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ABSTRACT  

Background :

Hepatitis B is one of the major cause of hepatocellular carcinoma, where approximately 60-80% of HCC cases are due to HBV. Despite of the presence of therapy and vaccine, HBV still has high prevalence and low treatment rate, which might be due to mutation in HBSAg. HBSAg mutations can results in diversification of antibody as well as T cell epitopes, which affect immune recognition and clearance of virus.HBV co infection with HCV, HDV and HIV are very common and shows different modes of chronicity. HDV co-infects with HBV as it requires HBSAg for its replication. HBV/HDV co-infection leads to more severe fulminant hepatitis compared to HBV monoinfection. In this study, we focus on HBSAg mutations in HBV monoinfected and HBV/HDV co infected patients and its effect on CD8 and CD4 epitope generation.

Objective:

In this study, we will investigate whether presence of HDV in the environment of HBV could alter mutation patterns of HBV “surface” antigen (1)   and resulting epitopes. 


Methodology

In the first step, we collect blood from mono and co infected patient. Then DNA extraction will be done for PCR and will be sent for sequencing. Mutational analysis of HBSAg sequences from mono and co infected patient will be performed using MEGA 6.0 software. Similarly, HBSAg sequences will be translated into protein sequences using ExPasy tool and subsequently used to identify CTL epitopes in both samples types using CTL Pred software.
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