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Abstract:
structures and functions of ovine ANXA 10 are predicted and analyzed with software tools and database. Meanwhile, the phylogenetic
tree of ANXA 10 and related proteins is constructed. The result shows that the ORF of ANXA 10 is 729 bp which encoded 324 amino
acids. The sheep protein of ANXA10 is 25.0 KD in molecular weight,8.16 in isoelectric point. The secondary structure of ANXA 10

This study aimed to study the bioinformation of sheep ANXA IO gene. The physicochemical characteristics,

shows that it mainly constituted of ashelix and coils.
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comparative analysis by SAGE of gene expression profiles
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