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INSERM – France
4LOPF Califrais’Machine Learning Lab – Califrais – France

Abstract

The emergence of new sequencing technologies has facilitated the acquisition of large
amounts of biological data, which has proven to be a useful tool for better understanding
biological systems. One way to take advantage of the potential of sequencing data is to
use them to identify the relationship between biological units (e.g. genes) and phenotypical
characteristics (e.g. disease outcomes). This question, formulated as a variable selection
problem, remains difficult because of the size of the data (n
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