Figure E1 — Phylum level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 100 %
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Armatimonadetes Ml Deinococcus_Thermus Bl Proteobacteria Bl Tenericutes o
Bacteroidetes B Firmicutes I Spirochaetes M unclassified_Bacteria(misc)
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Figure E2 - Class level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 100 %(> 0.25 %)
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I Actinobacteria Bacteroidia I Cytophagia I Negativicutes I unclassified_Bacteroidetes
Alphaproteobacteria M Clostridia B environmentalsamples Ml Synergistia I unclassified_Firmicutessensustricto
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Figure E3 - Order level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 100 %(> 0.25 %)
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[0 Actinomycetales M Cytophagales I NA.NA Il Thermoanaerobacterales unclassified_Tissierellia
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Clostridiales I Erysipelotrichales Il Selenomonadales Ml unclassified_Bacteroidetes(miscellaneous)
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Figure E4 - Family level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 100 %(> 1 %)
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Figure E5 - Genus level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 100 %(> 1 %)
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Figure E6 — Species level taxonomic assignments of the FTHFS gene sequence data analysis of reverse reads with AcetoScan at clustering threshold 100 %(> 5 %)
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