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Mining co-regulated genes from microarray data quickly and effectively
ZHAO Qian, SHANG Xue-gun

School of Computer, Northwestern Polytechnical University, Xi’an 710129, China

Abstract

Microarray data sets typically contain strong noise and an order of magnitude more genes than experiments.To further
reduce the running time and improve the validity of co-regulated genes mined from microarray data, anew method is
proposed which firstly groups all genes according to the Pearson correlation coefficient between every two genes, then
uses column (gene) enumeration to mine closed frequent patterns as positive or negative co-regulated genes for each
group.The experimental results show that the proposed approach can quickly and effectively mine two kinds of co-
regulated genes from microarray data.
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