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Functional analysis of GWAS-derived type 2 diabetes susceptibility genes
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We have performed a fine-mapping within the C2CD4A-C2CD4B locus to identify
causal variants for type 2 diabetes susceptibility. The most significant association was observed in
intergenic region which indicates the causal variant may affect the expression of either C2CD4A or

C2CD4B. We also found that these genes dominantly expressed in human pancreas and mouse pancreatic
beta cell line. Motivated by the results of fine mapping and expression analysis, we have generated
beta-cell specific transgenic mice for C2cd4a and C2cd4b respectively to evaluate the role of these

genes in vivo.
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