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Bioinformatics Analysis of Sheep ADRAIB Gene

LINa', WANG Weimin'?, ZHANG Deyin', ZHANG Xiaoxue'
(1. College of Animal Science and Technology,Gansu Agricultural University, Lanzhou Gansu 730070, China;2.
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Abstract: The bioinformatics analysis of sheep ADRA 1B gene was carried out by using bioinformatics
database and software,and its structure was preliminarily understood and predicted. The results showed that
sheep ADRA IB gene contained an open reading frame of 1 548 bp, encoding 515 amino acid residues. The
molecular mass of ADRA IB protein was 56 385.55 KDa, and the theoretical isoelectric point PI was 9.53. The
subcells were mainly located in plasma membrane and did not belong to secretory protein. There are no signal
peptide sequences;There are seven segments of transmembrane structure and two segments of low complexity
regions. The secondary structure is mainly random crimp, and the tertiary structure is mainly formed by random
crimp, winding and folding. Involved in the regulation of contraction of myocardium, blood vessels and muscles.
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