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Comprehensive analysis of factors related to functional recovery of severe heart
failure by surgical unloading
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We sought to examine whether RNA seguencing of myocardial tissue samples can
identify any useful factor to predict reverse remodeling of left ventricle in response to optimal
medical management. Dilated cardiomyopathy patients with LVEF below 30% and NYHA class 111 or 1V
symptoms were analyzed. No difference were found in preoperative clinical parameters. RNA sequencing
identified uEreguIated genes in non-reverse remodeling group, which encode mitochondrial
respiratory chain complex and proteins involved p38 MAP kinase dependent cell death.
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