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Abstract - BEOE

Rice stripe diseased rice plants were collected from Baoshan, Chuxiong, Shilin and Yiliang of
Yunnan province. The cDNAs of coat protein gene of four Rice stripe virus (RSV) isolates were
obtained by total RNA extraction and RT-PCR. The amplified cDNA fragments were then
coloned and sequenced. Sequence analysis results showed that the cDNA fragments were
consist of 999 nts, including 969 bp of CP gene encoding 322 amino acids. Comparison of the
nucleotide sequences of the CP gene of these 4 isolates with that of other isolates
demonstrated that all the RSV Chinese isolates could be divided into two groups. Most of the
RSV isolates in Yunnan formed one group, and the other isolates belonged to another group.
The amino acid sequence of the coat protein of the RSV-CXi isolate was choosed to compared
with those of other five virus in genuses Tenuivirus, results indicated that RSV is most closely
related to MStV than to RHBV, EHBV, UHBV, and RSV is very distant related to RGSV in the
genuses Tenuivirus.
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