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RESULTS - DRUG AND PATHWAY ANALYSIS
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RESULTS - PATHWAY ANALYSIS
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RESULTS - PATHWAY ANALYSIS
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RESULTS — MONTECARLO SIMULATIONS
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IN VITRO RESULTS

MTT assay — Evaluation of cell viability
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IN VITRO RESULTS
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IN VITRO RESULTS
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CONCLUSIONS

* The application to breast cancer
> highlights potential targets and drugs

> enables the selection of top candidate pathways and
potential drug combinations in a variety of
multifactorial diseases

* The developed approach can easily be applied to
other complex diseases
> Network construction based on a list of mutated

proteins in patient’s specific proteomic or genomic
background — precision medicine
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ON GOING

* Combinations of different drugs

* Future works:
> Bayesian networks instead of Boolean graphs
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