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The B-hairpin Motifs Prediction Using Support
Vector Machine

Based on the protein sequence, a new method for predicting supersecondary structure motif, -
hairpins, is proposed. By using of the composite vector with increment of diversity to express the
information of sequence, and input the increment of diversity to support vector machine(SVM), SVM
can find the optimization hyper plane in six dimension space to classify the P-hairpins and the non-
B-hairpins. The result indicates that the higher predicting accuracy of P~hairpin motifs is obtained
by using of our method. For training set 5—fold cross validation, the overall accuracy of
prediction, Matthew s correlation coefficient (MCC) and sensitivity for B-hairpins are 81.24%, 0.57
and 83.06%, respectively. For independent testing set, the overall accuracy of prediction, MCC and
sensitivity for P~hairpins are 78.34%, 0.56 and 77.24%, respectively. In addition, the performance
of the method was also evaluated by predicting the 63 proteins in the CAPS6 dataset. And the better
results are obtained by using our method.
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