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GWAS and other case-control studies have identified many disease-associated
single nucleotide polymorphisms (marker SNPs). However, since about 90% of disease-associated marker
SNPs are located in non-coding regions, it is very difficult to understand the causal relationship
between SNPs, which genes they affect, and why they lead to diseases. In this study, we focused on

SNPs in non-coding regions that are associated with diseases, and aimed to elucidate the disease
process caused by them. As a result, we identified a region where multiple transcription factors
involved in immunity and inflammation bind within the linkage disequilibrium region of
disease-related SNPs in the non-coding region.

GWAS SNP ChIP-seq
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