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Bioinformatics Analysis on Gelsolin Gene of Taenia Solium Imago

SHEN Pingxiang' , WANG Yu’, HUANG Jiang’
(1. The Multimedia Laboratory of Morphological Science, Guiyang Medical College, Guiyang 550004, Guizhou, China;
2. Department of Parasitology, Guiyvang Medical College, Guiyang 550004, Guizhouw, china)

[ Abstract] Objective: To analyze the structure of gelsolin gene from Taenia solium adults (Ts GEL)
and the structure and function of the encoded protein. Methods: Gelsolin gene was identified from 7.
solium full-length ¢cDNA plasmid libratory by analyzing tools. Its structure was analyzed, and the struc-
ture and function characteristics of the encoded protein were predicted. Results; Consistency and simi-
larity of Ts GEL with Acephalocystis granulosus gelsolin gene were 88% and 93% respectively. The full
length of Ts GEL was 1 514 bp. Its coding region was 167 ~1 263, encoding 365 amino acids. The
encoded protein didnt contain any kinds of subcellular localization sequence, but contained several po-
tential phosphorylation sites. It was stable in solution. Conclusions: The full cDNA sequence of gelso-
lin gene is screened from ¢cDNA plasmid library of T. solium imago with bioinformatical method. The
structure and function of the gene and encoded protein are predicted.
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