N) tree generated by a cgMLST analysis (based on 516 loci)
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“Bacteroides ovatus CLO3T12C18 (GCA_000273215.1)

Bacteroides ovatus CLO3T12C18 (GCA_018492845.1)

00234, Bacteroides ovatus VPI435 (GCA 918292745.1)

P2%2.Bacteroides ovatus C2_h1001713B170204_200309 (GCA_028399845.1)
Bacteroides ovatus 1001713B170214_170313_E4 (GCA_015550105.1)
™Bacteroides ovatus D4_h1001713B170204_200309 (GCA_028399765.1)
“Bacteroides ovatus H5_m1001713B170214d0_201011 (GCA 028399825.1)
Bacteroides ovatus D10_m1001713B170214d0 201011 (GCA_028399895.1)
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