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adiabatic pulses, 129
amino acid type-selectivity, 309
apolipoprotein E, 1
apoptosis, 1
atherosclerosis, 1
automated NMR assignment, 55
automation, 219

backbone assignments, 219
band-selective homonuclear decoupling, 129
barnacle, 1
base-type selection, 263
biomolecular structure, 1
BMRB, 1

calmodulin, 163
carbon-13 chemical shifts, 13
cardiac troponin C, 281
CC–TOCSY, 309
cell-free protein synthesis, 235
cement protein, 1
chemical exchange, 281
chemical exchange, 41
chemical shifts, protein secondary structure, statis-

tical energy model, statistical decision, 71
cholesterol transport, 1
complex, 209
conformational change, 41
conformational exchange, 163
COSY, 243
CPMG, 41
CRIPT, 61
cross-correlated relaxation, 113
cross-correlation, 23
cUUCGg tetraloop motif, 295
13C relaxation, 295

database, 1
deuteration, 281
DHPR-RyR interaction, 89
diffusion anisotropy, 295
digital resolution, 141
DNA polymerase III, 235

EF-hand, 163
enhancer of rudimentary, 329
eukaryotic protein, 31
excitation-contraction coupling, 89

FACT, 83
Fourier transformation, 141

G-protein, 31
GroEL, 23

hCdc5, 309
HCN, 263
heteronuclear cross-polarization, 129
high-resolution, 31
HMG, 83
hydrogen exchange, 195

IRE RNA, 179

Karplus relationship, 273

Lagrange interpolation, 141
LDL receptor, 1
linear analysis of chemical shifts (LACS), 13

macromolecular NMR, 23
magic angle spinning, 195
magnetisation recovery, 113
maximum entropy reconstruction, 55
micro-crystalline, 195
mobility of membrane b-barrels, 101
model-free analysis, 295
molecular dynamics simulation, 151
molecular dynamics, 179
mosaic spread, 101
multiple-relay, 309

NMR assignment, 1
NMR structure and dynamics, 179
NMR structure, 329
NMR structure, 83
NMR, 151
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NMR, 209
NMR, 263
NMR, 41
NMR, 89
non-linear sampling, 141
non-uniform sampling, 55
nuclear magnetic resonance, 1
nucleic acid dynamics, 295
15N-HSQC, 235

off-resonance spin lock, 281
oligomerization, protein–protein interactions, viral

assembly, 91
optimal control, 23
order parameter, 151
orthogonal spin state separation, 113

paramagnetic relaxation enhancement, 61
particle interaction model, 219
PDB, 1
peptide, 209
PISEMA, 101
preirradiation, 243
protein backbone geometry, 13
protein folding, 235
protein sequence specific assignments, 309
protein structure, 273
protein–protein interaction, 235
protein, 195
protein dynamics, 273
proton chemical shifts, 13
proton relaxation, 281
pyrimidine biosynthesis, 329

queued spectroscopy, 113

R2, 41
radiation damping, 243
RcsC-PR, 309
RED analysis, 179
reduced-dimensionality, 55

RefDB, 13
relaxation dispersion, 281
relaxation, 23
resonance assignment, 263
restraints, 1
RNA NMR assignment strategy, 129
RNA, 263
rotamer populations, 151
rotating-frame relaxation, 163

S2axis, 151
scalar coupling, 129
scalar couplings, 273
sensitivity, 61
side-chain assignment, 55
sidechain assignments, 219
side-chain dynamics, 151
signal/noise ratio, 141
skeletal muscle, 89
SOD1, 209
solid-state NMR, 195
spectral editing, 263
spin diffusion, 61
spin-lock, 163
stable-isotope labeling, 31
subtilisin, 31
ls-ms protein dynamics, 281

TALOS, 13
time averaging, 101
transducin, 31
TROSY, 113
TROSY, 61

underwater adhesive protein, 1

water suppression, 243
water suppression, 61
water, 195
WET, 243
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