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Cloning and Sequence Analysis of RcAKT1 Gene from Castor

BAO Li-kun, GENG Xue-jun (College of Life Science,Inner Mongolia University for Nationalities , Tongliao , Inner Mongolia 028000 )
Abstract [ Objective ] To clone and analyze RcAKT1 gene sequence from castor. [ Method ] The total RNA of castor fresh leaves was extracted and
the RACE method was used to clone the 3 ‘end and 5’ end of RcAKT1 gene. The two-terminal sequence was spliced by bioinformatics software
DNAman. Finally ,the ORF full length sequence of ReAKT1 gene was obtained and the bioinformatics analysis was carried out. [ Result ] The length
of the open reading frame was 2 253 bp, the analysis predicted that 751 amino acids could be encoded without interruption. The AKTI sequence
of other plants was compared with the ReAKT1 sequence of castor. The results showed that the homology was high and the consistency was between
84% and 97% . [ Conclusion | After bioinformatics analysis, it has been found that castor ReAKT1 belongs to the ANK super family and it”s a hy-

drophilic protein.
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Table 1 Primer sequence of castor RcAKT1 gene clones

5147 SRS -3")

Primer name Primer sequence

BMF1 VIGCRWTGCWATAYGCCABAABTTT
BMF2 ACARCWTTBTRCAVTACYGWCCRAA
BMRI1 CATGATTATGGTCCCATCTCCAATA
BMR2 ATCTCCAATATTTGCCTGAACAATG
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Fig.3 RcAKT1 cDNA sequence and its deduced amino acid sequence
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Putative conserved domains have been detected, click on the image below for detailed results.
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