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Nonlinear Prediction Analysis of Properties in Protein Sequences( [ )
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Abstract; In this manuscript, three characteristic sequences for a protein sequence were
constructed according to the detailed HP model. Protein sequences were selected {from the protein
structure classification database CATH. The database classified protein into four classes (mainly
alpha, mainly beta, mainly alpha— beta and few secondary structures) based on the different
domain structures. By using the nonlinear prediction methods, three characteristic sequences E-D
graphs of protein sequences in every four classes were obtained. It was found that each
characteristic sequences E-D graphs of protein sequences fluctuated all along and specific.
Moreover, the difference of E-D graphs for corresponding characteristic sequences among four
classes of protein sequences was very large.
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