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Abl kinase, 343
adiabatic pulse, 49
alignment, 201
ambiguous distance restraint (ADR), 21
amino acid type selective HSQC, 115
angiogenesis, 175
angiogenin, 175
anisotropy, 311
anti-TROSY, 161
Ap4A hydrolase, 181
APRin, 265
ARIA, 21
auto-protolysis, 371
axon guidance, 369

backbone assignment, 115
backbone dynamics, 185
bacterial cytokinesis, 261
bacteriophage k, 351
Babesia divergens, 67
Baculovirus, 343
biofilm, 167
biosynthesis, 279
BolA-like, 167
BRCT domain, 183

Ca2+ sites, 97
cadherin, 365
calcium, 375
calcium-binding protein, 379
calmodulin binding modes, 185
calmodulin, 185
capsid, 351
carbohydrate, 311
13-carbon observation, 273
cell division, 261
cell-free protein expression, 11
13C-detected NMR spectroscopy, 1
chaperone, 377
chemical shift anisotropy, 149
chemical shift correlation, 273
chemical shift referencing, 143
chemical shift tolerances, 21
chemical shift, 143
cis–trans isomerization, 261

CNR, 365
complex, 155
coupling constants, 87
Cross-correlated spin relaxation, 337
cross-correlation, 149
crystalline proteins, 295
C-terminal domain, 129
cytokinesis, 367

density functional calculations, 97
deuteration, 295
DFT, 87
dipolar coupling, 201
dipolar couplings, 32
3D NMR, 129
DivIB, 261
DNA binding, 183
DNA replication, 183
DNA, 231
dynamics, 129, 295, 311

E.COSY, 201
ECA, 311
EF-hand, 375
EGF modules, 97
Entamoeba histolytica, 379

feline sarcoma oncogene, 357
fes/fps, 357
Fes, 357
filter assay, 11
6-fluorotryptophan, 11
FKBP, 77
19F NMR, 11
FSLG decoupling, 217
FtsQ, 261
generalized born, 59
glutaredoxin, 263
gpD protein, 351
GPI-anchored protein, 67

HCACO, 32
1H CPMG relaxation dispersion, 337
1H–13C multiple quantum coherence, 337
heteronuclear NMR, 75, 231, 365
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high resolution solid state 1H NMR, 217
high-throughput NMR, 243
high-throughput screening, 11
HNCO, 87
homeodomain (HD), 75
homonuclear decoupling, 1
hPPIL1, 179
HPV oncoprotein E6, 129
HSQC, 343

implicit solvent, 59
infectious disease, 77

J-coupling, 35
J-modulation, 35

Lee–Goldburg decoupling, 217
Legionella pneumophila, 77
Lex A, 371
liquid crystal, 201, 231

magnesium, 375
magnetic dilution, 217
MARS, 377
MAS, 49
MAS 1H NMR, 217
MAS solid state NMR, 295
Mason-Pfizer monkey virus, 381
matrix protein, 381
metalloproteinase inhibitor, 265
methyl groups, 337
methylene, 201
MIC1, 177
microbicidal protein, 175
Microneme, 177
Mlc1p, 367
multiple quantum coherence, 231
multiple quantum evolution, 87
multiple-band selective decoupling, 1
myosin light chain, 367

nitroxide, 155
NK2-specific domain (NK2-SD), 75
NMR assignment, 73, 77, 69, 173, 181, 377
NMR assignments, 67, 263, 265, 271, 371
NMR refinement, 97
NMR resonance assignment, 71, 75, 381
NMR resonance assignments, 79
NMR screening, 243
NMR spectroscopy, 73

NMR structure, 167, 351
NMR, 21, 143, 155, 175, 177, 185, 311, 321, 343, 379
NOE assignment, 59
NOESY, 21, 161
nucleocapsid, 79
Nudix, 181

olfactory CNG channel, 185
OPCA motif, 115
optimal mixture size, 243

p62, 173
PAS, 269
pattern isotope labeling, 279
PB1 domain, 115
peroxidase, 267
peroxiredoxin, 267
photomorphogenesis, 269
photoprotein, 375
phyB C-terminal, 269
poplar, 263
PPIase, 77, 179
protein structure, 357
protein, 143
proteins, 32
protocadherin, 365

QM/MM methods, 97

Rac1 binding, 369
RbfA, 73
RDC, 231
red/far-red light photoreceptor, 269
reduced dimensionality, 87
relaxation interference, 149
relaxation, 311
replica exchange, 59
replication factor C, 183
residual dipolar coupling, 35, 273
residual dipolar couplings, 185
resonance assignment, 179, 367, 369
retinol binding protein, 11
ribonuclease, 175
rice, 269
RNA, 49
RNA editing, 71, 231
RNA-binding domains, 71

SARS coronavirus, 79
scalar coupling, 201, 273
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scalar couplings, 32
screening NMR mixtures, 243
secondary structure identification, 143
secondary structure, 267, 369
semi-constant time, 35
sensitivity enhancement, 161, 273
septasome, 261
sequence specific assignment, 115
sequence-specific assignments, 267
sequential assignment, 279
SH2 domain, 357
side chain conformation, 201
SOCS box, 69
SOCS protein, 69
solid state NMR, 49
solid state protein NMR, 217
solid-state magic angle spinning NMR, 279
SOS response, 371
spin state selection, 149
spin-label, 155
spin-state selective, 161
spin-state-selection, 49, 321
SPRY domain, 69
ST2-PT, 161
STI571, 343
structural genomics, 167, 357
structure calculation, 21

structure determination, 59
structure refinement, 59
surface antigen, 67

T cell receptor, 271
TEDOR, 49
TEMPO, 155
Tfb1, 173
TFIIH, 173
theoretical calculations, 87
Toxoplasma gondii, 177
transmembrane protein complex, 279
TRAV14-3*02;TRAJ38*01 domain, 271
triple resonance NMR, 179
triple-resonance experiments, 115
TROSY, 161, 231, 267
type III secretion system, 377

ubiquitin, 343
uniform isotope labeling, 349
uniform isotopic enrichment, 295

water, 295

Xanthomonas campestris pv campestris, 167
X-ray crystallography, 295
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