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

22.Bacteroides fragilis S_345 (GCA_034130165.1)
w23 FBacteroides fragilis BF_FA_COP_DK_2009_10 (GCA_026965975.1)
=Bacteroides fragilis BF_BC_VE]J_DK 2009 (GCA_026966235.1)
=Bacteroides fragilis S_198 (GCA_034121675.1)

$8.Bacteroides fragilis B633_004 (GCA 022714305.1)
Bacteroides fragilis S 284 (GCA_034131265.1)
“Bacteroides fragilis S_ 274 (GCA_034131505.1)
Bacteroides fragilis AD126T_2B (GCA_007896675.1)
Bacteroides fragilis AD126T_1B (GCA_007896685.1)
Bacteroides fragilis AD126T_3B (GCA_022832325.1)
—Bacteroides fragilis S_837 (GCA_034142605.1)
B4.Bacteroides fragilis 3774 T13 (GCA_000598305.1)
2L.Bacteroides fragilis 1001285H_161024 D4 (GCA 015553495.1)
2o%LBacteroides fragilis S_996 (GCA 034145465.1)
“Bacteroides fragilis DFI.6.19 (GCA_020558655.1)
Bacteroides fragilis DF1.6.90 (GCA_024462195.1)
Bacteroides fragilis DFI.6.50 (GCA_024462335.1)
=Bacteroides fragilis DCMOUHO0042B (GCA_000724795.2)
=Bacteroides fragilis CFPLTA007_1B (GCA_022832355.1)
Bacteroides fragilis BF_BC_STO_SE 2017 (GCA_026966225.1)
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