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We used next-generation sequencing techniques to identify causative genes in
over 150 patients with arrhythmia syndromes and cardiomyopathy complicated by arrhythmia.
Whole-genome or whole-exome analysis is expected to identify a large number of mutations and
polymorphisms that are not related to diseases. Therefore, we aimed to identify mutations that are
considered to be highly pathogenic by targeting proteins such as ion channels expressed in the
myocardium and genes such as proteins that play an important role in the development and maintenance
of myocardium.
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