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Bioinformatics Analysis of Sheep KCNHI Gene

ZHANG Xiaoxue, ZHAO Liming, LIU Jia, YANG Xiaobin, LI Chong
(College of Animal Science and Technology, Gansu Agricultural University, Lanzhou Gansu 730070, China)

Abstract: In this study, the potassium voltage—gated channel subfamily H member 1 (KCNH1) gene of sheep was taken as
the research object, and bioinformatics analysis was conducted using bioinformatics software to analyze sheep KCNHI gene for
understand its structure and predict its function. The results suggested that the maximum length sequence of sheep KCNHI gene
was 2 961 bp and encoded 986 amino acid residues. The molecular formula of the protein encoded by KCNHI gene was
CaonHigi6N 13001445540, the molecular weight of the protein was 110 827.28 kDa, and the th—eoretical isoelectric point (pl) was 7.52.
The results of subcellular localization showed that the coding products were mainly located in the plasma membrane (43.5% ),
followed by the endoplasmic reticulum (34.8%), which were non—secreted proteins. There is no signal peptide sequence in KCNH1
protein, but there are five transmembrane structure regions. The secondary structure of KCNHI protein is dominated by a-helix,

and the tertiary structure is mainly formed by the winding of a—helix.
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