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Search for schizophrenia risk gene based on whole-exome sequencing of
parent-affected offspring trios, and gene expression analysis of postmortem
brains
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Aim: Rare variations are su?gested to play a role in the genetic etiology of
schizophrenia, and to further investigate their role, we performed a three-stage study. Methods:
First, we performed whole-exome sequencing (WES) of two parent-affected offspring trios. Second, we
sequenced the FBX018 coding region in 96 patients. Third, we tested rare non-synonymous FBX018
variations for association with schizophrenia in 1,376 patients and 1,496 controls. Results: A rare
frameshift variation (L116fsX) in the FBX018 gene was recurrently identified by WES in both trios.
Sequencing FBX018 coding regions, we detected three rare non-synonymous variations (V15L, L116fsX
and V10061). However, these rare FBX018 variations were not significantly associated with and
schizophrenia in the case-control study. Conclusion: Our present study does not provide evidence for
the contribution of rare non-synonymous FBX018 variations to the genetic etiology of schizophrenia
in the Japanese population.
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