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Abstract: The performance of feature selection techniques and machine learning classifiers is carefully 

assessed utilising several features and classifiers using three benchmark datasets. Leukaemia cancer 

dataset, colon cancer dataset, and lymphoma cancer dataset are the three benchmark datasets. The 

selection of features has been based on the Pearson's and Spearman's correlation coefficients, Euclidean 

distance, cosine coefficient, information gain, mutual information, and signal to noise ratio. Support vector 

machines, multi-layer perceptrons, k-nearest neighbours, and structure-adaptive self-organizing maps have 

all been applied to classification. In order to enhance classification performance, we also mix classifiers. 

The benchmark dataset's best recognition rates are produced by ensembles using multiple basis classifiers, 

according to experimental findings. 
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