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The purpose of this study is to identify a new class of regulatory mutations in individuals with heart failure. This class of regulatory mutations is found in the conserved 3’ untranslated region of the genome and map to microRNA (miRNA) binding sites. miRNAs are small noncoding RNAs that regulate gene expression by binding to discrete binding sites of genes and inhibiting translation. Mutations or single nucleotide polymorphisms (SNPs) in or near miRNA binding sites have been shown to disrupt miRNA binding to the target gene, resulting in loss of miRNA function. The hypothesis to be tested is that rare or private mutations exist in conserved miRNA binding sites of genes in patients with dilated cardiomyopathy with advanced end stage heart failure. 

