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Sequencing of Sweet Potato Leaf Curl Virus Genome

and Expression of Coat Protein Gene in E. coli
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Abstract; The complete genome of sweet potato leaf curl virus (SPLCV) isolate JS : XZ : 3-2
from Jiangsu province was amplified by PCR. Analysis of the genomic sequence showed that the
genome of SPLCV (]S : XZ : 3-2)was composed of 2 834 nt and included six open reading frames
(ORFs). Compared with other isolates previously reported,the nucleotide sequence identity of the
complete genome was 82.7% —94. 4%. The CP gene consisted of 765 nt and encoded 254 amino
acid residues. The nucleotide sequence of CP gene was 89. 2% —90. 6% identical to other isolates
previously reported. The highest identity was 90. 6% with the USA isolate(HQ333135) and the
lowest identity was 89. 2% with the Japan isolate (AB433788). The nucleotide sequence of CP
gene was 90. 2% identical to the China isolate(FJ515896). The CP gene was cloned into the ex-
pression vector pGEX-4T-3 for over-expression in prokaryotic cells. The SDS-PAGE result
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showed that a specific fusion protein about 54. 3 kD was produced after induction by IPTG.

Key words: sweet potato leal curl virus (SPLCV); complete genomic sequence; coat protein

gene; prokaryotic expression
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