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Figure S1. Clusters of Orthologous Groups (COG) category abundance of CDS identified in
Turicibacter strains analyzed in this study.
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Figure S2. Clusters of Orthologous Groups (COG) category counts of CDS that were shared
between and unique either Turicibacter bilis or Turicibacter sanguinis.
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Figure S3. DNA-based phylogeny of bsh of the four Turicibacter strains analyzed in this study.
Clades and sub-clades are annotated in different shades of blue.
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Figure S4. DNA-based phylogeny of bsh from select Turicibacter BSH genes with known

activity vs tauro-conjugated bile acids. Clades and sub-clades are annotated in different shades of
blue.
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Figure S5. Amino acid sequence alignment of select Turicibacter BSH genes with known activity
vs tauro-conjugated bile acids with LsBSH (Ligilactobacillus salivarious; AFP87505.1) as a
reference. Noted amino acid positions are in relation to LsBSH. Amino acid residues are colored
according to their respective chemical properties as identified by the ggmsa (v1.3.4) package in
R.
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