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

#3.Bacteroides uniformis COPD034 (GCA_014871195.1)

=Bacteroides uniformis ERR9578290 bin.11_MetaWRAP_v1.3 MAG (GCA 958421795.1)
Bacteroides uniformis D43t1_170807_G10 (GCA_015551105.1)

Bacteroides uniformis MTG221_bin.17 (GCA_934828605.1)

=Bacteroides uniformis OM18-7A (GCA_027691155.1)

%.Bacteroides uniformis DFI.4.149 (GCA_019131575.1)

Bacteroides uniformis DFI.4.38 (GCA_019132075.1)

Bacteroides uniformis DFI.4.97 (GCA_020555515.1)

Bacteroides uniformis DFI.4.120 (GCA_020555625.1)

“<Bacteroides uniformis AM07-14 (GCA_027662845.1)

Bacteroides uniformis ERR8263834_bin.24_MetaWRAP_v1.3_MAG (GCA_958431905.1)
Bacteroides uniformis BSD2780061688_150302_G4 (GCA_015552985.1)
Bacteroides uniformis CHG130_007 (GCA_022719175.1)

=Bacteroides uniformis CTOTU30903 (GCA_036730725.1)

—Bacteroides uniformis SRR413727-bin.26 (GCA_905197615.1)
=Bacteroides uniformis TM10-17 (GCA_003466245.1)

=Bacteroides uniformis AM26-18LB (GCA_027671165.1)

Bacteroides uniformis AM30-49 (GCA_003468865.1)

Bacteroides uniformis AF22-2-r (GCA_027684185.1)

=Bacteroides uniformis AF22-2 (GCA_027684245.1)

=]
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