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We apply a state-of-the-art computational engine, which is based on a multidisciplinary computational
approach, to analyse the wealth of clinical and genetic data of patients’ tumors.

The engine outputs many novel mutations, several of which are silent or seemingly silent, that are
predicted to affect cancer progression, and may be targeted by known or novel treatments.

Advanced molecular tools, such as CRISPR, are then used to validate the role of the mutations in cancer
pathology.



