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

—*.Bacteroides ovatus Map_68_006 (GCA_022737495.1)
~*%Bacteroides ovatus BFG-472 (GCA_024790715.1)

5.89,

Bacteroides ovatus AM32-14LB (GCA_003468695.1)

=0

Bacteroides ovatus SRR16280009_bin.26_MetaWRAP_v1.3_MAG (GCA_959605815.1)
Bacteroides ovatus 1001283B150210_160208_C6 (GCA_015558885.1)
—=Bacteroides ovatus AM50-10BH (GCA _003463955.1)
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I
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Bacteroides ovatus D6t1_180914 F11 (GCA_015670595.1)
~Bacteroides ovatus D6stl_B7_D6tl 180914 (GCA _028400845.1)
“Bacteroides ovatus (GCA_000436435.1)

—~Bacteroides ovatus Map_139 016 (GCA _022742145.1)

30.1

27.2

Bacteroides ovatus Thg-4 (GCA_026719665.1)
=Bacteroides ovatus BJH_9 (GCA_021406465.1)
“Bacteroides ovatus ERR1430437-bin.20 (GCA_905205635.1)
858.Bacteroides ovatus B635_009 (GCA_022714265.1)

)

4Bacteroides ovatus BFG-636 (GCA_024788605.1)
#5Bacteroides ovatus Map_57_005 (GCA_022728335.1)

0.98




