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

,F-*Bacteroides fragilis S_491 (GCA_034128005.1)
=Bacteroides fragilis S_359 (GCA_034129905.1)
Bacteroides fragilis 3783N1-6 (GCA_000599065.2)
=-Bacteroides fragilis 3783N1-8 (GCA_000598605.1)
Bacteroides fragilis 3976T7 (GCA_000598165.1)

i BLBacteroides fragilis AM13-18 (GCA_003472195.1)
~Bacteroides fragilis S_62 (GCA_034124625.1)
Bacteroides fragilis S_1123 (GCA_034149545.1)

i 2L.Bacteroides fragilis S 989 (GCA 034145645.1)
¥8.Bacteroides fragilis ERR9492523_bin.10_MetaWRAP_v1.3_MAG (GCA_958425325.1)
25.Bacteroides fragilis SUG827 (GCA_022782465.1)

0s3) 6ol Bacteroides fragilis S_141 (GCA_034122785.1)
446 H;:Bacteroides fragilis BF_AB_COP_DK_1973 (GCA_026966795.1)
107.Bacteroides fragilis HMW 615 (GCA_000297735.1)
=Bacteroides fragilis 3719 A10 (GCA_000598845.1)
—Bacteroides fragilis BFR_KZ09 (GCA_014042455.1)
~~Bacteroides fragilis CD10_MAG1 (GCA_019013355.1)
=Bacteroides fragilis D33t1_170424_C9 (GCA_015669295.1)
—~Bacteroides fragilis ERR1606358_bin.22_metaWRAP_v1.3_MAG (GCA_945901435.1)
=Bacteroides fragilis FGDLZ63K2 (GCA_029872855.1)
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