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Abstract: MAX dimerized protein 3 (MXD3) gene plays an important role in tumor proliferation, apoplosis, invasion and

metastasis, which is widely present in a variety of animals. In order to explore the function of MXD3 gene in sheep, bioinformatics

analysis of MXD3 gene and its encoded products was conducted by using bioinformatics databases and software. The results showed

that MXD3 gene encoded 206 amino acid residues, the protein molecular formula was CigoH 60N32203155, the molecular weight was
23 556.50 KDa, isoelectric point pl was 9.32, the half-life was 30 h, and the instability index was 88.30. Sheep MXD3 protein
subcells were mainly located in nucleus, which was not a secreted protein and therefore no signal peptide sequence was detected. No

transmembrane structure was found and was regarded as a hydrophilic protein. The secondary structure of the protein was composed

of random coil and a helix, and the predicted results of tertiary structure were consistent with the secondary structure.
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