Supplementary Figure 1

Colored ranges |Candidatus Hydrogenedens terephthalicus JGI OTU-1 (AWNWO01000006.38040.39570)
|Candidatus Hydrogenedens-Hydrogenedentes bacterium JGI 0000039 (AQYQ01000115.38040.39570)
Deep_sea Sediment Candidatus Hydrogenedens-Hydrogenedentes bacterium JGI 0000077 (ASNV01000007.13660.15190)
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Supplementary Figure 1. 16S rRNA ribosomal protein tree comparing SURF_17 sequence to 16S clone sequences available on
the NCBI nr and ref _seq databases. SURF_17 is grouping with uncultured clones from terrestrial aquifers and marine deep sea
sediments, separately from the previously named Ca. Hyrogenedentes that were collected from anaerobic bioreactors.
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