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A new method for quantifying a scoring function for protein fold recognition is presented. Using the profiles generated from the PSI-BLAST, a DB for protein domains with 25% identity is constructed. A fragment of the profile centered on a particular residue is considered as a specific 멠attern?for the residue. From the calculation and ordering of distances between the query pattern and the pattern in the DB, we can define N nearest-neighbor residues from the profile DB for the query residue. The N nearest-neighbor residues can be used for building threading potentials. Information about the matching of secondary structures and the differences in solvent accessibility between the query and decoys can be combined with an appropriate weight to obtain a new scoring function for threading. The specificity of our approach is tested for the CASP5 targets.

