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

LBacteroides uniformis BH.2_6 (GCA_021204305.1)
70.3

Bacteroides uniformis COPD037 (GCA_014871175.1)
Bacteroides uniformis KLE1607 (GCA_001578555.1)
Bacteroides uniformis BIOML-A92 (GCA_009019055.1)
Bacteroides uniformis BIOML-A90 (GCA_009019075.1)
Bacteroides uniformis BIOML-A89 (GCA_009019085.1)
Bacteroides uniformis BIOML-A5 (GCA_009020755.1)

=lo

b6  85.Bacteroides uniformis SRR17684647 bin.6_metawrap v1.3 MAG (GCA_948471015.1)
2%Bacteroides uniformis AM50-4 (GCA_003463925.1)

13.6

0.87

Bacteroides uniformis CTOTU32153 (GCA_036801685.1)

Bacteroides uniformis J1101437_171009_C6 (GCA_015554825.1)

Bacteroides uniformis J1101437st1_H10 J1101437_171009 (GCA_028396425.1)
Bacteroides uniformis 1001217B_150727_B7 (GCA_015668775.1)

Bacteroides uniformis 1001217st1_C1_1001217B_191108 (GCA_028398115.1)

2.4
0.53

)

%Root

250



