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Hepatitis B virus (HBV) and hepatitis C virus (HCV) infections are associated with a high
lifetime risk of developing cirrhosis and hepatocellular carcinoma (HCC). Several viral and
host factors appear to strongly influence the clinical outcome and treatment response of
infected patients. This project was aimed at studying to identify new biomarkers that predict
treatment response and help to personalize decision-making to antiviral therapy in patients
with chronic viral hepatitis. Our data showed that NTCP polymorphism might have an
influence on natural history of HBV infection in Thai individuals. In addition, polymorphisms
in STAT4 and vitamin D-related gene were predictive factors of response to PEG-IFN therapy.
In the context of viral markers, our data showed that certain viral mutations identified by
next generation sequencing and novel markers including HBcrAg and HBV RNA could
effectively predict the probability of PEG-IFN response.

Regarding chronic HCV infection, HCV core antigen could represent an alternative
marker to HCV RNA for evaluating active HCV infection and improved diagnostic option in an

era of direct acting antivirals (DAAs). In addition, APRI and FIB-4 scores had good diagnostic



performances for liver fibrosis assessment compared with transient elastrography, especially
for cirrhosis. In a large cohort of patients with various HCV genotypes managed in real-world
practice setting. DAAs achieved high cure rates with good safety profile, comparable to those
observed in clinical trials. Our results have also demonstrated that screen-and-treatment
programs with novel therapeutic guideline development and effective budget allocation are
urgently needed for elimination of HCV.

Our data showed that notch signaling directly regulated transcription in hepatocytes
and liver cancer cell lines and might be a candidate for drug targeting in liver cancer. In
addition, PNPLA3 and TM6SF2 polymorphisms were independently linked to NBNC-HCC but
not HBV- or HCV-HCC in Thai populations. These risk genotypes might also interact with each
other through tumor development in patients with NBNC-HCC. In the context of serum
tumor markers, M2BP represented a novel marker with a better diagnostic performance than
conventional marker (alpha-fetoprotein) in detecting early-stage HCC in patients with chronic
HBV infection. Finally, circulating miRNA-223-3p levels could differentiate HCC from the non-
HCC groups. This circulating miRNA may also represent a novel prognostic biomarker in

patients with HBV-HCC.
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