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The molecular analysis of a candidate gene as a cause of schizophrenia
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Schizophrenia is a devastating, chronic neurodevelopmental disorder that
affects approximately 1%. The pathogenesis is still unclear although it is one of the common
diseases. In this study, we explored a new gene for schizophrenia in a three-generation family from
Nagasaki prefecture utilizing whole-exome sequencing. As a result, we identified a new candidate
gene for schizophrenia. We then generated a mouse model and performed expression and behavioral
analysis to confirm the effect of this mutation. Results of these analyses supported that the
mutation of this gene we identified could cause schizophrenia, which will lead to elucidation of the

pathogenesis of this disease in the future.
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