N) tree generated by a cgMLST analysis (based on 219 loci)

3.Bacteroides uniformis Thg-38 (GCA_026719465.1)
Bacteroides uniformis SUG3177 (GCA 034112825.1)
Bacteroides uniformis SUG1072 (GCA_022786725.1)
—Bacteroides uniformis ERR9607189_bin.1_MetaWRAP_v1.3_MAG (GCA_958354225.1)
Bacteroides uniformis AMR_MDS 5720 (GCA_035435705.1)
Bacteroides uniformis CTOTU45657 (GCA_036780385.1)
LBacteroides uniformis OM04-14BH (GCA_003439685.1)
Bacteroides uniformis AF07-6B (GCA_027687485.1)
Bacteroides uniformis AM39-1 (GCA_003467505.1)
Bacteroides uniformis AM14-1 (GCA_003472995.1)
837.Bacteroides uniformis Map_186_013 (GCA_022739695.1)
®LBacteroides uniformis AM16-3 (GCA_003470725.1)
96) 2*%Bacteroides uniformis AM28-49 (GCA 003469475.1)
Bacteroides uniformis AM29-1AC (GCA_003469025.1)
Bacteroides uniformis AM29-12AC (GCA_003469465.1)
=Bacteroides uniformis TF07-2 (GCA_003437205.1)
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