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Abstract: Squalene synthase (SQS) is a key enzyme in plant terpenoid biosynthetic pathway. The total RNA were
extracted from Hevea brasiliensis relax,and the cDNA of squalene synthase was cloned using RT-PCR and RACE
strategy. The results showed that the cDNA (named as H6SQS ) contained a 1 239 bp open reading frame and encoded
a predicted protein of 413 amino acids. SYBR Green 1 Real Time RT-PCR analysis indicated that the HbSQS was

more highly expressed in bark than in leaf. The transcription of H6SQS in latex was induced by ethylene.
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ATGGGAAGTTTGGGAGCCATTTTGAAACACCCAGATGATTTTTACCCGCTTTTGAAGTTG
MeGSLGATLKHPDIDTEFYPTLTLIK KL
AAAATGGCCGTGAGGCATGCAGAGAAGCAGATCCCACCAGAACCTCACTGGGGTTTTTGT
KMAVRHAEZKQTIPPEPHWGTEFC
TACTCCATGCTTCACAAGGTCTCTCGTAGCTTTGCTCTAGTCATTCAGCAGCTTGGTCCT
Y SMLHKVYSRSTFALVIQQULGTP
CAGCTTCGTAACGCTGTATGCATATTCTATTTGGTTCTTCGAGCCCTTGATACTGTTGAG
Q LRNAVCITFYLVLRALTUDTVE
GATGATACAAGCATACCTACAGATGTGAAGGTGCCTATTCTGATAGCTTTTCACCGTCAT
b pTsITPTDVKVPTITILTITATFTUHTRH
ATATATGATTGCGAGTGGCATTTTTCTTGTGGTACTAAGGACTACAAAGTTCTCATGGAC
I Y DCEWHTFSCGTIEKTDYZIKVILMD
CAGTTTCATCATGTTTCAACTGCCTTTCTAGAGCTTGGGAAAAGTTATCAGGAGGCAATC
Q FHHVSTAFTLETLGI KTSYQEATI
GAGGATATTACAAAAAGAATGGGTGCAGGAATGGCTAAATTCATATGCAAGGAGGTGGAA
EDITKRMGAGMAIKTETIT CTK KTEVE
ACAGTTGATGACTATGATGAATATTGCCATTATGTAGCTGGACTTGTTGGACTAGGCCTG
T vpDpDDYDEYCHYVAGLVGLGL
TCCAAACTTTTCCATGCCTCTGGATCAGAAGATTTGGCACCAGATGTCCTCTCCAACTCA
S K LFHASGSEDILAPDVLS NS
ATGGGTTTATTTCTTCAGAAAACAAACATTATTAGAGATTATTTGGAGGATATAAATGAG
ML FLQKTNTTITIRDYULETDTINE
ATCCCTAAGTCACGCATGTTTTGGCCTCGTCAGACCTGGAGTAAATATGTTAACAAACTC
I P K SRMFWPRQTWS KY VNKL
GAGGACTTGAAAGATGAAGAGAACTCAGTCAAGGCAGTGCAATGCTTGAATGATATGATT
EDLKDETENSVEKAVQCLNIDMI
ACTAATGCTTTGATTCATGTGGATGATTGCTTGACATACATGTCTGCATTGCGAGATCCT
T NALIT BHVDDCLTYMSATLTRTIDP
GCTATATTTCGATTTTGTGCCATCCCTCAGGTCATGGCAATTGGAACCCTAGCACTATGC
AT FRFCAITIPQVMATIGTTILATLC
TACAACAACATTGAAGTATTCAGAGGTGTAGTAAAAATGAGGCGTGGTCTTACTGCTAAA
Y NNITEVFRGVVKMRRGTLTAK
GTCATCGACCAAACAAAAACTATGGCTGATGTCTATGGTGCTTTCTTTGACTTTTCCTGT
vI1DQT KTMADVYGAFT FUDTFSC
ATGCTCAAGTCCAAGGTTGACAGGAGTGATCCTAATGCAGAAAAGACATTTAGCAGGGTG
MLKSKVDRSDPNAEZ KTT FSTRYV
GAAGCAATACAAAAAACTTGCAGGGAGTCTGGACTTCTAAACAAAAGAAAATCTTATATT
EAT QKTCRESGLILNZEKT RIKS Y I
ATTAGAAACAAGCCAAGATATAATCCTGCTCTGATTATCCTACTTGTTATTATATTGTCC
I R NKPRYNPALTITTLILVITITLS
ATCATTTTCGCTTATCGTTCTGGGAACCAAGCGAGCAACTAA
I T FAYRSOGNIGQASN %
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Fig. 2 cDNA sequence and deduced amino acids sequence of HHSQS
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