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The aal5-17 amino acid sequence in the terminal protein domain of HBV polymerase as
a viral factor affect-ing in vivo as well as in vitro replication activity of the
virus.

Mochida, Satoshi
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In patients with HBV infection, serum HBV-DNA levels increased more rapidly after
discontinuation of nu-cleos(t)ide analogs in those with HBV showing DDE motif at aal5-17 in terminal
protein domain of poly-merase than in those with HBV in which either of amino acids of the motif was
replaced to neutral amino ac-ids. Thus, HBV strains manifesting different sequences at aal5-17 were
transfected into Huh7 cells, and HBV-DNA levels in the culture medium were measured. Consequently, the
motif was shown to be responsible for replication activity of HBV in vitro as well as in vivo. To develop
a simple assay system to determine amino acids seguence of the motif, which may be useful to predict
clinical features of patients with HBV, we adopted cycling probe real-time PCR. We established the system
to determine NS5A-Y93H mutation in HCV, and the project to apply this method for the motif in HBV is no
on progress.
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