Supplementary legends
Supplementary Fig. 1: Detailed information about the pedigrees of families selected for genome sequencing from autism-affected families.
Supplementary Fig. 2: The details of phenotype and diagnosis information of family and sample-wise variant profiles contain a total of SNPs/INDELs, nonsynonymous SNPs, and disruptive INDELs.
Supplementary Table 1: The total number of individuals in the family and the filtering criteria used for phenotype-based variant prioritization.
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