,
Ushio M, Nakaoka S, Onoda Y, Yoshida K, Schlaeppi K, Bai Y, Sugiura R,
Ichihashi Y, Minamisawa K, Kiers ET. 2018. Core microbiomes for sustain-
able agroecosystems. Nat Plants 4:247–257. https://doi.org/10.1038/
s41477-018-0139-4.

43. Perez-Jaramillo JE, Mendes R, Raaijmakers JM. 2016. Impact of plant
domestication on rhizosphere microbiome assembly and functions.
Plant Mol Biol 90:635–644. https://doi.org/10.1007/s11103-015-0337-7.

44. Yeoh YK, Dennis PG, Paungfoo-Lonhienne C, Weber L, Brackin R, Ragan
MA, Schmidt S, Hugenholtz P. 2017. Evolutionary conservation of a core
root microbiome across plant phyla along a tropical soil chronosequence.
Nat Commun 8:215. https://doi.org/10.1038/s41467-017-00262-8.

45. Opelt K, Berg G. 2004. Diversity and antagonistic potential of bacteria
associated with bryophytes from nutrient-poor habitats of the Baltic Sea
coast. Appl Environ Microbiol 70:6569–6579. https://doi.org/10.1128/
AEM.70.11.6569-6579.2004.

Methanotrophic Diazotrophy of the SphagnumMicrobiome ®

January/February 2022 Volume 13 Issue 1 e03714-21 mbio.asm.org 15

https://doi.org/10.1038/s41558-020-0824-y
https://doi.org/10.1029/2020AV000163
https://doi.org/10.1029/2020AV000163
https://doi.org/10.1111/gcb.14715
https://doi.org/10.1111/gcb.14715
https://doi.org/10.1073/pnas.2003361117
https://doi.org/10.1002/ece3.5722
https://doi.org/10.1016/j.ympev.2010.01.020
https://doi.org/10.1111/nph.13993
https://doi.org/10.1111/nph.14860
https://doi.org/10.1111/nph.14860
https://doi.org/10.1111/j.1469-8137.2012.04254.x
https://doi.org/10.1111/j.1469-8137.2012.04254.x
https://doi.org/10.1017/S0032247405004900
https://doi.org/10.1017/S0032247405004900
https://doi.org/10.1034/j.1600-0706.2003.12170.x
https://doi.org/10.1034/j.1600-0706.2003.12170.x
https://doi.org/10.1111/j.1469-8137.2011.03680.x
https://doi.org/10.1111/j.1469-8137.2011.03680.x
https://doi.org/10.1371/journal.pone.0079991
http://digitalcommons.mtu.edu/bryophyte-ecology
http://digitalcommons.mtu.edu/bryophyte-ecology
https://doi.org/10.1111/j.1462-2920.2007.01391.x
https://doi.org/10.1111/j.1462-2920.2007.01391.x
https://doi.org/10.3389/fmicb.2011.00275
https://doi.org/10.3389/fmicb.2011.00275
https://doi.org/10.1111/mec.12885
https://doi.org/10.1038/nature03802
https://doi.org/10.1038/ismej.2007.58
https://doi.org/10.1038/ngeo939
https://doi.org/10.1890/09-1343.1
https://doi.org/10.1890/09-1343.1
https://doi.org/10.1007/s11104-012-1278-4
https://doi.org/10.1007/s11104-012-1278-4
https://doi.org/10.1073/pnas.1314284111
https://doi.org/10.1073/pnas.1314284111
https://doi.org/10.1007/s10533-014-0019-6
https://doi.org/10.1128/AEM.01174-17
https://doi.org/10.1186/s13568-020-00994-9
https://doi.org/10.1186/s13568-020-00994-9
https://doi.org/10.1139/W10-116
https://doi.org/10.1073/pnas.1302837110
https://doi.org/10.1073/pnas.1302837110
https://doi.org/10.1073/pnas.1414592112
https://doi.org/10.1128/mBio.02527-14
https://doi.org/10.1038/s41477-018-0139-4
https://doi.org/10.1038/s41477-018-0139-4
https://doi.org/10.1007/s11103-015-0337-7
https://doi.org/10.1038/s41467-017-00262-8
https://doi.org/10.1128/AEM.70.11.6569-6579.2004
https://doi.org/10.1128/AEM.70.11.6569-6579.2004
https://mbio.asm.org


46. Bragina A, Berg C, Muller H, Moser D, Berg G. 2013. Insights into func-
tional bacterial diversity and its effects on Alpine bog ecosystem func-
tioning. Sci Rep 3:1955. https://doi.org/10.1038/srep01955.

47. Shcherbakov AV, Bragina AV, Kuzmina EY, Berg C, Muntyan AN, Makarova
NM, Malfanova NV, Cardinale M, Berg G, Chebotar VK, Tikhonovich IA.
2013. Endophytic bacteria of Sphagnum mosses as promising objects of
agricultural microbiology. Microbiology 82:306–315. https://doi.org/10
.1134/S0026261713030107.

48. Kox MAR, Aalto SL, Penttila T, Ettwig KF, Jetten MSM, van Kessel MAHJ.
2018. The influence of oxygen and methane on nitrogen fixation in sub-
arctic Sphagnum mosses. AMB Express 8:76. https://doi.org/10.1186/
s13568-018-0607-2.

49. Bragina A, Berg C, Berg G. 2015. The core microbiome bonds the Alpine
bog vegetation to a transkingdom metacommunity. Mol Ecol 24:
4795–4807. https://doi.org/10.1111/mec.13342.

50. Shade A, Handelsman J. 2012. Beyond the Venn diagram: the hunt for a
core microbiome. Environ Microbiol 14:4–12. https://doi.org/10.1111/j
.1462-2920.2011.02585.x.

51. Fritz C, van Dijk G, Smolders AJP, Pancotto VA, Elzenga TJTM, Roelofs JGM,
Grootjans AP. 2012. Nutrient additions in pristine Patagonian Sphagnum
bog vegetation: can phosphorus addition alleviate (the effects of)
increased nitrogen loads. Plant Biol (Stuttg) 14:491–499. https://doi.org/10
.1111/j.1438-8677.2011.00527.x.

52. Lindo Z, Nilsson MC, Gundale MJ. 2013. Bryophyte-cyanobacteria associ-
ations as regulators of the northern latitude carbon balance in response
to global change. Glob Chang Biol 19:2022–2035. https://doi.org/10
.1111/gcb.12175.

53. Parmentier FJW, van Huissteden J, Kip N, Op den Camp HJM, Jetten
MSM, Maximov TC, Dolman AJ. 2011. The role of endophytic methane-
oxidizing bacteria in submerged Sphagnum in determining methane
emissions of Northeastern Siberian tundra. Biogeosciences 8:1267–1278.
https://doi.org/10.5194/bg-8-1267-2011.

54. Živkovi�c T, Disney K, Moore TR. 2017. Variations in nitrogen, phosphorus,
and d15N in Sphagnummosses along a climatic and atmospheric deposi-
tion gradient in eastern Canada. Botany 95:829–839. https://doi.org/10
.1139/cjb-2016-0314.

55. Leppanen S, Rissanen A, Tiirola M. 2015. Nitrogen fixation in Sphagnum
mosses is affected by moss species and water table level. Plant Soil 389:
185–196. https://doi.org/10.1007/s11104-014-2356-6.

56. Kox MAR, Luke C, Fritz C, van den Elzen E, van Alen T, Op den Camp HJM,
Lamers LPM, Jetten MSM, Ettwig KF. 2016. Effects of nitrogen fertilization
on diazotrophic activity of microorganisms associated with Sphagnum
magellanicum. Plant Soil 406:83–100. https://doi.org/10.1007/s11104
-016-2851-z.

57. Kip N, Dutilh BE, Pan Y, Bodrossy L, Neveling K, Kwint MP, Jetten MSM,
den Camp HJMO. 2011. Ultra-deep pyrosequencing of pmoA amplicons
confirms the prevalence of Methylomonas and Methylocystis in Sphag-
num mosses from a Dutch peat bog. Environ Microbiol Rep 3:667–673.
https://doi.org/10.1111/j.1758-2229.2011.00260.x.

58. Putkinen A, Larmola T, Tuomivirta T, Siljanen HMP, Bodrossy L, Tuittila
ES, Fritze H. 2014. Peatland succession induces a shift in the community
composition of Sphagnum-associated active methanotrophs. FEMS
Microbiol Ecol 88:596–611. https://doi.org/10.1111/1574-6941.12327.

59. Esson KC, Lin XJ, Kumaresan D, Chanton JP, Murrell JC, Kostka JE. 2016.
Alpha- and gammaproteobacterial methanotrophs codominate the
active methane-oxidizing communities in an acidic boreal peat bog.
Appl Environ Microbiol 82:2363–2371. https://doi.org/10.1128/AEM
.03640-15.

60. Mayali X, Weber PK, Brodie EL, Mabery S, Hoeprich PD, Pett-Ridge J.
2012. High-throughput isotopic analysis of RNA microarrays to quantify
microbial resource use. ISME J 6:1210–1221. https://doi.org/10.1038/
ismej.2011.175.

61. Mayali X, Weber PK, Mabery S, Pett-Ridge J. 2014. Phylogenetic patterns
in the microbial response to resource availability: amino acid incorpora-
tion in San Francisco Bay. PLoS One 9:e95842. https://doi.org/10.1371/
journal.pone.0095842.

62. Mayali X, Weber PK, Nuccio E, Lietard J, Somoza M, Blazewicz SJ, Pett-
Ridge J. 2019. Chip-SIP: stable isotope probing analyzed with rRNA-tar-
geted microarrays and NanoSIMS. Methods Mol Biol 2046:71–87. https://
doi.org/10.1007/978-1-4939-9721-3_6.

63. Ho A, Bodelier PLE. 2015. Diazotrophic methanotrophs in peatlands: the
missing link? Plant Soil 389:419–423. https://doi.org/10.1007/s11104-015
-2393-9.

64. Bragina A, Berg C, Cardinale M, Shcherbakov A, Chebotar V, Berg G.
2012. Sphagnum mosses harbour highly specific bacterial diversity dur-
ing their whole lifecycle. ISME J 6:802–813. https://doi.org/10.1038/ismej
.2011.151.

65. Kox MAR, Kop LFM, van den Elzen E, van Alen TA, Lamers LPM, van
Kessel MAHJ, Jetten MSM. 2020. Functional redundancy of the methane-
oxidising and nitrogen-fixing microbial community associated with
Sphagnum fallax and Sphagnum palustre in two Dutch fens. Mires and
Peat 26:16.

66. Holland-Moritz H, Stuart JEM, Lewis LR, Miller SN, Mack MC, Ponciano
JM, McDaniel SF, Fierer N. 2020. The bacterial communities of Alaskan
mosses and their contributions to N2-fixation. Microbiome 9:53. https://
doi.org/10.1186/s40168-021-01001-4.

67. Tfaily MM, Cooper WT, Kostka JE, Chanton PR, Schadt CW, Hanson PJ,
Iversen CM, Chanton JP. 2014. Organic matter transformation in the peat
column at Marcell Experimental Forest: humification and vertical stratifi-
cation. J Geophys Res Biogeosci 119:661–675. https://doi.org/10.1002/
2013JG002492.

68. Lundberg DS, Lebeis SL, Paredes SH, Yourstone S, Gehring J, Malfatti S,
Tremblay J, Engelbrektson A, Kunin V, del Rio TG, Edgar RC, Eickhorst T,
Ley RE, Hugenholtz P, Tringe SG, Dangl JL. 2012. Defining the core Arabi-
dopsis thaliana root microbiome. Nature 488:86–90. https://doi.org/10
.1038/nature11237.

69. Bulgarelli D, Rott M, Schlaeppi K, van Themaat EVL, Ahmadinejad N,
Assenza F, Rauf P, Huettel B, Reinhardt R, Schmelzer E, Peplies J,
Gloeckner FO, Amann R, Eickhorst T, Schulze-Lefert P. 2012. Revealing
structure and assembly cues for Arabidopsis root-inhabiting bacterial
microbiota. Nature 488:91–95. https://doi.org/10.1038/nature11336.

70. Kembel SW, O'Connor TK, Arnold HK, Hubbell SP, Wright SJ, Green JL.
2014. Relationships between phyllosphere bacterial communities and
plant functional traits in a neotropical forest. Proc Natl Acad Sci U S A
111:13715–13720. https://doi.org/10.1073/pnas.1216057111.

71. Dedysh SN, Haupt ES, Dunfield PF. 2016. Emended description of the
family Beijerinckiaceae and transfer of the genera Chelatococcus and
Camelimonas to the family Chelatococcaceae fam. nov. Int J Syst Evol
Microbiol 66:3177–3182. https://doi.org/10.1099/ijsem.0.001167.

72. Dedysh SN, Dunfield PF. 2016. Beijerinckiaceae, p 1–4. In Trujillo ME,
Dedysh S, DeVos P, Hedlund B, Kämpfer P, Rainey FA, Whitman WB (ed),
Bergey's manual of systematics of Archaea and Bacteria. https://doi.org/
10.1002/9781118960608.fbm00164.pub2.

73. Carere CR, Hards K, Houghton KM, Power JF, McDonald B, Collet C,
Gapes DJ, Sparling R, Boyd ES, Cook GM, Greening C, Stott MB. 2017.
Mixotrophy drives niche expansion of verrucomicrobial methanotrophs.
ISME J 11:2599–2610. https://doi.org/10.1038/ismej.2017.112.

74. Khadem AF, Pol A, Wieczorek A, Mohammadi SS, Francoijs K-J,
Stunnenberg HG, Jetten MSM, Op den Camp HJM. 2011. Autotrophic
methanotrophy in verrucomicrobia: Methylacidiphilum fumariolicum
SolV uses the Calvin-Benson-Bassham cycle for carbon dioxide fixation. J
Bacteriol 193:4438–4446. https://doi.org/10.1128/JB.00407-11.

75. Serkebaeva YM, Kim Y, Liesack W, Dedysh SN. 2013. Pyrosequencing-
based assessment of the bacteria diversity in surface and subsurface
peat layers of a northern wetland, with focus on poorly studied phyla
and candidate divisions. PLoS One 8:e63994. https://doi.org/10.1371/
journal.pone.0063994.

76. Jassey VEJ, Chiapusio G, Binet P, Buttler A, Laggoun-Defarge F, Delarue F,
Bernard N, Mitchell EAD, Toussaint ML, Francez AJ, Gilbert D. 2013. Above-
and belowground linkages in Sphagnum peatland: climate warming
affects plant-microbial interactions. Glob Chang Biol 19:811–823. https://
doi.org/10.1111/gcb.12075.

77. Kremer C, Pettolino F, Bacic A, Drinnan A. 2004. Distribution of cell wall
components in Sphagnum hyaline cells and in liverwort and hornwort ela-
ters. Planta 219:1023–1035. https://doi.org/10.1007/s00425-004-1308-4.

78. Belova SE, Pankratov TA, Detkova EN, Kaparullina EN, Dedysh SN. 2009.
Acidisoma tundrae gen. nov., sp. nov. and Acidisoma sibiricum sp. nov.,
two acidophilic, psychrotolerant members of the Alphaproteobacteria
from acidic northern wetlands. Int J Syst Evol Microbiol 59:2283–2290.
https://doi.org/10.1099/ijs.0.009209-0.

79. Kulichevskaya IS, Suzina NE, Liesack W, Dedysh SN. 2010. Bryobacter
aggregatus gen. nov., sp. nov., a peat-inhabiting, aerobic chemo-organo-
troph from subdivision 3 of the Acidobacteria. Int J Syst Evol Microbiol
60:301–306. https://doi.org/10.1099/ijs.0.013250-0.

80. Pankratov TA, Dedysh SN. 2010. Granulicella paludicola gen. nov., sp. nov.,
Granulicella pectinivorans sp. nov., Granulicella aggregans sp. nov. and
Granulicella rosea sp. nov., acidophilic, polymer-degrading acidobacteria

Kolton et al. ®

January/February 2022 Volume 13 Issue 1 e03714-21 mbio.asm.org 16

https://doi.org/10.1038/srep01955
https://doi.org/10.1134/S0026261713030107
https://doi.org/10.1134/S0026261713030107
https://doi.org/10.1186/s13568-018-0607-2
https://doi.org/10.1186/s13568-018-0607-2
https://doi.org/10.1111/mec.13342
https://doi.org/10.1111/j.1462-2920.2011.02585.x
https://doi.org/10.1111/j.1462-2920.2011.02585.x
https://doi.org/10.1111/j.1438-8677.2011.00527.x
https://doi.org/10.1111/j.1438-8677.2011.00527.x
https://doi.org/10.1111/gcb.12175
https://doi.org/10.1111/gcb.12175
https://doi.org/10.5194/bg-8-1267-2011
https://doi.org/10.1139/cjb-2016-0314
https://doi.org/10.1139/cjb-2016-0314
https://doi.org/10.1007/s11104-014-2356-6
https://doi.org/10.1007/s11104-016-2851-z
https://doi.org/10.1007/s11104-016-2851-z
https://doi.org/10.1111/j.1758-2229.2011.00260.x
https://doi.org/10.1111/1574-6941.12327
https://doi.org/10.1128/AEM.03640-15
https://doi.org/10.1128/AEM.03640-15
https://doi.org/10.1038/ismej.2011.175
https://doi.org/10.1038/ismej.2011.175
https://doi.org/10.1371/journal.pone.0095842
https://doi.org/10.1371/journal.pone.0095842
https://doi.org/10.1007/978-1-4939-9721-3_6
https://doi.org/10.1007/978-1-4939-9721-3_6
https://doi.org/10.1007/s11104-015-2393-9
https://doi.org/10.1007/s11104-015-2393-9
https://doi.org/10.1038/ismej.2011.151
https://doi.org/10.1038/ismej.2011.151
https://doi.org/10.1186/s40168-021-01001-4
https://doi.org/10.1186/s40168-021-01001-4
https://doi.org/10.1002/2013JG002492
https://doi.org/10.1002/2013JG002492
https://doi.org/10.1038/nature11237
https://doi.org/10.1038/nature11237
https://doi.org/10.1038/nature11336
https://doi.org/10.1073/pnas.1216057111
https://doi.org/10.1099/ijsem.0.001167
https://doi.org/10.1002/9781118960608.fbm00164.pub2
https://doi.org/10.1002/9781118960608.fbm00164.pub2
https://doi.org/10.1038/ismej.2017.112
https://doi.org/10.1128/JB.00407-11
https://doi.org/10.1371/journal.pone.0063994
https://doi.org/10.1371/journal.pone.0063994
https://doi.org/10.1111/gcb.12075
https://doi.org/10.1111/gcb.12075
https://doi.org/10.1007/s00425-004-1308-4
https://doi.org/10.1099/ijs.0.009209-0
https://doi.org/10.1099/ijs.0.013250-0
https://mbio.asm.org


from Sphagnum peat bogs. Int J Syst Evol Microbiol 60:2951–2959. https://
doi.org/10.1099/ijs.0.021824-0.

81. Lingens F, Blecher R, Blecher H, Blobel F, Eberspacher J, Frohner C,
Gorisch H, Gorisch H, Layh G. 1985. Phenylobacterium immobile gen.
nov., sp. nov., a gram-negative bacterium that degrades the herbicide
chloridazon. Int J Syst Bacteriol 35:26–39. https://doi.org/10.1099/
00207713-35-1-26.

82. Trexler R, Solomon C, Brislawn CJ, Wright JR, Rosenberger A, McClure EE,
Grube AM, Peterson MP, Keddache M, Mason OU, Hazen TC, Grant CJ,
Lamendella R. 2014. Assessing impacts of unconventional natural gas
extraction on microbial communities in headwater stream ecosystems in
Northwestern Pennsylvania. Front Microbiol 5:522. https://doi.org/10
.3389/fmicb.2014.00522.

83. Parks DH, Rinke C, Chuvochina M, Chaumeil PA, Woodcroft BJ, Evans PN,
Hugenholtz P, Tyson GW. 2017. Recovery of nearly 8,000 metagenome-
assembled genomes substantially expands the tree of life. Nat Microbiol
2:1533–1542. https://doi.org/10.1038/s41564-017-0012-7.

84. Holland-Moritz H, Stuart J, Lewis LR, Miller S, Mack MC, McDaniel SF,
Fierer N. 2018. Novel bacterial lineages associated with boreal moss spe-
cies. Environ Microbiol 20:2625–2638. https://doi.org/10.1111/1462
-2920.14288.

85. Woodcroft BJ, Singleton CM, Boyd JA, Evans PN, Emerson JB, Zayed AAF,
Hoelzle RD, Lamberton TO, McCalley CK, Hodgkins SB, Wilson RM,
Purvine SO, Nicora CD, Li CS, Frolking S, Chanton JP, Cril PM, Saleska SR,
Rich VI, Tyson GW. 2018. Genome-centric view of carbon processing in
thawing permafrost. Nature 560:49–54. https://doi.org/10.1038/s41586
-018-0338-1.

86. Hohmann-Marriott MF, Blankenship RE. 2011. Evolution of photosynthe-
sis. Annu Rev Plant Biol 62:515–548. https://doi.org/10.1146/annurev
-arplant-042110-103811.

87. Vishniac W. 1960. Extraterrestrial microbiology. Aerosp Med 31:678–680.
88. Wertlieb D, Vishniac W. 1967. Methane utilization by a strain of Rhodo-

pseudomonas gelatinosa. J Bacteriol 93:1722–1724. https://doi.org/10
.1128/jb.93.5.1722-1724.1967.

89. Lin X, Tfaily MM, Steinweg JM, Chanton P, Esson K, Yang ZK, Chanton JP,
Cooper W, Schadt CW, Kostka JE. 2014. Microbial community stratifica-
tion linked to utilization of carbohydrates and phosphorus limitation in a
boreal peatland at Marcell Experimental Forest, Minnesota, USA. Appl
Environ Microbiol 80:3518–3530. https://doi.org/10.1128/AEM.00205-14.

90. Bae HS, Morrison E, Chanton JP, Ogram A. 2018. Methanogens are major
contributors to nitrogen fixation in soils of the Florida everglades. Appl
Environ Microbiol 84:e02222-17. https://doi.org/10.1128/AEM.02222-17.

91. Kolton M, Rolando JL, Kostka JE. 2020. Elucidation of the rhizosphere
microbiome linked to Spartina alterniflora phenotype in a salt marsh on
Skidaway Island, Georgia, USA. FEMS Microbiol Ecol 96:fiaa026. https://
doi.org/10.1093/femsec/fiaa026.

92. Warshan D, Bay G, Nahar N, Wardle DA, Nilsson MC, Rasmussen U. 2016.
Seasonal variation in nifH abundance and expression of cyanobacterial
communities associated with boreal feather mosses. ISME J 10:2198–2208.
https://doi.org/10.1038/ismej.2016.17.

93. Fay P. 1992. Oxygen relations of nitrogen-fixation in Cyanobacteria. Micro-
biol Rev 56:340–373. https://doi.org/10.1128/mr.56.2.340-373.1992.

94. Meeks JC, Elhai J. 2002. Regulation of cellular differentiation in filamen-
tous cyanobacteria in free-living and plant-associated symbiotic growth
states. Microbiol Mol Biol Rev 66:94–121. https://doi.org/10.1128/MMBR
.66.1.94-121.2002.

95. Elhai J, Wolk CP. 1990. Developmental regulation and spatial pattern of
expression of the structural genes for nitrogenase in the cyanobacterium
Anabaena. EMBO J 9:3379–3388. https://doi.org/10.1002/j.1460-2075
.1990.tb07539.x.

96. Kumar K, Mella-Herrera RA, Golden JW. 2010. Cyanobacterial heterocysts.
Cold Spring Harb Perspect Biol 2:a000315. https://doi.org/10.1101/
cshperspect.a000315.

97. Stuart RK, Pederson ERA, Weyman PD, Weber PK, Rassmussen U, Dupont
CL. 2020. Bidirectional C and N transfer and a potential role for sulfur in
an epiphytic diazotrophic mutualism. ISME J 14:3068–3078. https://doi
.org/10.1038/s41396-020-00738-4.

98. Bay G, Nahar N, Oubre M, Whitehouse MJ, Wardle DA, Zackrisson O,
Nilsson MC, Rasmussen U. 2013. Boreal feather mosses secrete chemical
signals to gain nitrogen. New Phytol 200:54–60. https://doi.org/10.1111/
nph.12403.

99. Dedysh SN, Dunfield PF. 2018. Facultative methane oxidizers, p 1–20. In
McGenity TJ (ed), Taxonomy, genomics and ecophysiology of hydrocar-
bon-degrading microbes. Springer International Publishing, Cham, Swit-
zerland. https://doi.org/10.1007/978-3-319-60053-6_11-1.

100. Kalyuzhnaya MG, Gomez OA, Murrell JC. 2019. The methane-oxidizing
bacteria (methanotrophs), p 1–34. In McGenity TJ (ed), Taxonomy,
genomics and ecophysiology of hydrocarbon-degrading microbes.
Springer International Publishing, Cham, Switzerland. https://doi.org/10
.1007/978-3-319-60053-6_10-1.

101. Chen Y, Dumont MG, McNamara NP, Chamberlain PM, Bodrossy L,
Stralis-Pavese N, Murrell JC. 2008. Diversity of the active methanotrophic
community in acidic peatlands as assessed by mRNA and SIP-PLFA anal-
yses. Environ Microbiol 10:446–459. https://doi.org/10.1111/j.1462-2920
.2007.01466.x.

102. Chen Y, Dumont MG, Neufeld JD, Bodrossy L, Stralis-Pavese N, McNamara
NP, Ostle N, Briones MJI, Murrell JC. 2008. Revealing the uncultivated ma-
jority: combining DNA stable-isotope probing, multiple displacement
amplification and metagenomic analyses of uncultivated Methylocystis in
acidic peatlands. Environ Microbiol 10:2609–2622. https://doi.org/10
.1111/j.1462-2920.2008.01683.x.

103. Gupta V, Smemo KA, Yavitt JB, Basiliko N. 2012. Active methanotrophs in
two contrasting North American peatland ecosystems revealed using
DNA-SIP. Microb Ecol 63:438–445. https://doi.org/10.1007/s00248-011
-9902-z.

104. Hatzenpichler R, Krukenberg V, Spietz RL, Jay ZJ. 2020. Next-generation
physiology approaches to study microbiome function at single cell level.
Nat RevMicrobiol 18:241–256. https://doi.org/10.1038/s41579-020-0323-1.

105. Pett-Ridge J, Weber PK. 2012. NanoSIP: NanoSIMS applications for micro-
bial biology. Methods Mol Biol 881:375–408. https://doi.org/10.1007/
978-1-61779-827-6_13.

106. McMurdie PJ, Holmes S. 2013. Phyloseq: An R package for reproducible
interactive analysis and graphics of microbiome census data. PLoS One
8:e61217. https://doi.org/10.1371/journal.pone.0061217.

107. Oksanen J, Blanchet FB, Friendly M, Kindt R, Legendre P, McGlinn D,
Minchin PR, ' O’Hara RB, Simpson GL, Solymos P, Stevens MHH, Szoecs E,
H W. 2019. vegan: community ecology package. R package version 2.5–6.

108. Langmead B, Salzberg SL. 2012. Fast gapped-read alignment with Bow-
tie 2. Nat Methods 9:357–359. https://doi.org/10.1038/nmeth.1923.

109. Hyatt D, Chen GL, LoCascio PF, Land ML, Larimer FW, Hauser LJ. 2010.
Prodigal: prokaryotic gene recognition and translation initiation site
identification. BMC Bioinformatics 11:119. https://doi.org/10.1186/1471
-2105-11-119.

110. Aramaki T, Blanc-Mathieu R, Endo H, Ohkubo K, Kanehisa M, Goto S,
Ogata H. 2020. KofamKOALA: KEGG ortholog assignment based on pro-
file HMM and adaptive score threshold. Bioinformatics 36:2251–2252.
https://doi.org/10.1093/bioinformatics/btz859.

111. Wood DE, Lu J, Langmead B. 2019. Improved metagenomic analysis
with Kraken 2. Genome Biol 20:257. https://doi.org/10.1186/s13059-019
-1891-0.

112. Lin X, Tfaily MM, Green SJ, Steinweg JM, Chanton P, Imvittaya A,
Chanton JP, Cooper W, Schadt C, Kostka JE. 2014. Microbial metabolic
potential for carbon degradation and nutrient (nitrogen and phospho-
rus) acquisition in an ombrotrophic peatland. Appl Environ Microbiol 80:
3531–3540. https://doi.org/10.1128/AEM.00206-14.

113. Csardi G, Nepusz T. 2006. The igraph software package for complex net-
work research. InterJournal Complex Systems 1695.

Methanotrophic Diazotrophy of the SphagnumMicrobiome ®

January/February 2022 Volume 13 Issue 1 e03714-21 mbio.asm.org 17

https://doi.org/10.1099/ijs.0.021824-0
https://doi.org/10.1099/ijs.0.021824-0
https://doi.org/10.1099/00207713-35-1-26
https://doi.org/10.1099/00207713-35-1-26
https://doi.org/10.3389/fmicb.2014.00522
https://doi.org/10.3389/fmicb.2014.00522
https://doi.org/10.1038/s41564-017-0012-7
https://doi.org/10.1111/1462-2920.14288
https://doi.org/10.1111/1462-2920.14288
https://doi.org/10.1038/s41586-018-0338-1
https://doi.org/10.1038/s41586-018-0338-1
https://doi.org/10.1146/annurev-arplant-042110-103811
https://doi.org/10.1146/annurev-arplant-042110-103811
https://doi.org/10.1128/jb.93.5.1722-1724.1967
https://doi.org/10.1128/jb.93.5.1722-1724.1967
https://doi.org/10.1128/AEM.00205-14
https://doi.org/10.1128/AEM.02222-17
https://doi.org/10.1093/femsec/fiaa026
https://doi.org/10.1093/femsec/fiaa026
https://doi.org/10.1038/ismej.2016.17
https://doi.org/10.1128/mr.56.2.340-373.1992
https://doi.org/10.1128/MMBR.66.1.94-121.2002
https://doi.org/10.1128/MMBR.66.1.94-121.2002
https://doi.org/10.1002/j.1460-2075.1990.tb07539.x
https://doi.org/10.1002/j.1460-2075.1990.tb07539.x
https://doi.org/10.1101/cshperspect.a000315
https://doi.org/10.1101/cshperspect.a000315
https://doi.org/10.1038/s41396-020-00738-4
https://doi.org/10.1038/s41396-020-00738-4
https://doi.org/10.1111/nph.12403
https://doi.org/10.1111/nph.12403
https://doi.org/10.1007/978-3-319-60053-6_11-1
https://doi.org/10.1007/978-3-319-60053-6_10-1
https://doi.org/10.1007/978-3-319-60053-6_10-1
https://doi.org/10.1111/j.1462-2920.2007.01466.x
https://doi.org/10.1111/j.1462-2920.2007.01466.x
https://doi.org/10.1111/j.1462-2920.2008.01683.x
https://doi.org/10.1111/j.1462-2920.2008.01683.x
https://doi.org/10.1007/s00248-011-9902-z
https://doi.org/10.1007/s00248-011-9902-z
https://doi.org/10.1038/s41579-020-0323-1
https://doi.org/10.1007/978-1-61779-827-6_13
https://doi.org/10.1007/978-1-61779-827-6_13
https://doi.org/10.1371/journal.pone.0061217
https://doi.org/10.1038/nmeth.1923
https://doi.org/10.1186/1471-2105-11-119
https://doi.org/10.1186/1471-2105-11-119
https://doi.org/10.1093/bioinformatics/btz859
https://doi.org/10.1186/s13059-019-1891-0
https://doi.org/10.1186/s13059-019-1891-0
https://doi.org/10.1128/AEM.00206-14
https://mbio.asm.org

	RESULTS
	Taxonomic analysis of Sphagnum-associated prokaryotic communities.
	The Sphagnum core microbiome.
	Metagenomic and metatranscriptomic analyses of the Sphagnum microbiome.
	Linking phylogeny with function by Chip-SIP analysis.

	DISCUSSION
	The core microbiome of Sphagnum spp.
	Diazotrophy and its coupling to methanotrophy in the Sphagnum microbiome.
	Implications for biogeochemical cycles in peatlands.

	MATERIALS AND METHODS
	Sample collection.
	Total DNA extraction, PCR, and amplicon sequencing.
	Amplicon data processing and statistical analyses.
	Omics sequencing.
	Illumina data assembly and annotation.
	Microarray stable isotope probing (Chip-SIP)—linking phylogeny with function.
	Data availability.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

