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

, (*>Bacteroides ovatus AM60-17pH9A (GCA_027668645.1)
=Bacteroides ovatus TF13-18NSA (GCA_027690055.1)
Bacteroides ovatus J1101437_171009_H11 (GCA_015548845.1)
Bacteroides ovatus J1101437st1_G10_J1101437_171009 (GCA_028400775.1)
=Bacteroides ovatus 16-6-_5 MM (GCA_033550045.1)
=Bacteroides ovatus Map_73_003 (GCA_022734955.1)
L[**Bacteroides ovatus ERR1430437-bin.20 (GCA_905205635.1)
=Bacteroides ovatus BJH_9 (GCA_021406465.1)
=Bacteroides ovatus BFG-636 (GCA_024788605.1)
Bacteroides ovatus BFG-107 (GCA_020091525.1)
=Bacteroides ovatus SD CMC 3f (GCA_000178275.1)
%%Bacteroides ovatus BFG-299 (GCA_024759365.1)
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 MCC138 (GCA_018785965.1)
Bacteroides ovatus AM52-3BH (GCA_027669195.1)
Bacteroides ovatus 115 (GCA_918270795.1)
Bacteroides ovatus BSD2780061687st2_H2_BSD2780061687b_171204 (GCA_028401285.1)
Bacteroides ovatus BSD2780061687b_171204_C3 (GCA_015550085.1)
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