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To identify risk %enes for Autism Spectrum Disorder : Whole-exome sequencing in
three pairs of affected siblings.
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Rare inherited variations in multiplex families with Autism Spectrum
Disorder (ASD) are suggested to play a role in the genetic etiology of ASD. To further investigate
the role of rare inherited variations, we performed whole-exome sequencing (WES) in three pairs of
affected siblings. WES identified a rare ANK2 variation, p.( Tyr3907Ser), shared by two affected
siblings and their father within families.
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