N) tree generated by a cgMLST analysis (based on 1285 loci)
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25%.Bacteroides fragilis S_ 688 (GCA 034133915.1)
Bacteroides fragilis S_ 687 (GCA_034133905.1)
Bacteroides fragilis BF_FA_COP_DK 2009 _04 (GCA_026966075.1)
—Bacteroides fragilis S_231 (GCA_034132365.1)

"*3.Bacteroides fragilis BE_FA_COP_DK 2009 01 (GCA 026966055.1)
Bacteroides fragilis S_843 (GCA_034142305.1)
=Bacteroides fragilis S 57 (GCA_034124725.1)
=Bacteroides fragilis 1284 (GCA_002811025.1)
=Bacteroides fragilis BSD2780061687_150420_F6 (GCA_015548825.1)
#.Bacteroides fragilis Map_60_003 (GCA_022722555.1)
—=Bacteroides fragilis FDAARGOS_1515 (GCA_020297585.1)
Bacteroides fragilis CL0O4T03C20 (GCA_002810995.1)
=Bacteroides fragilis ATCC 25285 (GCA_001997325.1)
Bacteroides fragilis NCTC 9343 (GCA_000025985.1)
Bacteroides fragilis KLE1758 (GCA_001580095.1)
Bacteroides fragilis KLE1257 (GCA_001580105.1)
Bacteroides fragilis CCUG4856T (GCA_005706655.1)
Bacteroides fragilis FDAARGOS_1025 (GCA_016623685.1)
Bacteroides fragilis FDAARGOS_1512 (GCA_020097275.1)
Bacteroides fragilis NCTC 9343 (GCA_900445515.1)




