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Clarification of molecular basis of type 1 diabetes using novel technologies
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Type 1 diabetes (T1D) is a multifactorial disorder, whose genetic basis is
only partly understood. Here, we performed systematic molecular analysis for Japanese patients with
this condition. We employed next generation sequencing and other new technologies. As a result, we
identified novel T1D -associated genes such as PTPN2 and CD101. We also clarified clinical
significance of rare variants in KLF11, RFX6, and other genes as the genetic causes of T1D.
Furthermore, we found that a cis-regulatory haplotype at 17q12-g21 plays a role in the early-onset
type 1 diabetes. These findings expand the current understanding of the etiology of type 1 diabetes.
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