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Bioinformatics Analysis of Sheep HMGAI Gene
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Abstract: High mobility group protein A1 (HMGAI) gene is a kind of gene that regulates DNA transcription and exists
widely in many kinds of animals. In order to explore the function of HMGA1 gene in sheep, bioinformatics analysis of HMGA I gene
and its encoding product was conducted in this study. The results showed that sheep HMGA 1 gene encoded 152 amino acid residues,
and its protein molecular formula was Cy3H75N15015S;, molecular weight was 10.64 835 Kda, isoelectric point pl was 10.31. Sheep
HMGAT1 protein was an unstable protein, hydrophilic protein, non-secretory protein and has no signal peptide sequence and
transmembrane structure. The localization of HMGAL1 at a subcellular level was mainly existed in the nucleus (95.7%). The HMGA1
protein similarity between sheep and cattle was 100%. Its secondary and tertiary structures were mainly composed of random crimp.
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