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Screening of a kinase for compounds binding to an specific residue in the binging site (encircled). The chemical shift perturbation encountered 
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(blue) of a tool compound Circles indicate the resonances affected outlining the spectral SummarySTD (blue) of a tool compound. Circles indicate the resonances affected, outlining the spectral Summary
region of interest (ROI). (B) The overlay of three TROSY spectra recorded on the target Many benefits can be gained from applying an isotope label to akinase in absence of a hit compound from the screen (red) and in presence of 5x Many benefits can be gained from applying an isotope-label to a kinase in absence of a hit compound from the screen (red), and in presence of 5x 
(magenta) and 10x (blue) molar excess of compound The hit compound mainly affects target protein As illustrated for three different kinase targets(magenta) and 10x (blue) molar excess of compound. The hit compound mainly affects target protein. As illustrated for three different kinase targets 
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