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

®2Bacteroides fragilis FJLHD22K4 (GCA_029872735.1)
Bacteroides fragilis FAHBZ17K2 (GCA_029872965.1)
Bacteroides fragilis Map_80_005 (GCA_022733395.1)
=Bacteroides fragilis Map_130_017 (GCA_022746405.1)
L (2%Bacteroides fragilis 16751 (GCA_019915805.1)
~Bacteroides fragilis S_754 (GCA_034132565.1)
Bacteroides fragilis 638R (GCA_000210835.1)
~Bacteroides fragilis L3_105_245G1_dasL3_105_245G1_maxbin2.maxbin.009 (GCA_018369215.1)
Bacteroides fragilis Map_22_003 (GCA_022744835.1)

2l Bacteroides fragilis $36L12 (GCA_000599345.1)

! E’“ Bacteroides fragilis DS-166 (GCA_000598245.1)

5 Bacteroides fragilis S_517 (GCA_034127085.1)
! Em Bacteroides fragilis S_265 (GCA _034131665.1)

= ,i2%Bacteroides fragilis Map_115_023 (GCA_022721415.1)
=Bacteroides fragilis BSD2780120874b_170522_C6 (GCA_015558985.1)
=Bacteroides fragilis Map_15_017 (GCA_022741515.1)
Bacteroides fragilis 143 (GCA_008086695.1)
Bacteroides fragilis ZZ144 (GCA_027724225.1)
Bacteroides fragilis BF_FA_COP_DK_2009 01 (GCA_026966055.1)
Bacteroides fragilis S_843 (GCA_034142305.1)
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