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Analysis of relationship genetic variation and horticultural traits of Japanese
flowering cherry cultivars
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Japanese traditional cherry cultivars are characterized by various traits
such as flower color, form and time. This study attempted to search for genes and genomic regions
involved in the regulation of their trait variations. RAD-seq analysis was performed using 172
cultivars of cherry as research material, and 40,891 DNA polymorphic sites were detected by mapping
with the draft genome sequence of peach. Six trait information (tree form, tree height, flower
color, flower form, flower size and flowering time) were also collected from the botanical picture
books. Genome-wide association analysis was performed using the trait information data and the DNA
polymorphism data, and several DNA sites that were likely to be related were detected for the 5
traits (tree height, flower color, flower form, flower size and flowering time).
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Development and characterization of chloroplast simple sequence repeat markers for Prunus taxa 2018
(eleven Japanese native taxa and two foreign taxa)
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