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Bioinformatic Analysis of Ovine RPS20 Gene
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Abstract: Ribosomal protein S20 (RPS20) gene is a class of genes involved in protein biosynthesis and regulating cell
proliferation, division, differentiation and apoptosis, which is widely present in a variety of animals. In order to explore the function of
RPS20 gene in sheep, bioinformatic analysis of RPS20 gene and its encoded products was conducted by using bioinformatic
databases and software. The results showed that RPS20 gene encoded 119 amino acid residues, the protein molecular formula was
Csg7HoosN 17301755, the molecular weight was 13.37 271 KDa, isoelectric point pl was 9.95. The RPS20 protein was a stable,
hydrophilic, non—secretory protein and that contained no signal peptide sequence and no transmembrane structure. Subcellular
localization mainly existed in the cytoplasm (65.2%). The similarity of RPS20 proteins among sheep and mammals such as cattle,
horses, chimpanzees, and wild bactrian camels was 100%. Its secondary and tertiary structure were mainly composed of random curl,
a helix and 3 fold.
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