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Abstract: Radical improvement in cancer care can be accomplished by individualizing patient management
via the application of genomics and functional model systems into clinical practice. Recent breakthroughsin
immunotherapy (i.e. checkpoint inhibitors) and targeted therapies (i.e. NTRK inhibitors) have shown that
therapy of advanced cancers might become agnostic to the organ of origin, arguing for a more individualized
approach to patient care. Emerging genomics technologies, data integration and visualization platforms are
powerful tools to determine the state of the individual’s tumor and point to tailored treatments. Furthermore,
an efficient combination of comprehensive genomics with 3D microcancer functional model systems can
further refine treatment decisions. However, applying such disruptive technologies in clinical practice is not
trivial. Regulatory, financial and clinical barriers will be discussed.
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With the recent advances in Next Generation Sequencing (NGS) technologies his laboratory have been
engaging in massive sequencing to scan the genome of cancer cells for abnormalities that can be used for
clinical purposes such as diagnosis and stratification of patients for optimal treatment. He has developed
MPseq, an accurate and inexpensive whole genome sequencing platform that has been used to detect
structural variants. MPseq is a combination of a protocol and algorisms that can deliver a detailed description
of all DNA rearrangements at a resolution that can show how individual genes are disturbed thus providing
necessary novel insight for correct clinical interpretation.




