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Abstract

diarrhea-muscosal disease viruses E2 gene were amplified by PCR and linked into the pET-32a prokaryotic expression vector, prokaryotic expres-
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[ Objective | To prokaryotic express the bovine viral diarrhea-muscosal disease viruses E2 gene encoding protein. [ Method ] Bovine viral

sion recombinant plasmid pET32a-E2 was constructed ,which was then trandformed into E. coli( Rosetta) cells for protein expression. E2 protein of
recombinant strains was induced to express by 1 mmol/L IPTG and SDS-PAGE electrophoresis, target protein was purified by Ni-NTA affinity
chromatography column and the immunogenicity was identified by Western blot analysis. [ Result ] The recombinant plasmid pET32a-E2 was con-
firmed by PCR,restriction enzyme. It had high-level expression in E. coli. SDS-PAGE showed that recombinant protein with molecular weight of 58
kDa,with concerntration of 0.521 mg/mlL. Western blot showed that recombinant protien can reacts with positive serum, indicating good immuno-

genicity. [ Conclusion ] E2 protein is expressed in successfully,which lays foundation for establishing BVDV detection method in future.
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