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Abstract

Cancer is one of the highest causes of death in various countries, even an increase in mortality rates happens
every year. On the other hand, biocinformatics technology will be very helpful in predicting cancer, one of the
methods that can be considered in predicting cancer is the classification of microarrays data. Microarray
data is data containing many gene expressions that describe DNA cells. Microarray data has large
dimensions. The dimension reduction method used in this study is the Minimum Reundancy Maximum
Relevance (MRMR), the optimization method used is the Genetic Algorithm (GA) method, and the last
method is C4.5 aimed at classifying gene data. In this study there were two trials. The first trial used the
Minimum Redundancy Maximum Relevance (MRMR) method combined with Genetic Algorithm (GA) as an
optimization method and the C4.5 classification method, the trial resulted in an average accuracy of 79%.
While the second trial using the Genetic Algorithm (GA) method for feature selection and the C4.5
classification method produces an average accuracy of 78%.
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