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Because of the growing of bioinformatics technologies, the genes of species have been
decoded gradually. Microarray is one of the popular technologies which have been em-
ployed in this field. The useful information of genes may be discovered by the statistical
methods or data mining skill. However, the traditional statistical methods or data mining
skill performed inefficient. The objective of this study is to use the two-stage adaptive
genetic algorithms (AGA) to select the minimum relevant genes more efficient. Differ-
ent mutation rates were assigned to the genes (or chromosomes) based on the evolution
process in each generation to reach the survival-of -the-fittest principle. In addition,
the extinction and immigration strategies were employed to avoid jumping into the local
solution. Finally, the remained minimum relevant genes were tested by the chi-square
test. The results demonstrated that two-stage AGA may select the minimum relevant
genes more efficient and powerful than the other genetic algorithms methods.
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