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Protein Conformation Prediction Based on Parallel Genetic Algorithm

WANG Chang CHEN Zeng-Qiang YUAN Zhu-Zhi
(College of Information Technology Science,Nankai University , Tianjing 300071)

Abstract For the prediction of protein structure, we propose the solution based on parallel genetic algorithm. This

solution has modified the existing algorithm by omitting the process of simulated annealing, while compensating this

modification by parallel programming to maintain the results quality. Experiments have demonstrated that the new

solution has higher processing speed and same results quality. This solution also underlines the necessity of introduc-

ing the idea of parallel programming into the study of bicinformatics-
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