IDPbyNMR b L

Role of intrinsically disordered regions in kinase
signalling pathways: Substrate recognition in
c-Jun N-terminal kinase (JNK) pathway

Jaka Kragel]
Proteln Dynamics and Flexibility by NMR
nstitut de Blologie Structurale
Grenoble

Bro . I0S

Institut de Biologie Structurale




Mitogen-Activated Protein Kinase networks
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) MAPKK-MAPK, MAPK-substrate, MAPK phosphatase
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MKK?7 - JNK interaction
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Characterization of N-terminal domain of MKK?7
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- aregion with a-helical propensity at the N-terminus
* the rest of the N-terminal domain of MKK7 is extended and flexible
+ C-terminus not as extended and flexible as in the central region
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Titration with JNK1
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Peak intensities drop in restricted regions
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Measurement of T, relaxation rates confirms mapped binding regions
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Perspectives

behavior of the N-terminal domain
in full length MKK7

More information on D-site affinities

Better description of local conformational sampling
along the N-terminal domain of MKK7

»+ Comparison with other interacting MKK - MAPK pairs
» Understanding of features governing specificity
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