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

37.9

Bacteroides ovatus S_1199 (GCA_034147485.1)
~Bacteroides ovatus S_1195 (GCA_034147585.1)
Bacteroides ovatus S_1222 (GCA_034146825.1)
Bacteroides ovatus S_327 (GCA_034130525.1)
Bacteroides ovatus S_353 (GCA_034130025.1)
188.Bacteroides ovatus S_5 (GCA_034125965.1)

2.09

%Bacteroides ovatus KROO1_HIC_0032 (GCA_025757905.1)
% I9LBacteroides ovatus AF26-20AA (GCA_003458305.1)

3.09

Bacteroides ovatus An161 (GCA_002160595.1)

Bacteroides ovatus AM14-40 (GCA_003472085.1)

Bacteroides ovatus AM14-26 (GCA_003472145.1)

Bacteroides ovatus AM14-35 (GCA_003472965.1)

=-Bacteroides ovatus S_842 (GCA_034142365.1)

Bacteroides ovatus 2226st1_C2_2226SCRN_200925 (GCA_028402205.1)
Bacteroides ovatus 2226st1l_E5_2226SCRN_200925 (GCA_028402215.1)
Bacteroides ovatus 2226st1_A3_2226SCRN_200925 (GCA_028402235.1)
Bacteroides ovatus ERR9578227_bin.28_MetaWRAP_v1.3_MAG (GCA_958366485.1)
Bacteroides ovatus 2789STDY5834943 (GCA_001405735.1)

=Bacteroides ovatus S_124 (GCA_034123215.1)

©3.Bacteroides ovatus S_987 (GCA _034145725.1)
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