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Cloning and Sequence Analysis of cDNA of Sorbitol Transporters from Apple Leaf

GONG Yan et al (College of horticulture, Northwest A&F University, Yangling, Shaanxi 712100 )

Abstract [ Objective ] The study was to lay the base for the further investigation on the function and acting mechanism of sugar transporters.
[ Method | With the total RNA of Malus pumila Mill cv. Royal Gala Leaf as templet, and the primer was designed according to the conserved
region of sorbitol transporters that had been reported ,then the ¢cDNA fragments of sorbitol transporters were amplified by PCR, and then PCR
productions was cloned, sequenced and its sequence was analyzed. [ Result | Through RT-PCR, a fragment with length of 581bp was ob-
tained, retrieved and sequenced and it encoded 181 amino acids. When Blastn and Blastx softwares were uses to the comparative analysis with
GeneBand protein database, it was found that the homologies of its protein sequence with 3 apples (Malus x domestica) such as MdSOT4 , Md-
SOT6, MDSOT1 were 95% ,92% and 92% resp. , that with amarelle ( Prunus cerasus) was 78% and that with soybean (Glycine max) was
77% . Analysis with SMART software showed that the fragment was a structure of transmembrane protein with 4 AgrB domains. [ Conclusion ]

The fragment obtained by clone was indeed the gene of sorbitol transporters of apple.
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