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Abstract
were analyzed by bioinformatics software ,including its gene sequence analysis,open reading frame prediction( ORF) prediction, physicochemi-

[ Objective ] To make bioinformatics analysis on Taura syndrome virus (TSV) gene in swine.[ Method ] The complete genes of TSV

cal properties of protein,secondary structure prediction, protein transmembrane and signal peptides prediction, and as well as protein tertiary
structure prediction.[ Result] The TSV gene (JX094350.1) with a length of 10 128 bp was successfully obtained from NCBI gene bank.The
bioinformatics analysis showed that TSV gene was a total of 3 286 amino acids, a theoretical isoelectric point ( pl) of 5.14,a theoretical molecu-
lar mass of 366 443 Da,and an instability coefficient ( [l ) 37.76,being a stable protein.The complete gene sequence contained two open read-
ing frames (ORFs).There was a transmembrane structure in the protein, and there was not included protein signal peptide.[ Conclusion ] The
bioinformatics analysis of TSV is helpful for understanding Taura syndrome virus on molecular level and the prediction of infection mechanism.

It will provide useful informations for the prevention and treatment of Taura syndrome.
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Fig.1 The results of open reading frame ( ORF)

% 2 ProtParam TE& DT EEEREAK

Table 2 Amino acid composition by on-line ProtParam analysis
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Ala (A) 218 6.6
Arg (R) 157 4.8
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Pyl(0) 2 0.1
Sec(U) 0 0.0
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Fig 2 The forecast results of protein secondary structure by on-line SOPMA analysis
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Fig.4 The analysis results of protein signal peptide by Signal P-
4.1 software
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