N) tree generated by a cgMLST analysis (based on 1285 loci)

Bacteroides fragilis S_775 (GCA_034144545.1)
=Bacteroides fragilis S_339 (GCA_034130285.1)
=Bacteroides fragilis S_33 (GCA 034125465.1)
=Bacteroides fragilis S_385 (GCA_034129365.1)
—Bacteroides fragilis S_596 (GCA_034136105.1)
£95.Bacteroides fragilis S_800 (GCA_034143585.1)

47 EW Bacteroides fragilis S_737 (GCA_034132925.1)

! 828pacteroides fragilis S_96 (GCA_034123945.1)
s, 4.Bacteroides fragilis DFI.5.18 (GCA_020558865.1)

Bacteroides fragilis DFI.5.35 (GCA_024463055.1)

Bacteroides fragilis CTOTU13312 (GCA_036819555.1)
—Bacteroides fragilis S_1191 (GCA_034147645.1)
®12.Bacteroides fragilis S_805 (GCA 034143405.1)
422.8acteroides fragilis S_ 502 (GCA_034127795.1)
1, . Bacteroides fragilis OF05-13AC (GCA_003439635.1)
450 H;Bacteroides fragilis OF05-11AC (GCA_003439675.1)
Z4Bacteroides fragilis S 529 (GCA_034126575.1)
71 M9Bacteroides fragilis S_7 (GCA_034125905.1)
“=Bacteroides fragilis Map_73_005 (GCA_022734965.1)
—Bacteroides fragilis B70_bin.16 (GCA_021633405.1)
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