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Supplementary Figure S1. Phylogenomic placement of B4-07 (A) and B4-01 (B) MAGs based on
concatenated partial amino acid sequences of 120 bacterial single copy conserved marker genes with
taxonomic designations according to the GTDB. The trees were built using the GTDB-Tk v2.1.1
(de_novo_wf) (Chaumeil et al., 2022). Bootstrap consensus tree is shown with values above 90% placed
at the nodes. Bar, 0.1 changes per position.
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