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Cloning and sequencing of the large coat protein gene of Satsuma dwarf

virus
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Abstract: The large coat protein (CPL) gene of Satsuma dwarf virus Fengjie isolate (SDV FJ) was amplified by RT-PCR and
cloned into vector pPGEM-T. Sequence analysis showed that the cDNA of SDV-F] CPL was 1 329 bp, encoding a protein of
443 amino acids. Comparison of the sequence with those from other viruses of genus Sadwavirus showed high identities (98.1%
and 98.6%) of nucleotides and amino acids between SDV FJ and SDV S-58 reported in Japan. Totally, 25 nucleotide differ-
ences were found between the CPL of SDV FJ and SDV S-58, among which the mutations between T and C account for a high
percentage.
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Table 1 Identities of nucleotide (upper right half ) and amino acid (lower left half ) sequences of the CPL of Sadwavirus

Strain SDVF] SDV S-58 CiMV Az-1 CiMV LB-1 CiMV ND-1 CiMV Ci-968 NIMV NI-1
SDVF] - 98.1 74.8 75.1 74.8 75.4 73.0
SDV S-58 98.6 - 74.5 74.7 74.2 75.0 72.6
CiMV Az-1 82.5 79.7 - 84.2 96.3 84.7 75.5
CiMV LB-1 84.1 81.9 84.2 - 83.7 96.1 73.5
CiMV ND-1 82.2 75.4 96.3 83.7 - 81.7 74.0
CiMV Ci-968 84.1 74.9 84.7 96.1 81.7 - 73.1
NIMV NI-1 81.5 78.4 75.5 73.5 74.4 73.1 -
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Fig. 3 Phylogenetic tree of CPL genes of Sadwavirus

constructed based on its amino acid sequence
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