Figure D1 — Phylum level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 80 %
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Sample
Actinobacteria Candidatus_Cloacimonetes Il Ignavibacteriae Bl Synergistetes

Armatimonadetes Ml Deinococcus_Thermus Bl Proteobacteria Bl Tenericutes o
Bacteroidetes B Firmicutes I Spirochaetes M unclassified_Bacteria(misc)
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Figure D2 - Class level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 80 %(> 0.25 %)
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Class
Actinobacteria Clostridia I environmentalsamples Bl Tissierellia B x-Minor class (<0.25%)
Alphaproteobacteria Il Coriobacteriia Il Negativicutes M unclassified_Bacteroidetes

Bacilli Il Cytophagia M Synergistia I unclassified_Firmicutessensustricto



Relative Abundance (%)

100

75

[2)]
o

25

Figure D3 - Order level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 80 %(> 0.25 %)

Order

[0 Bacillales Eggerthellales Il Rhizobiales I Tissierellales . ]

I Clostridiales M Lactobacillales Il SKnerglstales I unclassified_Bacteroidetes(miscellaneous)
Cytophagales Il NA . NA I Thermoanaerobacterales MM unclassified_Firmicutes_sensu_stricto_(miscellaneous)

B unclassified_Tissierellia
0 x=Minor order(<0.25%)
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Figure D4 - Family level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 80 %(> 1 %)

Family

[0 Clostridiaceae B Lachnospiraceae M Peptoniphilaceae Il Tepidimicrobium . NA unclassified_Clostridiales
Eggerthellaceae B Lactobacillaceae M Ruminococcaceae [l Thermoanaerobacteraceae B x-Minor family(<1%)
Flammeovirgaceae H NA.NA B Synergistaceae Il Thermoanaerobacterales_Family_IV_Incertae_Sedis
Hungateiclostridiaceae M Peptococcaceae M Syntrophomonadaceae M Tissierellaceae
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Figure D5 - Genus level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 80 %(> 1 %)

100 | [
75|
50- .
25' 1
1
0
N > N & <\
N Ng NG N N
N N ‘»\6 '»\6 w\"-’
7 / /7 7 7
S S & & &
Sample
Genus
[ Aminobacterium B Flavonifractor B NA.NA B Syntrophomonas x—Minor genus(<1%)
Butyrivibrio M Lactobacillus M Pediococcus Tepidanaerobacter
Clostridium M Lagierella M Phocea B Tepidimicrobium
Eggerthella Bl Mahella [l Pseudobacteroides unclassified_Clostridiales(misc)
B Fabibacter M Maledivibacter M Pyramidobacter M unclassified_Peptococcaceae
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Figure D6 — Species level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 80 %(> 5 %)

Species
l Butyrivibrio_proteoclasticus Flavonifractor_sp B Peptococcaceae_bacterium B x-Minor Species(<5%)
7 Clostridium_beijerinckii Mahella_australiensis Ml Pseudobacteroides_cellulosolvens
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