N) tree generated by a cgMLST analysis (based on 219 loci)
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Bacteroides uniformis 1001713st1_B8_1001713B170214_170313 (GCA_028397295.1)

“Bacteroides uniformis 1001713st1_F9 1001713B170221_170320 (GCA_028397235.1)
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gﬁBacteroides uniformis SRR18940293_bin.17_MetaWRAP_v1.3_MAG (GCA_958435365.1)
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.Bacteroides uniformis AM50-4 (GCA_003463925.1)




