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Fig 1 Predicted open reading frames of a 14 kbp fragment from WSSV genome
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BAC TTT GCA AAC AAC AAA CTC GAG TGC TAT AAT GAR CGT CAC GGA ATT GAR GAA GTT
ACT TCC TCA CAA ACG GTC AAC GCC BAAG GAA GCA CTT GAG GAT ATT ACA AAA ATT AAML
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Fig. 2 Gene sequence coding 358 amino acid residues of WSSV. The typical TATA- box and PolyA sequence were underlined,

amino acid residues rich in aspaitic acid, serine and glutamic acid were in black letter
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Fig 3 Homologous @mparison among three WSSV sohtes. Black reprent 100 identity
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