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Abstract
The origin(s) of dissimilatory sulfate and/or (bi)sulfite reducing organisms (SRO) remains enigmatic despite their importance
in global carbon and sulfur cycling since at least 3.4 Ga. Here, we describe novel, deep-branching archaeal SRO populations
distantly related to other Diaforarchaea from two moderately acidic thermal springs. Dissimilatory (bi)sulfite reductase
homologs, DsrABC, encoded in metagenome assembled genomes (MAGs) from spring sediments comprise one of the
earliest evolving Dsr lineages. DsrA homologs were expressed in situ under moderately acidic conditions. MAGs lacked
genes encoding proteins that activate sulfate prior to (bi)sulfite reduction. This is consistent with sulfide production in
enrichment cultures provided sulfite but not sulfate. We suggest input of volcanic sulfur dioxide to anoxic spring-water
yields (bi)sulfite and moderately acidic conditions that favor its stability and bioavailability. The presence of similar volcanic
springs at the time SRO are thought to have originated (>3.4 Ga) may have supplied (bi)sulfite that supported ancestral SRO.
These observations coincide with the lack of inferred SO4

2− reduction capacity in nearly all organisms with early-branching
DsrAB and which are near universally found in hydrothermal environments.

Introduction

Biological sulfate reduction accounts for the mineralization
of 12–29% of the organic carbon that is delivered to the sea
floor and thus has a large effect on the global sulfur
and carbon cycles today and in the geologic past [1]. The
dissimilatory reduction of sulfate (SO4

2−) and (bi)sulfite
(SO3

2−) by sulfate/(bi)sulfite reducing organisms (SRO) is
regarded as one of the most primitive of extant microbial
metabolisms on the basis of isotopic data in the rock record

[2] and their inferred physiological antiquity [3]. Specifi-
cally, active SRO have been documented in the early
Archean via sulfur isotope analyses of sulfides in barite
deposits from the Dresser Formation, North Pole, Australia
dated to 3.47 Ga [2]. While initial evidence suggested these
deposits to be sedimentary, more recent interpretations
suggest that they are located in an ancient caldera and were
formed by circulating hydrothermal fluids in sulfidic acid-
sulfate type continental spring settings [4–7]. Thus, these
observations suggest that SRO inhabited hydrothermal
environments early in Earth history. Consequently, they
also raise the question as to whether hydrothermal envir-
onments could have promoted the origin of SRO, and if so,
what was the source of oxidized sulfur that supported the
energy metabolism of these primitive taxa?

The most common form of oxidized sulfur in modern
oxic environments is SO4

2− [8]. However, SO4
2− con-

centrations are estimated to have been far lower in marine
systems on early Earth (<200 µM; [9, 10]) and only appear
to have begun to accumulate to an appreciable extent near
the end of the Archean. The increase in SO4

2− was con-
comitant with the rise of O2 ~2.4 Ga, although smaller O2-
dependent increases may have also been present in localized
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areas [8, 9]. Potential abiogenic sources of SO4
2− prior to

the rise of O2 include sulfur dioxide (SO2) released to the
atmosphere by volcanic activity that was likely more
widespread than it is today [11]. Photolysis of atmospheric
SO2 to sulfuric acid (H2SO4) could have contributed SO4

2−

to marine and terrestrial environments via rain-out of H2SO4

[12, 13] and the resultant SO4
2− may have been further

concentrated by evaporation [14]. Alternatively, volcanic
SO2 can ionize in water to form (bi)sulfite, (H)SO3

2−. At
temperatures greater than ~150 °C and in the presence of
water, SO2 [(H)SO3

2− as solubilized] can disproportionate
to form elemental sulfur (S0) or sulfide (H2S) and SO4

2−

[15], a process that may have also allowed for localized
enrichment of SO4

2− in hydrothermal environments. How-
ever, at temperatures <150 °C, SO3

2− is stable in aqueous
solutions in the absence of strong oxidants (e.g., ferric iron
ions or O2; [16]). As such, modeling studies have suggested
that concentrations of SO3

2− may have equaled or exceeded
those of SO4

2− in waters during the early Archean [17, 18]
and this may have been especially true for anoxic, moderate
temperature hydrothermal systems.

Several intriguing proposals have been put forth to
reconcile the origin of SRO, the substrates that supported
SRO energy metabolism, and environmental conditions
likely to have been present at the time SRO emerged
(>3.4 Ga). These include (i) an origin for SRO that were
adapted to low SO4

2− levels [19], (ii) an origin for SRO
only after sulfide oxidizing organisms (e.g., anoxygenic
phototrophs) emerged since they can produce SO4

2− [20],
and (iii) an origin for SRO as a SO3

2− reducer [21–23]. In
potential disagreement with the first hypothesis is data
indicating that fractionation of sulfur during SO4

2−

reduction is minimal at the low SO4
2− concentrations that

characterized early Earth environment (<200 µM or even
much lower; [9, 19]). This raises questions as to how 34S
depletion of sulfides in 3.4 Ga barites (up to ~21.1‰
relative to co-occurring sulfate [2]) would have occurred
unless reduction took place in a localized setting that was
enriched in SO4

2−, such as a hydrothermal environment.
The probability of the second hypothesis is discounted by
recent phylogenetic analyses that suggest the capacity to
fully oxidize H2S to SO4

2− via dissimilatory sulfite
reductase (Dsr) in anoxygenic phototrophs evolved after
the ability to reduce SO4

2− via Dsr [20]. The third
hypothesis is appealing considering that energy has to be
expended in the form of ATP to activate SO4

2− before it
can be reduced to H2S while reduction of SO3

2− to H2S
yields energy [24]. Nonetheless, evidence in support
of this hypothesis in the form of extant, early-diverging
SO3

2− reducing organisms do not yet exist.
Here, we describe novel archaeal populations distantly

related to other Diaforarchaea (previously Thermoplasmata)
from metagenome assembled genomes (MAGs) recovered

from two moderately acidic, moderate temperature sulfur
springs in Yellowstone National Park (YNP), Wyoming,
USA: MV2-Eury and SJ3-Eury. Genomic, transcriptomic,
cultivation-dependent, and geochemical observations
suggest that these populations with deeply diverging Dsr
proteins are supported by SO3

2− reduction (but not SO4
2−

reduction). Results are discussed in relation to the insights
that these newly identified SRO lineages reveal regarding
the evolution of early SRO.

Materials and methods

Sample collection

Sediment samples for metagenomic analyses and water for
geochemical analyses were collected from MV2 spring (44°
36′36.14″, −110°26′21.95″) within the Greater Obsidian
Pool Area (GOPA) of the Mud Volcano Geyser Basin of
YNP, Wyoming in July 2014 (Supplementary Fig. S1).
Details of sediment sampling, DNA extraction, 16S rRNA
gene amplification, and geochemical measurements are
described elsewhere [25]. To assess the persistence of the
MV2-Eury population over time, MV2 sediments were
again sampled in July 2016, November 2016, July 2017,
June 2018, twice in July 2018, and once in October 2018
(Supplementary Table S1) using field methods described
previously [25]. Additional geochemical data were gathered
for MV2 (also referred to as “Figure 8” pool) from pre-
viously published studies [26, 27]. SJ3 spring is located
within the Smokejumper Geyser Basin (N 44°24′57.42″,
W −110°57′20.76″), and the sampling details, field mea-
surements, and geochemistry of SJ3 are reported in detail
elsewhere [28, 29].

Metagenomic analyses

Total genomic DNA from MV2 sediments collected in July
2014 was shotgun sequenced at the Genomics Core Facility
at the University of Wisconsin-Madison using the paired-
end (2 × 250 bp) Illumina MiSeq platform. DNA fragments
were prepared according to the manufacturer’s protocol.
Reads were quality trimmed from both ends and Illumina
adapters were removed using Trimmomatic v.0.35 and
assembled with the metaSPAdes algorithm of SPAdes
v.3.7.1, as previously described [28]. The qualities of the
assemblies were assessed using various metrics. Contigs
(>2.5 kbp) from the highest quality assembly (K-mer size=
127) were binned by tetranucleotide word frequency dis-
tribution patterns and a window size of 5 kbp using Emer-
gent Self Organizing Map (ESOM) analyses [30]. MAGs
within the ESOM were manually delineated using ESOM
visualization tools from Databionic.
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MAGs were then assessed for quality, contamination, and
completeness using CheckM v.1.0.5 and refined as descri-
bed previously [28]. Gene prediction and annotations were
performed using Prokka v.1.11 [31]. Annotations of proteins
that were of specific interest were further scrutinized using
homology searches against NCBI’s nonredundant (nr)
database, conserved domain database searches to identify
protein family/domain conservation, identification of con-
served amino acid motifs for certain protein-coding genes
(PCGs), and phylogenetic analyses to determine homology
to characterized proteins. The complete details of metage-
nomic sequencing of the SJ3 sediment community on the
Illumina Hiseq 2500 Rapid platform, quality filtering,
assembly, and genomic binning are provided elsewhere [28].
The assembled MV2-Eury contigs were used to recruit
contigs >1 kbp from the SJ3 assembly exhibiting high
nucleotide identity (≥90%). To confirm the genomic char-
acteristics of MV2-Eury, a second metagenome was gener-
ated from MV2 sediments collected in October 2018 to
reconstruct a second MV2-Eury MAG. The metagenome
was sequenced on the Illumina NovaSeq platform with 2 ×
150 bp paired-end reads, assembled, and binned using
methods described elsewhere [32].

Phylogenetic analyses

The genomic relatedness of the MV2- and SJ3-Eury MAGs
was evaluated against other selected members of the major
groups of Diaforarchaea using mean pairwise amino acid
identity (AAI) calculations, as implemented in the Com-
pareM software program (https://github.com/dparks1134/
CompareM; v.0.0.23). Genomes associated with the Ther-
moplasmata class were retrieved from the Integrated
Microbial Genomes and Microbiomes (IMG M) database
[33], in addition to others associated with the major groups
of Diaforarchaea identified in a recent analysis [34]. Only
those genomes publicly released >2 years prior to retrieval,
or otherwise associated with a published study, were used
for the analyses. In addition, only genomes exhibiting >50%
estimated completion were used for comparisons, as deter-
mined with CheckM. The pairwise AAI values were used to
construct a heatmap in addition to a dendrogram of pairwise
similarities that was constructed in the base R package
(v.3.4.1) using the average clustering algorithm. Phyloge-
nomic analyses were conducted by surveying euryarchaeal
MAGs from MV2 and SJ3 along with representatives from
previously described Diaforarchaea groups for single-copy
housekeeping marker genes as previously described [28].
Complete details of phylogenomic analyses, including sub-
stitution model choice are provided in the Supplementary
Text. In addition, genes encoding proteins of interest
(DsrAB, AprA) were also subjected to phylogenetic recon-
struction as described in detail in the Supplementary Text.

Phylogenetic analysis of 16S rRNA genes that repre-
sented the MV2-Eury and SJ3-Eury MAGs were conducted
on aligned subject sequences and associated references using
the Silva SEED (release 132) template alignment and the
mothur software package v.1.39.5 [35] with the default
aligner. All reference sequences under the “Thermo-
plasmata” class were retrieved from the Silva database [36]
and screened such that only reference sequences >900 bp
(n= 8270) were included in the alignments. In addition, near
full-length reference 16S rRNA sequences were included
from the NCBI genbank database based on close (>90%)
nucleotide identity to those of the euryarchaeote MAGs. To
reduce the size of the reference dataset, sequences were
clustered into operational taxonomic units (OTUs) in mothur
at the 97% nucleotide identity level and representative
sequences were chosen for phylogenetic analyses (n=
1533). The aligned 16S rRNA gene dataset was then sub-
jected to ML phylogenetic analyses using IQ-TREE [37] and
the GTR+G+ I nucleotide substitution model with 1000
bootstraps to evaluate node support.

Detection of MV2-Eury-like phylotypes across YNP hot
spring communities was evaluated by BLAST searches of
the 16S rRNA gene from the MV2-Eury MAG against
previously published datasets [25, 26]. Positive detection
was indicated by the identification of phylotypes with >97%
nucleotide homology to the MV2-Eury 16S rRNA gene. All
OTUs considered positive detections were summed for a
given spring to represent the total relative abundance of
MV2-Eury-like phylotypes in that spring. To evaluate
estimated relative abundances with approaches less prone to
population biases than PCR amplification, DsrA and RpoB
homologs of MV2-Eury were searched against a published
and in-house database of 33 metagenomic samples that we
have generated from YNP springs (Supplementary
Table S4). Positive detection of MV2-Eury sequences was
defined as a match to either homolog at >95% AAI, and
relative abundances were estimated based on MAG-binning
and relative abundance estimates that were generated using
methods described previously [28].

Metabolic inference from reconstructed genomes

Protein-coding genes were surveyed from MAGs by refer-
encing known pathways and homologs in closely-related, or
model genomic assemblies. For the MV2- and SJ3-Eury
MAGs for which there were no close taxonomic repre-
sentatives, MV2-Eury pathways were assessed by surveying
the PCGs for gene complements that corresponded to
functionally characterized homologs in other Euryarchaeota
or Crenarchaeota. BLASTp searches of protein homologs
against the assemblies were used to identify additional
pathways in the genomes (e.g., based on >30% amino acid
homology and >60% coverage of query proteins), along
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with pathway annotation using the Kyoto Encyclopedia of
Genes and Genomes database. Specifically, the presence or
absence of DsrEFH homologs was evaluated by homology
to those of Chlorobaculum tepidum (CT0855-CT0857),
DsrD homologs of Desulfovibrio vulgaris subsp. vulgaris
str. Hildenborough (DVU0404), Sat homologs of Caldi-
virga maquilingensis (Cmaq_0274), and AprAB homologs
of C. maquilingensis (Cmaq_0272/0273).

To further validate the absence of Sat and AprA homo-
logs that are necessary for dissimilatory SO4

2− reduction,
Hidden Markov Model (HMM)-based searches were con-
ducted using established HMM model packages in the
GraftM program v.0.11.1 [38]. The default search settings
were used with nonconservative identification threshold
values to allow maximum identification of potential
homologs. Given the small size of typical AprB (~90 aa)
and its conserved biochemical features as a ferredoxin
protein, an HMM-based model was not used to identify it
within the assemblies due to the high likelihood of false
positive hits. Further, HMMs based on Pfam database [39]
models for additional marker genes involved in Dsr-based
SO4

2− reduction (DsrD; PF08679.11) or S0 oxidation
(DsrE/F and DsrH; PF02635.15 and PF04077.12, respec-
tively) were used to confirm the absence of these proteins in
the MAG assemblies with the Hmmer v3.1 program and
default search settings (http://hmmer.org). To further eval-
uate whether gene fragments of Sat or AprA were present in
the nucleotide assembly of the YNP-TEG MAGs, tBLASTn
searches were used to query them using the NCBI tBLASTn
tool. tBLASTn query homologs were used from Vulcani-
saeta, Caldivirga, and Pyrobaculum strains that harbor the
most closely-related DsrAB homologs to the MV2-/SJ3-
Eury MAG DNA sequences.

MV2 enrichment cultures

Sediments and spring water were sampled aseptically from
MV2 spring in May 2018 and maintained under anaerobic
conditions during the transit to the laboratory using previously
described protocols [40]. The base salts medium contained
NH4Cl (0.33 g l

−1), KCl (0.33 g l−1), CaCl2⋅2H2O (0.33 g l−1),
MgCl2⋅6H2O (0.33 g l−1), and KH2PO4 (0.33 g l−1) supple-
mented with peptone to achieve a final concentration of
0.03% (wt./vol.). The pH of the base salts medium was
adjusted to 3.80 with concentrated hydrochloric acid.
Medium (27.5 mL) was dispensed into 160 mL serum
bottles and sterilized by autoclaving. Following autoclave
sterilization and while still hot (~90 °C), 27.5 mL of filter
sterilized spring water (pH 3.80), filter sterilized Wolfe’s
vitamins (1 mL L−1

final concentration), and filter ster-
ilized SL-10 trace metals (1 mL L−1

final concentration)
were added. The bottles and their contents were deox-
ygenated by purging with sterile nitrogen gas (N2) passed

over heated (210 °C) and hydrogen-reduced copper shav-
ings. The serum bottles were sealed with butyl rubber
stoppers and heated to 80 °C prior to the replacement of
the headspace with 80%:20% H2:CO2. Just before inocu-
lation, the medium was amended with anaerobic filter
sterilized Na2SO3 solution (amended to a final concentra-
tion of 1 mM), equivalent concentrations of Na2SO4

solution, or without a terminal electron acceptor amend-
ment as a control. The serum bottles were then inoculated
with 1 mL spring-sediment/ water slurry sampled from
MV2 spring and were incubated at 60 °C. Enrichment
progress was monitored in terms of total sulfide production
(S2−; proxy for SO4

2−/SO3
2− reduction) using methods

previously described [40]. Dissolved sulfide concentra-
tions were determined with the methylene blue reduction
method. Total sulfide production (dissolved and gaseous)
was calculated using standard gas-phase equilibrium cal-
culations as described previously [41].

Expression of MV2 dsrA RNA

Expression of dsrA in the MV2-Eury population was
investigated in six MV2 samples collected between July
2016 and July 2018 (Supplementary Table S1). A slightly
modified version of the FastRNA Pro Soil-Direct kit (MP
Biomedicals, Irvine, CA, USA) was used to extract RNA
from MV2 sediments, as previously described [29]. Briefly,
RNA extracts were DNAse-treated (Sigma-Aldrich, St.
Louis, MO, USA) and subjected to PCR of 16S rRNA
genes to determine if DNA persisted, as described pre-
viously [29]. cDNA was then synthesized using the iScript
cDNA synthesis kit (Bio-Rad Laboratories, Hercules, CA,
USA) in 20 µL reactions. Forward (5′ TGCCAGGGCAT
CACAAAAAG 3′) and reverse (5′ CCTTTCCTTTCTT
GCAGCGTT 3′) primers were then designed to amplify a
394 bp fragment of the dsrA gene specific to the MV2-Eury
MAG. Primer specificity was tested using genomic DNA
from Desulfovibrio vulgaris and D. gigas as controls. Fur-
ther, comparison of the primers against dsrA homologs from
those two taxa and the most closely-related dsrA homologs
from Vulcanisaeta, Caldivirga, and Pyrobaculum via
alignments strongly suggests that they would not amplify
homologs from any of the above taxa (Supplementary
Fig. 2). Quantitative PCRs (qPCRs) of MV2-Eury dsrA
transcripts were conducted with the SYBR Green Supermix
(Bio-Rad Laboratories, Hercules, CA, USA) in a reaction
volume of 20 µL and at an annealing temperature of 52 °C,
as previously described [29]. To generate dsrA plasmid
standards to relate template copy numbers to threshold
amplification signals, PCRs with the above primers were
conducted on template DNA. Amplicons were purified,
ligated into pGEM plasmids (Promega, Madison, WI,
USA), and cloned as previously described [29]. Transcript
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abundances were then normalized to gram dry weight
sediment (gdws).

Laboratory analysis of (bi)sulfite stability

(Bi)sulfite stability at various pH values and under anoxic
conditions was determined using laboratory microcosm
experiments. First, the pH of distilled H2O was adjusted to
2.0, 3.0, 4.0, 5.0, 6.0, and 7.0 with 0.5 M HCl or NaOH.
The solutions were then boiled for 10 min and 9.5 mL ali-
quots were added to triplicate 24 mL serum bottles while
under a running stream of N2 gas. Vials were capped,
autoclaved, and purged with N2 for 20 min after autoclav-
ing. The vials were transferred to a Coy anaerobic chamber
(Coy, Grass Lake, MI, USA) where 0.5 mL of an anoxic
solution of Na2SO3 (1 mM) was added to achieve a final
concentration of 50 µM. The influence of pH on SO3

2−

stability was assessed at 40 °C. The effect of temperature on
SO3

2− stability was assessed in anoxic solutions with a pH
of 4.0. The effect of oxygen on SO3

2− stability was also
determined in solutions with pH 4.0 and at specified tem-
peratures. However, the vials were not initially boiled under
a stream of N2 gas, were allowed to cool to ambient tem-
perature after autoclaving but prior to capping, and were
then purged with a 20/80% mixture of O2/N2. In each assay,
aliquots for SO3

2− were taken within an anaerobic chamber
at 0 and 24 h post addition of Na2SO3 (with the exception of
the oxic treatments). Sulfite concentrations were measured
using a previously described colorimetric assay (abs. 570
nm) based on the reduction of fuchsin [42].

Results and discussion

Geochemical context of hot springs

MV2 (also referred to as “Figure 8”; 44°36′36.14″, −110°
26′21.95″) is an acidic spring in the Greater Obsidian Pool
Area of the Mud Volcano geyser basin of eastern-central
YNP (Supplementary Fig. S1). At the time of initial
sampling for metagenomics analysis in 2014, the tem-
perature of MV2 was 62.0 °C and the pH was 3.8. Over
the next 4 years of repeated sampling, the geochemistry of
MV2 fluctuated (Supplementary Table S1). For example,
the pH of MV2 waters ranged from 3.0 to 3.8 and the
temperature ranged from 59 to 69 °C (Supplementary
Table S1). Published data suggests even wider geo-
chemical variance, with pH ranging as low as 3.0 and as
high as 4.8 [25–27]. The relatively high levels of SO4

2−

and Cl− within MV2 waters are indicative of an acid-
sulfate chloride spring (Supplementary Fig. S3), sourced
by a mixture of a deep hydrothermal water end member
enriched in Cl− and a vapor-phase fluid end member

enriched in SO4
2− via oxidation of sulfide (Supplementary

Fig. S3) [43].
SJ3 spring is in the Smokejumper geyser basin within

southwestern YNP (44°24′57.42″, −110°57′20.76″, Sup-
plementary Fig. S1) [28]. At the time of sampling for
metagenomics analysis in 2014, SJ3 waters exhibited a
moderately acidic pH of 5.4 and a temperature of 61.9 °C.
The geochemical composition of SJ3 (moderate SO4

2−

levels and extremely low Cl−) is consistent with mixing of a
vapor-phase fluid end member with surface-derived
meteoric waters [29, 43] (Supplementary Table S1, Sup-
plementary Fig. S3).

Recovery of euryarchaeal MAGs from YNP hot
spring metagenomes

Metagenomic characterization of the MV2 and
SJ3 sediment communities from 2014 yielded five (Sup-
plementary Text; Supplementary Table S2; Supplementary
Fig. S4) and 82 [28] moderate to high-quality MAGs,
respectively. A high-quality MAG estimated to be nearly
complete (98% estimated completeness, Supplementary
Table S3) was recovered from the MV2 community meta-
genome and contained a near full-length 16S rRNA gene
(length= 1425 nt) that was 100% identical to those from the
“Thermoplasmatales A10” group (Euryarchaeota phylum)
that have been previously identified in MV2 sediments
[25, 26] (Supplementary Figs. S5 and S6). This MAG,
hereafter referred to as MV2-Eury, comprised 1.30Mbp and
1384 predicted PCGs. An additional MAG recovered from
the SJ3 hot spring community metagenome (hereafter SJ3-
Eury) was represented by an unbinned 16S rRNA gene
(length= 994 nt) that was 100% identical to that of MV2-
Eury (Supplementary Figs. S5 and S6). Further, pairwise
average amino acid and nucleotide identities (AAI/ANI,
respectively) were nearly identical among the two Eur-
yarchaeal MAGs (two-way AAI: 99.36% ± 1.50%, n=
1201 encoded proteins; two-way ANI: 99.08% ± 0.78%,
n= 5599 alignments), suggesting a very high degree of
genomic similarity, although unique subsets of proteins
were present in each MAG. In addition, the two eur-
yarchaeal MAGs also exhibited highly similar G+ C con-
tents (see Supplementary Table S3 for additional MAG
statistics). The SJ3-Eury MAG was also estimated to be
nearly complete (98% estimated completeness) but was
smaller than that of MV2, comprising a length of 1.19Mbp
and 1254 predicted PCGs (Supplementary Table S3). The
MAGs were estimated to have <1.0% redundancy (i.e.,
contamination) in single-copy marker genes (Supplemen-
tary Table S2), thus meeting the criteria of high-quality
MAG drafts [44]. Lastly, a second MV2-Eury MAG was
generated from sediments collected in 2018 that was
effectively identical to the MV2-Eury MAG (two-way ANI:
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99.85% ± 0.28%; unbinned 16S rRNA gene 100% identical
to the 2014 MV2-Eury MAG), and is thus not discussed
further.

Phylogenomic analyses distinguished the MV2/SJ3
MAGs from other higher-order clades within the recently
proposed euryarchaeal superclass Diaforarchaea [45] (pre-
viously referred to as Thermoplasmata; Fig. 1a, b) and
better resolved the branching of nodes within the Diafor-
archaea compared to the 16S rRNA gene analyses

(Supplementary Figs. S5 and S6). Pairwise comparisons
among other members of the major Diaforarchaea groups
indicated that the MV2-/SJ3-Eury MAGs shared <60%
mean AAI with all members of the Diaforarchaea and <50%
AAI with members of the most closely-related phylogenetic
clade (Fig. 1b), the Aciduliprofundum genus (previously
known as the Deep Sea Hydrothermal Vent Euryarchaeota
group 2 [DHVE2] Archaea). Such values are consistent
with a class or order-level distinction from the
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Fig. 1 Phylogenomic comparisons of the novel euryarchaeal
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Aciduliprofundum based on previously published sugges-
tions [46]. Consequently, the analyses indicated that the
MV2- and SJ3-Eury MAGs represented members of a
previously uncharacterized group of Diaforarchaea
that are distantly related to the Aciduliprofundum spp.,
which together comprise an outgroup to acidophilic
Thermoplasmatales-related Archaea (Fig. 1a, b). The mod-
erately acidophilic, S0/ferric iron reducing DHVE2 Archaea
were first isolated from deep sea hydrothermal vents [47],
and DHVE2 cultivars or MAGs are thus far only known
from such environments. This biogeographic distinction
suggests that the MV2/SJ3-Eury clade represents a terres-
trial hydrothermal lineage that is ecologically distinct from
currently characterized DHVE2. In support of this assertion,
all publicly available 16S rRNA gene phylotypes associated
with the MV2/SJ3-Eury phylotypes were recovered from
terrestrial hydrothermal springs/pools (Supplementary
Figs. S5 and S6), with no close representatives from marine
vents. Specifically, 16S rRNA gene phylotypes closely
related to this lineage have also been detected in acidic/
moderately acidic and moderate temperature hot springs in
geothermal fields in YNP, Japan, Kamchatka, Taiwan, and
elsewhere (Supplementary Fig. S6), suggesting that the
group is widely distributed among terrestrial hydrothermal
systems with these characteristics. The clade is thus referred
to hereafter as the YNP terrestrial euryarchaeotal group
(YNP-TEG).

A new taxonomic clade of SRO

Reconstruction of metabolic pathways involved in energy
conservation for the YNP-TEG group indicated that the
organisms are putatively capable of SO4

2−/SO3
2− reduction

coupled to hydrogen and/or organic acid (e.g., lactate,
acetate, and formate) oxidation (Fig. 2, Supplementary
Text, Supplementary Dataset 1). Both MV2 and SJ3 MAGs
contained adjacent dsrA and dsrB protein encoding genes
that were distantly related to other DsrAB. Sequence
alignment of DsrA confirmed the presence of characteristic
siroheme binding (CX5CXnCX3C; Supplementary Fig. S7)
and [Fe4S4] cluster binding (CX2CX2C; Supplementary
Fig. S7) motifs [48]. DsrAB are catalytically active in both
the forward (reductive) and reverse (oxidative) directions
[49]. The former is used during SO4

2−/SO3
2− reduction in

the six bacterial and archaeal lineages with characterized
SRO: the Archaeoglobales, Deltaproteobacteria, Firmicutes,
Crenarchaeota, Nitrospirae, and Thermodesulfobacteria
[50]. In contrast, the latter is used by sulfur oxidizing
organisms primarily affiliated with anoxygenic phototrophs
(i.e., Chlorobi) and the Proteobacteria [50] and may also be
used for sulfur disproportionation in D. alkaliphilus [51].

Three primary phylogenetically distinct clusters of
DsrAB have been previously identified, and these

coherently group proteins with physiological biases for
DsrAB directionality. These include the (1) bacterial (and
Archaeoglobales) reductive DsrAB, (2) bacterial oxidative
DsrAB, and (3) crenarchaeal reductive DsrAB (nomen-
clature following [49]). It should, however, be noted that a
recent characterization of the elemental sulfur (S0)/poly-
sulfide disproportionating D. alkaliphilus deltaproteo-
bacterium revealed the capacity for S0/polysulfide oxidation
or disproportionation that is inferred to be catalyzed by a
bacterial reductive type DsrAB, suggesting that the direc-
tionality of DsrAB based on phylogenetic clustering may
not always be coherent [51]. Nevertheless, the majority of
characterized SRO exhibit phylogenetic placements of
DsrAB homologs that are consistent with their direction-
ality, and it is not yet clear if the above example is unique to
D. alkaliphilus or S0/polysulfide disproportionators, or if it
is more widespread. In addition, the recent suggestion of
putative SRO or S0 oxidizing lineages from uncultured
candidate division MAGs based on bioinformatics data
could potentially further confound the inference of DsrAB
catalysis from sequence-based homology [50]. Physiol-
ogical characterization of these uncultured taxa and their
capacity for SO4

2–/SO3
2− reduction or S0 oxidation will be

necessary to fully discern whether they validate the use of
DsrAB phylogenies to support catalytic directionality.

An unrooted phylogenetic analysis of concatenated
YNP-TEG DsrAB homologs (n= 1218, comprising
homologs from previously described datasets [49, 50])
indicated that they form an outgroup to reductive cre-
narchaeal DsrAB (Fig. 3a, Supplementary Fig. S8). Little is
known of crenarchaeal DsrAB and crenarchaeal SRO, in
general, with only four demonstrated SO4

2/SO3
2− reducing

genera in the phylum, all within the Thermoproteales order.
SO4

2− reduction has been suggested or observed in the
Vulcanisaeta, Caldivirga, and Thermoproteus [52–54],
while SO3

2− reduction (but not SO4
2− reduction) has been

observed in Pyrobaculum [55]. Further, SO4
2− reduction

has been suggested in Thaumarchaeota MAGs recovered
from YNP springs, wherein the thaumarchaeal DsrAB show
very high homology to those from Vulcanisaeta [32]. Thus,
phylogenetic relatedness of the DsrAB homologs among
these strains and the YNP-TEG MAGs (albeit with amino
acid identities <45%) suggests that the latter are involved in
SO4

2− or SO3
2− reduction. The unrooted phylogenetic

analyses also suggested an early DsrAB evolutionary tri-
furcation, with one branch comprising the YNP-TEG/cre-
narchaeal DsrAB homologs. The second branch comprised
duplicate DsrAB copies within Moorella spp. genomes and
uncultivated organisms within the candidate division (c.d.)
“Rokubacteria”, c.d. “Hydrothermarchaeota”, and Verru-
comicrobia (Fig. 3a; Supplementary Fig. S8, Supplementary
Dataset 2), which have all previously been shown to branch
deeply in DsrAB phylogenies [50]. The third branch
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comprised the canonical reductive and oxidative type
DsrAB, in addition to deeply-branching archaeal homologs
in the “Aigarchaeota” and “Hydrothermarchaeota” candi-
date divisions (c.d.).

DsrA and DsrB share significant homology and are likely
to have arisen from gene duplication prior to the radiation of
SRO [48, 49]. Thus, to better discern the phylogenetic
placement among early-branching DsrAB, paralogous
rooting was conducted for DsrA and DsrB (Fig. 3b). These
analyses indicated that the YNP-TEG archaeal DsrAB
lineage is among the earliest evolving DsrA and DsrB
groups, which is consistent with the basal branching of
crenarchaeal DsrA and DsrB in other analyses [49, 50].
Identical basal-branching topologies were recovered in
phylogenetic reconstructions using multiple Maximum-
Likelihood (ML) algorithms (RAxML and IQ-TREE) and/
or with the use of site-heterogeneous amino acid frequency
mixture models that have been shown to mitigate long
branch attraction of rapidly evolving lineages [56]. Speci-
fically, the placement of the branches shown in Fig. 3b were
invariant to ML algorithm or substitution scheme. Given the
deep-branching of the YNP-TEG DsrAB, monophyly with
Crenarchaeota/Thaumarchaeota DsrAB, and the general
concordance of Thermoproteales DsrAB with taxonomic
phylogenies suggesting vertical transfer (Supplementary
Fig. S9), one of several evolutionary scenarios could
explain the presence of SRO in the Diaforarchaea. This

includes (1) DsrAB were horizontally transferred into an
ancestor of the YNP-TEG group from an organism har-
boring primitive DsrAB homologs, followed by a sub-
sequent transfer to the ancestor of the Thermoproteales
order comprising Vulcanisaeta, Caldivirga, Thermoproteus,
and Pyrobaculum (and a later transfer to Thaumarchaeota;
[32]), (2) DsrAB were present in the most recent common
ancestor of the YNP-TEG and the Thermoproteales and
were subsequently lost among other euryarchaeal and cre-
narchaeal lineages, or (3) DsrAB were acquired relatively
recently via a horizontal transfer into the YNP-TEG lineage,
and separately into the Thermoproteales. The second evo-
lutionary scenario is highly implausible considering the
breadth of phylogenetic distance separating the Diafor-
archaea within the Euryarchaeota and the Thermoproteales
within the Crenarchaeaota (Supplementary Fig. S9). In
addition, if the third scenario was likely, the DsrAB
homologs of the YNP-TEG and Thermoproteales lineages
would be phylogenetically nested within other ancestral
donor lineages, as is well-documented for DsrAB in the
euryarchaeal order Archaeoglobales [49].

Consequently, the combined phylogenetic analyses sug-
gest that the YNP-TEG group diverged from the S0/Fe(III)
reducing DHVE2 group after the divergence of the com-
bined YNP-TEG/DHVE2/Thermoplasmatales group from
other Diaforarchaea. This taxonomic divergence was likely
associated with either the maintenance of ancestral SO3

2−

Fig. 2 Reconstructed core metabolic model for the YNP-TEG
MAGs. Question marks indicate unknown metabolic transformations,
while gray lines indicate hypothesized metabolic pathways. Abbrevia-
tions are as follows: Dsr dissimilatory (bi)sulfite reductase, MQ mena-
quinol, Nuo archaeal-like ferredoxin-dependent Nuo complex, Hdr
heterodisulfide reductase, Mvh F420 non-reducing [NiFe] hydrogenase
(Group 3c type), LacZ beta-galactosidase, EM Embden–Meyerhoff gly-
colysis, Dld/Lld D/L-lactate dehydrogenase, Fdh formate dehydrogenase,
FtfL formate-tetrahydrofolate ligase, FolD methylenetetrahydrofolate
dehydrogenase, MTHFD methylenetetrahydrofolate dehydrogenase,

GlyA glycine hydroxymethyltransferase, Ser D-3-phosphoglycerate
dehydrogenase, Apg 2,3-bisphosphoglycerate-independent phosphogly-
cerate mutase, Fd ferredoxin, Sdh succinate dehydrogenase, Por pyruvate
ferredoxin oxidorectase, Acs acetyl-CoA synthase, Scs succinyl-CoA
synthetase, Aor aldehyde ferredoxin oxidoreductase, Ior indolepyruvate
ferredoxin oxidoreductase, Vor 2-ketoisovalerate ferredoxin reductase,
Kgor 2-ketoglutarate ferredoxin oxidoreductase, Fdo formate dehy-
drogenase, Hyh NADP(H)-coupled bidirectional [NiFe] hydrogenase
(Group 3b type).
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reduction PCGs in the YNP-TEG lineage or acquisition of
these PCGs from an unidentified or extinct lineage prior to
the early divergence of all DsrAB into the three con-
temporary higher-order groups described above. Never-
theless, identification of additional deep-branching archaeal
DsrAB, if these indeed exist, would improve the resolution
of these potential evolutionary scenarios.

Core metabolism of the YNP-TEG group

The YNP-TEG MAGs encode a number of additional
proteins commonly involved in the dissimilatory SO3

2−

reduction pathway (Supplementary Dataset 1) including
DsrC (with conserved C-terminal cysteine residues; Sup-
plementary Fig. S7) that acts as a mediator of SO3

2−

reduction via the formation of a trisulfide bond [57]. It has
been proposed that the membrane bound DsrMK(JOP)
complex couples the reduction of the trisulfide bond to
menaquinol oxidation [57]. This reaction would result in the
downstream transport of protons (e.g., via Nuo) across the
plasma membrane that could then be used in ATP synthesis
(Fig. 2).

Neither of the YNP-TEG assemblies encoded identifiable
homologs of sulfate adenylyl transferase (Sat) or adenosine-
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Fig. 3 Maximum-Likelihood phylogenetic reconstruction of YNP-
TEG DsrAB subunit homologs. a Unrooted phylogenetic recon-
struction of a concatenated DsrAB alignment block (alignment length
= 1230 positions, n= 1218 homolog pairs). The tree is displayed with
an artificial midpoint-rooting visualization. Branches are identified
according to major taxonomic/functional groups (following the clas-
sification scheme of [49]). Bootstrap values >90 for clade-level
bifurcations are indicated by black circles while those between 50
and 90 are denoted by white circles. Values are not depicted for nodes
with bootstrap support <50. Branch length is relative to the scale
provided at the top indicating the expected number of substitutions per
site. The clade-level triangles indicate the phylogenetic diversity

within each group via side lengths that are proportional to the distances
between the clade’s closest and furthest taxa. b Paralogous rooting of
the DsrA (top) and DsrB (bottom) subunits using a subset of taxa (n=
62) from the major lineages shown in the more expansive phylogenetic
analysis in a. Bootstrap values are depicted the same as in panel a.
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furthest taxa.
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5′-phosposulfate reductase AB subunits (AprAB) that cat-
alyze the activation of SO4

2− to adenosine-5′-phospho-
sulfate (APS) and APS reduction to SO3

2−, respectively.
HMM-based searches of Sat proteins did not yield any
positive matches, while those with AprA models yielded
only potential orthologs that upon further inspection did not
exhibit conserved biochemical features of characterized
AprA of SRO (discussed further below). Moreover, the
absence of these proteins was confirmed using tBLASTn
searches of homologs from the most closely-related taxa
with DsrAB homologs, Vulcanisaeta distributa, Caldivirga
maquilingensis, and Pyrobaculum islandicum. While AprA-
like proteins were detected in both YNP-TEG assemblies,
as indicated above, phylogenetic analyses and the lack of
conserved AprA-typical residues indicated that they did not
share homology with AprA from SRO that genomically co-
localize with SO4

2− reduction genes (qmoABC and/or sat),
but rather belonged to a divergent family of paralogous
proteins (Supplementary Fig. S10, Supplementary Text).
The lack of identifiable Sat and AprAB homologs in MV2-
Eury and SJ3-Eury MAGs, despite being nearly (98%)
complete and from springs separated by >100 km and from
different years suggests that these organisms lack the ability
to activate SO4

2− and reduce APS. Moreover, a second
MV2-Eury MAG produced from sediments collected from
MV2 in November 2018 (estimated completeness: 98%;
~100% ANI to the 2014 MV2-Eury MAG) confirmed the
lack of Sat and Apr homologs. This is unlikely to be an
artifact of genome binning, since a survey of all unbinned
contigs and other MAGs from the 2014 MV2 and SJ3
metagenome did not yield homologs that could be attributed
to the two organisms (Supplementary Dataset 3) combined
with three nearly identical, high-quality, effectively com-
plete MAGs produced from different springs and from
multiple years. Lastly, a screen of the MV2-Eury and SJ3-
Eury MAGs indicated the absence of other previously
published marker gene homologs for S0/sulfide oxidation
(Sqr; Sox; Fcc; DsrEFH) and SO4

2− reduction (DsrD)
(Supplementary Text).

Consistent with the conclusion that YNP-TEG are unli-
kely to be capable of SO4

2− reduction, enrichment cultures
from MV2 spring sediments sampled in May 2018 that were
supplied with HSO3

− (most abundant form at pH 4–5) as
the oxidant and peptone as a source of carbon and reductant
(in addition to H2) yielded considerable sulfide (final con-
centration of 629 µM) after incubation for several weeks at
60 °C. However, despite numerous attempts, successful
transfer of initial enrichments have not been achieved,
disallowing more complete characterization. In contrast,
enrichment cultures provided with SO4

2− did not produce
sulfide over this time interval, including those amended
with H2/CO2, lactate, peptone, or H2/CO2 plus peptone or
H2/CO2 plus lactate. Importantly, samples are acidified in

the methylene blue assay used to detect sulfide, which
allows for detection of metal sulfides that might have been
generated by SRO in sediments included as inoculum. Thus,
binding of sulfide in mineral matrices would not likely
affect the sulfide production values observed here. These
results are thus consistent with predictions from genomic
data and suggest the capacity for HSO3

− (but not SO4
2−)

reduction in MV2 populations. We attribute the activity
observed in the enrichments from MV2 to MV2-Eury
populations, since the only other putative SRO identified in
the MV2 sediment community was a Thermoproteales-
associated organism with potential capacity for SO4

2−

reduction via Sat and AprAB (Supplementary Table S3,
Supplementary Dataset 3). Nevertheless, because the
inoculation sample was not taken at the same time as the
metagenomic analysis sample, it is possible that other low-
abundance SO4

2− reducers could have been present when
sampling for cultivation. However, given that the same
sediment samples were used to inoculate both the SO4

2−

and SO3
2− cultures, it is unlikely that an SRO would be

active in SO3
2− reduction, but not SO4

2− reduction, unless it
was an obligate SO3

2− reducer, as is inferred for the MV2-
Eury populations. Subsequent ongoing mixed-population
enrichments from samples collected in Fall 2019 have also
indicated the presence of SO3

2− reduction activity after
months of incubation. Moreover, the presence of the MV2-
Eury populations in these cultures was confirmed based on
PCR-based detection of MV2-Eury-specific dsrA using
population-specific primers described in the materials and
methods.

Possible reductants capable of coupling with SO3
2−

reduction in the YNP-TEG organisms are hydrogen (H2) or
organic acids (e.g., formate, acetate, and lactate; Fig. 2,
Supplementary Text). In addition, the MAGs encoded
numerous peptidases and aminotransferases, in addition to
dipeptide and single amino acid transporters. This indicates
a general ability to metabolize cellular and extracellular
proteins and amino acids via heterotrophic metabolism
(Fig. 2) and is potentially consistent with the aforemen-
tioned enrichment data. Further, a hypothesized CO2 fixa-
tion pathway was present in the YNP-TEG MAGs
(Supplementary Text), but it is unclear if the pathway is
active and whether these organisms can grow auto-
trophically or mixotrophically.

Ecological distribution of the YNP-TEG

MV2-Eury is a consistent member of the sediment com-
munity of MV2, as evidenced by the detection of 16S rRNA
genes with homology to this MAG in samples taken
between 2010 and 2018 [25, 26] despite fluctuating geo-
chemistry over these time intervals (Supplementary
Table S1). Intriguingly, MV2-Eury populations were
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present at multiple sampling events between 2016 and 2018
over several seasons as shown by detection of DsrA
homologs in DNA extracts (data not shown). However,
active transcription of DsrA was only detected in sediments
when MV2 exhibited a more moderately acidic pH (>3.5) in
June–July 2018 than at any other sampling period over the
previous two years (e.g., when spring pH < 3.5; Fig. 4).
Given the high abundances of MV2-Eury populations in
samples taken when the pH of MV2 was >3.5 [25, 26],
in addition to the presence of a nearly identical MAG in
SJ3 spring that exhibits a higher pH of 5.4, it is likely that
the YNP-TEG generally occupy a higher pH niche that is
variably present in the geochemically dynamic MV2 spring.

A survey of MV2-Eury-like 16S rRNA gene phylotypes
(>97% nucleotide identity) among previously published
archaeal community 16S rRNA gene datasets from 48 YNP
springs [25, 26] revealed a patchy distribution in thermal
springs with moderate temperatures and moderately acidic
pH (Fig. 5a). Specifically, MV2-Eury phylotypes were only
present in >1.0% relative abundance in five of 48 YNP
springs with available data (two of which included MV2
from two different years). The pH of these spring waters
ranged from 1.8 to 5.4 and the temperatures ranged from
42.5 to 62.0 °C. Likewise, a survey of MV2-Eury homologs
(DsrA and RpoB) among 33 chemosynthetic metagenomes
we generated from YNP springs as part of this and other
projects ([28, 32, 58]; Supplementary Table S4), revealed a
similar distribution (pH: 3.1–5.4; Temperature: 62–76 °C),
albeit with lower estimated population abundances than the
16S rRNA gene BLAST searches (Fig. 5b). Relative

abundances estimated from 16S rRNA gene abundances are
known to be problematic for several reasons including
overestimation due to multiple 16S rRNA gene copies
within genomes [59], PCR primer bias [60], and the
inability of certain PCR primers to amplify certain taxa, an
issue that is particularly exacerbated for Archaea, and spe-
cifically Crenarchaea [61], that are often abundant in ther-
mal springs. Thus, the estimated abundances of the MV2-
Eury-like phylotypes in the metagenomic datasets are likely
to be more accurate estimates of in situ abundances.
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Likewise, the temperature and relative abundance scales differ
between the two panels to emphasize within-dataset variation.
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Nevertheless, the pH and temperature ranges where YNP-
TEG-like populations were identified were broadly con-
sistent in both datasets, despite being derived from different
thermal springs. As discussed below, the stability and
chemical speciation of SO3

2− shifts considerably in the pH
range of ~3–6, which may ultimately bound the niche space
occupied by SO3

2− reducing YNP-TEG within hydro-
thermal systems.

(Bi)sulfite prevalence in hydrothermal environments

SO3
2− is extremely unstable in modern oxic environments

and rapidly oxidizes abiotically to SO4
2− [16, 62]. How-

ever, SO3
2− (primarily HSO3

− in aqueous solutions with pH
2.0–5.5; Supplementary Fig. S11; [63]) can be measured in
appreciable concentrations in some hydrothermal springs
[64]. At temperatures <150 °C [15], volcanic SO2

can hydrate and ionize to form SO3
2−. Further, thiosulfate

(S2O3
−) produced during oxidation of sulfide [62] is

unstable at pH < 4.0 and degrades to S0 and SO3
2− [62].

Thus, several abiotic mechanisms exist to supply SO3
2− in

volcanically-influenced hydrothermal environments.
Indeed, SJ3 and other springs within the Smokejumper
geyser basin and MV2 within the Mud Volcano geyser
basin exhibit some of the highest volcanically-sourced gas
concentrations in YNP [29]. Thus, volcanic gas is especially
abundant in these two areas of YNP, which may deliver a
consistent supply of SO3

2− to these springs via SO2 or H2S
processing.

The primary mechanism leading to SO3
2− oxidation to

SO4
2− in contemporary hydrothermal environments is via

O2
− or Fe3+ ions as oxidants [16], although atmospheric

photolysis of SO2 could potentially contribute SO3
2− to near

surface waters [2]. Thus, in the absence of either O2 or Fe
3+

ions, SO3
2− should be relatively stable, in particular in

subsurface environments or within spring sediments where
MV2-Eury is predominantly found [25]. Indeed, laboratory
experiments conducted here indicate that SO3

2− solutions
that were prepared anoxically maintained >80% of the
original SO3

2− after 24 h incubations (Fig. 6a), while those
incubated in the presence of O2 had very little SO3

2−

remaining after incubation over the same period (Fig. 6b).
SO3

2− stability was more pronounced in solutions with
moderately acidic pH, with ~70–80% of SO3

2− remaining
after anoxic incubations for 24 h at pH between 4 and 6. In
addition, increased temperatures (i.e., ≥60 °C) resulted in
increased SO3

2− oxidation under oxic conditions, but not
under anoxic conditions. Thus, hot springs that harbor
moderately acidic pH, are of moderate temperature, are
anoxic or suboxic, and that feature high inputs of volcanic
gas favor SO3

2− stability that, in turn, increases its bioa-
vailability for organisms such as YNP-TEG. Importantly,
these are distinguishing characteristics of the sulfur-rich

MV2 and SJ3 springs, but such springs are relatively
uncommon in the YNP geothermal system [32], which may
explain the relatively limited ecological distribution of
YNP-TEG organisms among YNP springs (Fig. 5a, b).

Implications for the origins of SRO

The identification of deeply-branching DsrAB homologs in
organisms that characteristically inhabit moderately acidic
hot springs prompts the question as to whether such
environments might have existed at the time that SRO are
thought to have originated. SRO are thought to have been
present as early as 3.47 Ga, based on sulfur isotopic data
from sulfides in barite deposits from the Dresser Formation
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Fig. 6 (Bi)sulfite stability under varying simulated geochemical
conditions. a (Bi)sulfite stability under anoxic conditions and at pH
values that encompass the range observed in MV2 and SJ3 springs. The
mean percentage of SO3

2− remaining 24 h after adding Na2SO3 to a
concentration of ~50 µM is shown for triplicate microcosms prepared at
each pH interval and incubated at 40 °C, while error bars show the
standard deviation of the assays. b The effect of temperature and
oxygen (20% O2, 80% N2) exposure on the stability of (bi)sulfite at pH
4. Microcosms were prepared and measured as in Fig. 6a, but at varying
temperatures and with or without preparation under anoxic conditions.
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[2]. Recent data suggest that these deposits formed in an
ancient volcanic caldera and several of these, in particular
the barites, were likely formed by circulating hydrothermal
fluids in a subaerial hot spring setting [4]. Moreover, the
detection of minerals, specifically kaolinite and illite
minerals, suggest that acid-sulfate conditions were likely
present within this caldera-like environment, at the very
minimum, during the final stages as this high-sulfidation
volcanic system evolved [4]. Like moderately acidic springs
in YNP, such as SJ3 and MV2, the acidity and sulfate in
springs inferred to have existed in this ancient volcanic
caldera in the Dresser Formation were likely generated by
condensation of volcanic gases containing SO2 and H2S
with groundwater, which can produce acidic, sulfur-rich
conditions [62]. When combined with evidence suggesting
that volcanic activity was more prevalent during the
Archean eon (4.0–2.5 Ga) relative to today [11], these data
lead to the conclusion that moderately acidic sulfur-rich
springs capable of supporting ancestors or analogs of YNP-
TEG likely existed on early Earth and were potentially
prevalent.

The phylogenetic evidence described above, which is
broadly consistent with previous analyses [49, 50], suggests
that cultivated thermophiles or inferred thermophiles
(Moorella spp.; the YNP-TEG; Crenarchaeota genera ubi-
quitous among hot springs including Vulcanisaeta, Pyr-
obaculum, Thermoproteus, and Caldivirga; the c.d.
“Hydrothermarchaeota”; and c.d. “Aigarchaeota”) from
hydrothermal settings harbor the earliest diverging DsrAB
homologs currently known, and are thus reflective of the
earliest SRO (Fig. 3b). While two other enzyme complexes,
Asr and Mcc, can also reduce SO3

2− in dissimilatory
metabolisms [65, 66], both exhibit patchy taxonomic dis-
tributions and are generally found in derived lineages [50],
observations that together suggest them to be recently
evolved. The only significant exceptions to inferred ther-
mophily among the early-branching DsrAB homologs are
from MAGs representing the c.d. “Rokubacteria” from
subsurface environments and a Verrucomicrobia MAG
recovered from peat soils (Fig. 3b), both of which are
suggested to have acquired their putative sulfur oxidizing or
SO3

2− reducing/sulfur oxidizing functions, respectively,
from one or multiple horizontal transfers of DsrAB and
other companion proteins [50]. Among the inferred meta-
bolic coupling of early-diverging DsrAB: Moorella spp. do
not reduce either SO4

2− or SO3
2− (but generally reduce

S2O3
−) rendering the function of both of their DsrAB copies

unclear. In contrast, the YNP-TEG are only potentially
capable of reducing SO3

2− while the Crenarchaeota SRO
comprise taxa reported to reduce SO3

2− and SO4
2−. The

Verrucomicrobia MAG SbV1 [67] lacks Sat and AprA
(confirmed with HMM searches) rendering SO4

2− reduction
unlikely while only one of the two “Hydrothermarchaeota”

MAGs with DsrAB (JdFR-18) contains Sat and AprAB-like
proteins (JdFR-17 does not). However, the Sat and AprAB-
like proteins in JdFR-18 are not genomically co-localized
with either of two copies of DsrAB but are co-localized
with a homolog of F420-linked sulfite reductases of metha-
nogens, and the AprA-like protein lacks the characteristic
residues strictly conserved among AprA homologs (Sup-
plementary Fig. S10) This rendors the function of both
DsrAB copies to be unknown and suggests they are not
likely be coupled to SO4

2− reduction. Likewise, the c.d.
“Aigarchaeota” MAG that contains DsrAB does not contain
AprAB or Sat. Finally, the c.d. “Rokubacteria” MAGs
likely acquired sulfur oxidation potential through horizontal
transfer of various Dsr proteins from various sources [50],
including DsrAB potentially transferred from organisms
harboring deeply-rooted DsrAB homologs like the Cre-
narchaea [50]. Thus, the potential for the earliest diverging
DsrAB homologs to be coupled to SO4

2− reduction appears
to be highly limited. A more parsimonious explanation of
the above data is that the early-diverging DsrAB homologs
are generally linked to SO3

2− reduction rather than SO4
2−

reduction, as exemplified by the YNP-TEG MAGs.
Although SO4

2− was likely to be generally less abundant in
Archean environments when SRO are thought to have origi-
nated when compared with contemporary conditions [8, 9],
the possibility that SO4

2− utilizing SRO emerged in a thermal
environment that hosted elevated SO4

2− is an equally plau-
sible scenario to explain the isotopically depleted sulfides in
the Dresser Formation barites. At temperatures greater than
~150 °C, volcanic SO2 can disproportionate to form S0/H2S
and SO4

2− [15] allowing for localized enrichment of SO4
2− at

concentrations capable of supporting SRO. Alternatively,
SO4

2− derived from photochemical oxidation of atmospheric
SO2 and subsequent rain-out could have also contributed SO4

2

− to nonthermal surface waters [12]. Further, localized eva-
poration of these waters could generate still higher SO4

2−

concentrations [14]. Intriguingly, it was recently shown using
purified DsrAB that the primary enzymatic influence on sulfur
isotope fractionation during SO4

2− reduction is at the level of
reduction of SO3

2− to sulfide (via DsrAB) [68], although a
fractionation effect by enzymatic SO4

2– activation and
reduction (i.e., by APS reductase; AprAB) may also occur
[69]. Thus, it is unclear whether SO3

2− or SO4
2− reducing

organisms (or both) were responsible for the measured sulfur
isotope fractionations between sulfides produced from such
activities and barites in the ~3.5 Ga Dresser Formation
hydrothermal deposits. An alternative explanation, and
one that is consistent with the discovery of deeply diverging
SO3

2− reducing (but not SO4
2− reducing) thermophilic

populations described here and elsewhere, is that SO3
2−

reducers were present in the Archean in volcanically-
influenced environments either as predecessors or as con-
temporaries of SO4

2− reducers. If true, then the ultimate global
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dominance of SO4
2− reducers would have occurred with

increasing input of SO4
2− into oceans via oxidative weath-

ering of continental sulfide minerals. Such an explanation is
consistent with previous suppositions regarding the primitive
nature of SO3

2− reducers and the later dominance by SO4
2−

reducers based on several lines of inference [21–23]. The
buildup of atmospheric O2 would have allowed for the global
dominance of SO4

2− reducers and also would have had the
opposite effect on SO3

2− and the organisms that solely use
SO3

2− as an oxidant since it is unstable in the presence of O2.
One notable exception is anoxic or suboxic, moderately acidic
and moderate thermal environments that are infused by SO2,
such as volcanically-influenced hydrothermal environments
that likely have persisted in a relatively similar state since
early in Earth history.

In support of this hypothesis, SO3
2− reduction represents

a simpler metabolic pathway, involves fewer enzymes, and,
following the ideas of the evolution of metabolic pathways
proposed by Granick [70], may therefore have originated
prior to the more complex SO4

2− reduction pathway. In
addition to the above evidence for the evolutionary primacy
of SO3

2− reducers, the majority of the free energy yield
from SO4

2− reduction arises from SO3
2− reduction to sul-

fide, while the first SO4
2− activation step with ATP is

endergonic, and the free energy yield from APS reduction to
SO3

2− is minimal [24]. The retention of the ability of many
SO4

2− reducers to grow on SO3
2− combined with the con-

siderably higher growth yields and efficiencies achieved by
widely-studied SO4

2− reducers including Desulfotomacu-
lum orientis [71] and Desulfovibrio vulgaris [72] when
grown on SO3

2− relative to SO4
2−, may provide additional

evidence for the primitive nature of the SO3
2− reduction

pathway. Consequently, the YNP-TEG archaeal group may
represent descendants or analogs of primitive SO3

2− redu-
cing organisms and important models to understand the
early evolution and emergence of SO3

2− and/or SO4
2−

reduction pathways. While preliminary data indicate that
MV2 sediment populations can reduce SO3

2− (but not
SO4

2−), further efforts are needed to identify suitable con-
ditions to maintain and propagate these cells for use in
physiological, biochemical, and isotopic characterization.
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accession PRJNA593284 (Biosamples SAMN13474541,
SAMN13474543, and SAMN13474542, respectively).

Acknowledgements This work was supported by a NASA grant to
ESB and DRC (80NSSC19M0150) and a grant from the National
Science Foundation to ESB and DRC (EAR-1820658). MRL
acknowledges support from the NASA Earth and Space Science Fel-
lowship program (NNX16AP51H). The NASA Astrobiology Institute
is supported by grant number NNA15BB02A (to ESB). We thank
Christie Hendrix, Stacey Gunther, and Annie Carlson at YNP for
research permitting.

Compliance with ethical standards

Conflict of interest The authors declare that they have no conflict of
interest.

Publisher’s note Springer Nature remains neutral with regard to
jurisdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.
org/licenses/by/4.0/.

References

1. Bowles MW, Mogollon JM, Kasten S, Zabel M, Hinrichs KU.
Global rates of marine sulfate reduction and implications for sub-
sea-floor metabolic activities. Science. 2014;344:889–91.

2. Shen YA, Buick R, Canfield DE. Isotopic evidence for microbial
sulphate reduction in the early Archaean era. Nature.
2001;410:77–81.

3. Wagner M, Roger AJ, Flax JL, Brusseau GA, Stahl DA. Phylo-
geny of dissimilatory sulfite reductases supports an early origin of
sulfate respiration. J Bacteriol. 1998;180:2975–82.

4. Djokic T, Van Kranendonk MJ, Campbell KA, Walter MR, Ward
CR. Earliest signs of life on land preserved in ca. 3.5 Ga hot
spring deposits. Nat Commun. 2017;8:1–8.

5. Baumgartner RJ, Van Kranendonk MJ, Wacey D, Fiorentini ML,
Saunders M, Caruso S, et al. Nano-porous pyrite and organic
matter in 3.5-billion-year-old stromatolites record primordial life.
Geology. 2019;47:1039–43.

6. Van Kranendonk MJ. Volcanic degassing, hydrothermal circula-
tion and the flourishing of early life on Earth: A review of the
evidence from c. 3490-3240 Ma rocks of the Pilbara Supergroup,
Pilbara Craton, Western Australia. Earth-Sci Rev. 2006;
74:197–240.

7. Van Kranendonk MJ, Pirajno F. Geochemistry of metabasalts and
hydrothermal alteration zones associated with c. 3.45 Ga chert and
barite deposits: implications for the geological setting of the
Warrawoona Group, Pilbara Craton, Australia. Geochem Explor
Environ Anal. 2004;4:253–78.

8. Canfield DE, Raiswell R. The evolution of the sulfur cycle. Am J
Sci. 1999;299:697–723.

9. Fakhraee M, Hancisse O, Canfield DE, Crowe SA, Katsev S.
Proterozoic seawater sulfate scarcity and the evolution of ocean-
atmosphere chemistry. Nat Geosci. 2019;12:375–80.

Phylogenomic analysis of novel Diaforarchaea is consistent with sulfite but not sulfate reduction in. . . 1329

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/


10. Canfield DE, Habicht KS, Thamdrup B. The Archean sulfur cycle
and the early history of atmospheric oxygen. Science. 2000;
288:658–61.

11. Richter FM. Models for the Archean thermal regime. Earth Planet
Sci Lett. 1985;73:350–60.

12. Claire MW, Kasting JF, Domagal-Goldman SD, Stueken EE,
Buick R, Meadows VS. Modeling the signature of sulfur mass-
independent fractionation produced in the Archean atmosphere.
Geochim Cosmochim Acta. 2014;141:365–80.

13. Farquhar J, Bao H, Thiemens M. Atmospheric influence of Earth’s
earliest sulfur cycle. Science. 2000;289:756–9.

14. Shen YN, Buick R. The antiquity of microbial sulfate reduction.
Earth-Sci Rev. 2004;64:243–72.

15. Holland HD. Some applications of thermochemical data to pro-
blems of ore deposits; part 2, mineral assemblages and the com-
position of ore forming fluids. Econ Geol. 1965;60:1101–66.

16. Zhang JZ, Millero FJ. The rate of sulfite oxidation in seawater.
Geochim Cosmochim Acta. 1991;55:677–85.

17. Ranjan S, Todd ZR, Sutherland JD, Sasselov DD. Sulfidic anion
concentrations on early Earth for surficial origins-of-life chem-
istry. Astrobiology. 2018;18:1023–40.

18. Halevy I. Production, preservation, and biological processing of
mass-independent sulfur isotope fractionation in the Archean
surface environment. Proc Natl Acad Sci USA. 2013;
110:17644–9.

19. Habicht KS, Gade M, Thamdrup B, Berg P, Canfield DE. Cali-
bration of sulfate levels in the Archean ocean. Science. 2002;
298:2372–4.

20. Meyer B, Kuever J. Phylogeny of the alpha and beta subunits of
the dissimilatory adenosine-5’-phosphosulfate (APS) reductase
from sulfate-reducing prokaryotes - origin and evolution of the
dissimilatory sulfate-reduction pathway. Microbiol-Sgm. 2007;
153:2026–44.

21. Skyring GW, Donnelly TH. Precambrian sulfur isotopes and a
possible role for sulfite in the evolution of biological sulfate
reduction. Precambrian Res. 1982;17:41–61.

22. Rabus R, Venceslau SS, Wohlbrand L, Voordouw G, Wall JD,
Pereira IA. A post-genomic view of the ecophysiology, catabolism
and biotechnological relevance of sulphate-reducing prokaryotes.
Adv Microb Physiol. 2015;66:55–321.

23. Grein F, Ramos AR, Venceslau SS, Pereira IA. Unifying concepts
in anaerobic respiration: insights from dissimilatory sulfur meta-
bolism. Biochim Biophys Acta. 2013;1827:145–60.

24. Thauer RK, Jungermann K, Decker K. Energy conservation in
chemotropic anaerobic bacteria. Bacteriol Rev. 1977;41:100–80.

25. Colman DR, Feyhl-Buska J, Robinson KJ, Fecteau KM, Xu H,
Shock EL, et al. Ecological differentiation in planktonic
and sediment-associated chemotrophic microbial populations
in Yellowstone hot springs. FEMS Microbiol Ecol. 2016;
92:9.

26. Colman DR. Diversity of understudied archaeal and bacterial
populations of Yellowstone National Park: from genes to gen-
omes. Albuquerque, NM: University of New Mexico; 2015.

27. Romano C, D’Imperio S, Woyke T, Mavromatis K, Lasken R,
Shock EL, et al. Comparative genomic analysis of phylogeneti-
cally closely related Hydrogenobaculum sp. isolates from Yel-
lowstone National Park. Appl Environ Microbiol. 2013;
79:2932–43.

28. Colman DR, Lindsay MR, Boyd ES. Mixing of meteoric and
geothermal fluids supports hyperdiverse chemosynthetic hydro-
thermal communities. Nat Commun. 2019;10:1–13.

29. Lindsay MR, Colman DR, Amenabar MJ, Fristad KE, Fecteau
KM, Debes RV, et al. Probing the geological source and biolo-
gical fate of hydrogen in Yellowstone hot springs. Environ
Microbiol. 2019;21:3816–30.

30. Dick GJ, Andersson AF, Baker BJ, Simmons SL, Yelton AP,
Banfield JF. Community-wide analysis of microbial genome
sequence signatures. Genome Biol. 2009;10:R85.1–R85.16.

31. Seemann T. Prokka: rapid prokaryotic genome annotation.
Bioinformatics. 2014;30:2068–9.

32. Payne D, Dunham EC, Mohr E, Miller I, Arnold A, Erickson R,
et al. Geologic legacy spanning >90 years explains unique Yel-
lowstone hot spring geochemistry and biodiversity. Environ
Microbiol. 2019;21:4180–95.

33. Chen IA, Chu K, Palaniappan K, Pillay M, Ratner A, Huang J,
et al. IMG/M v.5.0: an integrated data management and com-
parative analysis system for microbial genomes and microbiomes.
Nucleic Acids Res. 2019;47:D666–77.

34. Zhou Z, Liu Y, Lloyd KG, Pan J, Yang Y, Gu JD, et al. Genomic
and transcriptomic insights into the ecology and metabolism of
benthic archaeal cosmopolitan, Thermoprofundales (MBG-D
archaea). ISME J. 2019;13:885–901.

35. Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann M,
Hollister EB, et al. Introducing mothur: open-source, platform-
independent, community-supported software for describing and
comparing microbial communities. Appl Environ Microbiol.
2009;75:7537–41.

36. Quast C, Pruesse E, Yilmaz P, Gerken J, Schweer T, Yarza P,
et al. The SILVA ribosomal RNA gene database project:
improved data processing and web-based tools. Nucleic Acids
Res. 2013;41:D590–6.

37. Nguyen LT, Schmidt HA, von Haeseler A, Minh BQ. IQ-TREE: a
fast and effective stochastic algorithm for estimating maximum-
likelihood phylogenies. Mol Biol Evol. 2015;32:268–74.

38. Boyd JA, Woodcroft BJ, Tyson GW. GraftM: a tool for scalable,
phylogenetically informed classification of genes within meta-
genomes. Nucleic Acids Res. 2018;46:e59.

39. El-Gebali S, Mistry J, Bateman A, Eddy SR, Luciani A, Potter SC,
et al. The Pfam protein families database in 2019. Nucleic Acids
Res. 2019;47:D427–32.

40. Amenabar MJ, Shock EL, Roden EE, Peters JW, Boyd ES.
Microbial substrate preference dictated by energy demand rather
than supply. Nat Geosci. 2017;10:577–81.

41. Boyd ES, Jackson RA, Encarnacion G, Zahn JA, Beard T, Leavitt
WD, et al. Isolation, characterization, and ecology of sulfur-
respiring Crenarchaea inhabiting acid-sulfate-chloride-containing
geothermal springs in yellowstone national park. Appl Environ
Microbiol. 2007;73:6669–77.

42. Urich T. The sulfur oxygenase reductase from Acidianus ambiv-
alens. Darmstadt: Technische Universitat Darmstadt; 2005.

43. Nordstrom DK, McCleskey RB, Ball JW. Sulfur geochemistry of
hydrothermal waters in Yellowstone National Park: IV Acid-
sulfate waters. Appl Geochem. 2009;24:191–207.

44. Bowers RM, Kyrpides NC, Stepanauskas R, Harmon-Smith M,
Doud D, Reddy TBK, et al. Minimum information about a single
amplified genome (MISAG) and a metagenome-assembled gen-
ome (MIMAG) of bacteria and archaea. Nat Biotechnol.
2017;35:725–31.

45. Petitjean C, Deschamps P, Lopez-Garcia P, Moreira D, Brochier-
Armanet C. Extending the conserved phylogenetic core of archaea
disentangles the evolution of the third domain of life. Mol Biol
Evol. 2015;32:1242–54.

46. Konstantinidis KT, Tiedje JM. Towards a genome-based tax-
onomy for prokaryotes. J Bacteriol. 2005;187:6258–64.

47. Reysenbach AL, Liu Y, Banta AB, Beveridge TJ, Kirshtein JD,
Schouten S, et al. A ubiquitous thermoacidophilic archaeon from
deep-sea hydrothermal vents. Nature. 2006;442:444–7.

48. Dahl C, Kredich NM, Deutzmann R, Truper HG. Dissimilatory
sulphite reductase from Archaeoglobus fulgidus: physico-
chemical properties of the enzyme and cloning, sequencing and

1330 D. R. Colman et al.



analysis of the reductase genes. J Gen Microbiol. 1993;139:
1817–28.

49. Muller AL, Kjeldsen KU, Rattei T, Pester M, Loy A. Phylogenetic
and environmental diversity of DsrAB-type dissimilatory (bi)
sulfite reductases. ISME J. 2015;9:1152–65.

50. Anantharaman K, Hausmann B, Jungbluth SP, Kantor RS, Lavy
A, Warren LA, et al. Expanded diversity of microbial groups
that shape the dissimilatory sulfur cycle. ISME J. 2018;12:
1715–28.

51. Thorup C, Schramm A, Findlay AJ, Finster KW, Schreiber L.
Disguised as a sulfate reducer: growth of the Deltaproteobacter-
ium Desulfurivibrio alkaliphilus by sulfide oxidation with nitrate.
MBio. 2017;8:e00671–17.

52. Itoh T, Suzuki K, Nakase T. Vulcanisaeta distributa gen. nov., sp.
nov., and Vulcanisaeta souniana sp. nov., novel hyperthermo-
philic, rod-shaped crenarchaeotes isolated from hot springs in
Japan. Int J Syst Evol Microbiol. 2002;52:1097–104.

53. Itoh T, Suzuki K, Sanchez PC, Nakase T. Caldivirga maqui-
lingensis gen. nov., sp nov., a new genus of rod-shaped cre-
narchaeote isolated from a hot spring in the Philippines. Int J Syst
Bacteriol. 1999;49:1157–63.

54. Siebers B, Zaparty M, Raddatz G, Tjaden B, Albers SV, Bell SD,
et al. The complete genome sequence of Thermoproteus tenax: a
physiologically versatile member of the Crenarchaeota. Plos ONE.
2011;6:e24222.

55. Huber R, Kristjansson JK, Stetter KO. Pyrobaculum gen. nov., a
new genus of neutrophilic, rod-shaped Archaebacteria from con-
tinental solfataras growing optimally at 100oC. Arch Microbiol.
1987;149:95–101.

56. Wang HC, Minh BQ, Susko E, Roger AJ. Modeling site
heterogeneity with posterior mean site frequency profiles accel-
erates accurate phylogenomic estimation. Syst Biol.
2018;67:216–35.

57. Santos AA, Venceslau SS, Grein F, Leavitt WD, Dahl C, Johnston
DT, et al. A protein trisulfide couples dissimilatory sulfate
reduction to energy conservation. Science. 2015;350:1541–5.

58. Colman DR, Lindsay MR, Amenabar MJ, Boyd ES. The inter-
section of geology, geochemistry, and microbiology in continental
hydrothermal systems. Astrobiology. 2019;19:1505–22.

59. Klappenbach JA, Saxman PR, Cole JR, Schmidt TM. rrndb: the
Ribosomal RNA operon copy number database. Nucleic Acids
Res. 2001;29:181–4.

60. Colman DR, Thomas R, Maas KR, Takacs-Vesbach CD. Detec-
tion and analysis of elusive members of a novel and diverse
archaeal community within a thermal spring streamer consortium.
Extremophiles. 2015;19:307–13.

61. Walters W, Hyde ER, Berg-Lyons D, Ackermann G, Humphrey G,
Parada A, et al. Improved bacterial 16S rRNA Gene (V4 and V4-5)
and fungal internal transcribed spacer marker gene primers for
microbial community surveys. mSystems. 2016;1:1–10.

62. Nordstrom KD, Ball JW, McCleskey RB Ground water to surface
water: chemistry of thermal outflows in Yellowstone National
Park. In: Inskeep WP, McDermott TR, editors. Geothermal biol-
ogy and geochemistry in Yellowstone National Park. Bozeman,
MT: Montana State University; 2005. p. 73–94.

63. Saunders PJW, Wood CM. Sulphur dioxide in the environment:
its production, dispersal and fate. In: Ferry BWea, editor. Air
pollution and lichens. Toronto, CA: University of Toronto Press;
1973. p. 6–37.

64. Zinder S, Brock TD. Sulfur dioxide in geothermal waters and
gases. Geochim Cosmochim Acta. 1977;41:73–9.

65. Huang CJ, Barrett EL. Sequence analysis and expression of the
Salmonella typhimurium asr operon encoding production of
hydrogen sulfide from sulfite. J Bacteriol. 1991;173:1544–53.

66. Hermann B, Kern M, La Pietra L, Simon J, Einsle O. The octa-
haem MccA is a haem c-copper sulfite reductase. Nature.
2015;520:706–9.

67. Hausmann B, Pelikan C, Herbold CW, Kostlbacher S, Albertsen
M, Eichorst SA, et al. Peatland Acidobacteria with a dissimilatory
sulfur metabolism. ISME J. 2018;12:1729–42.

68. Leavitt WD, Bradley AS, Santos AA, Pereira IA, Johnston DT.
Sulfur isotope effects of dissimilatory sulfite reductase. Front
Microbiol. 2015;6:1392.

69. Sim MS, Ogata H, Lubitz W, Adkins JF, Sessions AL, Orphan VJ,
et al. Role of APS reductase in biogeochemical sulfur isotope
fractionation. Nat Commun. 2019;10:44.

70. Granick S. Speculations on the origins and evolution of photo-
synthesis. Ann NY Acad Sci. 1957;69:292–308.

71. Cypionka H, Pfennig N. Growth yields of Desulfotomaculum
orientis with hydrogen in chemostat culture. Arch Microbiol.
1986;143:396–9.

72. Nethejaenchen R, Thauer RK. Growth yields and saturation
constant of Desulfovibrio vulgaris in chemostat culture. Arch
Microbiol. 1984;137:236–40.

Phylogenomic analysis of novel Diaforarchaea is consistent with sulfite but not sulfate reduction in. . . 1331


	Phylogenomic analysis of novel Diaforarchaea is consistent with sulfite but not sulfate reduction in volcanic environments on early�Earth
	Abstract
	Introduction
	Materials and methods
	Sample collection
	Metagenomic analyses
	Phylogenetic analyses
	Metabolic inference from reconstructed genomes
	MV2 enrichment cultures
	Expression of MV2 dsrA RNA
	Laboratory analysis of (bi)sulfite stability

	Results and discussion
	Geochemical context of hot springs
	Recovery of euryarchaeal MAGs from YNP hot spring metagenomes
	A new taxonomic clade of SRO
	Core metabolism of the YNP-TEG group
	Ecological distribution of the YNP-TEG
	(Bi)sulfite prevalence in hydrothermal environments
	Implications for the origins of SRO
	Supplementary information
	Compliance with ethical standards

	ACKNOWLEDGMENTS
	References




