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HrfEE | The incidence of Hepatocellular carcinoma (HCC) is high than other malignancy and is
the leading cause of cancer-related death in Taiwan. Curative options for HCC are limited and
exclusively available for patients carrying an early stage HCC. In unresectable and advanced
stages, local treatment such as radiofrequency ablation and transarterial chemoembolization,
systemic target therapy and traditional chemotherapy proved to be only marginally effective or
even toxic. Thus, the identification of new biomarkers to evaluate the treatment effective is needed.
New biomarker targets got from noninvasive methods will necessarily take advantage of
progresses on the evaluation response and understanding the molecular pathogenesis of HCC.
MicroRNAs (miRNAs) are a group of tiny RNAs with a fundamental role in the regulation of gene
expression. Aberrant expression of several miRNAs was found to be involved in human
hepatocarcinogenesis. miRNA expression signatures were correlated with bio-pathological and
clinical features of HCC. In some cases, aberrantly expressed miRNAs could be linked to cancer-
associated pathways, indicating a direct role in liver tumourigenesis. Diagnostic assays using
blood samples are attractive because of the simplicity of sample collection. Accurate analysis of
tumor markers in blood from cancer patients could significantly facilitate screening, risk
assessment, diagnosis, and monitoring for disease recurrence after initial treatment. Advanced
molecular analytic technologies have been emerged, which may facilitate development of rapid
and effective methods for prognosis prediction and disease monitor in HCC.To this purpose, we
will setup the micro RNA expression profiles from HCC patients’ plasma and compare with our
previous HCC tumor micro RNA expression array data base than we will find out the candidate
microRMNAs or small RNAs. We will suggest a prediction scoring system for HCC treatment
response, based on the number of alterations in selected biomarkers in our proposal. An HCC
patient has a significantly elevated risk of poor outcome if his corresponding plasma has more
alterations in the selected marker panel These patients should receive frequent clinical care
Closer observation or more detailed evaluation may be required. It is worthwhile to suggest these
patients received more intensive target therapy and chemotherapy following by surgical resection
of tumor. As our project going, the molecular mechanism including epigenomics and micro RNA
expression of HCC will be understood more detail and may provide the strategy for developing
new target therapy.




