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Isolation of common causative gene for type 1 and 2 diabetes using diabetic NSY
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i _ As NSY mice develop the phenotype of both ty
2 diabetes (T2DM), we tried to isolate a common causative gene for bot

1 diabetes (T1DM) and type
T1DM and T2DM on chromosome

11. By using congenic strains possessing a partial part of NSY' s chromosome 11, we isolated three
independent chromosomal regions for impaired insulin secretion (0-25.96 Mb), insulin resistance (44.
45-48.49 Mb) and streptozotocin-inducible T1DM (48.49-71.70 Mb) on chromosome 11. Moreover, we
selected candidate genes in each region. As a result, we could not isolate a common causative gene
for both T1DM and T2DM, but this result contributes to identify a novel diabetogenic gene on mouse

chromosome 11.
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