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Transform and Expression of RNA Interferential Targeting CMV-Coat

Protein Gene in Tomato
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Abstract: The coat protein gene of cucumber mosaic virus (CMV ) was targeted for RNA interference in this paper. The
partial sequence of CMV coat protein gene ¢cDNA was obtained by the RT-PCR with the primers which designed
according to the high homologous sequences of three CM'V three strains. The target sequences were prepared by PCR and
inverted repeat in plasmid to build the RNA interference binary vector. The tomato were genetic modified via binary
vector of Agrobacterium tumefaciens-mediated transformation. The resistance to CMV of transgenic tomato was
identified by artificial inoculation. The expression of RN A interference effect of the transgenic tomato were evaluated by
realtime PCR analysis. The results showed that RN Ai-transgenic tomato showed ability of different levels of anti-virus
the quantitative PCR analy sis for transgenic tomatoes antiviral capacity showed that the transgenic tomatoes target gene
transcription mRNA exist a certain degree of degradation, and the degree of degradation was positive correlation to
antiviral capadty.
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