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Preliminary Study on Gene Transformation
of Longdao No. § and Longdao No. 9
by Bt Gene

WANG Tong-tong, MENG Ying.,ZHANG Xi-juan, TANG Ao.SUN Bing,DONG WEN-jun
(Crop Tillage and Cultivation Institute of Heilongjiang Academy of Agricultural Sciences,

Harbin, Heilongjiang 150086)

Abstract; In order to enhance resistance of rice, bacterial strain LBA4404 which contained two different types of
plasmid pPCDMAR-UBb-Hyg and pCDMAR-UBAC-Hyg modified CrylAb and Cryl AC+ SCK separately were

used as mediator to carry out locus modifying of Longdao No. 8 and Longdao No. 9. The results showed that

conversion percentage of both the two plasmids were between 20 % and 30 %. But percentage of positive test for

Bt protein showed a little difference.
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Fig. 1 PCR result of Nsp2pro
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Fig. 2 Identification of recombined plasmid
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Fig. 3 Result of expressed product by SDS-PAGE
M Protein marker;1:Precipitate of the lysate of control;

2:Supernatant of the lysate;3:Precipitate of the lysate
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Fig. 4 Result of purified protein by SDS-PAGE

M Protein marker;1~6:purified protein
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Fig. 5 Result of the secondstructure prediction by different means
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The Gene Clone, Prokaryotic Expression and Antigen

Epitopes Prediction of the Cysteine Domain of
Nonstructural Protein 2 of PRRSV

ZHOU Sheng, GAO Ge,SUN Dang,BAO Meng-ya, MAO Xiang
(Veterinary Medicine College of Nanjing Agricultural University, Nanjing, Jiangsu 210095)

Abstract : In order to acquire highly purified protein of cysteine domain of nonstructural protein 2 of PRRSV and ac-

quaintance its antigen epiopes, the experiment were conducted with the genome extracted from PRRSV-VR2332 and

got the gene of the cysteine domain of nonstructural protein 2 of PRRSV(Nsp2pro) by RT-PCR. Then,a recombinant

plasmid named SUMO-Nsp2pro had been constructed, and then transformed SUMO-Nsp2pro into Rosetta2. There-

fore,a large amount of Nsp2pro was obtained by IPTG. In the end, Nsp2pro was purified by His-Bind affinity chroma-

tography, meanwhile predicted the second structure and antigen epiopes through means of bio-information, the results

showed that Nsp2pro owned a great many Alpha regions and Beta regions while few of turn regions. The antigen

epitopes were located in hydrolicity regions possibly. The obtained high purified protein would provide foundations for

the further researches on Nsp2pro gene.

Key words: : PRRSV; Nsp2pro; gene clone; prokaryotic expression;antigen epitopes prediction
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