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

Bacteroides uniformis AF19-23 (GCA_003459625.1)
~Bacteroides uniformis LMAG:22 (GCA_008680795.1)
~Bacteroides uniformis CTOTU36389 (GCA_036819475.1)
“Bacteroides uniformis SRR20881978_bin.2_MetaWRAP_v1.3_MAG (GCA_959019685.1)
Bacteroides uniformis BSD2780061689st1_G7 (GCA_005844235.1)
Bacteroides uniformis BSD2780061689st1l_G7_BSD2780061688b_171218 (GCA_028396925.1)
Bacteroides uniformis BSD2780061689_150309_C6 (GCA_015549845.1)
Bacteroides uniformis BSD2780061689st1_F3_BSD2780061688b_171218 (GCA_028396905.1)
“.7Bacteroides uniformis D31t1_170403_D7 (GCA_015551575.1)
8LBacteroides uniformis Map_8 010 (GCA_022733625.1)
e7e] P“Bacteroides uniformis Bacteroides_uniformis_ DSM110080 (GCA 932750725.1)
w53l 15/ Bacteroides uniformis Bacteroides uniformis 82G1 (GCA_900896415.2)
=Bacteroides uniformis D31t1_170403_F6 (GCA_015550905.1)
Bacteroides uniformis BIOML-A10 (GCA_009020635.1)
Bacteroides uniformis ca_0067 (GCA_004167505.1)
Bacteroides uniformis BIOML-A8 (GCA_009020675.1)
%Bacteroides uniformis BIOML-A7 (GCA_009020685.1)
Bacteroides uniformis BIOML-A9 (GCA_009020705.1)
Bacteroides uniformis BIOML-A6 (GCA_009020735.1)

=lo

o

Root

250



