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A major goal of microarray experiments is to determine which genes are differentially expressed between samples. While

simultaneous measurement of thousands of gene expression levels provides a potential source of profound knowledge,

success of the microarray technology depends heavily on statistical analysis. Recently, statisticians have focused much at-

tention on the development of statistical methods to identify differentially expressed genes, with special emphasis on those

methods that identify genes that are differentially expressed between two conditions. This work focusses on the develop-

ment of a statistical method that is suitable for differential gene selection using Johnson system of distributions. (Received

September 18, 2007)
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