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Correlation analyses of 15q11-q13 copy number and transcript levels. The analysis was

performed as explained in Figure 5 except only the Dup15q samples were correlated with copy

number. None of the correlations were significant when the dup15q samples were separately
analyzed (a-c), although postitive trends were observed for GABRB3 and UBE3A (a, b), but not

SNRPN (c). Significance was calculated by a simple regression analysis.
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