N) tree generated by a cgMLST analysis (based on 516 loci)
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Bacteroides ovatus MCC138 (GCA_018785965.1)

Bacteroides ovatus A3_m1001713B170214d0 201011 (GCA_028399885.1)
%.Bacteroides ovatus D1_m1001713B170214d0 201011 (GCA_028400325.1)
—~Bacteroides ovatus Map_188_017 (GCA_022747525.1)
Bacteroides ovatus CHE523_008 (GCA_022719975.1)
Bacteroides ovatus BFG-349 (GCA_024790065.1)
~Bacteroides ovatus AM52-3BH (GCA_027669195.1)
~=Bacteroides ovatus CHG30_014 (GCA_022718855.1)
L 10.8acteroides ovatus 115 (GCA 918270795.1)
o4 -Bacteroides ovatus BFG-185 (GCA_024793185.1)
1%Q:Bacteroides ovatus BJH_28 (GCA_021410685.1)
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Bacteroides ovatus BSD2780061687st2_H2_BSD2780061687b_171204 (GCA_028401285.1)
Bacteroides ovatus BSD2780061687b_171204_C3 (GCA_015550085.1)
=Bacteroides ovatus S101_1 (GCA_030928685.1)
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Bacteroides ovatus BFG-299 (GCA_024759365.1)
Bacteroides ovatus BJH_205 (GCA_021411085.1)

rlo

Bacteroides ovatus BSD2780120875st1l_E1 (GCA_005844965.1)

Bacteroides ovatus BSD2780120875b_170604_D9 (GCA_015561385.1)

Bacteroides ovatus BSD2780120875st1_H2_BSD2780120875_150330 (GCA_028401225.1)
Bacteroides ovatus BSD2780120875stl_G4_BSD2780120875b_170604 (GCA_028401205.1)




