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Epigenetic aberrations associated with evolution of hepatoblastoma
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Epigenetic dysregulation is one of the potential mechanisms associated with
pathogenesis of hepatoblastoma(HB). In this study, we aimed to i1dentify mRNA and miRNA profiles in
lung metastatic tumors, primary tumors (fetal and embryonal subtypes) and nontumorous surrounding
livers, which were obtained from formalin-fixed, paraffin-embedded specimens to establish molecular
markers for the diagnostic and prognostic use in clinical setting. By examining miRNA and small
nucleolar RNAs expressions through GeneChip&reg; miRNA4.0 Array assay, we found that HB shows
distinct miRNA profiles related to tumor types, which could lead to new approaches to treatment and
prognosis in progressive HB patients. Learning more about the effects of those epigenetic
dysregulations could overcome barriers to innovating better therapeutic strategies to improve
clinical outcomes of progressive HB
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