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Abstract: [Objective)] The analysis on gene EO and E2 molecular character of the virulent strain of
classical swine fever in Shaanxi province was done to provide a reference for the prevention and control of
classical swine fever. [Method)] According to Shimen and HCLV strains gene sequence, we designed and
synthesized four pairs of primers using RT-PCR method,amplified and analyzed the gene sequence of gene
EO0 and E2 from the collection of disease tissue. [Result] The results showed that the five strains gene EO
nucleotide homology was between 94. 4% —99. 8 %. Compared with reference strains of ALD, Alfort187,
Brescia, CAP, Glentorf, GPE, GXWZ02, HCLV, Paderborn, Rimes and Shimen, nucleotide homology was
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between 80. 4% —96. 3% ,amino acid homology 86. 5% —99. 3% , genes E2 nucleotide homology 91. 1% —

98.0% ,and compared with the reference strain nucleotide homology was between 77. 7% —94. 6% ,and a-

mino acid homology 85. 2% — 95. 9%. E0 Rnase active site motifs were not mutated,and E2 protein had

three key sites of mutation leading to immune escape of the virulent strain. [Conclusion] Gene EO and E2

sequence of virulent strains of Shaanxi province variation was significant, especially in key sites of E2 larger varia-

tion.
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