N) tree generated by a cgMLST analysis (based on 516 loci)
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205 #12Bacteroides ovatus D53t1_180928 E11 (GCA_015557585.1)
1%{Q:Bacteroides ovatus BJH_27 (GCA_021410745.1)

Y-Bacteroides ovatus WH713 (GCA 918279245.1)

%-Bacteroides ovatus BSD2780061688stl_A7 (GCA_005844865.1)
Bacteroides ovatus BSD2780061688st1_C6 (GCA_005845145.1)

Bacteroides ovatus BSD2780061688b_171218 C3 (GCA_015555775.1)
Bacteroides ovatus H10_hBSD2780061687b_210117 (GCA_028400045.1)
Bacteroides ovatus A9_hBSD2780061687b_210117 (GCA_028400065.1)
Bacteroides ovatus A3_hBSD2780061687b_210117 (GCA_028400075.1)
Bacteroides ovatus C6_hBSD2780061687b_210117 (GCA_028400095.1)

L4.Bacteroides ovatus BJH_18 (GCA_021411555.1)
>?“Bacteroides ovatus V975 (GCA_900095495.1)

25L.Bacteroides ovatus ATCC 8483 (GCA_002959635.1)

=Bacteroides ovatus ATCC 8483 (GCA_000154125.1)
t*%.Bacteroides ovatus FDAARGOS 1516 (GCA 020149745.1)
%-Bacteroides ovatus ATCC 8483 (GCA 001314995.1)
Bacteroides ovatus FDAARGOS_1235 (GCA_016894185.1)
Bacteroides ovatus ATCC 8483 (GCA_025146775.1)
Bacteroides ovatus DSM 1896 (GCA_900107475.1)
Bacteroides ovatus NCTC11153 (GCA_900445505.1)




