N) tree generated by a cgMLST analysis (based on 516 loci)

8.Bacteroides ovatus AM109-55 (GCA_027722745.1)
#9884, acteroides ovatus S_589 (GCA_034136445.1)

o00[ “"Bacteroides ovatus S_675 (GCA_034134105.1)
ﬁ;Bacteroides ovatus S_795 (GCA_034143745.1)

068] 379

hio Bacteroides ovatus S_225 (GCA_034121055.1)
ﬁ;Bacteroides ovatus S_442 (GCA_034128225.1)
115 Bacteroides ovatus S_234 (GCA_034132245.1)
H;:Bacteroides ovatus S_403 (GCA_034129045.1)

B52ZBacteroides ovatus KLE1656 (GCA_001578575.1)
;‘;2 #4Bacteroides ovatus CHE588_009 (GCA_022719445.1)
413 #3.Bacteroides ovatus CTOTU12660 (GCA_036801705.1)

Bacteroides ovatus D52t1_170925_C3 (GCA_015549745.1)

Bacteroides ovatus D52st1l_H8 _D52t1_170925 (GCA_028400945.1)
“2Bacteroides ovatus G9_hRTP31088sv1_210526 (GCA_028399775.1)
Bacteroides ovatus BJH_205 (GCA_021411085.1)
287.Bacteroides ovatus BSD2780120875st1_G4_BSD2780120875b_170604 (GCA_028401205.1)
LBacteroides ovatus BSD2780120875stl_E1 (GCA_005844965.1)
~Bacteroides ovatus BSD2780120875b_170604_D9 (GCA_015561385.1)
Bacteroides ovatus BSD2780120875st1_H2_BSD2780120875_150330 (GCA_028401225.1)
Bacteroides ovatus BSD2780120875st1_E1_BSD2780120875_150330 (GCA_028401245.1)
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