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Plant epigenetics: molecular mechanisms controlling gene expression and
transgenerational inheritance
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Floral pigmentation patterns are often caused by partial suppression of
genes affecting flower petal coloration. We call one of the mechanisms for such gene suppression
epigenetics.” Some morning glory cultivars show flowers with particular stripes. From molecular
analyses of the striped flowers, we found that DNA methylation that is a key player of epigenetics
suppresses the expression of the genes for flower coloration by inhibition of interaction between
DNA and a protein. In addition, it was suggested that DNA methylation is involved in
transgenerational inheritance of flower pigmentation.
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