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Development of the new method for dynamics analysis in large molecular
protein-protein complex using nuclear magnetic resonance

Miyanoiri, Yohei
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To elucidate the dynamic properties of GroEL-ES protein complexs, We have
developed new relaxation optimized Stereo-Array Isotope labelling (SAIL) method. Using new relaxation
optimized SAIL amino acids, we could succeed in observing well-separeted aromatic, aliphatic and methyl
CH signals for GroEL-ES complex. And we could detect the changes in structural flactuations in several
amino acid s in GroEL and GroES upon forming GroEL-ES complex. These dynamics may play an important role
for cotrolling a biological function of GroEL-ES complex.

Ourlnew SAIL NMR method will be useful for structural dynamics study in many macromolecular protein
complexes.
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