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