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Cloning and Analysis of Full-length cDNA of StoVel Gene from Solanum torvum
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Abstract The full-length cDNA of a gene associated with verticillium wilt disease resistance, named StoVel,
was amplified and cloned from Japanese Solanum torvum by RT-PCR and RACE. The cDNA contained 3 400
bp with an open reading frame (ORF) of 3 153 bp and encoded 1 053 amino acid residues. The deduced amino
acid sequence showed 82% homology to SaVel from Solanum aethiopicum, 81% homology to SIVel from
Solanum lycopersicoides and 80% homology to Vel from Lycopersicon peruvianum and also highly conserved
domains of function. This gene has been registered in GenBank with accession number DQ020574. Semi-
guantitive RT-PCR analysis indicated that StoVel expression was different in roots, stems and leaves, and richer
in roots, poor in leaves.
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Table 1 Comparison of S. torvum StoVel sequence with the sequences of Ve from other plants
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Fig. 3 Nucleotide acid sequence and deduced amino acid sequence of StoVel cDNA
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