N) tree generated by a cgMLST analysis (based on 219 loci)

*1%.Bacteroides uniformis 1001136B_160425 A4 (GCA 015548005.1)
t%.Bacteroides uniformis COPD041 (GCA_014871105.1)

o 2¢%.Bacteroides uniformis CLO6T06C18 (GCA_018289375.1)

12 “Bacteroides uniformis BIOML-A17 (GCA_009020475.1)

o Bacteroides uniformis BIOML-A16 (GCA_009020535.1)
Bacteroides uniformis BIOML-A15 (GCA_009020545.1)
Bacteroides uniformis BIOML-A13 (GCA_009020575.1)
Bacteroides uniformis BIOML-A12 (GCA_009020605.1)
=-Bacteroides uniformis MCC198 (GCA_018785825.1)

0.181 %-Bacteroides uniformis FDAARGOS 901 (GCA 016117815.1)
Bacteroides uniformis VPI-61 (GCA_021409535.1)

Bacteroides uniformis ATCC 8492 (GCA 025147485.1)

Bacteroides uniformis MSK.18.66 (GCA 019128965.1)

Bacteroides uniformis MSK.18.89 (GCA_019128995.1)
Bacteroides uniformis MSK.18.78 (GCA_019129055.1)
Bacteroides uniformis MSK.18.74 (GCA_019129075.1)
Bacteroides uniformis MSK.18.77 (GCA_019129135.1)
Bacteroides uniformis MSK.18.33 (GCA_019129195.1)
Bacteroides uniformis MSK.18.25 (GCA_019129315.1)
Bacteroides uniformis MSK.18.30 (GCA_019129335.1)

0.325
0.3

rlo

%Root

250



