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Expression Analysis of Flax A9 Stearoyl-ACP Desaturase (SAD2) Gene

LI Wenjuan
(Institute of Crops, Gansu Academy of Agricultural Sciences, Lanzhou Gansu 730070, China)

Abstract: In order to improve the composition of flax oil fally acids, the expression of A9 stearoyl ACP desaturase (SAD2)
gene was analyzed by semi—quantitative RT-PCR incapsule at different development stages of flax. The results showed that the
expression level was highest in the 20 days after flowering and the expression level decreased significantly at the maturity stage.
Therefore, 20 days after flowering may be the critical period for the accumulation of unsaturated fatty acids. Through the analysis of
SAD2 gene expression, a foundation was established for further improving the quality of flax oil through genetic engineering breeding

methods.
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