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Understanding the virus-host network by post genome analysis
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Virus infection is based on a balance between virus-host battle. To prevent
virus infection, it is very important to understand its molecular mechanism. As an example of a
virus-host battle, we analyzed the influenza virus mediated inhibitory mechanism of TNF-a -mediated
immune response and the mechanism of miRNA (miR-199a-3p / -5p) mdeiated inhibition of HSV-1 virus
replication. We succeeded in elucidating the molecular mechanism of each battles and clarifying a
part of the survival strategy of virus and host. In addition, we have succeeded in identifying novel
HSV-1 viral proteins related to neurotoxicity exhibited by HSV-1 virus by proteomic analysis.
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