©
2019 2021

DNA

Establishment of the methylated DNA loci profiling method that reveals the past
of clonal plants.
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We aimed to develop a method for estimating the process of community
formation of clonal plants based on the DNA methylation status of individuals. Microsatellite
markers for a forestry clonal shrub, Ardisia japonica were developed and used to identify genets
(genetic individuals). Three genets occupy 73% of the sampling points in the 1.3 x 1.7 km survey
area. The range of them is as large as 1 km in radius. Variation in DNA methylation loci between
ramets were analyzed by the efficient MSAP (methylation-sensitive amplified fragment length
polymorphism) method. In the the five ramets connected by the rhizomes, the difference in DNA
methylation between the previous year®s leaf was larger than that of the current year®s leaf.
However, no relationship was found between ramet"s genealogy and DNA methylation status.
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