Supplementary Fig. 1. MLPA (left box) and methylation specific (MS-MLPA) (right box) analyses for H19-DMR and LIT1-DMR in subject 4 with diffuse CHI. MLPA and MS-MLPA analyses at 11p15.5 demonstrated two copies at 11p15 with normal methylation patterns, excluding the possibility of uniparental disomy. Adjust ratio means standardization of control samples, and median point is considered to be 1.0. The peak ratio higher than 1.0 and lower than 0.5 indicates hypermethylation and hypomethylation, respectively.

Supplementary Fig. 2. Microsatellite analyses using peripheral blood and pancreatic lesion. The maternal allelic peak was diminished in pancreatic lesion but not in peripheral blood leukocytes (black arrows).
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