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

B.Bacteroides ovatus BJH_170 (GCA_021411705.1)
Bacteroides ovatus AF55-9A (GCA_027682005.1)

Bacteroides ovatus TM07-20 (GCA_003466305.1)

Bacteroides ovatus AF27-16BH (GCA_003458905.1)

Bacteroides ovatus J1101004_170508_A7 (GCA_015548325.1)

Bacteroides ovatus C10_hJ1101004_210123 (GCA_028400005.1)

Bacteroides ovatus D8_hJ1101004_210123 (GCA_028400365.1)

Bacteroides ovatus A5_hJ1101004_210123 (GCA_028400445.1)

Bacteroides ovatus A4_h)1101004_210123 (GCA_028400485.1)

Bacteroides ovatus F8_h)1101004_210123 (GCA_028399965.1)

Bacteroides ovatus G5_hJ1101004_210123 (GCA_028400265.1)

Bacteroides ovatus H1_hJ1101004_210123 (GCA_028400285.1)

Bacteroides ovatus G4_h)J1101004_210123 (GCA_028400295.1)
Bacteroides ovatus G8_h)1101004_210123 (GCA_028400335.1)

Bacteroides ovatus C5_hJ1101004_210123 (GCA_028400385.1)
Bacteroides ovatus D12_h)J1101004_210123 (GCA_028400405.1)
Bacteroides ovatus C11_hj1101004_210123 (GCA_028400425.1)
Bacteroides ovatus B9_hJ1101004_210123 (GCA_028400465.1)
Bacteroides ovatus A10_h)J1101004_210123 (GCA_028400495.1)
Bacteroides ovatus J1101004st1_E8_J1101004_170508 (GCA_028400765.1)

0.969,

0,

0

%Root

250



