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Using Pseudo Amino Acid Composition to
Predict Hydrolase Subfamily

LT Hong-chun, ZHANG Guang ya, FANG Barshan

(Institute of Industrial Biotechnology, Huaqiao University, Quanzhou 362021, China)

Abstract: Predicting the hydrolase subfamily is of great importance for designing a fast and reliable classification system.
In this paper, the pseudo amino acid composition method was used to extract the features from protein sequencec, and the
k nearest neighbor algorithm was used as the classifier to predict the hydrolase subfamily. The influences of A and @ on
prediction accuracy were also studied. The results showed that the prediction accuracy of pseudo amino acid composition
were much higher (about 10.4%) than that of amino acid composition, the prediction accuracy of amino acid was 72. 3%,
while the pseudo amino acid was 87. 2% . The running parameter of A had more influence on prediction accuracy when
compared with ©,

Keywords: hydrolase subfamily; feature extraction; pseudo amino acid composition; k nearest neighbor



