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In this program, we conducted a comprehensive analysis of association
between alternative splicing and neuropsychiatric disorders. Specifically, we reported the results
of genome-wide identification of splicing quantitative trait loci (sQTLs) in the human brain and
analysis of their association with neuropsychiatric disorders such as schizophrenia (Takata et al.,
Nature Communications 2017), and large-scale exome studies of autism spectrum disorder and
developmental and epileptic encephalopathy analyzing rare variants including those potentially
gggggt alternative splicing (Takata et al., Cell Reports 2018, Takata et al., Nature Communications
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