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Abstract: In this study, the coding sequence of porcine tumor suppressor candidate 5 (TUSC )
were amplified based on the in silico sequence information. The result showed that the full length
of TUS(G was 636 bp and the open reading frame was 534 bp long. The predicted protein-coding
sequence was 177 amino acid residues. ldentity analysis showed that the nucleotide sequence of
porcine TUSC shares 83.5%., 82.4% and 82.6% with that of human, mouse and rat, respec-
tively. The deduced protein sequence shares 71.2%, 77.5%, and 78 homology with that of
human, mouse and rat, respectively. All of these data indicates that the porcine TUS(G gene was
successfully cloned in the present study.
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