N) tree generated by a cgMLST analysis (based on 1285 loci)
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—Bacteroides fragilis ERR1190612_bin.39_CONCOCT_v1.1_MAG (GCA_937981265.1)
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—Bacteroides fragilis AM26-13LB (GCA_003469705.1)
“Bacteroides fragilis S_ 559 (GCA_034126145.1)
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F@:Bacteroides fragilis S_143 (GCA_034122765.1)
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=Bacteroides fragilis S_ 922 (GCA_034139125.1)
=Bacteroides fragilis S_ 267 (GCA_034131645.1)
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