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Two-way AIC: A Novel Method for Detection of
Differentially Expressed Genes from Microarray
Data Sets

Koki Tsuyuzaki', Daisuke Tominaga'®, Yeondae Kwon''f
and Satoru Miyazaki'''

Detection of gene clusters which truly have biological relationship from DNA
microarray data sets is still a difficult problem. Recently, many different microarray data
are publicly available. In this paper, we built the integrated microarray data meta-data
sets composed by multiple comparative experiment data and developed a method, called
two-way AIC, which makes use of experiment’s differential and gene’s differential to
detect differentially expressed genes. Compared to other methods, two-way AIC has high
specificity and low hypergeometric p-value. In conclusion, two-way AIC is superior to
any other methods in terms of selective detection of gene clusters which have biological
relationship.
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