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Transcriptome analysis aimed to elucidate pathophysiological mechanism of
inherited arrhythmias

Sonoda, Keiko
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Myocardial specimens of extraction leads had better quality than autopsy
specimens, while our FFPE specimens were highly degraded and difficult to RNA-Seq. RNA-Seq of 2 BrS
cases (1: extraction lead, 2: surgery) and 2 non-BrS cases (1: HCM extraction lead, 1: commercial
right ventricular RNA) was performed. We analyzed the results and public RNA-Seq data of 2 normal
cases together. The clustering analysis showed that the public data and our data were separated,
indicating a large influence of the RNA-Seq method. Differential gene expression analysis comparing
2 BrS cases vs. 4 non-BrS cases showed that ZFP57 was decreased in the BrS group. Enrichment
analysis using the top 150 ranked differential expressed genes suggested some abnormality related to

cardiovascular development.
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