Omnitrophota: a diverse and ubiquitous candidate phylum of putative syntrophs, predators, and free-living nanobacteria
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Only two Omnitrophota species have been microscopically observed:
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containing many sulfur inclusions.
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Figure 4. Schematic summarizing and comparing the conservation of KEGG!!®! pathways within each class of Omnitrophota.

(ii) Candidatus VVampirococcus archaeovorus LiME, a very small (~250 nm) parasitic Lines represent genes or modules as appropriate. Reactions are represented by multiple-line segments. Components of a
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