N) tree generated by a cgMLST analysis (based on 516 loci)
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Bacteroides ovatus F8_hJ1101004_210123 (GCA_028399965.1)

Bacteroides ovatus G5_hJ1101004_210123 (GCA_028400265.1)
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Bacteroides ovatus G4_hJ1101004_210123 (GCA_028400295.1)
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Bacteroides ovatus D12_hJ1101004_210123 (GCA_028400405.1)
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%Bacteroides ovatus B9_hj1101004 210123 (GCA_028400465.1)
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Bacteroides ovatus J1101004st1_E8 J1101004_170508 (GCA_028400765.1)

0.57

%Root

250



