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The prediction of a protein structure using its sequence information alone is a difficult problem. The increasing number of protein families with many homologous sequences provides us to investigate the evolutionary information among them. Therefore, conservation and mutation patterns observed in multiple sequence alignments can serve as the evidence of functional, structural constraints and mutational drift among the aligned sequences. We predicted the pair-wise residue contacts using the information of correlated mutations between two positions from the multiple sequence alignment. We observed that combining the correlated mutation with the sequence conservation improves the accuracy of the contact prediction. This contact information can be used as the input for the calculation of a protein tertiary structure. 

