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Cloning and Character Analysis of Cofilin from Chaetomium cupreum

Li Li, Zhang Haiyan
(College ol Lile Sciences, ITenan University, Kaileng 475004, China)

Abstract: Cofilin gene was obtained from mycelia cDNA library of Chaetomium cupreum. Full length of Cofilin gene
was acquired by PCR amplification with reverse RNA template in order to study the biological character and enhance the biocon-
trol effect. The bioinformatics results showed that the full-length of Cofilin gene was 468 bp length and encoded 155 amino
acids. The protein molecular weight was 17 kD and its theoretical isoelectric point was 4. 99. Cofilin was hydrophilic and its
main secondary structure elements of cofilin were alpha helix and random coil. Cofilin protein included 4 conservative regions
and 6 Ser and 4 Tyr phosphorylation site. ClustalX analysis revealed that the amino acid sequence shared high similarity with

P. anserina and C. g lobosum.

Keywords: C. cupreum; Cofilin; gene cloning; bioinformatics analysis
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