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Abstract: Soybean fad3c¢ gene silencing vector was constructed for breeding high oleic acid and low linolenic transgenic soy-

beans with biosafety. Seed-specific promoter GY1 of soybean was amplified from high protein soybean ‘ Heinong 35’ ;fad2-1b

gene intron 1 was amplified from high oil soybean ‘ Heinong 37’ ;fad3c gene fragment was amplified from five transgenic ac-

ceptors of soybean,which was used as forward arm and reverse arms. These target fragments were cloned into the TA cloning

vector with selection marker bar gene, promoter GY1 and fad2-1b gene intron 1. Then the recombination plasmid was intro-

duced into E. coli DH5a, and the plasmid was verified by enzymes digestion and sequence analysis. The recombination plasmid

was named pDT-GFAD3I.
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Fig.1 PCR of GY1 promoter
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Fig.3 PCR of fad2-1b introns
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