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

*.Bacteroides fragilis Map_165_009 (GCA_022745625.1)
— 3.Bacteroides fragilis S_615 (GCA_034135445.1)
' 2.Bacteroides fragilis BF_FA_ODE_DK_2015 (GCA_026965895.1)
131 “2.Bacteroides fragilis DS-166 (GCA_000598245.1)
Bacteroides fragilis TL139C_1B (GCA_007896795.1)
Bacteroides fragilis TL139C_2B (GCA_009025495.1)
Bacteroides fragilis TL139C_3B (GCA_022832315.1)
-Bacteroides fragilis OM06-30AC (GCA_003438775.1)
Bacteroides fragilis OM06-1 (GCA_003438895.1)
Bacteroides fragilis OM06-17AC (GCA 027691865.1)
—Bacteroides fragilis S_481 (GCA_034152945.1)
“=Bacteroides fragilis US326 (GCA_002811035.1)
24, o “Bacteroides fragilis S36L12 (GCA_000599345.1)
Bacteroides fragilis S36L5 (GCA_000599025.1)
=Bacteroides fragilis S36L11 (GCA _000599125.1)
Bacteroides fragilis S6R5 (GCA_000599045.1)
Bacteroides fragilis S6R6 (GCA_000599245.1)
Bacteroides fragilis S6L8 (GCA_000599385.1)
=Bacteroides fragilis S6L3 (GCA_000599225.1)
=Bacteroides fragilis S6R8 (GCA_000601075.2)
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