MAPPING DRUG DISCOVERY
DECISIONS WITH CETSA

CDK4 as a
use case

Early drug discovery is often limited by poor insight into compound behavior in biological systems and by reliance on label-based
technologies, increasing the risk of advancing the wrong molecules. CETSA® enables unbiased, label-free assessment of compound-protein
interactions directly in biologically relevant systems. Here, we illustrate how CETSA can be applied across the drug discovery pipeline, using

CDK4 as an example.
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results bridge cellular findings to a tissue-level endpoint, strengthening confidence
that the observed cellular activity can translate into a physiologically meaningful
response.
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e (Confirm that your compound engages its target inside live cells.

Drug Discovery e Explain the molecular mechanism and help select a better series.

with Pelago e Map off-targets early to reduce the risk of late-stage attrition.

Bioscience * Link engagement to function and to system-level effects before further investment in studies.

* |ncrease confidence that the dosed drug reaches and engages the target, helping bridge preclinical
work to clinical samples.
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