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The Stereo-Array Isotope Labeling (SAIL) method has been
successfully applied for structure determinations of proteins as
large as 50 kDa, which are unamenable to conventional NMR
methods.(1) In view of the recent trend of integrative structural
biology research, the major role of NMR spectroscopy has
shifted from structure determinations to elucidations of the
dynamics and interactions of biologically interesting large
protein complexes. The relaxation optimized SAIL approach will
facilitate various investigations of protein dynamics with wider
amplitudes and time-scale ranges for large protein complexes.
Our recent results along this line will be presented.(2.9)
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