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The Extraction for Informative Genes of Colon Cancer Based on Support Vector Machine
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Abstract: A new informative gene extracting method was developed based on the dataset of expressible spectrum in
colon cancer genes and the method combined with the support vector machine, Bhattacharyya distance, recursive fea-
ture elimination (RFE) and fast correlation-based filter (FCBF). Firstly,a combination of Bhattacharyya distance and
SVM-RFE was applied to remove the irrelevant genes. Secondly, FCBF was employed to generate the informative
genes. Finally,SVM was used to classify the colon datasets. The experimental results demonstrated that compared to
existing methods, the classification accuracy was improved and the number of informative genes was decreased.
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