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4-amino-4-deoxychorismate

Apparent equilibrium constant; Calorimetry; Chorismate; En-
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4-aminobenzoic acid

4-amino-4-deoxychorismate; Apparent equilibrium constant;
Calorimetry; Chorismate; Enthalpy; PABA; Thermodynamics;
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Caffeine; Competitive interactions; Desmutagens; Intercala-
tors; Xanthines (Lyles, M.B. (96) 53)
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Association of ribosomal subunits; Protein synthesis; Ribo-
some (Blaha, G. (96) 153)
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equilibrium constant; Calorimetry; Chorismate; Enthalpy;
PABA; Thermodynamics (Tewari, Y.B. (96) 33)
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Receptor site; K* channel blocking; Theoretical modelling
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Bilin-binding protein; Digoxigenin; Ligand binding; Thermal
stability (Schlehuber, S. (96) 213)

Apparent equilibrium constant
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ADC; 4-aminobenzoic acid; 4-amino-4-deoxychorismate
(Tewari, Y.B. (96) 33)
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Association of ribosomal subunits
Protein synthesis; Ribosome; Activation energy (Blaha, G.
(96) 153)

Association / dissociation

Protein folding; Thermodynamics; Kinetics; Homomeric re-
combinant pyruvate decarboxylase; Oligomeric states (Killen-
berg-Jabs, M. (96) 259)

Bilin-binding protein
Digoxigenin; Ligand binding; Thermal stability; Anticalin
(Schlehuber, S. (96) 213)

Binding
Denaturation; Excluded volume; Osmolyte; Solvent interac-
tion; Stabilization (Schellman, J.A. (96) 91)

Bovine milk casein
Radical transformation; Repair; Pulse radiolysis (Joshi, R. (96)
15)
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Competitive interactions; Desmutagens; Intercalators; Xan-
thines; Acridine orange (Lyles, M.B. (96) 53)

Calorimetry
Statistical thermodynamics; Grand canonic; Partition func-
tion; Ligand binding (Rosgen, J. (96) 109)

Calorimetry

Chorismate; Enthalpy; PABA; Thermodynamics; ADC; 4-
aminobenzoic acid; 4-amino-4-deoxychorismate; Apparent
equilibrium constant (Tewari, Y.B. (96) 33)
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Renaturation; Protein folding; Loosely folded protein; p53
(Bell, S. (96) 243)



320 Subject Index to Volume 96

CD
Thermostability; Cellulase C; Mutagenesis; Conformational
stability; DSC (Németh, A. (96) 229)

Cellulase C
Mutagenesis; Conformational stability; DSC; CD; Ther-
mostability (Németh, A. (96) 229)

Chemical shift
Tetrapeptide; High pressure; NMR spectroscopy; Random
coil (Arnold, M.Reinhard. (96) 129)

Chorismate

Enthalpy; PABA; Thermodynamics; ADC; 4-aminobenzoic
acid; 4-amino-4-deoxychorismate; Apparent equilibrium con-
stant; Calorimetry (Tewari, Y.B. (96) 33)

Circular protein
Glucose transporter; Intein; Phosphotransferase system; Pro-
tein splicing; Protein stability (Siebold, C. (96) 163)

Cis /trans isomerization
Peptide bond; Protein structure; Native state isomerization;
Proline; Isomer-specific reactions (Reimer, U. (96) 203)

Cold shock protein
Folding kinetics; Viscosity; Denaturants; Mechanism of pro-
tein folding (Perl, D. (96) 173)

Competitive interactions
Desmutagens; Intercalators; Xanthines; Acridine orange;
Caffeine (Lyles, M.B. (96) 53)

Computer model
Mitochondrial diseases; Oxidative phosphorylation inhibitors;
Regulation of metabolism (Korzeniewski, B. (96) 21)

Conformational stability
DSC; CD; Thermostability; Cellulase C; Mutagenesis (Németh,
A. (96) 229)

Deletion variants
Stability; Structure of PrPS°; Prion protein (Eberl, H. (96)
293)

Denaturants
Mechanism of protein folding; Cold shock protein; Folding
kinetics; Viscosity (Perl, D. (96) 173)

Denaturation
Excluded volume; Osmolyte; Solvent interaction; Stabilization;
Binding (Schellman, J.A. (96) 91)

Desmutagens
Intercalators; Xanthines; Acridine orange; Caffeine; Competi-
tive interactions (Lyles, M.B. (96) 53)

Digoxigenin
Ligand binding; Thermal stability; Anticalin; Bilin-binding
protein (Schlehuber, S. (96) 213)

Disulfide connectivity
G-protein coupled receptor; Inclusion bodies; Renaturation;
Ligand binding (Bazarsuren, A. (96) 305)

Domain interface
ScFv; Protein folding; Kinetic trap (Hoyer, W. (96) 273)

Drug-protein binding
Photodynamic therapy; Synchronous fluorescence spectros-
copy; Protoporphyrin IX (Brancaleon, L. (96) 77)
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CD; Thermostability; Cellulase C; Mutagenesis; Conformatio-
nal stability (Németh, A. (96) 229)
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Calorimetry; Chorismate (Tewari, Y.B. (96) 33)
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Osmolyte; Solvent interaction; Stabilization; Binding; Denatu-
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Viscosity; Denaturants; Mechanism of protein folding; Cold
shock protein (Perl, D. (96) 173)
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Inclusion bodies; Renaturation; Ligand binding; Disulfide
connectivity (Bazarsuren, A. (96) 305)

Glucose transporter
Intein; Phosphotransferase system; Protein splicing; Protein
stability; Circular protein (Siebold, C. (96) 163)
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Partition function; Ligand binding; Calorimetry; Statistical
thermodynamics (Rosgen, J. (96) 109)

Helix stabilization
Peptide solvation; Leucine side chain interaction (Luo, P. (96)
103)

Helix—coil transition
Amphipathic peptide; Peptide—-membrane interaction; Titra-
tion calorimetry; Magainin (Wieprecht, T. (96) 191)

High pressure
NMR spectroscopy; Random coil; Chemical shift; Tetrapep-
tide (Arnold, M.Reinhard. (96) 129)
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NMR; Reverse transcriptase; Protein folding; HIV-1 RNase H
(Kern, G. (96) 285)

HIV-1 RNase H
His; NMR; Reverse transcriptase; Protein folding (Kern, G.
(96) 285)
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tein coupled receptor (Bazarsuren, A. (96) 305)
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Phosphotransferase system; Protein splicing; Protein stability;
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tions; Desmutagens (Lyles, M.B. (96) 53)
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(Munoz-Caro, C. (96) 1)
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states; Association/dissociation; Protein folding; Thermody-
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genin (Schlehuber, S. (96) 213)

Ligand binding
Calorimetry; Statistical thermodynamics; Grand canonic; Par-
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Ligand binding
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Loosely folded protein
p53; Cancer; Renaturation; Protein folding (Bell, S. (96) 243)
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Helix—coil transition; Amphipathic peptide; Peptide—mem-
brane interaction; Titration calorimetry (Wieprecht, T. (96)
191)

Mechanism of protein folding
Cold shock protein; Folding kinetics; Viscosity; Denaturants
(Perl, D. (96) 173)

Mitochondrial diseases
Oxidative phosphorylation inhibitors; Regulation of
metabolism; Computer model (Korzeniewski, B. (96) 21)

Mutagenesis
Conformational stability; DSC; CD; Thermostability; Cellu-
lase C (Németh, A. (96) 229)
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Proline; Isomer-specific reactions; Cis/trans isomerization;
Peptide bond; Protein structure (Reimer, U. (96) 203)
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Reverse transcriptase; Protein folding; HIV-1 RNase H; His
(Kern, G. (96) 285)
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(Arnold, M.Reinhard. (96) 129)

Oligomeric states

Association /dissociation; Protein folding; Thermodynamics;
Kinetics; Homomeric recombinant pyruvate decarboxylase
(Killenberg-Jabs, M. (96) 259)

Osmolyte
Solvent interaction; Stabilization; Binding; Denaturation; Ex-
cluded volume (Schellman, J.A. (96) 91)

Oxidative phosphorylation inhibitors
Regulation of metabolism; Computer model; Mitochondrial
diseases (Korzeniewski, B. (96) 21)

p53
Cancer; Renaturation; Protein folding; Loosely folded protein
(Bell, S. (96) 243)

PABA

Thermodynamics; ADC; 4-aminobenzoic acid; 4-amino-4-de-
oxychorismate; Apparent equilibrium constant; Calorimetry;
Chorismate; Enthalpy (Tewari, Y.B. (96) 33)
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Partition function
Ligand binding; Calorimetry; Statistical thermodynamics;
Grand canonic (Rosgen, J. (96) 109)

Peptide bond

Protein structure; Native state isomerization; Proline;
Isomer-specific reactions; Cis /trans isomerization (Reimer, U.
(96) 203)

Peptide solvation
Leucine side chain interaction; Helix stabilization (Luo, P.
(96) 103)

Peptide-membrane interaction
Titration calorimetry; Magainin; Helix—coil transition; Amphi-
pathic peptide (Wieprecht, T. (96) 191)

Phosphotransferase system
Protein splicing; Protein stability; Circular protein; Glucose
transporter; Intein (Siebold, C. (96) 163)

Photodynamic therapy
Synchronous fluorescence spectroscopy; Protoporphyrin IX;
Drug-protein binding (Brancaleon, L. (96) 77)

Prion protein
Deletion variants; Stability; Structure of PrPS° (Eberl, H. (96)
293)

Proline

Isomer-specific reactions; Cis/trans isomerization; Peptide
bond; Protein structure; Native state isomerization (Reimer,
U. (96) 203)

Protein folding
Loosely folded protein; p53; Cancer; Renaturation (Bell, S.
(96) 243)

Protein folding
HIV-1 RNase H; His; NMR; Reverse transcriptase (Kern, G.
(96) 285)

Protein folding

Thermodynamics; Kinetics; Homomeric recombinant pyruvate
decarboxylase; Oligomeric states; Association /dissociation
(Killenberg-Jabs, M. (96) 259)

Protein folding
Kinetic trap; Domain interface; ScFv (Hoyer, W. (96) 273)

Protein splicing
Protein stability; Circular protein; Glucose transporter; Intein;
Phosphotransferase system (Siebold, C. (96) 163)

Protein stability
Circular protein; Glucose transporter; Intein; Phosphotrans-
ferase system; Protein splicing (Siebold, C. (96) 163)

Protein structure
Native state isomerization; Proline; Isomer-specific reactions;
Cis /trans isomerization; Peptide bond (Reimer, U. (96) 203)

Protein synthesis
Ribosome; Activation energy; Association of ribosomal subu-
nits (Blaha, G. (96) 153)

Protoporphyrin IX
Drug-protein binding; Photodynamic therapy; Synchronous
fluorescence spectroscopy (Brancaleon, L. (96) 77)
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Bovine milk casein; Radical transformation; Repair (Joshi, R.
96) 15)

Radical transformation
Repair; Pulse radiolysis; Bovine milk casein (Joshi, R. (96) 15)
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Chemical shift; Tetrapeptide; High pressure; NMR spectros-
copy (Arnold, M.Reinhard. (96) 129)

Receptor site
K* channel blocking; Theoretical modelling; Aminopyridines
(Munoz-Caro, C. (96) 1)

Regulation of metabolism
Computer model; Mitochondrial diseases; Oxidative phospho-
rylation inhibitors (Korzeniewski, B. (96) 21)
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Ligand binding; Disulfide connectivity; G-protein coupled re-
ceptor; Inclusion bodies (Bazarsuren, A. (96) 305)
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(96) 243)
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Pulse radiolysis; Bovine milk casein; Radical transformation
(Joshi, R. (96) 15)

Reverse transcriptase
Protein folding; HIV-1 RNase H; His; NMR (Kern, G. (96)
285)

Ribosome
Activation energy; Association of ribosomal subunits; Protein
synthesis (Blaha, G. (96) 153)

ScFv
Protein folding; Kinetic trap; Domain interface (Hoyer, W.
(96) 273)
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Solvent interaction
Stabilization; Binding; Denaturation; Excluded volume; Os-
molyte (Schellman, J.A. (96) 91)

Stability
Structure of PrPS¢; Prion protein; Deletion variants (Eberl, H.
(96) 293)

Stabilization
Binding; Denaturation; Excluded volume; Osmolyte; Solvent
interaction (Schellman, J.A. (96) 91)

Statistical thermodynamics
Grand canonic; Partition function; Ligand binding; Calorime-
try (Rosgen, J. (96) 109)

Structure of PrP>°
Prion protein; Deletion variants; Stability (Eberl, H. (96) 293)
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apy (Brancaleon, L. (96) 77)
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High pressure; NMR spectroscopy; Random coil; Chemical
shift (Arnold, M.Reinhard. (96) 129)

Theoretical modelling
Aminopyridines; Receptor site; K* channel blocking
(Muhoz-Caro, C. (96) 1)

Thermal stability
Anticalin; Bilin-binding protein; Digoxigenin; Ligand binding
(Schlehuber, S. (96) 213)

Thermodynamics

Kinetics; Homomeric recombinant pyruvate decarboxylase;
Oligomeric states; Association/dissociation; Protein folding
(Killenberg-Jabs, M. (96) 259)
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ADC; 4-aminobenzoic acid; 4-amino-4-deoxychorismate; Ap-
parent equilibrium constant; Calorimetry; Chorismate; En-
thalpy; PABA (Tewari, Y.B. (96) 33)

Thermostability
Cellulase C; Mutagenesis; Conformational stability; DSC; CD
(Németh, A. (96) 229)

Titration calorimetry
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tide-membrane interaction (Wieprecht, T. (96) 191)
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Denaturants; Mechanism of protein folding; Cold shock pro-
tein; Folding kinetics (Perl, D. (96) 173)
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Acridine orange; Caffeine; Competitive interactions; Desmu-
tagens; Intercalators (Lyles, M.B. (96) 53)



