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Genome-wide DNA methylation profiles in post-mortem autistic brains
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Previous studies indicate that autism has a strong genetic component; however,
the underlying genetic mechanisms remain unclear. Recently, it was reported that genetic heritability is
lower than previously estimated, and that environmental factors have a greater influence on the
development of autism spectrum disorder (ASD). Epigenetic processes such as DNA methylation are
considered to be at the interface of genetic and environmental factors. We investigated genome-wide DNA
methylation profiles in the dorsal raphe region of post-mortem brain from individuals with autism. We
found differentially methylated regions (DMRs) not only in promoters, but also in gene bodies,
3-untranslated regions (UTR) and intergenic regions in autism. In addition, because autism is a highly
heterogeneous disorder, we screened for individual-specific DNA methylation (1S-DMRs) and found
differentially methylated CpG sites at promoters, gene bodies, 3-UTRs and intergenic regions in autism.
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