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Abstract We cloned the full length cDNA encoding squalene synthase (SS) from white cucumber and did bioi-
nformatic analysis, in order to get more insight into the structural characteristics of SS involved in cucurbitacine
biosynthesis pathway of Cucurbitaceae. According to the cDNA sequence of SS gene from Cucurbitaceae
including Gynostemma pentaphyllum, Siraitia grosvenorii, Trichosanthes rubriflos and so on, primers of squalene
synthase of white Cucumber were designed to amplify 3'-terminal and 5'-terminal sequence of SS by 3'RACE and
5'RACE respectively. Two cDNAs of SS of white cucumber were obtained, named CsSS1 (1 627 bp) and CsSS2
(1534 bp) respectively, all coding a polypeptide containing 417 amino acid residues with molecular weight 0f47.6 kD.
We successfully cloned the full length ¢cDNA sequence of white cucumber squalene synthase gene and did
bioinformatic analysis. Furthermore, these two cDNA clones will be utilized for the analysis of the positive
selection site of squalene synthase involved in cucurbitacine biosynthesis pathway.
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