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Genome-wide association studies have identified many SNPs associated with
various diseases, yet the disease mechanism has been elucidated for a small number of SNPs. In order
to elucidate the disease mechanism, we need to understand in which tissue or cell type the SNPs
function. Here, I developed a statistical model that predicts the effect of a SNP in a specific
tissue or cell type, and performed experimental verification. | assessed tissue heterogeneity among
human T cells, brain and placenta. | developed a causal model for epigenetic status and disease. I
also developed a statistical method to predict the cell-type-specific epigenetic effect of a SNP.
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