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Abstract: The bioinformatics analysis of sheep NRCAM gene was carried out by using bioinformatics
database and software, and its structure was preliminarily understood and predicted. The results showed that
sheep NRCAM gene contained an open reading frame of 3 648 bp, encoding 1215 amino acid residues. The
molecular mass of NRCAM protein was 134 367.13 KDa, and the theoretical isoelectric point Pl was 5.49. The
subcells were mainly located in cytoplasmic (26.1% ) and belong to secretory protein. There are signal peptide
sequences. There are five segments of 1Gc2 regions, a segments of IG region, a segments of low complexity
region, four segments of FN3 region and a segments of transmembrane structure. The secondary structure is
mainly random crimp and B—pleated sheet, and the tertiary structure is mainly formed by random crimp and 3-
pleated sheet,winding and folding.
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