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

5.Bacteroides uniformis ERR4918892_bin.2_MetaWRAP_v1.3 MAG (GCA_958447545.1)
Bacteroides uniformis 1001271st1_A10 (GCA_005845245.1)

Bacteroides uniformis 1001271B_150615_A10 (GCA_015553745.1)
=Bacteroides uniformis SUG1002 (GCA_022784345.1)

=Bacteroides uniformis bin-136 (GCA_029984635.1)

,[“+Bacteroides uniformis OM03-4 (GCA_003439225.1)

Bacteroides uniformis Bacteroides uniformis 81A2 (GCA_900624705.1)
—=Bacteroides uniformis G3_h1001713B170204 200309 (GCA _028396745.1)
Bacteroides uniformis LMAG:76 (GCA_008679735.1)

—Bacteroides uniformis DFI.6.25 (GCA_020558575.1)
=Bacteroides uniformis SUG3178 (GCA_034182305.1)
—=Bacteroides uniformis ERS329791_ bin78 (GCA_963559325.1)
Bacteroides uniformis DFI.1.139 (GCA_022138445.1)

Bacteroides uniformis DFI.1.135 (GCA_019132605.1)

Bacteroides uniformis DFI.1.247 (GCA_019132675.1)
Bacteroides uniformis DFI.1.173 (GCA_020563215.1)
Bacteroides uniformis DFI.1.143 (GCA 022138375.1)
Bacteroides uniformis DFI.1.140 (GCA _022138425.1)
Bacteroides uniformis DFI.1.138 (GCA_022138465.1)
Bacteroides uniformis DFI.1.121 (GCA_024463985.1)
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