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Cloning and Bioinformatic Analysis of the Gene Encoding the Ribosomal
Protein S6 from Hevea brasiliensis

LI De-jun DENG Zhi, CHEN Chunrliv CHEN Shou-cai
(Rubber Research Institute, Chinese A cademy of Tropical Agricultural Sdences/ Key Laboratory of Rub-
ber Biology, Ministry of A griculture, Danzhou, H ainan 571737)

Abstract; The nibosomal protein S6 is the key member of ribosomal protein family, and it plays an important wle in the ribo-
somal proteins. The primers designed based on the known sequences acquired from Key Laboratory of Rubber Bidoye of
Minisby of Agrculture the gene was cloned with 3-RACE technique from Hevea brasiliensis latex. The open reading frame
encoded 249 amino acids containing a conserved 1ibosomal S6 domain so the gene was named as HbRPS6. No signal peptide
and transmembrane structure were predicted within HbRPS6. The result of secondary stmucture predicted showed that the
protein was classified as mixed type. The result of phylogenetic tree indicated that HbRPS6 displayed a high degree of se-
quence similarity to ZmRPSS but not to animals and yeast. This paper will be benefit to further analyze the functions of
HbBRPS6.
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