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

f28.Bacteroides uniformis BSD2780061688_150302_G4 (GCA_015552985.1)
“~Bacteroides uniformis COPD034 (GCA_014871195.1)
Bacteroides uniformis ERR9578290_bin.11_MetaWRAP_v1.3_MAG (GCA_958421795.1)
2%.Bacteroides uniformis MTG245_bin.1 (GCA _934876715.1)
t.Bacteroides uniformis MTG223_bin.47 (GCA_934835475.1)
8%.Bacteroides uniformis MTG241_bin.27 (GCA_934871765.1)
Bacteroides uniformis MTG221_bin.17 (GCA_934828605.1)
Bacteroides uniformis MTG244_bin.47 (GCA_934868665.1)

_ Bacteroides uniformis MTG242_bin.1 (GCA_934877115.1)
Oae 0¥, Bacteroides uniformis MTG227_bin.39 (GCA_934834315.1)
“Bacteroides uniformis MTG231_bin.43 (GCA_934834705.1)
Bacteroides uniformis MTG226_bin.8 (GCA_934838585.1)
2%.Bacteroides uniformis MTG225_bin.6 (GCA_934834655.1)
umw3°Bad£rmdesunWonnBIWTG224_bkL4(GCAL9348391251)
agAAAEBacteroidesuniformisI\/|TG23O_bin.45(GCA_934842295.1)
099%LBacteroides uniformis MTG229 bin.49 (GCA_934838775.1)
Bacteroides uniformis D43t1_170807_G10 (GCA_015551105.1)
Bacteroides uniformis MTG220_bin.14 (GCA_934829465.1)
Bacteroides uniformis MTG228_bin.24 (GCA_934842655.1)
Bacteroides uniformis MTG243_bin.26 (GCA_934871305.1)

=|o

0.46

%Root

250



