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DNA methylation analysis of SLC6A4 using peripheral blood samples of patients
with schizophrenia
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The applicants clarified the following things in this research project: 1)
one CpG site (CpG3) located in the CpG island shore of SLC6A4 reflects the mental state and
correlated with the brain structure. 2) DNA methylation level of CpG3 interacts with the genotype of

5-HTTLPR. 3) DNA methylation of CpG3 strongly suppresses the transcriptional activity of SLC6A4.
These findings indicate that the CpG3 is a functional marker capable of surrogate the DNA
methylation status of SLC6A4 (lkegame et al., Schizophr Bull 2020).
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