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FFZERCRDOMEE (FE30) : As a result of the exome sequencing of a four-generation-extending
autism spectrum disorder (ASD) family, several candidate genes, which completely
co-segregate with the disease, were found and may lead to a new finding. In the copy
number variation (CNV) analysis of 163 trios of ASD, eight de novo CNVs (> 500 kb) were
found in seven trios, one of which was duplication in 15q11.2.
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