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Cloning and Sequence Analysis of IGFBP-6 Gene in Sheep
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Abstract: The IGFBP-6 gene of Liangshan semi-fine wool sheep was cloned and anlayzed by bioinformatics
method. The physicochemical characteristics of IGFBP-6 protein was anlayzed. The secondary structure and
tertiary structure of IGFBP-6 protein were predicted. The results showed that the CDS sequence of IGFBP-6
gene was 711 bp,encoding 236 amino acids. CDS homology was 96% ,84% and 74% respectively, amino
acid homology was 95% ,80% and 69% respectively compared with bovine, human and rat. The amino
acidsequence analysis revealed that its relationship was near with mammals, goat, cattle , and far with fish.
The molecular weight was 24.9 ku, isoelectric point was 8. 83, with obvious hydrophobic and hydrophilic
regions,a signal peptide, one transmembrane region, forteen sites of phosphorylation, three sites of N-
glycosylation and seven sites of O-glycosylation. There were forecast that the random coil, a-helix and B-
sheet region were 77.54% ,19.92% ,2.54% respectively in secondary structure,a IGFBP_N domain and a
thyroglobulin-] type domain were in tertiary structure.
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