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Abstract

With the development of bioinformatics, tumor classification from gene expression

data becomes an important useful technology for cancer diagnosis. Since a gene ex-

pression data often contains thousands of genes and a small number of samples, gene

selection from gene expression data becomes a key step for tumor classification. At-

tribute reduction of rough sets has been successfully applied to gene selection field,

as it has the characters of data driving and requiring no additional information.

However, traditional rough set method deals with discrete data only. As for the

gene expression data containing real-value or noisy data, they are usually employed

by a discrete preprocessing, which may result in poor classification accuracy. In

this paper, we propose a novel gene selection method based on the neighborhood

rough set model, which has the ability of dealing with real-value data whilst main-

taining the original gene classification information. Moreover, this paper addresses
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