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[4] Rapid NMR Data Collection

By Hanudatta S. Atreya and Thomas Szyperski

Abstract

Rapid data collection is an area of intense research in biomolecular
NMR spectroscopy, in particular for high-throughput structure determina-
tion in structural genomics. NMR data acquisition and processing protocols
for rapidly obtaining high-dimensional spectral information aim at avoid-
ing sampling limited data collection and are reviewed here with emphasis
on G-matrix Fourier transform NMR spectroscopy.
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