
Table S1:
[bookmark: _GoBack]The metagenomic bins and their quality. Metagenomic binning was done using the PATRIC service with the identical name (Pathosystems Resource Integration Center, https://www.patricbrc.org/) 1. A detailed explanation of the algorithm used by this service is available in https://docs.patricbrc.org/tutorial/binning_overview.html . Columns 10-18 ('Score' – 'Good PheS') are derived from the summary table in PATRIC for metagenomic binning results. The description of these columns is available in https://docs.patricbrc.org/tutorial/metagenomic_binning/metagenomic_output.html#the-binning-output-directory . The table also contains the GC content of each bin, the number of coding sequences identified (PATRIC CDS), and the number of tRNA and rRNA coding genes found. The last column indicates whether the bin was included in the phylogenetic analysis and searched for group- specific SNPs.
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