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Abstract

NMR relaxation experiments of isotopically labeled proteins provide a wealth of
information on reorientational global and local dynamics on nanosecond and
subnanosecond timescales for folded and nonfolded proteins in solution. Recent
methodological advances in the interpretation of relaxation data have led to a better
understanding of the overall tumbling behavior, the separability of internal and overall
motions, and the presence of correlated dynamics between different nuclear sites, as
well as to new insights into the relationship between reorientational dynamics and
primary and tertiary protein structure. Some of the new methods are particularly useful
when dealing with nonfolded protein states.
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MDMD , molecular dynamics
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