N) tree generated by a cgMLST analysis (based on 516 loci)
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¥2.Bacteroides ovatus S_477 (GCA_034152865.1)

%Bacteroides ovatus AM100-PB-1D-14A (GCA_027660585.1)
Bacteroides ovatus AM100_PB_1D 44A (GCA_027661525.1)
Bacteroides ovatus AM100 PB_1D 42A (GCA 027661565.1)
Bacteroides ovatus AM100_PB_1D 42 (GCA_027661595.1)
=-Bacteroides ovatus AM100 PB 1D 44 (GCA 027661545.1)

Bacteroides ovatus AF20-9LB (GCA_003459425.1)

~+Bacteroides ovatus S_241 (GCA_034132165.1)

22LBacteroides ovatus 2226st2_H2_2226SCRN_200925 (GCA _028401345.1)
0783, Bacteroides ovatus 2226st2_C3_2226SCRN_ 200925 (GCA_028402175.1)
Bacteroides ovatus D6t1_180914 D4 (GCA_015550025.1)

Bacteroides ovatus CD12_MAG9 (GCA_019013265.1)

Bacteroides ovatus S_863 (GCA_034141585.1)

=Bacteroides ovatus S_995 (GCA_034145525.1)

=Bacteroides ovatus S_782 (GCA 034144245.1)

Bacteroides ovatus S_700 (GCA 034133625.1)

Bacteroides ovatus BFG-338 (GCA_024792145.1)

Bacteroides ovatus CLO9T03C03 (GCA 001535615.1)
Bacteroides ovatus 1001175st1l_E11 (GCA_005844755.1)
Bacteroides ovatus 1001175stl_D1 (GCA_005845305.1)




