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Selection of Multi Amino Acid Indices
Based on Fourier Transform Analysis in AAindex Database
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2. Biotechnology and Pharmaceutical Engineering, Nanjing University of Technology, Nanjing, 210009, China)

Abstract: The characteristic frequencies of protein sequences are correlated to protein-target
binding sites, function, and structure when the spectroscopy method is applied to protein stud-
y. This paper proposes "the consensus spectrum of one protein sequence obtained using a varie-
ty of amino acid indices”. It can be used to find significant characteristic frequencies of one or
more protein sequences, and then, to select those amino acid indices which refer to the charac-
teristic frequencies. The method and significance of this paper are different from those of
Lazovi¢'s paper. The results show that the screened amino acid indices are mostly related to
the properties of space structure. The characteristic frequencies derived from its amino acid se-
quence are probably a good way of feature extraction. Meanwhile, the selection of amino acid
index can be regarded as a kind of optimization of protein’s numerical representation.
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