N) tree generated by a cgMLST analysis (based on 516 loci)
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*S.Bacteroides ovatus S_1224 (GCA_034146805.1)
#LBacteroides ovatus VPIB411 (GCA_918291425.1)

Bacteroides ovatus am_0171 (GCA 004167785.1)
=Bacteroides ovatus LMAG:72 (GCA_008679815.1)
Bacteroides ovatus BJH_39 (GCA_021410535.1)
Bacteroides ovatus BJH_170 (GCA_021411705.1)
“Bacteroides ovatus L3_130_000M1_dasL3_ 130 000M1_concoct 5 (GCA _018366415.1)
—Bacteroides ovatus AF14-13AC (GCA_003465275.1)
os, el "Bacteroides ovatus AF55-9A (GCA_027682005.1)

Bacteroides ovatus TM07-20 (GCA_003466305.1)
Bacteroides ovatus AF27-16BH (GCA_003458905.1)
Bacteroides ovatus C10_hJ1101004_210123 (GCA_028400005.1)
Bacteroides ovatus D8_hJ1101004_210123 (GCA_028400365.1)
Bacteroides ovatus F8_hJ1101004 210123 (GCA_028399965.1)
Bacteroides ovatus G5_hJ1101004 210123 (GCA_028400265.1)
Bacteroides ovatus H1_hjJ1101004 210123 (GCA_028400285.1)
%Bacteroides ovatus G4_hj1101004 210123 (GCA _028400295.1)
Bacteroides ovatus G8_hJ1101004_ 210123 (GCA_028400335.1)
Bacteroides ovatus C5_hJ1101004_210123 (GCA_028400385.1)
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