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

"2.Bacteroides fragilis BF_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 Korea 419 (GCA_000599205.1)
=Bacteroides fragilis CHG53_019 (GCA_022718435.1)
L 3%.Bacteroides fragilis NCTC 9343 (GCA_000025985.1)
19.Bacteroides fragilis $14 (GCA_001682215.1)
24.Bacteroides fragilis U_ 127162 (GCA_020859785.1)
Bacteroides fragilis S_651 (GCA_034134625.1)
——®.Bacteroides fragilis Map_ 188 015 (GCA 022745285.1)
25.Bacteroides fragilis S 715 (GCA_034133325.1)
=Bacteroides fragilis S_716 (GCA_034133345.1)
Bacteroides fragilis AF26-6 (GCA_003458955.1)
Bacteroides fragilis AM40-4AC (GCA_003468145.1)
Bacteroides fragilis AF15-10LB (GCA_003464385.1)
Bacteroides fragilis S_ 680 (GCA 034134025.1)
Bacteroides fragilis BF_FA_COP_DK_2009_16 (GCA_026965925.1)
“Bacteroides fragilis S_553 (GCA_034126205.1)
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