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Clarification of regulatory T cell-specific epigenome
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To reveal the mechanisms for Treg differentiation, we determined

Treg-specific DNA hypomethylated regions using whole genome bisulfite sequencing, and examined the
association between the regions and Treg-specific characteristics. Treg-hypomethylated regions were
highly associated with Treg-specific gene expression, H3K27ac modification, and open chromatin
status. In addition, autoimmune disease-associated SNPs were highly accumulated within the regions,
but not in the T cell activation-specific hypomethylated regions. These results suggest that
autoimmune disease susceptibility would be largely affected by the changes in Treg function rather
than those in T cell activation. By single cell analysis of thymic T cells, we also found the path
and factors for Treg development, which are different from those of conventional T cells. This
information would be useful for the development of therapies or drugs for autoimmune diseases.
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Genome-wide association study(GWAS) 1000
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