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o CCMS INTRODUCTION 0 CCMS is a chemoproteomic tool for profiling protein
interactions of small molecules

+ Capture Compound Mass Spectrometry (CCMS) is an unbiased, proteome-wide approach fo the identiication of
peciic on-and of- mall molecules of nterest .

Capture Compounds® (CCs) are unique trfunctional probes designed to interrogate proteins in their native
environments. The distinct molecular architecture of the Capture Compounds® enables a three-stage process of
binding dentification o
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CCMS can support projects at a variety of stages throughout drug discovery and development.

e THE CCMS EXPERIMENT
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o CASE STUDY: CCMS IDENTIFIES ON TARGET MECHANISM FROM PHENOTYPIC SCREEN
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° CASE STUDY: CCMS IDENTIFIES OFF-TARGET MECHANISM OF TOLCAPONE TOXICITY
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CCMS® is a powerful addition to drug discovery capabilities at Charles River




