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Localization analysis of microRNAs relating to sudden cardiac death in
conduction system of the human heart

KAKIMOTO, Yu
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At first, we performed miRNA deep sequencing using frozen and formalin-fixed
paraffin-embedded (FFPE) cardiac tissues from identical patients. The comparison revealed that more
bases were lost at the 3 end of miRNAs, and miRNAs with GC% of less than 40% were significantly

degenerated in FFPE specimens. Therefore we concluded that miRNA deep sequencing using FFPE tissue
does not produce reliable quantitative results, and decided to use frozen tissue thereafter.

Next, we performed miRNA deep sequencing using working myocardia from left ventricles, which can be
sampled macroscopically. The comparison among sudden cardiac death with cardiac hypertrophy (SCH)
patients, compensated cardiac hypertrophy (CCH) subjects, and control cases revealed stepwise
increase of miR-221 in SCH and CCH. MiR-221 may be a predictive and diagnostic biomarker for sudden
death in cardiac hypertrophy subjects.
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