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

23.Bacteroides fragilis S 248 (GCA_034132005.1)
—Bacteroides fragilis S_30 (GCA_034125505.1)
=Bacteroides fragilis S_302 (GCA_034130965.1)
Bacteroides fragilis UMB10241A (GCA_030223255.1)
Bacteroides fragilis UMB10241B (GCA_030223305.1)

454 “Bacteroides fragilis 86-5443-2-2 (GCA_001699885.1)
311 l%Q:Bacteroides fragilis 86-5443-2-2 (GCA_023702735.1)
BLe.Bacteroides fragilis 2-078382-3 (GCA_001699865.1)

*24Bacteroides fragilis 078320-1 (GCA_002811085.1)
—Bacteroides fragilis BF_BC_VEJ DK 2014 (GCA_026966295.1)
Bacteroides fragilis S_ 494 (GCA _034127915.1)
—Bacteroides fragilis 1001254)_160919_G3 (GCA_015551365.1)
~Bacteroides fragilis FGSZY24E2 (GCA_029872815.1)
Bacteroides fragilis S_229 (GCA _034132345.1)
Bacteroides fragilis S_221 (GCA_034121095.1)
Bacteroides fragilis S 8 (GCA_034125885.1)
=Bacteroides fragilis S_ 435 (GCA_034128385.1)
Bacteroides fragilis 2_1_56FAA (GCA_000218345.1)

=1o

165

=lo
=

Bacteroides fragilis GS077 (GCA_032190595.1)

%Root

250

Bacteroides fragilis BF_AB_HIL_DK_1990 2 (GCA_026966815.1)



