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

25%..Bacteroides ovatus J1101004_170508_A7 (GCA 015548325.1)

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)

158.gacteroides ovatus AF55-9A (GCA 027682005.1)

o, [2Bacteroides ovatus OF39-4pH10A (GCA_027692575.1)

Bacteroides ovatus BFG-627 (GCA_024789695.1)

18.Bacteroides ovatus KROO1_HAM_0001 (GCA_025757525.1)

Bacteroides ovatus OF22-1pH10A (GCA_027694505.1)

#+[18.gacteroides ovatus OM18-3A (GCA_027717145.1)

1LBacteroides ovatus ERR4918987 bin.7_MetaWRAP_v1.3_MAG (GCA_958351655.1)

Bacteroides ovatus 1001095H_141210_D4 (GCA_015554165.1)

“Bacteroides ovatus AF60-3b12A (GCA_027681435.1)

Bacteroides ovatus BSD3178071175st1_H8_BSD3178071176_160815 (GCA_028401105.1)
Bacteroides ovatus BSD3178071175st1_E11_BSD3178071176_160815 (GCA_028401145.1)
~Bacteroides ovatus BSD3178071175_160815_A10 (GCA_015552295.1)

Bacteroides ovatus BSD3178071175stl_A7_BSD3178071175_160912 (GCA_028401165.1)
Bacteroides ovatus BSD3178071175st1_A10_BSD3178071175_160912 (GCA_028401185.1)

=

0.97

rjo




