28

papers

30

all docs

687363

1,091 13
citations h-index
30 30
docs citations times ranked

552781
26

g-index

913

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

An Upgraded, Highly Saturated Linkage Map of Japanese Plum (Prunus salicina Lindl.), and Identification
of a New Major Locus Controlling the Flavan-3-ol Composition in Fruits. Frontiers in Plant Science,
2022, 13, 805744.
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Linkage and association mapping for the slow softening (SwS) trait in peach (P. persica L. Batsch) fruit.
Tree Genetics and Genomes, 2018, 14, 1.

Deletion of the miR172 target site in a <scp>TOE</scp>a€type gene is a strong candidate variant for

dominant doublea€flower trait in Rosaceae. Plant Journal, 2018, 96, 358-371. 5.7 43
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