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Abstract: Several pairs of priners were designed to anplify the conpl ete genone of foot-and-nouth dis-
ease virus R strain by RI-PCR Each fragnent was cloned to pMJ18-T vector and sequenced. Anal ysis
showed that the length of the encoding region of Rstrain was 6 966 bp, encoding for 2 322 amno aci d.

The 5' | RES region and 3' UTR were approxi mrately 450 bp and 94 bp in length. B ghteen nucleotide acid

was detected in Poly (A region by 3" RACE. Conpared wth other FMDV strains'

Bank,

B%simlarities i n deduced amno acid sequence.
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Tab. 1 Comparison of gene sequences of FMDYV R strain

with those available in GenBank
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