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

*2.Bacteroides fragilis Tbg-45 (GCA_026719425.1)
Bacteroides fragilis U_127162 (GCA_020859785.1)
Bacteroides fragilis FGDLZ63K2 (GCA_029872855.1)

%.Bacteroides fragilis FGXGL59E1 (GCA_029872785.1)
Bacteroides fragilis ERR9492523 bin.10_MetaWRAP_v1.3_MAG (GCA_958425325.1)
Bacteroides fragilis S_9 (GCA_034125865.1)

Bacteroides fragilis 34-F-2 #13 (GCA_000598425.1)
Bacteroides fragilis 2-F-2 #4 (GCA_000598825.1)
Bacteroides fragilis 2-F-2 #7 (GCA_000598145.1)
=Bacteroides fragilis 2-F-2 #5 (GCA_000598285.1)
Bacteroides fragilis S_95 (GCA_034124005.1)

“E.Bacteroides fragilis AM31-13AC (GCA_003469305.1)
“Bacteroides fragilis MTG238_bin.52 (GCA_934871385.1)
Bacteroides fragilis MTG246_bin.34 (GCA_934875955.1)
Bacteroides fragilis MTG248_bin.50 (GCA_934882765.1)
Bacteroides fragilis MTG247_bin.25 (GCA_934876015.1)
“Bacteroides fragilis MTG239 bin.38 (GCA_934874975.1)
Bacteroides fragilis MTG235_bin.20 (GCA_934860245.1)

541Eg'87 Bacteroides fragilis CM13 (GCA_002810985.1)
! 0Lpacteroides fragilis 20793-3 (GCA_001699855.1)

[7.69
0.69

o




