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Comprehensive analysis of microRNAs using patients” tissues with acute myocardial
infarction.
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(DMiIRNAs were stably detected in the autoptic cases, where the bodies were moved
to the morgue within a day and the tissues were sampled within a week. (2)Under formalin fixation, miRNAs
were more stably detected than longer RNAs, but decreased depending on the fixation period. (3)MiRNAs in
FFPE tissues within 2-month fixation could be quantified by real-time PCR with the miRNA-size control.
(4)Among 1,134 miRNAs identified by next-generation sequencing, 14 miRNAs were upregulated in atrium, and

11 miRNAs were upregulated in ventricle. (5)MiR-208 family showed significant chamber-specificity in the
human heart.
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