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Abstract

In previous study, we demonstrated that
suid herpesvirus 1 (SHV-1)
deoxyribonuclease (DNase) exhibits a
RecBCD-like catalytic function and SHV-1
DNA-binding protein (DBP) possesses a
RecA-like function. These results suggest
that the mechanism of herpesvira
recombination is similar to RecBCD pathway
in Escherichia coli, where the herpesvira
DNase and DBP correspond to the RecBCD
and RecA proteins, respectively. In order to
fully  understand the  recombination
mechanism and demonstrate our speculation,
we set up the /n wvitro and in vivo
recombination models in this year. SHV-1
DBP exhibited the helix unwinding and
homologous pairing abilities. The herpes
simplex virus type 1 and SHV-1 enhanced
the recombination efficiency in /n vivo model
system by using the /3 -gaatosidase as



marker. In addition, SHV-1 DBP physically
interacted with DNase by yeast two-hybrid
system. Further studies will be performed to
anayze the roles of DNase in helix
unwinding and homologous pairing. The
interaction domains of DBP and DNase will
also be analyzed by yeast two-hybrid system.
The better understanding of the mechanism
of herpesviral recombination could provide
another consideration for developing the
attenuated herpesviruses for vaccines and
gene delivery vectors and thus help the
scientists to find a good way to improve the
herpesviral vectors.

Keywords: Suid Herpesvirus 1,

Recombination, DNase,
DNA-binding Protein
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