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Gamma-linolenic acid is a very healthful fatty acid which is a precursor of prostaglandins that are essential to the proper functioning of each cell. And also it plays several important roles in human body: prevention of breast disease, eczema, psoriasis, obesity and vascular disorders, etc. GLA is biosynthesized by forming double bond at carbon 6 of linoleic acid, which is catalyzed by delta-6 desaturase(D6DES). A cDNA encoding D6DES was isolated from pike eel (Muraenesox cinereus), cloned into yeast expression vector pYES2, and  transformed into Saccharomyces cerevicea. By feeding test with linoleic acid as substrate for D6DES gene product, it is confirmed that McD6DES catalyzed the formation of double bond at C6 of linoleic acid. So plant transformation vector, harboring the gene cassette that McD6DES gene was inserted between seed-specific vicillin promoter and ocs terminator, was constructed using pCAMBIA3300, then introduced into Agrobacterium LBA4404, and applied to transformation of rapeseeds. The transgenics were selected in MS medium with 10ppm PPT, and confirmed by bar-strip test, genomic PCR and Southern blot analysis. Finally thirty transgenic rapeseeds were obtained. The seeds of T2 and T3 generation were analyzed by GC for fatty acid composition, each transgenic line(T2) showed the content of  0-7.4% GLA. Of which transgenic line 5 and 8 showed 5.7 and 7.4% of GLA, respectively. From T3 analysis of the two lines, the transgenic rapeseed producing 8.4% GLA was  selected. Additionally, in this poster the flanking regions analysis data will be shown as well, which were analyzed based on the Chinese cabbage(Brassica rapa ssp pekinensis) genomic information.

