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Abstract: DNA methylation is an epigenetic modification that forms an important regulation mechanism of gene expression
in organisms across kingdoms. Aberrant patterns of DNA methylation can lead to plant developmental abnormalities. In this
article, we briefly discuss DNA methylation in plants and summarize its functions and biological roles in regulating gene
expression and maintaining genomic stability, plant development, as well as plant responses to biotic and abiotic stresses. We
intended to provide a concise reference for further understanding of the mechanism of DNA methylation and potential
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applications of epigenetic manipulation for crop improvement.
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Fig. 1 RNA-directed DNA methylation pathway model in plants.
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