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บทคัดย่อ 
Despite the ability to infect and cause severe disease in humans, highly pathogenic H5N1 avian influenza virus viruses cannot transmit efficiently from human to human. The lack of efficient transmission indicates the incompletion of the adaptation of the avian virus to the new host species. The required mutations for the complete adaptation and the emergence of a potential pandemic virus are likely to originate and be selected within infected human tissues. In order to identify the selected mutations, which may contribute to the viral adaptation across avian-human interspecies barrier, we will analyze quasispecies of sequences covering whole genome of H5N1 viruses derived from fatal human cases. We will employ a likelihood ratio test to identify positive selection sites within the quasispecies. We have recently utilized this approach on sequences covering the receptor-binding region of the viral hemagglutinin and shown that our approach accurately picked up mutations with key determinants for receptor-binding preference. This validated the ability of our approach to identify key mutations required for the viral adaptation to human host. Our data will predict how H5N1 viruses may evolve to become a pandemic virus and will greatly benefit surveillance system to prevent influenza pandemic from H5N1 virus.
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