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IPA is an all-in-one solution that includes the following: — Next Step: Prioritize genes for follow up studies by identifying assays Pathways in the Ingenuity Knowledge Base.

available to measure their transcript/protein levels in a clinical setting.  |PA Core Analysis of CNA-specific gene expression changes
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Immunological Disease 6. 13E-04 - 3.43E-02 { ] owvarian carcinoma 3.30E-02
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Specrﬁc processes’ phenOtypeS & pathV\-/ayS. InSIghtS from IPA g-enera-tEd lPA Identlfles Key Slgna“ng Pathways Perturbed In Ovarlan Cancer human CASPS8 protein has been used as a biomarker for measuring the efficacy of 2-cyano- MECOM d .t I t t. t f
tEStabIe hypOtheses and heIPEd narrow In On key genes and relatlonShlpS to MOleCL”ar PI‘OfI|eS 3,12—diuxuulepan—1,9—l:|ien—28—ui[: acid in the treatment of solid tgmur. ! Y gene an I S In eraC Ing par ners a'S an area Or

focus validation experiments on. F— NCTO0352040 _ ClinicalTrials.gov. further study.
C T 1 1 1 ] Secondary Outcome Measures:  The hypotheses generated by this analysis now exist as interactive

o Antitumor activity [ Designated as safety issue: Mo |

Mol Hechantms of Cancer [ * Invivo molecular and biological effects of CDDO as measured by changes in biomarkers of apoptosis and cell mOdeIS in IPA that are d i reCtIy SUppOrted by EVidence from the

cycle arrest (e.q., caspase 3, caspase 8, and caspase 9 cleavage products, p21, and poly-ADF ribose
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