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emphasizing the need for biomarkers to assess cancer
prognosis and factors associated with benefit of cancer
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Untargeted multi-dimensional NMR and MS-based machine BoR Sc_?:sixagtgmgsfg(;\z\gge?t BL for BoR Scorﬁ_,el'tcasgrrigilgio;fé)lr_Train and Kaplan-Meler curves demonstrates that from a pre-dose plasma
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mutation status. design optimal treatment paradigms.



