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AAA ATPase, 309
adiabatic pulse, 229
Akt, 137
alignment tensor, 273
alkyl hydroperoxidase, 95
aminoglycoside modification, 93
analysis of NMR protein spectra, 1
antibiotic resistance, 93
antibiotic target, 301
apoptosis, 137, 197
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automated protein NMR assignment, 117
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backbone resonance assignment, 131, 203
bacteriophage λ, 89
binding proteins, 195
biological macromolecules, 289
BioMagResBank, 341
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carbohydrate binding protein, 191
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cell-free protein synthesis, 235
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chemical shift analysis, 69
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CLOUDS, 1
codon optimization, 357
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correlated fluctuations, 263
cross-correlated relaxation, 103, 213

cross-correlation rates, 173, 263
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Curie-dipolar cross correlations, 249
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cyanobacteria, 403
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cysteine proteinase inhibitor, 295
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deacetylase, 201
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DNA binding protein, 401
DNA damage, 303
double-strand break, 303
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electronic structure, 157
endotoxin, 201

fatty acid binding protein, 103
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G protein signaling, 409
GTPases, 307
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Helicobactor pylori, 85
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high throughput, 117, 397
histidine, 157
histogram, 273
HNF-6, 401
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hydrogen bonds, 31

IAP, 197
IL V-labeling, 205
inositol phosphate, 137
interatomic distances, 11
internuclear distance, 229
isotope filter, 59
isotope-labeling, 311
isotopic labeling, 165
isotropic chemical shift modulation, 213

KaiA, 403

light-harvesting complex II, 157
Lipid A biosnythesis, 201
liquid crystal, 273
LpxC, 201
lysolipids, 43

Macrophage Infectivity Potentiator, 405
magic angle spinning (MAS), 185
magic-angle spinning, 311
MAS NMR, 157
mastroparan-X, 311
membrane, 43

– fusion, 309
– protein, 157

methyl protonation, 165
methyl TROSY NMR, 165
MIP, 405
mitotic spindle, 299
MmmE, 307
Mob1, 299
molecular alignment, 273
molecular chaperone, 405
molecular modeling, 11
multidimensional experiments, 289
multidimensional NMR, 297, 311
multiple-quantum, 213
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NAD synthesis pathway, 301
N-cadherin, 87
neighboring residue effect, 327
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– spectroscopy, 69
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NOESY RNA, 59
NOESY signal identification, 1
nucleic acids, 179
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peptidyl-prolyl cis/trans isomerase (PPIase), 405
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phosphorus-31, 179
phosphoserine phosphatase (PSP), 235
PKB, 137
pleckstrin homology domain, 137
polyQ diseases, 411
powder pattern, 273
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protease inhibitor, 295
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– expression, 357
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– side chain dynamics, 103, 173
– structure, 117, 357
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RecF pathway, 199
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reduced dimensionality experiments, 185
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RGSZ1, 409
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SCA1, 411
secondary structure, 409
selective stable isotope labeling, 235
sequence specific assignment, 85, 193
sFkpA, 405
side-chain geometry effect, 327
signal assignment, 311
signaling, 305

– pathway, 303
single-stranded DNA, 195
slow motions, 263
solid-state, 11

– NMR, 185, 229, 311
solution structure, 137
spectral density function, 369
SPI, 1
ssDNA, 195
stable-isotope label, 11
staphopain A, 295
staphostatin A, 295
Staphylococcus aureus, 295
STAT4, 205
structural genomics, 81, 117, 397
structural proteomics, 81, 341
structure, 43, 59
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telomerase, 59
temperature dependence, 369
Thermoplasma acidophilum, 81
Thermosynechococcus elongatus, 403
TNF, 407
TRADD, 407
transcription factor, 401
transverse relaxation rate, 179
triple resonance experiment, 289
triple resonance NMR, 307
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TUDOR domain, 303
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