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[ Abstract] Through statistic analysis on the donor site sequences in the dataset of HS3D, the rules that the bases appear in the adjacent sites around
the splice sites are used for constructing motifs, which are then utilized as the attributes of the DNA sequences. And by setting the value of each
attribute the literal sequences are transformed into numeric vectors, based on which a Support Vector Machine(SVM) model is constructed to predict
splice sites. The experimental results indicate that compared with the improved motif scoring model, the proposed method has diminished the
influence on the prediction generated by the abnormal data effectively and also shows that the new mapping method in virtue of motifs is practicable
and effectual.
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5/30 0.892 0.935 0.906 0
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