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Bioinformatics Analysis of Sheep GP5 Gene
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Abstract: In order to investigate the structure and function of the protein encoded by Glycoprotein V,
Platelet (GP5), this paper uses bioinformatics online tools and software to analyze the GP5 gene of sheep based
on the GP5 gene sequence of sheep published in GenBank database of NCBI website (registration number:
XM_027965957.1). The results showed that GP5 gene sequence of sheep contained an open reading frame with
a maximum length of 1 620 bp, and it was speculated that it encoded 539 amino acids, of which leucine content
was the largest (22.6% ). The relative molecular weight of the protein encoded by GP5 gene is about 59 305.38
KDa, and the theoretical isoelectric point is 9.40. The results of subcellular localization showed that it was
mainly located in the endoplasmic reticulum (44.4% ). GP5 protein contains signal peptide and transmembrane
helix structure. In the prediction of secondary structure, random crimp was dominant, which was 70.14%. The
tertiary structure of GP5 protein is mainly formed by random crimp, winding and folding, which is consistent
with the predicted structure of the secondary structure.
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