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Abstract: To investigate the function of sucrose synthase in Hevea brasiliensis growth and development, two
genes encoding sucrose synthase, named as HbSS1 and HbSS2, were cloned from H. brasiliensis by RACE-PCR,
and their expression patterns were analysed by semi-quantitative RT-PCR. The results showed that the whole
length of HbSS1 cDNA was 2864 bp, encoding 806 amino acids; that of HbSS2 cDNA was 2815 bp, encoding
811 amino acids. Both HbSS1 and HbSS2 had typical characteristic of sucrose synthase in plants, containing
a conserved phosphorylation site and two conserved domains. The expressions of HbSSI and HbSS2 were
detected in all tissues, their expressions were the highest in leaves and bark, respectively. It was suggested that
HbSS1 and HbSS2 might be involved in growth and metabolism of various tissues, and they also had functional
differentiation.
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Fig.1 Multialignment of amino acid sequences of HbSS1/2 and other plant sucrose synthase. Arrow show Ser/Thr kinase phosphorylation site. Sucrose

synthetase domain and glycosyltransferase domain were marked by solid line and dotted line, respectively.
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Fig. 2 Phylogenetic analysis between HbSS1/2 and sucrose synthases in other plants
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Fig. 3 Expression of HbSSI and HbSS2. R: Root; B: Bark; F: Flower;
LE: Leaves; LA: Latex.
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