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Relevant references for this talk

Computational techniques are playing an increasingly important role in cancer research for interpreting complex molecular
and clinical data, enabling novel insights into individual cancer risks. An interesting opportunity lies in the re-analysis of
existing publicly available datasets with advanced statistical and machine learning approaches for new discoveries.
Reproducibility is a critical area to ensure reliable findings that can eventually translate into clinical applications to advance
cancer diagnostics and therapies.

Proteomics has emerged as a rich source of biomarkers, offering a more direct measure of the phenotype than genetic
information. The development of new computational tools, like deep learning based de novo sequencing, is moving the
interpretation of proteomics data to a new level, including from already generated datasets. By applying these tools to
publicly available cancer datasets, such as those for breast cancer, enable discovery of new biomarker candidates with
potential clinical applications.

At the same time, single-cell technologies are enhancing the depth of our analyses, providing detailed views on cellular
heterogeneity and tumor microenvironment. The construction of comprehensive cell atlases through efforts in data
integration enables studying cellular patterns and interactions associated with disease progression or treatment outcomes.
For instance, construction of an immune cell atlas allows identifying risks of immune-related adverse events in patients
undergoing immune checkpoint inhibitor therapy.

In addition to interpreting multi-level molecular profiles, machine learning provides various opportunities to predict disease
and treatment risks from other types of digital health data, such as electronic health records. For example, prediction of
chemotherapy-induced neutropenia risk can be improved with machine learning to facilitate more targeted use of granulocyte
colony stimulating factors (G-CSFs).
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