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

“4%8.Bacteroides fragilis CHE588_011 (GCA 022719405.1)
Bacteroides fragilis Map_188_015 (GCA_022745285.1)
Bacteroides fragilis Map_62_008 (GCA _022722255.1)
Bacteroides fragilis UBA9490 (GCA 003541775.1)
Bacteroides fragilis Map_47_003 (GCA_022747145.1)

11— >Bacteroides fragilis 4868 (GCA_020743575.1)

%%.Bacteroides fragilis Map_21 006 (GCA 022726575.1)
Bacteroides fragilis Map_88 013 (GCA 022732255.1)
Bacteroides fragilis CTOTU31272 (GCA_036819515.1)
Bacteroides fragilis chick1l9 _bin18 (GCA_947856275.1)
Bacteroides fragilis OM02-11 (GCA_003439505.1)
Bacteroides fragilis OM02-9 (GCA_003439285.1)
=Bacteroides fragilis BSD2780061689_150309_H4 (GCA_015548495.1)
Bacteroides fragilis CF01-8 (GCA_003463555.1)

Bacteroides fragilis 3988T(B)14 (GCA_000598365.1)
Bacteroides fragilis 3988 T1 (GCA 000598205.1)
Bacteroides fragilis Map_70_004 (GCA_022735135.1)
=Bacteroides fragilis S_773 (GCA_034144645.1)
—Bacteroides fragilis (GCA_000434095.1)
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*%8.Bacteroides fragilis SRR13839997 bin.1_metawrap v1.3_MAG (GCA_947070925.1)



