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

1%2.Bacteroides fragilis S 494 (GCA_034127915.1)
11, >Bacteroides fragilis 1001254)_160919_G3 (GCA_015551365.1)
1%{;:Ba(:teroides fragilis FGSZY24E2 (GCA_029872815.1)
L%Bacteroides fragilis S 435 (GCA 034128385.1)
Bacteroides fragilis GS077 (GCA_032190595.1)
=-Bacteroides fragilis BF_AB_HIL DK 1990 2 (GCA_026966815.1)
“=Bacteroides fragilis 2_1 56FAA (GCA_000218345.1)
“Bacteroides fragilis S_ 8 (GCA _034125885.1)
Bacteroides fragilis S_221 (GCA_034121095.1)
24.Bacteroides fragilis S 913 (GCA 034139605.1)
=Bacteroides fragilis BF_BC_ODE_DK 2011 (GCA 026966575.1)
Bacteroides fragilis S_638 (GCA_034134885.1)
28.Bacteroides fragilis S 229 (GCA 034132345.1)
—Bacteroides fragilis S24L26 (GCA_000598745.1)
=Bacteroides fragilis S24L34 (GCA 000599325.1)
Bacteroides fragilis GUT04 (GCA_008369705.1)
=Bacteroides fragilis S_79 (GCA_034124285.1)
=Bacteroides fragilis FFJLY17K5 (GCA 029872875.1)
=Bacteroides fragilis AF27-10 (GCA_003458215.1)
=Bacteroides fragilis S 218 (GCA 034121265.1)
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