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Comparative modelling is the most accurate method for predicting the 3D structure of a protein when there exist homologous sequences with known structures. Several methods including rigid-body assembly, segment matching, and satisfaction of spatial restraints, are commonly utilized in comparative modelling. Typically RMSD values for models predicted in this way are less than 2Å. The modelling of loops is the most difficult problem in comparative modelling. We use PROFESY, which is based on the fragment assembly with the conformational space annealing, for comparative modeling especially to improve the prediction of loops. 
