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[ Abstract]The autism spectrum disorder(ASD) is a common mental disorderin children. The etiology of this
disease remains unclear. The studiesshow that the genetic and environmental factors play an importantrole in the
pathogenesis of the disease. Epigenetic modification playsan important role in the process of gene and environment

interaction.As the most common epigenetic modification, DNA methylation isbecoming gradually a hot research

topic of ASD etiology in recentyears.
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