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DNA methylation analysis of tissue specificity and chronological changes in
mouse model of human child abuse
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Recent studies have reported altered DNA methylation in several human genes
in neuropsychiatric disorders associated with child abuse, suggesting that DNA methylation is a
biomarker candidate to estimate child abuse. Maternal separation (MS) in mice is an excellent
experimental model to elucidate the relationship between stress in child neglect and DNA methylation
status. In this study, we analyzed methylation levels (Df values) of 3 genes associated with child
abuse and neuropsychiatric disorders. Litter mates were exposed to MS for 2 hours over 14
consecutive days (MS group), or left undisturbed (control group). Methylation status of genomic DNA
extracted from amygdala of mice in both groups were measured using MS-HRM method. Df value of Mytll
gene in the MS group (-25.3 £ 0.4) was significantly higher than that in the control group #—26.7
+ 0.1, p < 0.05). MS-dependent change of CpG methylation in Mytll is useful as a biomarker for
experienced child abuse.
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