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In situ pharmacoproteomics for the prediction of efficacy and side effects
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We developed a 3D-Pharmacoproteomics (3D-PPx method to identify targets of
ATP-competitive kinase inhibitors at the various scale of concentrations and inhibition time points. We
aﬁplied 3D-PPx to find targets of erlotinib, an EGFR inhibitor used as an anti-cancer drug. We confirmed
that 3D-PPx can detect the effect of EGFR mutation using erlotinib-resistant NSCLC cells which express
wild-type EGFR and erlotinib-sensitive NSCLC cells which express mutant EGFR. Furthermore, several target
candidates of erlotinib were identified using 3D-PPx.
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