
1
0

1
0

0.56
4.98

1
57.7

1
427

1
12.1

0.95
2.5

Bacteroides fragilis S_688 (GCA_034133915.1)0.5

Bacteroides fragilis S_687 (GCA_034133905.1)1.5

Bacteroides fragilis BF_FA_COP_DK_2009_04 (GCA_026966075.1)5.5

Bacteroides fragilis S_231 (GCA_034132365.1)16.7

1
328

1
120

Bacteroides fragilis S_62 (GCA_034124625.1)15.3

Bacteroides fragilis AM13-18 (GCA_003472195.1)15.7

Bacteroides fragilis S_1123 (GCA_034149545.1)133

1
221

Bacteroides fragilis S23L24 (GCA_000599305.1)303

Bacteroides fragilis BF_BC_SLA_DK_2015 (GCA_026966255.1)297

1
188

1
253

Bacteroides fragilis S_815 (GCA_034143105.1)82.2

Bacteroides fragilis J1101004_170508_F3 (GCA_015560515.1)87.8

1
131

Bacteroides fragilis W1P13.014 (GCA_004555505.1)209

1
154

1
13

1
25.5

Bacteroides fragilis CL07T12C05 (GCA_000273155.1)0.0513

Bacteroides fragilis CL07T00C01 (GCA_000263115.1)1.95

Bacteroides fragilis S_373 (GCA_034129625.1)36.5

1
16.6

0.92
2.76

0.97
4.64

Bacteroides fragilis AF01-12J (GCA_027688795.1)29

1
6.03

Bacteroides fragilis S_125 (GCA_034123225.1)9.61

Bacteroides fragilis S_44 (GCA_034125085.1)10.4

Bacteroides fragilis SUG365 (GCA_022780605.1)26.4

Bacteroides fragilis FGXGL18E1 (GCA_029872775.1)38.2

Root0

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

250


