Supplemental Table S7. Variant Analysis Results of the Causative Genes of Rare Neurodevelopmental Disorders.
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A allele has damaging Damaging
. . 296/10016 p :
155975541 ~ CDC42BPG*  Missense G A PolyPhen, SIFT and CADD - 5/46 (0.11) / 28.9 25.03 3.66x10 Yes Risk
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12871053 zDHHC8  Upstream T c C allele has a damaging SIFT : 3/46 (0.07) 5?0631500051)6 Dax‘g/ing 351 86  1.40x102  Yes Risk

*Directly regulated by retinoic acid

7Upstream or downstream of retinoic acid-controlled pathways
IRegulates RA metabolism genes

A Genotype validated by TagMan



