N) tree generated by a cgMLST analysis (based on 1285 loci)
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ZLpacteroides fragilis AM26-13LB (GCA_003469705.1)
=Bacteroides fragilis S_559 (GCA_034126145.1)
Bacteroides fragilis FB)J25K26 (GCA_029872885.1)
0.gacteroides fragilis S_116 (GCA_034123565.1)

1o Bacteroides fragilis S_96 (GCA_034123945.1)
! E’B Bacteroides fragilis S_737 (GCA_034132925.1)

! ZLBacteroides fragilis Map_80_005 (GCA_022733395.1)
=Bacteroides fragilis Map_130_017 (GCA_022746405.1)
~Bacteroides fragilis FAHBZ17K2 (GCA_029872965.1)
—Bacteroides fragilis FJLHD22K4 (GCA_029872735.1)

29.Bacteroides fragilis BFR_KZ03 (GCA_004798525.1)
=Bacteroides fragilis BFR_KZ02 (GCA_004798515.1)
Bacteroides fragilis BFR_KZ01 (GCA_004798445.1)
. F*>Bacteroides fragilis 16751 (GCA_019915805.1)
4.Bacteroides fragilis S_754 (GCA_034132565.1)
' #8.Bacteroides fragilis 638R (GCA_000210835.1)
2 Bacteroides fragilis L3_105_245G1_dasL3_105_245G1_maxbin2.maxbin.009 (GCA_018369215.1)
Bacteroides fragilis Map_22_003 (GCA_022744835.1)
Bacteroides fragilis BF_XX_HVI_DK 2016 (GCA_026965955.1)
28,Bacteroides fragilis Map_205_005 (GCA_022744925.1)




