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Identification of molecular mechanisims on flower opening
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Based on transcriptome data from the flower buds of "Somei-Yoshino®, we
developed a prototype of a cherry blossom forecasting kit and conducted outreach activities. Somatic
mutations were discovered in "Somei-Yoshino® clones through the whole-genome analysis, we devised a
method to estimate the original tree. Furthermore, we found that some of the somatic mutations
might affect gene function. To explore the flowering control mechanisms of cherry varieties, we
generated a mapping population and collected phenotype data on the flowering dates to estimate the
genetic mechanisms controlling flowering date.
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Propagation path of a flowering cherry (<i>Cerasus</i>x <i>yedoensis</i>) cultivar ‘ Somei- 2023

Yoshino’ traced by somatic mutations
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