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摘要  在总结二分类支持向量机应用的基础上，提出了利用t-验证方法和Wilcoxon验证方法进行特征选取，以支
持向量机（SVM）为分类器，针对基因微阵列癌症数据进行分析的新方法，通过对白血病数据集和结肠癌数据集的
分类实验，证明提出的方法不但识别率高，而且需要选取的特征子集小，分类速度快，提高了分类的准确性与分
类速度。 
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  Abstract
  This paper analyzes microarray data based on support vector machine.T-test and Wilcoxon methods are used for feature 
selection and dimensionality reduction.Support vector machine is employed for the classification of microarray 
data.Experiments are performed on leukemia and colon sets.Good performance is achieved and this method also reduces 
computation time with small feature subset.
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