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

Bacteroides fragilis MSK.7.8 (GCA_019041875.1)
Bacteroides fragilis MSK.7.6 (GCA_019041735.1)
Bacteroides fragilis S 146 (GCA 034122685.1)
—%.Bacteroides fragilis S_719 (GCA_034133285.1)

6.58

Bacteroides fragilis BF_BC_SKE_DK 2016 (GCA_026966325.1)

=Bacteroides fragilis S_473 (GCA_034152725.1)

=Bacteroides fragilis Tbg-36 (GCA_026719505.1)

28LBacteroides fragilis S 601 (GCA_034136005.1)

bas #LBacteroides fragilis rmaize_ METABAT 170 (GCA 025542715.1)

! o Bacteroides fragilis S_549 (GCA_034126285.1)

=Bacteroides fragilis S_ 227 (GCA_034132385.1)

=Bacteroides fragilis S_420 (GCA_034128665.1)

=Bacteroides fragilis FDAARGOS 1514 (GCA 020297435.1)
2%Bacteroides fragilis S 873 (GCA_034141025.1)

“Bacteroides fragilis Map_127 012 (GCA 022746755.1)

=-Bacteroides fragilis S_953 (GCA_034138005.1)

—Bacteroides fragilis S_985 (GCA_034145705.1)

Bacteroides fragilis BE1 (GCA_001286525.1)

=Bacteroides fragilis BFR_KZ10 (GCA_014042465.1)

=Bacteroides fragilis S 944 (GCA 034138285.1)

0.95 64.3

24.1

=lo
=

1.61

%Root

250



