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

2.Bacteroides fragilis S_491 (GCA_034128005.1)

Bacteroides fragilis S_359 (GCA_034129905.1)
Bacteroides fragilis 3783N1-8 (GCA_000598605.1)

238 LBacteroides fragilis 3783N1-6 (GCA_000599065.2)

226 2*LBacteroides fragilis BF_FA_COP_DK 2009 13 (GCA 026966095.1)
AgigﬁggBadfrmdesﬁBQMSBF_BC_OUH_DK_2007_19(GCA_0269665151)
—%Bacteroides fragilis Map_62_008 (GCA_022722255.1)

183 126.8acteroides fragilis Map_63_013 (GCA 022722135.1)

Bacteroides fragilis Map_78_008 (GCA_022734035.1)

Bacteroides fragilis 143 (GCA_008086695.1)

Bacteroides fragilis ZZ144 (GCA_027724225.1)

~Bacteroides fragilis S_371 (GCA_034129645.1)

Bacteroides fragilis 1009-4-F #10 (GCA_000598705.1)

=Bacteroides fragilis 1009-4-F #7 (GCA_000599285.2)

Bacteroides fragilis 3-F-2 #6 (GCA_000598865.1)

Bacteroides fragilis Bacteroides_fragilis_ MC1 (GCA_901212445.1)
—Bacteroides fragilis S_288 (GCA _034131245.1)

Bacteroides fragilis S_628 (GCA_034135105.1)

Bacteroides fragilis BF_BC_VE] DK 2012_1 (GCA_026966195.1)
Bacteroides fragilis BF_FA_COP_DK_2009 05 (GCA 026966015.1)
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