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Supplemental Figure S5: Frequency of top-hit sequences against
iinumae (Fli_r1.1), F nipponica (FNI_r1.1), F nubicola (FNU_r1.1), F
orientalis (FOR_r1.1), and F. vesca (v1.1). The left-most bars indicate >250
FANhybird_r1.2 genome sequences aligned based on the homologous
sequence positions on F vesca (v1.1). Black bars represent repeat 5750
sequences. The frequency of top-hit sequences was defined as the total B
number of top-hit sequences identified on FANhybrid_r1.2 that aligned to
= each 100 Kb of the corresponding genome sequence of F. vesca. Gray, blue,
FANhybrid Fil. FNI FNU FOR F.vesca  light green, yellow, orange, red, and burgundy bars indicate frequencies of

=1, =3, 210, =30, =80, =250, and =750 sequences per 100 Kb, respectively.



