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Subject Index to Volumes 101-102

a-Helix
Phage T4; Alanine scanning mutagenesis; Lysozyme; Protein
stability (Zhang, X.-j. (101-102) 45)

a-Helix
Propensity; Context; Lifson-Roig (Lawrence, J.R. (101-102)
377)

a-Helix
C-H- - O H-bonds; Free energy; Energetics (Shi, Z. (101-102)
269)

o-Helix

Circular dichroism; Absorption; Ab initio calculations; Matrix
method; Exciton splitting; NV, dipole transition moment;
Charge-transfer transition; Amide electronic structure
(Woody, R.W. (101-102) 537)

«a-Helix
Random coil; Protein stability; Protein structure; Zimm-—
Bragg; Lifson—Roig (Doig, A.J. (101-102) 283)

B-hairpin stability

Protein interactions; Hydrogen bonds; Hydrophobic interac-
tions; Salt bridges; Molecular dynamics simulation (Tsai, J.
(101-102) 189)

B-sheet protein
Protein design; H/D exchange (Carulla, N. (101-102) 69)

AbD initio calculations

Matrix method; Exciton splitting; NV, dipole transition mo-
ment; Charge-transfer transition; Amide electronic structure;
a-Helix; Circular dichroism; Absorption (Woody, R.W. (101-
102) 537)

Absorbance
Spectroscopy; Kinetics; Fluorescence (Wallace, L.A. (101-102)
115)

PII: S0301-4622(02)00349-6

Absorption

Ab initio calculations; Matrix method; Exciton splitting; NV,
dipole transition moment; Charge-transfer transition; Amide
electronic structure; a-Helix; Circular dichroism (Woody, R.W.
(101-102) 537)

Actinonin
Antibiotics; Crystallographic structures; Matlystatin; Peptide
deformylase; Protonation states; QM /MM (Madison, V. (101-
102) 241)

Alanine helix
Electrostatic solvation; H-bond inventory; Enthalpy change
(Baldwin, R.L. (101-102) 205)

Alanine scanning mutagenesis
Lysozyme; Protein stability; a-Helix; Phage T4 (Zhang, X.-j.
(101-102) 45)

Amide electronic structure

a-Helix; Circular dichroism; Absorption; Ab initio calcula-
tions; Matrix method; Exciton splitting; NV, dipole transition
moment; Charge-transfer transition (Woody, R.W. (101-102)
537)

Analysis of patterns by mass transfer equations

Urea gradient gel electrophoresis; Denaturation and reconsi-
tution of oligomeric proteins; Unfolding and folding of po-
lypeptide chains; Aspartate transcarbamoylase and catalytic
trimers (Kalnine, N.N. (101-102) 135)

Antibiotics

Crystallographic structures; Matlystatin; Peptide deformylase;
Protonation states; QM /MM, Actinonin (Madison, V. (101-
102) 241)

Apoptosis
Zymogen activation; Caspases; Inhibitor binding; Structure
comparison; X-ray structure (Donepudi, M. (101-102) 147)
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Arc-MYL variant
Fast-folding mutants; Transition state; Context dependence;
Buried salt bridge (Srivastava, A.K. (101-102) 37)

Aspartate transcarbamoylase and catalytic trimers

Analysis of patterns by mass transfer equations; Urea gradient
gel electrophoresis; Denaturation and reconsitution of
oligomeric proteins; Unfolding and folding of polypeptide
chains (Kalnine, N.N. (101-102) 135)

Bacteriophage P4

Viral packaging; Computer simulation; Molecular mechanics;
Nucleic acid structure; DNA condensation (Arsuaga, J. (101-
102) 477)

Binding
Oxygen; Myoglobin; Enzymes; Kinetics (van Holde, K.E. (101-
102) 251)

Binding site
Molecular recognition; Hydrophilic interactions; Functional
groups; Gibbs energy (Ben-Naim, A. (101-102) 311)

Bombolitin

Micelle; Sodium dodecyl sulfate; Spin probe; Computer simu-
lation; Molecular dynamics; NMR (Monticelli, L. (101-102)
579)

Born self energy

Hydrogen bonds; Charge—charge interactions; pK; Coulomb’s
law; Finite difference Poisson—Boltzmann equation (Pace, C.N.
(101-102) 213)

Boundary element modeling
Free-solution electrophoresis; T4 lysozyme; Charge mutants;
Protein charge; Electrostatic (Durant, J.A. (101-102) 595)

Buried salt bridge
Arc-MYL variant; Fast-folding mutants; Transition state;
Context dependence (Srivastava, A.K. (101-102) 37)

C-H:---O H-bonds
Free energy; Energetics; a-Helix (Shi, Z. (101-102) 269)

Calmodulin
Protein folding; Protein dynamics; Relaxation kinetics; Tem-
perature (T)-jump (Rabl, C.-R. (101-102) 555)

Caspases
Inhibitor binding; Structure comparison; X-ray structure;
Apoptosis; Zymogen activation (Donepudi, M. (101-102) 147)

Charge mutants

Protein charge; Electrostatic; Boundary element modeling;
Free-solution electrophoresis; T4 lysozyme (Durant, J.A. (101-
102) 595)

Charge—charge interactions

pK; Coulomb’s law; Finite difference Poisson—Boltzmann
equation; Born self energy; Hydrogen bonds (Pace, C.N. (101-
102) 213)

Charge-transfer transition

Amide electronic structure; a-Helix; Circular dichroism; Ab-
sorption; Ab initio calculations; Matrix method; Exciton split-
ting; NV, dipole transition moment (Woody, R.-W. (101-102)
537)

Chemotaxis
NMR; Dynamics; Relaxation; CheW (Griswold, 1.J. (101-102)
361)

CheW
Chemotaxis; NMR; Dynamics; Relaxation (Griswold, I.J. (101-
102) 361)

Cholesterol

Critical point; Phase separation; Dipalmitoyl phosphatidyl-
choline; Line tension; Surface potential (Discher, B.M. (101-
102) 335)

Circular dichroism

Absorption; Ab initio calculations; Matrix method; Exciton
splitting; NV, dipole transition moment; Charge-transfer tran-
sition; Amide electronic structure; o-Helix (Woody, R.W.
(101-102) 537)

Co-operativity
Enzyme kinetics; Interfacial activation; Phosphatidylinositol-
specific phospholipase C (PI-PLC) (Ryan, M. (101-102) 349)

Co-solvents
Water—ligand exchange; Hydration; Preferential binding;
Preferential hydration (Timasheff, S.N. (101-102) 101)

Computer simulation

Molecular mechanics; Nucleic acid structure; DNA condensa-
tion; Bacteriophage P4; Viral packaging (Arsuaga, J. (101-102)
477)

Computer simulation
Molecular dynamics; NMR; Bombolitin; Micelle; Sodium do-
decyl sulfate; Spin probe (Monticelli, L. (101-102) 579)

Conformational entropy
Random coil; Protein folding (Srinivasan, R. (101-102) 169)

Context
Lifson-Roig; a-Helix; Propensity (Lawrence, J.R. (101-102)
377)
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Context dependence
Buried salt bridge; Arc-MYL variant; Fast-folding mutants;
Transition state (Srivastava, A.K. (101-102) 37)

Contour length

DNA flexibility; p53; p21%f! response element; MacMode
atomic force microscopy; Kink (Balagurumoorthy, P. (101-102)
613)

Coulomb’s law

Finite difference Poisson—Boltzmann equation; Born self en-
ergy; Hydrogen bonds; Charge—charge interactions; pK (Pace,
C.N. (101-102) 213)

Counterion condensation theory
Geometry; DNA (Schurr, J.M. (101-102) 427)

Counterion condensation theory
Free energy; Double helix; DNA (Manning, G.S. (101-102)
463)

Critical point

Phase separation; Dipalmitoyl phosphatidylcholine; Line ten-
sion; Surface potential; Cholesterol (Discher, B.M. (101-102)
335)

Crystallographic structures
Matlystatin; Peptide deformylase; Protonation states; QM /
MM; Actinonin; Antibiotics (Madison, V. (101-102) 241)

Denaturants
Thermodynamics; Notch; Solvent denaturation; Heat capacity;
Protein stability (Zweifel, M.E. (101-102) 223)

Denaturation and reconsitution of oligomeric proteins
Unfolding and folding of polypeptide chains; Aspartate tran-
scarbamoylase and catalytic trimers; Analysis of patterns by
mass transfer equations; Urea gradient gel electrophoresis
(Kalnine, N.N. (101-102) 135)

Deterministic kinetics
Stochastic analysis; Oscillatory behaviour; Non-equilibrium;
Enzyme dynamics (Qian, H. (101-102) 567)

Dipalmitoyl phosphatidylcholine
Line tension; Surface potential; Cholesterol; Critical point;
Phase separation (Discher, B.M. (101-102) 335)

DNA
Counterion condensation theory; Geometry (Schurr, J.M.
(101-102) 427)

DNA
Nucleoid; Escherichia coli; Ribonuclease; Urea; Spermidine
(Murphy, L.D. (101-102) 323)

DNA
Counterion condensation theory; Free energy; Double helix
(Manning, G.S. (101-102) 463)

DNA condensation

Bacteriophage P4; Viral packaging; Computer simulation;
Molecular mechanics; Nucleic acid structure (Arsuaga, J.
(101-102) 477)

DNA flexibility

p53; p21¥¢f! response element; MacMode atomic force mi-
croscopy; Kink; Contour length (Balagurumoorthy, P. (101-
102) 613)

Double helix
DNA; Counterion condensation theory; Free energy (Man-
ning, G.S. (101-102) 463)

Dynamics
Relaxation; CheW; Chemotaxis; NMR (Griswold, I.J. (101-102)
361)

Editing

RNA polymerase; Transcription regulation; Transcription fac-
tors; Transcript elongation; Termination (von Hippel, P.H.
(101-102) 403)

Electrophoretic stretch

Free solution electrophoresis of DNA; Stained DNA; Kinetic
diameter of DNA; Hydrodynamic interaction; Entropic elas-
ticity; Fluctuations (Stigter, D. (101-102) 449)

Electrostatic

Boundary element modeling; Free-solution electrophoresis;
T4 lysozyme; Charge mutants; Protein charge (Durant, J.A.
(101-102) 595)

Electrostatic solvation
H-bond inventory; Enthalpy change; Alanine helix (Baldwin,
R.L. (101-102) 205)

Energetics
a-Helix; C-H---O H-bonds; Free energy (Shi, Z. (101-102)
269)

Enthalpy
Entropy; Protein evolution; Mesophiles (Lumry, R. (101-102)
95)

Enthalpy change
Alanine helix; Electrostatic solvation; H-bond inventory (Bal-
dwin, R.L. (101-102) 205)

Enthalpy distribution
Heat capacity; Enthalpy moments; Maximum-entropy method;
Free energy distribution (Poland, D. (101-102) 487)
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Enthalpy moments
Maximum-entropy method; Free energy distribution; Enthalpy
distribution; Heat capacity (Poland, D. (101-102) 487)

Entropic elasticity

Fluctuations; Electrophoretic stretch; Free solution elec-
trophoresis of DNA; Stained DNA; Kinetic diameter of DNA;
Hydrodynamic interaction (Stigter, D. (101-102) 449)

Entropy
Protein evolution; Mesophiles; Enthalpy (Lumry, R. (101-102)
95)

Entropy
Hydration; Hard sphere mixture; Hydrophobicity (Graziano,
G. (101-102) 175)

Enzyme dynamics
Deterministic kinetics; Stochastic analysis; Oscillatory be-
haviour; Non-equilibrium (Qian, H. (101-102) 567)

Enzyme Kkinetics
Interfacial activation; Phosphatidylinositol-specific phospholi-
pase C (PI-PLC); Co-operativity (Ryan, M. (101-102) 349)

Enzymes
Kinetics; Binding; Oxygen; Myoglobin (van Holde, K.E. (101-
102) 251)

Equilibrium and Kinetic treatment

Random copolymers; Role of hydration; Polyamino acids;
Helix-probability profiles; Helix-forming propensity (Scheraga,
H.A. (101-102) 257)

Equilibrium dialysis

Vapor pressure osmometry; Preferential interactions;
Urea—salt interactions; Solution thermodynamics; Isopiestic
distillation (Anderson, C.F. (101-102) 499)

Escherichia coli
Ribonuclease; Urea; Spermidine; DNA; Nucleoid (Murphy,
L.D. (101-102) 323)

Exciton splitting

NV, dipole transition moment; Charge-transfer transition;
Amide electronic structure; a-Helix; Circular dichroism; Ab-
sorption; Ab initio calculations; Matrix method (Woody, R.W.
(101-102) 537)

Excluded volume
Osmolyte; Macromolecular crowding; Protein stability; Pro-
tein folding; Intrinsically unstructured (Qu, Y. (101-102) 157)

Fast-folding mutants
Transition state; Context dependence; Buried salt bridge;
Arc-MYL variant (Srivastava, A.K. (101-102) 37)

Finite difference Poisson—-Boltzmann equation
Born self energy; Hydrogen bonds; Charge—charge interac-
tions; pK; Coulomb’s law (Pace, C.N. (101-102) 213)

Fluctuations

Electrophoretic stretch; Free solution electrophoresis of DNA;
Stained DNA; Kinetic diameter of DNA; Hydrodynamic inter-
action; Entropic elasticity (Stigter, D. (101-102) 449)

Fluorescence
Absorbance; Spectroscopy; Kinetics (Wallace, L.A. (101-102)
115)

Force
Transition state; Single molecule reactions (Tinoco Jr., L
(101-102) 515)

Free energy
Energetics; o-Helix; C-H---O H-bonds (Shi, Z. (101-102)
269)

Free energy
Double helix; DNA; Counterion condensation theory (Man-
ning, G.S. (101-102) 463)

Free energy distribution
Enthalpy distribution; Heat capacity; Enthalpy moments;
Maximum-entropy method (Poland, D. (101-102) 487)

Free solution electrophoresis of DNA

Stained DNA; Kinetic diameter of DNA; Hydrodynamic inter-
action; Entropic elasticity; Fluctuations; Electrophoretic
stretch (Stigter, D. (101-102) 449)

Free-solution electrophoresis
T4 lysozyme; Charge mutants; Protein charge; Electrostatic;
Boundary element modeling (Durant, J.A. (101-102) 595)

Functional groups
Gibbs energy; Binding site; Molecular recognition; Hy-
drophilic interactions (Ben-Naim, A. (101-102) 311)

Geometry
DNA; Counterion condensation theory (Schurr, J.M. (101-102)
427)

Gibbs energy
Binding site; Molecular recognition; Hydrophilic interactions;
Functional groups (Ben-Naim, A. (101-102) 311)

H-bond inventory
Enthalpy change; Alanine helix; Electrostatic solvation (Bal-
dwin, R.L. (101-102) 205)
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H /D exchange
B-sheet protein; Protein design (Carulla, N. (101-102) 69)

Hard sphere mixture
Hydrophobicity; Entropy; Hydration (Graziano, G. (101-102)
175)

Heat capacity
Protein stability; Denaturants; Thermodynamics; Notch; Sol-
vent denaturation (Zweifel, M.E. (101-102) 223)

Heat capacity
Enthalpy moments; Maximum-entropy method; Free energy
distribution; Enthalpy distribution (Poland, D. (101-102) 487)

Helix-forming propensity

Equilibrium and kinetic treatment; Random copolymers; Role
of hydration; Polyamino acids; Helix-probability profiles
(Scheraga, H.A. (101-102) 257)

Helix-probability profiles

Helix-forming propensity; Equilibrium and kinetic treatment;
Random copolymers; Role of hydration; Polyamino acids
(Scheraga, H.A. (101-102) 257)

Hydration
Hard sphere mixture; Hydrophobicity; Entropy (Graziano, G.
(101-102) 175)

Hydration
Preferential binding; Preferential hydration; Co-solvents; Wa-
ter-ligand exchange (Timasheff, S.N. (101-102) 101)

Hydrodynamic interaction

Entropic elasticity; Fluctuations; Electrophoretic stretch; Free
solution electrophoresis of DNA; Stained DNA; Kinetic di-
ameter of DNA (Stigter, D. (101-102) 449)

Hydrogen bonds

Hydrophobic interactions; Salt bridges; Molecular dynamics
simulation; B-hairpin stability; Protein interactions (Tsai, J.
(101-102) 189)

Hydrogen bonds

Charge—charge interactions; pK; Coulomb’s law; Finite dif-
ference Poisson—Boltzmann equation; Born self energy (Pace,
C.N. (101-102) 213)

Hydrogen exchange
Protein folding; Protein unfolding; Protein cooperativity (En-
glander, S.W. (101-102) 59)

Hydrophilic interactions
Functional groups; Gibbs energy; Binding site; Molecular
recognition (Ben-Naim, A. (101-102) 311)

Hydrophobic hydration
X-ray temperature factors; Protein substructures; Thermody-
namic stability (Lumry, R. (101-102) 83)

Hydrophobic interaction
Potential of mean force; Solvent-separated minimum (South-
all, N.T. (101-102) 297)

Hydrophobic interactions

Salt bridges; Molecular dynamics simulation; B3-hairpin stabil-
ity; Protein interactions; Hydrogen bonds (Tsai, J. (101-102)
189)

Hydrophobicity
Entropy; Hydration; Hard sphere mixture (Graziano, G. (101-
102) 175)

Inhibitor binding
Structure comparison; X-ray structure; Apoptosis; Zymogen
activation; Caspases (Donepudi, M. (101-102) 147)

Interfacial activation
Phosphatidylinositol-specific phospholipase C (PI-PLC); Co-
operativity; Enzyme kinetics (Ryan, M. (101-102) 349)

Intrinsically unstructured
Excluded volume; Osmolyte; Macromolecular crowding; Pro-
tein stability; Protein folding (Qu, Y. (101-102) 157)

Isopiestic distillation

Equilibrium dialysis; Vapor pressure osmometry; Preferential
interactions; Urea—salt interactions; Solution thermodynamics
(Anderson, C.F. (101-102) 499)

Kinetic diameter of DNA

Hydrodynamic interaction; Entropic elasticity; Fluctuations;
Electrophoretic stretch; Free solution electrophoresis of DNA;
Stained DNA (Stigter, D. (101-102) 449)

Kinetics
Fluorescence; Absorbance; Spectroscopy (Wallace, L.A. (101-
102) 115)

Kinetics
Binding; Oxygen; Myoglobin; Enzymes (van Holde, K.E. (101-
102) 251)

Kink

Contour length; DNA flexibility; p53; p21**f! response ele-
ment; MacMode atomic force microscopy (Balagurumoorthy,
P. (101-102) 613)

Lifson—Roig
a-Helix; Random coil; Protein stability; Protein structure;
Zimm-Bragg (Doig, A.J. (101-102) 283)
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Lifson-Roig
a-Helix; Propensity; Context (Lawrence, J.R. (101-102) 377)

Line tension

Surface potential; Cholesterol; Critical point; Phase separa-
tion; Dipalmitoyl phosphatidylcholine (Discher, B.M. (101-102)
335)

Lysozyme
Protein stability; a-Helix; Phage T4; Alanine scanning muta-
genesis (Zhang, X.-j. (101-102) 45)

MacMode atomic force microscopy
Kink; Contour length; DNA flexibility; p53; p21%*f! response
element (Balagurumoorthy, P. (101-102) 613)

Macromolecular crowding
Protein stability; Protein folding; Intrinsically unstructured;
Excluded volume; Osmolyte (Qu, Y. (101-102) 157)

Matlystatin

Peptide deformylase; Protonation states; QM/MM; Acti-
nonin; Antibiotics; Crystallographic structures (Madison, V.
(101-102) 241)

Matrix method

Exciton splitting; NV, dipole transition moment; Charge-
transfer transition; Amide electronic structure; a-Helix; Cir-
cular dichroism; Absorption; Ab initio calculations (Woody,
R.W. (101-102) 537)

Maximum-entropy method
Free energy distribution; Enthalpy distribution; Heat capacity;
Enthalpy moments (Poland, D. (101-102) 487)

Mesophiles
Enthalpy; Entropy; Protein evolution (Lumry, R. (101-102) 95)

Micelle

Sodium dodecyl sulfate; Spin probe; Computer simulation;
Molecular dynamics; NMR; Bombolitin (Monticelli, L. (101-
102) 579)

Molecular dynamics
NMR; Bombolitin; Micelle; Sodium dodecyl sulfate; Spin
probe; Computer simulation (Monticelli, L. (101-102) 579)

Molecular dynamics simulation
B-hairpin stability; Protein interactions; Hydrogen bonds; Hy-
drophobic interactions; Salt bridges (Tsai, J. (101-102) 189)

Molecular mechanics

Nucleic acid structure; DNA condensation; Bacteriophage P4;
Viral packaging; Computer simulation (Arsuaga, J. (101-102)
477)

Molecular recognition
Hydrophilic interactions; Functional groups; Gibbs energy;
Binding site (Ben-Naim, A. (101-102) 311)

Myoglobin
Enzymes; Kinetics; Binding; Oxygen (van Holde, K.E. (101-
102) 251)

NMR
Dynamics; Relaxation; CheW; Chemotaxis (Griswold, LJ.
(101-102) 361)

NMR

Bombolitin; Micelle; Sodium dodecyl sulfate; Spin probe;
Computer simulation; Molecular dynamics (Monticelli, L.
(101-102) 579)

Non-equilibrium
Enzyme dynamics; Deterministic kinetics; Stochastic analysis;
Oscillatory behaviour (Qian, H. (101-102) 567)

Notch
Solvent denaturation; Heat capacity; Protein stability; Denat-
urants; Thermodynamics (Zweifel, M.E. (101-102) 223)

Nucleic acid structure

DNA condensation; Bacteriophage P4; Viral packaging; Com-
puter simulation; Molecular mechanics (Arsuaga, J. (101-102)
477)

Nucleoid
Escherichia coli; Ribonuclease; Urea; Spermidine; DNA
(Murphy, L.D. (101-102) 323)

NV, dipole transition moment

Charge-transfer transition; Amide electronic structure; «-
Helix; Circular dichroism; Absorption; Ab initio calculations;
Matrix method; Exciton splitting (Woody, R.W. (101-102) 537)

Oscillatory behaviour
Non-equilibrium; Enzyme dynamics; Deterministic kinetics;
Stochastic analysis (Qian, H. (101-102) 567)

Osmolyte

Macromolecular crowding; Protein stability; Protein folding;
Intrinsically unstructured; Excluded volume (Qu, Y. (101-102)
157)

Oxygen
Myoglobin; Enzymes; Kinetics; Binding (van Holde, K.E. (101-
102) 251)

p21"*f! response element
MacMode atomic force microscopy; Kink; Contour length;
DNA flexibility; p53 (Balagurumoorthy, P. (101-102) 613)

ps3

p21¥f response element; MacMode atomic force microscopy;
Kink; Contour length; DNA flexibility (Balagurumoorthy, P.
(101-102) 613)
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Peptide deformylase
Protonation states; QM /MM; Actinonin; Antibiotics; Crystal-
lographic structures; Matlystatin (Madison, V. (101-102) 241)

Phage T4
Alanine scanning mutagenesis; Lysozyme; Protein stability;
a-Helix (Zhang, X.-j. (101-102) 45)

Phase separation
Dipalmitoyl phosphatidylcholine; Line tension; Surface poten-
tial; Cholesterol; Critical point (Discher, B.M. (101-102) 335)

Phosphatidylinositol-specific phospholipase C (PI-PLC)
Co-operativity; Enzyme kinetics; Interfacial activation (Ryan,
M. (101-102) 349)

pPK

Coulomb’s law; Finite difference Poisson—Boltzmann equa-
tion; Born self energy; Hydrogen bonds; Charge—charge inter-
actions (Pace, C.N. (101-102) 213)

Polyamino acids

Helix-probability profiles; Helix-forming propensity; Equilib-
rium and kinetic treatment; Random copolymers; Role of
hydration (Scheraga, H.A. (101-102) 257)

Potential of mean force
Solvent-separated minimum; Hydrophobic interaction (South-
all, N.T. (101-102) 297)

Preferential binding
Preferential hydration; Co-solvents; Water-ligand exchange;
Hydration (Timasheff, S.N. (101-102) 101)

Preferential hydration
Co-solvents; Water—ligand exchange; Hydration; Preferential
binding (Timasheff, S.N. (101-102) 101)

Preferential interactions

Urea-salt interactions; Solution thermodynamics; Isopiestic
distillation; Equilibrium dialysis; Vapor pressure osmometry
(Anderson, C.F. (101-102) 499)

Propensity
Context; Lifson—Roig; a-Helix (Lawrence, J.R. (101-102) 377)

Protein charge

Electrostatic; Boundary element modeling; Free-solution elec-
trophoresis; T4 lysozyme; Charge mutants (Durant, J.A. (101-
102) 595)

Protein cooperativity
Hydrogen exchange; Protein folding; Protein unfolding (En-
glander, S.W. (101-102) 59)

Protein design
H/D exchange; B-sheet protein (Carulla, N. (101-102) 69)

Protein dynamics
Relaxation kinetics; Temperature (T)-jump; Calmodulin; Pro-
tein folding (Rabl, C.-R. (101-102) 555)

Protein evolution
Mesophiles; Enthalpy; Entropy (Lumry, R. (101-102) 95)

Protein folding
Protein unfolding; Protein cooperativity; Hydrogen exchange
(Englander, S.W. (101-102) 59)

Protein folding
Conformational entropy; Random coil (Srinivasan, R. (101-
102) 169)

Protein folding
Protein dynamics; Relaxation kinetics; Temperature (T)-jump;
Calmodulin (Rabl, C.-R. (101-102) 555)

Protein folding

Intrinsically unstructured; Excluded volume; Osmolyte;
Macromolecular crowding; Protein stability (Qu, Y. (101-102)
157)

Protein interactions

Hydrogen bonds; Hydrophobic interactions; Salt bridges;
Molecular dynamics simulation; B-hairpin stability (Tsai, J.
(101-102) 189)

Protein stability
Denaturants; Thermodynamics; Notch; Solvent denaturation;
Heat capacity (Zweifel, M.E. (101-102) 223)

Protein stability
a-Helix; Phage T4; Alanine scanning mutagenesis; Lysozyme
(Zhang, X.-j. (101-102) 45)

Protein stability
Protein structure; Zimm-Bragg; Lifson—Roig; «-Helix; Ran-
dom coil (Doig, A.J. (101-102) 283)

Protein stability
Protein folding; Intrinsically unstructured; Excluded volume;
Osmolyte; Macromolecular crowding (Qu, Y. (101-102) 157)

Protein structure
Zimm-Bragg; Lifson—Roig; a-Helix; Random coil; Protein
stability (Doig, A.J. (101-102) 283)

Protein substructures
Thermodynamic stability; Hydrophobic hydration; X-ray tem-
perature factors (Lumry, R. (101-102) 83)
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Protein unfolding
Protein cooperativity; Hydrogen exchange; Protein folding
(Englander, S.W. (101-102) 59)

Protonation states
QM /MM; Actinonin; Antibiotics; Crystallographic structures;
Matlystatin; Peptide deformylase (Madison, V. (101-102) 241)

Pyrrolizidine alkaloids
Ruminal metabolism (Hovermale, J.T. (101-102) 389)

QM /MM

Actinonin; Antibiotics; Crystallographic structures; Mat-
lystatin; Peptide deformylase; Protonation states (Madison, V.
(101-102) 241)

Random coil
Protein folding; Conformational entropy (Srinivasan, R. (101-
102) 169)

Random coil
Protein stability; Protein structure; Zimm-Bragg; Lifson—
Roig; a-Helix (Doig, A.J. (101-102) 283)

Random copolymers

Role of hydration; Polyamino acids; Helix-probability profiles;
Helix-forming propensity; Equilibrium and kinetic treatment
(Scheraga, H.A. (101-102) 257)

Relaxation
CheW; Chemotaxis; NMR; Dynamics (Griswold, I.J. (101-102)
361)

Relaxation Kkinetics
Temperature (T)-jump; Calmodulin; Protein folding; Protein
dynamics (Rabl, C.-R. (101-102) 555)

Ribonuclease
Urea; Spermidine; DNA; Nucleoid; Escherichia coli (Murphy,
L.D. (101-102) 323)

RNA polymerase

Transcription regulation; Transcription factors; Transcript
elongation; Termination; Editing (von Hippel, P.H. (101-102)
403)

Role of hydration

Polyamino acids; Helix-probability profiles; Helix-forming
propensity; Equilibrium and kinetic treatment; Random copo-
lymers (Scheraga, H.A. (101-102) 257)

Ruminal metabolism
Pyrrolizidine alkaloids (Hovermale, J.T. (101-102) 389)

Salt bridges

Molecular dynamics simulation; B-hairpin stability; Protein
interactions; Hydrogen bonds; Hydrophobic interactions (Tsai,
3. (101-102) 189)

Single molecule reactions
Force; Transition state (Tinoco Jr., I. (101-102) 515)

Sodium dodecyl sulfate
Spin probe; Computer simulation; Molecular dynamics; NMR;
Bombolitin; Micelle (Monticelli, L. (101-102) 579)

Solution thermodynamics

Isopiestic distillation; Equilibrium dialysis; Vapor pressure
osmometry; Preferential interactions; Urea—salt interactions
(Anderson, C.F. (101-102) 499)

Solvent denaturation
Heat capacity; Protein stability; Denaturants; Thermody-
namics; Notch (Zweifel, M.E. (101-102) 223)

Solvent-separated minimum
Hydrophobic interaction; Potential of mean force (Southall,
N.T. (101-102) 297)

Spectroscopy
Kinetics; Fluorescence; Absorbance (Wallace, L.A. (101-102)
115)

Spermidine
DNA; Nucleoid; Escherichia coli; Ribonuclease; Urea
(Murphy, L.D. (101-102) 323)

Spin probe

Computer simulation; Molecular dynamics; NMR; Bombol-
itin; Micelle; Sodium dodecyl sulfate (Monticelli, L. (101-102)
579)

Stained DNA

Kinetic diameter of DNA; Hydrodynamic interaction; En-
tropic elasticity; Fluctuations; Electrophoretic stretch; Free
solution electrophoresis of DNA (Stigter, D. (101-102) 449)

Stochastic analysis
Oscillatory behaviour; Non-equilibrium; Enzyme dynamics;
Deterministic kinetics (Qian, H. (101-102) 567)

Structure comparison
X-ray structure; Apoptosis; Zymogen activation; Caspases;
Inhibitor binding (Donepudi, M. (101-102) 147)

Surface potential

Cholesterol; Critical point; Phase separation; Dipalmitoyl
phosphatidylcholine; Line tension (Discher, B.M. (101-102)
335)
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T4 lysozyme

Charge mutants; Protein charge; Electrostatic; Boundary ele-
ment modeling; Free-solution electrophoresis (Durant, J.A.
(101-102) 595)

Temperature (T)-jump
Calmodulin; Protein folding; Protein dynamics; Relaxation
kinetics (Rabl, C.-R. (101-102) 555)

Termination

Editing; RNA polymerase; Transcription regulation; Tran-
scription factors; Transcript elongation (von Hippel, P.H.
(101-102) 403)

Thermodynamic stability
Hydrophobic hydration; X-ray temperature factors; Protein
substructures (Lumry, R. (101-102) 83)

Thermodynamics
Notch; Solvent denaturation; Heat capacity; Protein stability;
Denaturants (Zweifel, M.E. (101-102) 223)

Transcript elongation
Termination; Editing; RNA polymerase; Transcription regula-
tion; Transcription factors (von Hippel, P.H. (101-102) 403)

Transcription factors

Transcript elongation; Termination; Editing; RNA po-
lymerase; Transcription regulation (von Hippel, P.H. (101-102)
403)

Transcription regulation
Transcription factors; Transcript elongation; Termination;
Editing; RNA polymerase (von Hippel, P.H. (101-102) 403)

Transition state
Context dependence; Buried salt bridge; Arc-MYL variant;
Fast-folding mutants (Srivastava, A.K. (101-102) 37)

Transition state
Single molecule reactions; Force (Tinoco Jr., 1. (101-102) 515)

Unfolding and folding of polypeptide chains

Aspartate transcarbamoylase and catalytic trimers; Analysis of
patterns by mass transfer equations; Urea gradient gel elec-
trophoresis; Denaturation and reconsitution of oligomeric
proteins (Kalnine, N.N. (101-102) 135)

Urea
Spermidine; DNA; Nucleoid; Escherichia coli; Ribonuclease
(Murphy, L.D. (101-102) 323)

Urea gradient gel electrophoresis

Denaturation and reconsitution of oligomeric proteins; Un-
folding and folding of polypeptide chains; Aspartate transcar-
bamoylase and catalytic trimers; Analysis of patterns by mass
transfer equations (Kalnine, N.N. (101-102) 135)

Urea-salt interactions

Solution thermodynamics; Isopiestic distillation; Equilibrium
dialysis; Vapor pressure osmometry; Preferential interactions
(Anderson, C.F. (101-102) 499)

Vapor pressure osmometry

Preferential interactions; Urea—salt interactions; Solution
thermodynamics; Isopiestic distillation; Equilibrium dialysis
(Anderson, C.F. (101-102) 499)

Viral packaging

Computer simulation; Molecular mechanics; Nucleic acid
structure; DNA condensation; Bacteriophage P4 (Arsuaga, J.
(101-102) 477)

Water-ligand exchange
Hydration; Preferential binding; Preferential hydration; Co-
solvents (Timasheff, S.N. (101-102) 101)

X-ray structure
Apoptosis; Zymogen activation; Caspases; Inhibitor binding;
Structure comparison (Donepudi, M. (101-102) 147)

X-ray temperature factors
Protein substructures; Thermodynamic stability; Hydrophobic
hydration (Lumry, R. (101-102) 83)

Zimm-Bragg
Lifson—Roig; a-Helix; Random coil; Protein stability; Protein
structure (Doig, A.J. (101-102) 283)

Zymogen activation
Caspases; Inhibitor binding; Structure comparison; X-ray
structure; Apoptosis (Donepudi, M. (101-102) 147)



