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

23.Bacteroides fragilis BFG-1 (GCA_020091565.1)
—=Bacteroides fragilis AF32-10 (GCA_003475385.1)
=Bacteroides fragilis TM08-15 (GCA_003436285.1)
=Bacteroides fragilis CHE524_008 (GCA_022719775.1)
2%, ™2pacteroides fragilis S_123 (GCA_034123265.1)
228 29.Bacteroides fragilis Tbg-20 (GCA 026626385.1)
*®.Bacteroides fragilis BF_FA_ODE_DK_2015 (GCA_026965895.1)
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)
Bacteroides fragilis S_104 (GCA_034123765.1)
Bacteroides fragilis S_99 (GCA_034123865.1)

o[ Bacteroides fragilis S14 (GCA_001682215.1)
AATA{::;ABaderdesﬁagmsLL127162(GCA_0208597851)

24.Bacteroides fragilis BSD2780061687_ 150420 _F6 (GCA_015548825.1)

=Bacteroides fragilis 1284 (GCA_002811025.1)
=Bacteroides fragilis S 57 (GCA 034124725.1)
Bacteroides fragilis BF_FA_COP_DK_2009_01 (GCA_026966055.1)
Bacteroides fragilis S_843 (GCA_034142305.1)
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