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Identification of biological factors related to the pathological condition of
postpartum depression using comprehensive epigenome analysis

Nakamura, Yukako
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In this study, we conducted comprehensive methylation analysis using
peripheral blood with the aim of developing a diagnostic method for postpartum depression (PPD). A
total of 18 female cases and 18 female controls were enrolled. We performed a case-control study to
examine the association of DNA methylation (DNAm) status (p 1.3E-7). After that we conducted
functional enrichment analysis of PPD. We observed no genome-wide significant association between
the genome-wide measure of DNAm based on all CpG sites and PPD. From a result of comparing the
case-control DNAm level, we selected 1,000 sites with low p-values and conducted functional
enrichment analysis. As a result of enrichment analysis we found four GO Terms. From the results of
this study, we confirmed that not only a single methylation site but also an analysis focusing on
their functional relevance was useful for development of a diagnostic method for postpartum
depression.
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