2020 2022

Identification of somatic mutations in schizophrenia: deep sequencing of a
parent-offspring trios
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Among the DNA samples collected from 60 families with schizophrenia patients
and their parents, we performed high-depth (346 96) whole exome analysis on the DNA samples of
schizophrenia patients using a next-generation sequencer (NovaSeq6000). Using the parent"s whole
exome data (normal depth) as a reference, the patient”s whole exome data (high depth and normal
depth) were searched for somatic mutations, and 115 somatic mutations were detected. Of these, 28
somatic mutations were subjected to ultra-deep (average depth 79,940) targeted sequencing using a
next-generation sequencer. Primers were designed for ultra-deep targeted sequencing of the remaining
87 somatic mutations.
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