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

#2Bacteroides fragilis DFI.5.18 (GCA_020558865.1)

Bacteroides fragilis BF_BC_OUH_DK_2008_34 (GCA_026966455.1)

Bacteroides fragilis S_805 (GCA_034143405.1)

Bacteroides fragilis BF_BC_VIB_DK_2012_57 (GCA_026966215.1)

Bacteroides fragilis BF_AP_STO_SE_2014 (GCA_026966695.1)

~Bacteroides fragilis BF_FA_COP_DK_2009_06 (GCA_026966035.1)

—Bacteroides fragilis ERR4918954_bin.5_MetaWRAP_v1.3_MAG (GCA_958443035.1)
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)

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)

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