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

L%5.Bacteroides fragilis S_116 (GCA_034123565.1)

Bacteroides fragilis S_673 (GCA_034134185.1)

Bacteroides fragilis S_47 (GCA_034124905.1)

Bacteroides fragilis ERR1190612_bin.39_CONCOCT_v1.1_MAG (GCA_937981265.1)
~~Bacteroides fragilis Map_138 010 (GCA_022742205.1)

=Bacteroides fragilis SRR17794267_bin.5_metawrap_v1.3_MAG (GCA_947653785.1)
—+Bacteroides fragilis FBJ25K26 (GCA_029872885.1)

=Bacteroides fragilis BOB25 (GCA_000965785.1)

—Bacteroides fragilis AM26-13LB (GCA_003469705.1)

Bacteroides fragilis S_559 (GCA_034126145.1)

osos [ "Bacteroides fragilis S_806 (GCA_034143165.1)
0'?@:Bacteroides fragilis S_143 (GCA_034122765.1)
#1lBacteroides fragilis BF_BC_ARH_DK_1964 (GCA 026966705.1)
—=Bacteroides fragilis S_922 (GCA_034139125.1)
~Bacteroides fragilis S_267 (GCA_034131645.1)
Bacteroides fragilis S_73 (GCA_034124385.1)
“Bacteroides fragilis BF_AB_HIL_DK 1990 1 (GCA _026966805.1)
Bacteroides fragilis 11345 (GCA_000598785.2)
—=Bacteroides fragilis S_239 (GCA_034132185.1)
“Bacteroides fragilis S_316 (GCA_034130705.1)

0.25

3.34.




