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Select entropy-based indicators (such as Kolmogorov Complexity, Shannon Information Entropy 

and the Index of Regularity) have been used in this preliminary study to classify genes with acceptable 

results. This need for classification is driven by the interest of the scientific community in determining 

whether a given gene possesses or lacks cancer-related characteristics. A subset of genes was chosen, 

based on previous studies and on random selection. These genes have been represented by their DNA 

sub-sequence and have been divided into two groups: those that have a relation to cancer (that is, they 

either cause cancer, as in oncogenes, or are tumor suppressors) and those that are not related to cancer 

issues (i.e., normal genes). Initially, eleven classifiers were used and compared, some of which reflected 

an accuracy rate of over 70%. This accuracy rate represents the percentage of correct predictions 

(cancer-related or not) within a test set of genes. These results shed some light on the fact that, in effect, 

oncogenes and normal genes have different patterns and structures and can potentially be used as a 

predictor for novel genes and features. This exploratory study also analyzes non-classic classifiers and 

evaluates the prospects of clustering and advanced machine-learning algorithms to determine 

significant patterns within DNA sequences. 
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