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Machine learning algorithms have made the topic of gene selection in cancer datasets very 

important. Gene selection algorithms have become the subject of much research. They have 

important implications for identifying genes that can participate in developing cancer [1]. 

The selected genes [2] can further be tested in medical laboratory to understand and prevent 

cancer more effectively. The aim of this research is to summarize the most often used gene 

selection algorithms leading to cancer. Such type of summary is the first step of improving 

existing algorithms and devising new ones. We summarize the most often used techniques 

for gene selection in cancer datasets and the important genes for cancer development based 

on existing studies. We also try to clarify what combinations of genes are responsible for 

cancer development according to medical studies and how they correspond to the results 

from machine learning models. This approach would help us identify gaps in existing 

algorithms that can be improved and gather ideas for novel approach towards gene 

selection in cancer datasets. 
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