Figure B1 — Phylum level taxonomic assignments of the FTHFS gene sequence data analysis of forward reads with AcetoScan at clustering threshold 80 %
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Figure B2 - Class level taxonomic assignments of the FTHFS gene sequence data analysis of forward reads with AcetoScan at clustering threshold 80 %(> 0.25 %)
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Figure B3 - Order level taxonomic assignments of the FTHFS gene sequence data analysis of forward reads with AcetoScan at clustering threshold 80 %(> 0.25 %)
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Cytophagales Il NA . NA I Thermoanaerobacterales MM unclassified_Firmicutes_sensu_stricto_(miscellaneous)

B unclassified_Tissierellia
0 x=Minor order(<0.25%)



100 |

75

Relative Abundance (%)
(3]
o

25

Figure B4 - Family level taxonomic assignments of the FTHFS gene sequence data analysis of forward reads with AcetoScan at clustering threshold 80 %(> 1 %)
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Figure B5 - Genus level taxonomic assignments of the FTHFS gene sequence data analysis of forward reads with AcetoScan at clustering threshold 80 %(> 1 %)
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Figure B6 — Species level taxonomic assignments of the FTHFS gene sequence data analysis of forward reads with AcetoScan at clustering threshold 80 %(> 5 %)
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