N) tree generated by a cgMLST analysis (based on 1285 loci)
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2.Bacteroides fragilis DCMOUH0042B (GCA_000724795.2)
Bacteroides fragilis DFI.6.19 (GCA_020558655.1)
Bacteroides fragilis DFI.6.90 (GCA_024462195.1)
Bacteroides fragilis DFI.6.50 (GCA_024462335.1)
Bacteroides fragilis S_996 (GCA_034145465.1)
Bacteroides fragilis CFPLTA007_1B (GCA_022832355.1)
“Bacteroides fragilis BF_BC_STO_SE_2017 (GCA_026966225.1)

~Bacteroides fragilis 1001285H_161024_D4 (GCA_015553495.1)

#2.Bacteroides fragilis Map_47_003 (GCA_022747145.1)
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Bacteroides fragilis JCM 11017 (GCA_000613425.1)

Bacteroides fragilis Tbg-45 (GCA_026719425.1)

~Bacteroides fragilis Map_11_002 (GCA_022716295.1)

Bacteroides fragilis Map_38_004 (GCA_022724695.1)

Bacteroides fragilis SRR15057920_bin.43_metaWRAP_v1.3_MAG (GCA_945948925.1)
Bacteroides fragilis S_21 (GCA_034125625.1)

=Bacteroides fragilis BF_BC_ARH_DK 1981 (GCA_026966635.1)
“~Bacteroides fragilis FJLHD27K4 (GCA_029872715.1)

Bacteroides fragilis BF_BC_COP_DK 1977 (GCA_026966655.1)
=Bacteroides fragilis S_894 (GCA_034140225.1)

Bacteroides fragilis S_449 (GCA_034128125.1)



