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

“%.Bacteroides fragilis S 131 (GCA_034123005.1)
*.Bacteroides fragilis BF_XX_HVI_DK_ 2016 (GCA_026965955.1)

L1, Bacteroides fragilis COR2-248-WT-1 (GCA_012844105.1)
%Bacteroides fragilis FJSWX20K1 (GCA 029872675.1)
#%Bacteroides fragilis HAP130N_2B (GCA_007896745.1)
2%Bacteroides fragilis MSK.7.8 (GCA_019041875.1)
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1 $Bacteroides fragilis MSK.7.6 (GCA_019041735.1)
***LBacteroides fragilis MSK.8.18 (GCA_019041775.1)

266 ol Bacteroides fragilis S_601 (GCA_034136005.1)
1%E:Bacteroides fragilis BF_BC_SKE_DK 2016 (GCA _026966325.1)
Y3.Bacteroides fragilis S_227 (GCA_034132385.1)
—Bacteroides fragilis S_549 (GCA_034126285.1)
“Bacteroides fragilis S_ 420 (GCA_034128665.1)
=Bacteroides fragilis FDAARGOS_1514 (GCA _020297435.1)
Bacteroides fragilis S 985 (GCA 034145705.1)
Bacteroides fragilis S_ 944 (GCA_034138285.1)
Bacteroides fragilis S_873 (GCA_034141025.1)
=Bacteroides fragilis Map_127 012 (GCA_022746755.1)
. Bacteroides fragilis BFR_KZ10 (GCA_014042465.1)
048858 acteroides fragilis BEL (GCA_001286525.1)
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