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

Bacteroides fragilis 2-078382-3 (GCA_001699865.1)
Bacteroides fragilis 86-5443-2-2 (GCA_001699885.1)
Bacteroides fragilis 86-5443-2-2 (GCA_023702735.1)
Bacteroides fragilis S_8 (GCA 034125885.1)
Bacteroides fragilis S_435 (GCA_034128385.1)
~~Bacteroides fragilis BF_AB_HIL_DK_ 1990 _2 (GCA_026966815.1)
Bacteroides fragilis S_494 (GCA 034127915.1)
“=Bacteroides fragilis 078320-1 (GCA_002811085.1)
=Bacteroides fragilis BF_BC_VEJ_DK 2014 (GCA_026966295.1)
Bacteroides fragilis 1001136B_160425_F11 (GCA_015669435.1)
~~Bacteroides fragilis S_525 (GCA_034126765.1)
=Bacteroides fragilis ERR9578303_bin.20_MetaWRAP_v1.3 MAG (GCA 958413845.1)
L 318.Bacteroides fragilis FFJLY17K5 (GCA_029872875.1)

*Bacteroides fragilis OF05-11AC (GCA_003439675.1)
Bacteroides fragilis OF05-13AC (GCA_003439635.1)
=Bacteroides fragilis S_502 (GCA_034127795.1)
“Bacteroides fragilis S_529 (GCA_034126575.1)
Bacteroides fragilis S_7 (GCA_034125905.1)
Bacteroides fragilis Map_73_005 (GCA_022734965.1)
~Bacteroides fragilis B70_bin.16 (GCA_021633405.1)
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