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Whole-exome sequencing of patients with schizophrenia and their parents
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Whole-exome sequencing (WES) studies have shown that ultra-rare coding de
novo mutations (DNMs) contribute to the genetic etiology of schizophrenia However, the contribution
of DNMs to the risk for schizophrenia remains to be elucidated in the Japanese population. In this
study, we attempted to investigate the role of ultra-rare coding DMNs in the genetic etiology of
schizophrenia in the Japanese population. We performed WES of 186 individuals from 60 families with
schizophrenia to detect DNMs. To confirm DNMs detected, we performed Sanger sequencing. We
identified 62 DNMs using WES with depth of 118x and Sanger sequencing.
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