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ABSTRACT
The Cancer Genome Atlas is a rich source of genetic data that includes samples from 11,000
patients across 33 tumour types. It is also a collection of data from different platforms, among
them profiles of DNA methylation, SNP and CNV variants, genes expressions measured with
RNA-seq and proteins levels measured with RPPA arrays. Supplemented with rich clinical data
this database creates opportunity for new interesting cross-platform genetic signatures.

In this talk we will compare three state of the art approaches for training of such genetic sig-
natures, namely random forest, tree based gradient boosting and regularised logistic regression.
Signatures are trained based on hundreds of thousands biomarkers. We will discuss challenges
and opportunities behind each method and present an example application.
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