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

*%Bacteroides ovatus 16-6-_ 5 MM (GCA_033550045.1)

“Bacteroides ovatus Map_73_003 (GCA_022734955.1)

Bacteroides ovatus AM60-17pH9A (GCA_027668645.1)

2%.Bacteroides ovatus TF13-18NSA (GCA_027690055.1)

Bacteroides ovatus J1101437_171009 H11 (GCA_015548845.1)

Bacteroides ovatus J1101437stl_G10_J1101437_171009 (GCA_028400775.1)
A*.Bacteroides ovatus BFG-107 (GCA 020091525.1)

—Bacteroides ovatus BFG-111 (GCA_024788845.1)

Bacteroides ovatus SD CMC 3f (GCA_000178275.1)

Bacteroides ovatus Map_57_005 (GCA_022728335.1)

Bacteroides ovatus 1001262B_160229 F6 (GCA_015551835.1)

Bacteroides ovatus B8_h1001262B_191106 (GCA_028399745.1)

Bacteroides ovatus 1001254) 160919 H11 (GCA_015552185.1)

Bacteroides ovatus D40t1_170626 B4 (GCA_015555955.1)

Bacteroides ovatus D40stl_C6_D40t1_170626 (GCA_028400985.1)

Bacteroides ovatus D35stl_G10_D35t1_190705 (GCA 028401025.1)

Bacteroides ovatus D35stl_E11 D35t1 190705 (GCA_028401045.1)

20238 cteroides ovatus BSD2780061687st2_ H2 BSD2780061687b 171204 (GCA 028401285.1)

Bacteroides ovatus BSD2780061687b_171204_C3 (GCA_015550085.1)

Bacteroides ovatus 115 (GCA_918270795.1)
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