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cDNA Cloning and Bioinformatics Analysis of APEX1 Gene from Wuzhishan Miniature Pig
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Abstract
be carried out of this gene. [ Method] Taking constructed ¢cDNA library of the peripheral blood leucocytes from Wuzhishan miniature pig as

(College of Agriculture,Hainan University , Animal Genetic Engineering Key Lab. of Haikou,Haikou, Hainan 570228)
[ Objective ] The study aimed to clone full-length ¢cDNA of APEX1 gene from Wuzhishan miniature pig and bioinformatics analysis

material , the full-length cDNA of APEX1 gene was cloned by using colony PCR method. Nucleotide sequence of APEX1 gene, physicochemical
properties and secondary structure of its encoding protein were analyzed and predicted by using bioinformatics software. [ Result] The bioinfor-
matics analysis results showed that the full-length cDNA sequence was 1 392 bp, containing an open reading frame of 957 bp,flanked by 132 bp
5'UTR and 303 bp 3'UTR, encoded 318 amino acids. Relative molecular weight was 35 kD, pl was 8.05. Comparison analysis indicated that
the nucleotide sequence and amino acid sequence of APEX1 gene were highly homologous to some mammals reported , such as human, mouse,

himpanzee and other mammalian. [ Conclusion] The cDNA of APEX1 gene from Wuzhishan miniature pig was successfully cloned, it lays a

foundation for further researching the action mechanism of APEXI in the body of animal.
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Fig.2 APEX1 gene cDNA and deduced amino acid sequence cloned from Wuzhishan miniature pig
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Fig.4 The hydrophilic/hydrophobic analysis results of Wuzhishan miniature pig’s APEX1 protein
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