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Abstract: [Objective] The study was to detect the FAD2 gene copies,analyze the FAD2 gene expres-
sion profile and presume every copy’s function in Caragana intermedia. [Method] The Southern-blotting
probe was prepared by PCR with the primers designed according to the consensus sequence of FAD2 genes
in C. intermedia. The probe was labeled by digoxin and Southern-blotting was done with Roche Southern-
blotting kit. The real-time PCR primers were designed according to the distinct sequences of every FAD2
copy. The quantity PCR was done for root,stem,leaves and the young seed of C. intermedia with the actin
gene as interior control. [Result] Southern-blotting results indicated there were four copies of FAD2 gene
in C. intermedia. genome at least,and these were coincident with the four FAD2 genes cloned. The real-

time PCR was performed to detect the relative expression levels of FAD2-2A, FAD2-1A and FAD2-1B
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mRNA. FAD2-2A transcript showed a low level in the root, middle-stage seeds and pre-mature seeds,and

FAD2-2A was expressed more in the first-stage seeds and tender leaves than in the other tissues. FAD2-

1A transcripts showed the lowest level in the root and the highest level in the first-stage and middle-stage

seeds,and it was expressed abundantly in the tender leaves,too. FAD2-1B was expressed abundantly in the

middle-stage seeds and its transcript was very low in the other tissues. In all tissues the FAD2-1A tran-

script level changed most,and that of FAD2-2A changed least. [Conclusion)] According to all of these,we

deduced that FAD2-2A takes responsibility for desaturating oleic acid in the membrane lipid mainly;

FAD2-1A is in charge of desaturating oleic acid in the store lipid of seeds and leaves;and FAD2-1B is in

charge of desaturating oleic acid in the store lipid of seeds, too.
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