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Homology Modeling of Pheromone Binding Protein of Choristoneura rosaceana
SUN Hao et al
Abstract
[ Method ] The three dimension structure of pheromone binding protein of Choristoneura rosaceana was modeled by homology modeling method.
The different evaluation of the model by Procheck, Verify_3D, Errat and ProSa2003 respectively indicates that the model is reliable. [ Result ]
The pheromone binding protein of Choristoneura rosaceana consists of 6 a-helices and loops between them. 6 conserved cysteines form 3 disulfide

(Faculty of Science, Southwest Forestry University, Kunming, Yunnan 650224 )
[ Objective | The research aimed to predict the three dimension structure of pheromone binding protein Choristoneura rosaceana.

bonds which can stabilize the structure. [ Conclusion] This study can provide a foundation for the research and pest control of Choristoneura rosa-

ceana.
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