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Tree age estimation by metabolic epigenomics in clonal cultiver Cerasus as a
model

Matsumoto, Asako
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Epigenomic analysis was _conducted on the cherry cultivar Somei-Yoshino in
order to understand DNA modifications and associated changes in the metabolome due to aging. The DNA
methylation levels of the entire genome were determined for individuals grown in Hokkaido, Kanto,

Chubu, and Kyushu, and gene ontology analysis was conducted for genes whose methylation levels
changed under different environments. No significant differences in methylation levels were detected
between individuals of different ages growing in the same environment. It was suggested that it is
necessary to clarify the presence or absence of epigenomic reprogramming with respect to the age of

individuals propagated by grafting or other means.
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