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Abstract The full-length cDNA of the genome segment S10 of Dingcheng isolate of Southern Rice Black-Streaked
Dwarf Virus was cloned and the complete nucleotide sequence was determined, as well as its bioinformatics
analysis. Results show that the S10 is 1 797 bp (JQ337964), has an open reading frame (ORF), encodes a capsid
protein containing 557 amino acid residues. Its molecular weight is about 62.6 kD and its isoelectric point is 7.62.
Compared with other known viruses such as Guangdong isolates, Hainan isolates and Yunnan isolates, the
nucleotide identities of S10 segment are 99.7%, 99.0% and 98.4%, respectively, and their amino acid identities are
100.0%, 99.5% and 99.3% respectively. Conservative sequence and complementary sequence in the 5' URT and
3" URT of SRBSDV-HuNDC S10 and corresponding segments of the Fijiviruses viruses were analyzed, and 10
conservative segment of Fijiviruses viruses were founded by searching the motif of amino acid sequence encoded
by ORF. Moreover, the glycosylation sites, phosphorylation sites and B cell epitope were predicted. Three possible
N-myristoylation sites were found, which may be involved in virus infection.
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Figure 1 Combined block diagrams
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Table 3 Regular expression of the ten motifs
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