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SMART RACE ( Clontech )
NUP, R5-1 R5-2, 2
PCR 5’ .3’RACE
F3-1 F3-2, AD-AT, 2
PCR 3 . 5 3
PCR )
Vector NTI 7.0 3 R
BADH cDNA
1 PCR

F 5’-TAYYTVCGYGCTATTGCWGCTAAG-3’

R 5’-ACAGGRCCAAGCCKRCABCCTTC-3’
NUP 5’-AAGCAGTGGTATCAACGCAGAG
TACGCGGG-3’
R5-1 5’-CAACCAAAGATAGCCCATTCAGC-3’
R5-2 5’-GGGCAGCAGAACCCATAACCT-3’
F3-1 5’- TGGGACTTCCTCCTGGTGTG-3’
F3-2 5’- TGCTGAATGGGCTATCTTTGG-3’

AD-AT 5-AAGCAGTGGTATCAACGCAGAGTACTT
TTTTTTTTTTTTTTTTTTTTTTTTTTTTVN-3’

BADH-F  5-GAAGATCTATGTCGATCCCTATA
CCTTCTCGT-3’
BADH-R  5-GGGTNACCTTAAGGAGACTTGTA
CCACCCCC-3
1.3 BADH
BLAST BADH
, NCBI-ORF finder ORF
s ProtParam BADH
, MOTIF SCAN
,  SOPMA BADH
; Swiss-Model
,  MEGA3.0 .
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Bgl BstE .
pCAMBIA3301-BADH
EHA105
, BADH-F BADH-
R PCR , =80
40
2
2.1 BADH
RACE BADH
53 374bp 834 bp
926bp. cDNA 1 836 bp,
GenBank KM8&75506.
2.2 BADH
BADH ORF 1503 bp,
SUTR  97bp, ’UTR  236bp, 500
, Cr447H3851N6450727S15. BADH
54.5 kDa, 5.31.
20 , (Ala) ,
(Met) . BADH
—VTLELGG
KSP. MOTIF SCAN R 2
N 7
6 C R 294 1
, 285 1
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Cloning of Gene from Salicornia bigelovii and its Expression Vectors Construction

LIU Zeng-mei, ZHU Tian-yi, GONG Yi—fu*, WANG He-yu, ZHANG Li
(' School of Marine Sciences, Ningbo University, Ningbo 315211, China )

Abstract: A full length cDNA sequence of BADH gene was cloned by RACE from Salicornia bigelovii seeds.
The results show that the full length cDNA of BADH gene is 1836 bp, which contains 1503 bp ORF and
encoded 500 amino acid with a putative molecular mass of 54.5 kDa and an isoionic point of 5.31.The deduced
amino acid sequence contains the conserved decapeptide sequence (VTLELGGKSP) and cysteine residue in
betaine aldehyde dehydrogenase. Sequence comparison and phylogenetic tree analysis reveal that Salicornia
bigeloviiwas is close to Halocnemum strobilaceum and Halostachys caspica with 94% amino acids similarity.
The plant expression vector pPCAMBIA3301-BADH is successfully constructed, and the constructed vector is
then transformed into Agrobacterium EHA105. The research is expected to lay a foundation for the further study
on function of BADH gene.

Key words: Salicornia bigelovii; betaine aldehyde dehydrogenase; gene cloning; vector construction



