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

N %Bacteroides fragilis CLO3T12C07 (GCA_000273115.1)

215 “Bacteroides fragilis CLO3T12C07 (GCA_018292185.1)
238 ' LBacteroides fragilis CLO3T00C08 (GCA_000273095.1)
24.Bacteroides fragilis S_918 (GCA_034139245.1)

*®.Bacteroides fragilis S 1123 (GCA_034149545.1)
Bacteroides fragilis S_866 (GCA_034141385.1)
Bacteroides fragilis FJNDD5M4 (GCA_029872695.1)
Bacteroides fragilis BF_BC_OUH_DK_2007_21 (GCA_026966445.1)
Bacteroides fragilis S_380 (GCA_034129465.1)
2887.8acteroides fragilis P3-A9 (GCA 023274755.1)
T 29%®.gacteroides fragilis P1-D3 (GCA_023276335.1)
022 Bacteroides fragilis P1-G2 (GCA_023274245.1)
Bacteroides fragilis P2-H3 (GCA_023274315.1)
Bacteroides fragilis P2-H4 (GCA_023274495.1)
Bacteroides fragilis P1-A3 (GCA_023274715.1)
Bacteroides fragilis P2-E2 (GCA_023274775.1)
Bacteroides fragilis P1-A4 (GCA_023274895.1)
Bacteroides fragilis P1-D1 (GCA_023275035.1)
Bacteroides fragilis P2-E3 (GCA_023276265.1)
Bacteroides fragilis P2-E4 (GCA_023276305.1)
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