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

2LBacteroides fragilis S_1191 (GCA_034147645.1)
503 0.0263

Bacteroides fragilis DFI.5.18 (GCA_020558865.1)

Bacteroides fragilis DFI.5.35 (GCA_024463055.1)

0 Bacteroides fragilis CTOTU13312 (GCA_036819555.1)
®LBacteroides fragilis S_805 (GCA_034143405.1)

1.8 47.6

Bacteroides fragilis BF_BC_VIB_DK_2012_57 (GCA_026966215.1)
Bacteroides fragilis BF_AP_STO_SE_2014 (GCA_026966695.1)
Bacteroides fragilis S2_011_022G1_dasS2_011_022G1_maxbin2.maxbin.005 (GCA_032578715.1)
Bacteroides fragilis P15.E8 (GCA_020256935.1)
Bacteroides fragilis P15.C8 (GCA_020257085.1)
Bacteroides fragilis P15.A8 (GCA_020257125.1)
Bacteroides fragilis P15.D8 (GCA_020257155.1)

rlo

Bacteroides fragilis P16.F3 (GCA_020256835.1)
Bacteroides fragilis P16.A4 (GCA_020256925.1)
Bacteroides fragilis P16.A3 (GCA_020256905.1)
Bacteroides fragilis P16.G1 (GCA_020256545.1)
Bacteroides fragilis P16.H3 (GCA_020256775.1)

Bacteroides fragilis P16.C3 (GCA_020256805.1)
0

Bacteroides fragilis P16.H2 (GCA_020256865.1)
Bacteroides fragilis P16.A1 (GCA_020256985.1)

%Root

250



